
Gene ID NR Description NR GI NR ID Fpkm_S39_1 Fpkm_S39_2 Fpkm_S39_3 Fpkm_S40_1Fpkm_S40_2Fpkm_S40_3 Fpkm_S41_1 Fpkm_S41_2 Fpkm_S41_3 Fpkm_S43_1Fpkm_S43_2Fpkm_S43_3
3-6.c1441/5/4345 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 1.04 0 0 0 0 53.63 49.46 85.87 0 0 0
2-3.c2233/16/1957 PREDICTED: pre-mRNA 3'-end-processing factor FIP1 isoform X4 [Xenopus (Silurana) tropicalis]847088065 XP_012819464.1 0 72.71 0 0 0 0 18.65 39.37 32.99 0.26 20.03 0
3-6.c13156/2/2931 PREDICTED: obscurin isoform X13 [Xenopus (Silurana) tropicalis]847141105 XP_012821210.1 37.5 0 17.5 26.73 20.25 26.46 0 0 0 0 0 9.92
2-3.c41191/3/2279 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 14.42 7.55 42.69 0.22 0 0 51.48 26.53 72.64 7.06 43.11 41.39
3-6.c13721/1/3884 PREDICTED: RNA-binding protein 25 isoform X1 [Xenopus (Silurana) tropicalis]847153751 XP_012823642.1 12.01 0 7.59 10.48 7.5 14.19 0 0 0 0 12.79 13.24
2-3.c1136/122/2087DEAD (Asp-Glu-Ala-Asp) box polypeptide 18 [Xenopus (Silurana) tropicalis]171847235 AAI61473.1 0 27.76 7.27 0 0 0 15.45 13 23 0 6.24 0
2-3.c47767/1/2410.1repressor of RNA polymerase III transcription MAF1 homolog [Xenopus laevis]>gi|82188847|sp|Q7ZWL6.1|MAF1_XENLA RecName: Full=Repressor of RNA polymerase III transcription MAF1 homolog [Xenopus laevis]>gi|28422218|gb|AAH46951.1| Maf1-pending-prov protein [Xenopus laevis]148228865 NP_001080708.1 0 33.47 20.46 0 0 0 28.99 29.25 32 69.28 51.19 22.13
3-6.c13897/1/4006 PREDICTED: dynactin subunit 1 isoform X8 [Xenopus (Silurana) tropicalis]512817195 XP_004911353.1 0 17.81 4.46 0 0 0 8.07 5.29 10.76 13.79 0 15.1
2-3.c53364/1/2475 -- -- -- 0 0 0 0 0 0 10.93 12.4 13.23 0 1.98 5.14
2-3.c62424/4/2099 -- -- -- 26.4 0 14.52 23.9 14.39 12.44 0 0 0 0 0 56.76
2-3.c27791/1/2087 ryanodine receptor beta isoform [Rana catesbeiana]29501272 BAA04647.2 5.48 0.3 26.99 22.12 14 12.8 0 0 0 0 4.44 6.31
1-2.c35161/1/1523 PREDICTED: paraplegin [Xenopus (Silurana) tropicalis]301608280 XP_002933705.1 35.57 7.16 6.49 0 0 0.08 12.83 24.59 30.31 19.41 28.24 0
1-2.c3283/3/1520 coatomer subunit alpha [Xenopus (Silurana) tropicalis]>gi|183986334|gb|AAI66233.1| LOC100158562 protein [Xenopus (Silurana) tropicalis]189230284 NP_001121466.1 0 0 0 0 0 0 19.84 15.62 19.46 0 0 75.59
2-3.c35035/1/2188 -- -- -- 9.41 0.72 12.39 13.14 9.72 14.01 0 0 0 10.07 6.61 5.59
2-3.c1892/15/2499 PREDICTED: myosin-4-like [Xenopus (Silurana) tropicalis]847156931 XP_012824468.1 0 0 58.82 0 0 0.68 47.07 35.29 31.9 0 0 0
1-2.c28106/2/1421 -- -- -- 13.53 35.51 0.49 0 0 0 18.31 10.01 24.78 0 10.41 9.49
3-6.c7577/2/3351 PREDICTED: obscurin isoform X1 [Xenopus (Silurana) tropicalis]847141062 XP_012821197.1 23.33 0.27 33.09 37.91 30.53 40.16 0.42 0.18 0 0 0 13.23
2-3.c61888/2/2470 gsn protein [Xenopus (Silurana) tropicalis]159155320 AAI54876.1 0 0.01 0 8.95 7.89 7.71 0 0 0 20.77 0 12.35
2-3.c7227/1/2395 PREDICTED: dynactin subunit 1 isoform X3 [Xenopus (Silurana) tropicalis]847096031 XP_012811217.1 0 37.3 6.29 0.08 0 0.2 21.91 8.78 20.83 45.33 0 45.17
3-6.c18138/1/2699 -- -- -- 2.69 6.58 0 0 0 0 3.74 5.46 9.09 0 0 1.47
2-3.c41733/1/1985 2-oxoglutarate dehydrogenase, mitochondrial precursor [Xenopus laevis]>gi|49115318|gb|AAH73298.1| Ogdh protein [Xenopus laevis]148231573 NP_001083614.1 0 0 4.92 10.31 7.38 10.26 0 0 0 0 0 0
1-2.c7280/1/1456 alanine aminotransferase 2 [Xenopus laevis]>gi|82201004|sp|Q6GM82.1|ALAT2_XENLA RecName: Full=Alanine aminotransferase 2; Short=ALT2; AltName: Full=Glutamate pyruvate transaminase 2; Short=GPT 2; AltName: Full=Glutamic--alanine transaminase 2; AltName: Full=Glutamic--pyruvic transaminase 2 [Xenopus laevis]>gi|49256102|gb|AAH74194.1| Gpt2 protein [Xenopus laevis]147898847 NP_001086104.1 0 6.04 0 0 0 0 13.1 6.21 15.21 39.73 51.45 6.56
1-2.c33588/1/1278.1NmrA-like family domain-containing protein 1 [Rana catesbeiana]226371956 ACO51603.1 0.43 2.92 3.16 0 0 0 19.24 18.38 11.01 0 2.11 2.65
1-2.c43620/1/1741 hedgehog acyltransferase-like [Xenopus laevis]>gi|27694798|gb|AAH43836.1| MGC53261 protein [Xenopus laevis]147901798 NP_001079492.1 21.02 0 0 23.27 23.69 7.12 0 0 0 0 0.63 3.94
2-3.c7627/1/2303 LOC100170459 protein [Xenopus (Silurana) tropicalis]189441985 AAI67321.1 0 0 0 0 0 0.06 7.34 6.04 8.2 0 0 26.14
1-2.c22445/2/1199 v-ral simian leukemia viral oncogene homolog B [Xenopus (Silurana) tropicalis]>gi|134023912|gb|AAI35688.1| LOC100124895 protein [Xenopus (Silurana) tropicalis]156717550 NP_001096315.1 0 39.05 0 0 0 0.22 15.64 19.02 16.56 0 0 0
1-2.c36862/1/1190 PREDICTED: LOW QUALITY PROTEIN: myosin-binding protein C, cardiac-type [Taeniopygia guttata]823461821 XP_004174577.2 35.19 0 0 0 0 0 95.21 48.58 22.49 35.75 49.21 5.63
1-2.c21098/1/1790 -- -- -- 16.32 3.56 3.26 0 0 0 4.92 7.43 7.3 7.3 8.73 0.55
1-2.c16956/2/1310 PREDICTED: propionyl-CoA carboxylase beta chain, mitochondrial [Clupea harengus]831302652 XP_012683386.1 14.61 27.66 0 0 0 0 13.39 8.57 4.68 11.21 16.07 13.2
3-6.c12176/96/3037PREDICTED: endoplasmin, partial [Anas platyrhynchos]514758710 XP_005022616.1 0 5.14 0 5.91 7.42 16.05 0 0 0.38 9.54 7.13 0.01
2-3.c19240/1/2186 -- -- -- 3.26 26.87 0.04 0 0 0 2.99 3.61 5.23 7.62 5.28 5.57
1-2.c41203/1/1702 -- -- -- 0.91 0.19 8.52 2.32 0 0 32.45 39.65 29.04 8.5 65.65 50.42
2-3.c51959/2/2303 alanine aminotransferase 2 [Xenopus laevis]>gi|82201004|sp|Q6GM82.1|ALAT2_XENLA RecName: Full=Alanine aminotransferase 2; Short=ALT2; AltName: Full=Glutamate pyruvate transaminase 2; Short=GPT 2; AltName: Full=Glutamic--alanine transaminase 2; AltName: Full=Glutamic--pyruvic transaminase 2 [Xenopus laevis]>gi|49256102|gb|AAH74194.1| Gpt2 protein [Xenopus laevis]147898847 NP_001086104.1 20.5 0 7.32 17.95 15.11 4.19 0 0.03 0 0 0.02 3.25
2-3.c11669/5/2172 PREDICTED: TATA-binding protein-associated factor 2N, partial [Meleagris gallopavo]733916099 XP_010720197.1 3.56 19.25 4.35 2.32 3.31 7.97 0 0 0 0 0 0
2-3.c41096/1/2003.1-- -- -- 24.08 13.64 1.34 15.36 13.27 8.09 0 0 0 22.03 0 1.53
2-3.c4365/2/2244 -- -- -- 0.74 13.61 0 0 0 0 4.47 2.68 2.71 0 0 0
2-3.c52049/2/2237 -- -- -- 0.41 12.19 0.76 0.28 0 0 6.85 7.02 7.23 15.25 4.27 0.14
1-2.c20910/1/8680.1PREDICTED: tubulin alpha-1C chain [Nomascus leucogenys]820994203 XP_012363719.1 0 0 0 0 0 0 15.37 6.87 5.82 57.17 63.04 24.55
2-3.c36785/2/1936 -- -- -- 0.86 7.92 5.07 0 0 0 5.67 1.63 3.78 1.09 0 0.21
2-3.c57641/1/1851 PREDICTED: moesin isoform X3 [Xenopus (Silurana) tropicalis]847156257 XP_012824361.1 0 8.3 2.77 4.72 1.72 8.39 0 0 0 0 0 0
3-6.c9057/1/2915 protein NDRG1-B [Xenopus laevis]>gi|82176457|sp|Q7ZWV3.1|NDR1B_XENLA RecName: Full=Protein NDRG1-B; Short=xNDRG1-B>gi|28302344|gb|AAH46693.1| Ndr1-prov protein [Xenopus laevis]147906416 NP_001080627.1 0.49 1.5 0 0 0 0 3.79 1.55 1.46 0 1.08 0
1-2.c2630/24/1697 PREDICTED: microtubule-associated protein RP/EB family member 1 isoform X2 [Xenopus (Silurana) tropicalis]>gi|847167933|ref|XP_012827057.1| PREDICTED: microtubule-associated protein RP/EB family member 1 isoform X2 [Xenopus (Silurana) tropicalis]847167931 XP_012827056.1 0.88 13.93 5.61 9.71 6.17 2.64 0 0 0 0 0 1.91
3-6.c3590/4/2974 PREDICTED: AP-1 complex subunit gamma-1 isoform X1 [Ornithorhynchus anatinus]620946340 XP_007670469.1 9.17 1.55 1.02 0 0 0 1.56 2.53 2.03 0.79 1.8 0
2-3.c4225/1/2520 -- -- -- 18.72 0.12 0.09 15.03 14.65 3.47 0 0.03 0.05 0 5.96 12.09
2-3.c24293/1/2276.1-- -- -- 5.63 9.79 0.13 0 0 0 10.61 7.4 3.91 178.68 10.57 102.24
2-3.c2940/4/2236 -- -- -- 4.3 3.87 0.92 0 0 0 3.61 3.95 1.01 0.73 2.42 3.69
1-2.c32719/1/1162 Syntaxin-12 [Rana catesbeiana]226372600 ACO51925.1 0 0 0 0 0 0 14.17 8.88 2.93 44.03 57.64 3.65
1-2.c28087/1/1379 increased sodium tolerance 1 homolog [Xenopus laevis]>gi|50418209|gb|AAH77241.1| MGC79118 protein [Xenopus laevis]147903060 NP_001086654.1 26.84 4.61 0 0 0 0 2.51 11.6 9.12 0 0.24 0
2-3.c26330/1/2172.1-- -- -- 14.72 62.57 0.82 15.1 16.98 32.21 0 0.19 0.23 42.72 31.7 90.68
1-2.c40050/2/1435 -- -- -- 0 0 2.4 5.74 4.63 5.25 0 0 0 7.19 3.65 9.46
2-3.c40177/2/2081 PREDICTED: 5'-3' exoribonuclease 2 [Xenopus (Silurana) tropicalis]>gi|89271859|emb|CAJ82319.1| 5'-3' exoribonuclease 2 [Xenopus (Silurana) tropicalis]301620220 XP_002939479.1 1.54 0.69 2.19 0 0 0 3.08 2.39 2.83 1.11 5.33 2.69
2-3.c49412/1/1982 PREDICTED: uncharacterized protein LOC100594901 [Nomascus leucogenys]332219891 XP_003259093.1 0 6.25 1.44 0 0 0.08 3.08 3.43 4.92 3.6 1.7 0
2-3.c59243/1/1988 probable ATP-dependent RNA helicase DDX10 [Xenopus (Silurana) tropicalis]>gi|148921499|gb|AAI46616.1| ddx10 protein [Xenopus (Silurana) tropicalis]156717218 NP_001096151.1 0 10.51 0 1.45 4.02 4.44 0 0 0 0 0 0
1-2.c42745/6/1737 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 28.28 2.63 0 0 0 0 0 211.06 392.8 0 0 0

Table S2. All tail DETs among the four stages during natural metamorphosis. 
4,555 DETs were obtained by pair-wise comparison of gene expression among the four stages and listed with detail sequence data, containing FPKM of 12 samples (four stages and three repeats).



2-3.c19652/1/2088 -- -- -- 0 13.09 9.56 0.05 0 0 9.32 9.11 32.65 0 6.88 15.21
1-2.c9178/2/1376 -- -- -- 0 34.99 0 3.49 0 0 149.12 47.38 65.57 199.12 399.87 3.69
2-3.c20118/2/2131 Unknown (protein for IMAGE:7645010) [Xenopus (Silurana) tropicalis]197245540 AAI69188.1 0.53 0.23 0 0 0 0 5.26 2.01 1.58 0 0 0
2-3.c56283/1/2248 PREDICTED: ubiquitin carboxyl-terminal hydrolase CYLD isoform X2 [Xenopus (Silurana) tropicalis]847116837 XP_012816049.1 2.9 4.63 3.25 3.08 2.96 1.85 0 0 0 0 0 4.74
2-3.c20505/2/1972 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 171.75 0 0 0 0 0 0 437.51 275.86 0 0 0
3-6.c10108/1/3081 hypoxia-inducible factor 1 alpha [Rana temporaria]166343757 ABY86629.1 0.7 0 0 0 0 0 1.82 1.64 1.28 2.74 0 2.32
1-2.c8929/3/1527 -- -- -- 0 0 1.27 0 0 0 10.01 2.82 3.69 5.42 0 8.97
1-2.c51783/5/1362 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 0 1765.76 0 0 0 0 48.95 2.04 58.28 33.32 0 0
2-3.c20273/3/2456 Unknown (protein for IMAGE:7645010) [Xenopus (Silurana) tropicalis]197245540 AAI69188.1 0 3.59 0 0 0.06 0 3.22 2.11 3.38 0 0 0
1-2.c13672/1/1172 -- -- -- 4.53 58.34 26.79 2.43 1.25 2.54 28.85 37.42 57.11 8 67.98 55.34
1-2.c51597/201/1757tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, theta polypeptide [Bufo gargarizans]89515082 ABD75373.1 1.08 177.11 82.16 0 129.73 113.06 0 0 0 83.57 0 91.29
2-3.c1621/73/1987 nucleosome assembly protein 1-like 1 isoform 1 [Cricetulus griseus]537227872 ERE83488.1 3.05 7.88 0 1.38 6.48 4.31 0 0 0 0 0 0
1-2.c39930/1/1674 -- -- -- 1.37 0 0 4.71 1.04 4.84 0 0 0 1.7 0.28 0
1-2.c6741/1/1788 WD repeat-containing protein mio-B [Xenopus laevis]>gi|182662406|sp|A4QNS7.1|MIOB_XENLA RecName: Full=WD repeat-containing protein mio-B [Xenopus laevis]>gi|141796348|gb|AAI39502.1| LOC100049152 protein [Xenopus laevis]147901327 NP_001091443.1 0 4.42 0.25 0.1 0 0 3.12 5.28 3.54 3.01 5.76 0
1-2.c37842/2/1583.1PREDICTED: epsilon-sarcoglycan isoform X4 [Chrysemys picta bellii]641796609 XP_008161666.1 0 0 0 0.19 0 0 6.38 7.78 3.01 18.12 15.93 2.47
2-3.c31999/4/1960 PREDICTED: angio-associated migratory cell protein [Python bivittatus]602656532 XP_007433999.1 0 8.61 0 0 0 0 1.87 2.34 3.13 0 0 0
1-2.c20983/1/1384.1-- -- -- 0 0.77 24.62 19.21 20.2 10.18 0.17 0 0.33 160.2 1.29 0.37
1-2.c41057/2/1395 PREDICTED: ras suppressor protein 1 isoform X1 [Condylura cristata]507973237 XP_004691331.1 0.14 29.24 0.23 0 0 0 13.82 5.38 3.14 32.01 18.72 2.99
2-3.c2151/20/2271 methionine-R-sulfoxide reductase B1 [Xenopus (Silurana) tropicalis]261399890 NP_001004972.2 1.85 0 0.86 1.09 2.23 3.86 0 0 0 0.41 0 0
1-2.c22970/1/1459.1PREDICTED: triadin isoform X6 [Anolis carolinensis]637253484 XP_008118204.1 0 0 0 0 0 0 179.37 134.68 0 123.39 0 0
2-3.c30752/1/2047 PREDICTED: splicing factor 3B subunit 1 isoform X2 [Taeniopygia guttata]823464129 XP_012430431.1 0 0 1.3 0 0 0 3.26 1.74 1.84 2.87 0.31 0.15
1-2.c48124/2/1326 LOC733385 protein [Xenopus laevis]76779703 AAI06651.1 0 1.14 1.98 0 4.19 0 25.33 32.13 28.97 1.16 36.64 2.34
1-2.c23008/2/1331 -- -- -- 2.8 0 0 0 0 0 5.32 1.76 4.86 22.3 18.51 16.96
2-3.c42844/1/2482 serine/threonine kinase 38 [Xenopus laevis]>gi|33417285|gb|AAH56129.1| Trc-prov protein [Xenopus laevis]147899268 NP_001080418.1 1.04 2.05 0 0 0 0 3.1 1.29 1.06 0 0 0
2-3.c35643/1/2578.1polycomb protein SCMH1 [Xenopus (Silurana) tropicalis]>gi|49523235|gb|AAH75330.1| sex comb on midleg homolog 1 [Xenopus (Silurana) tropicalis]54262200 NP_001005790.1 3.34 0.42 0 0 0 0 4.57 0.66 4.44 1.13 6.18 7.97
2-3.c40609/1/1885 PREDICTED: nebulin isoform X9 [Xenopus (Silurana) tropicalis]847166508 XP_012826615.1 0 2.26 1.75 0.1 0 0 5.08 2.98 2.62 1.27 0 0
1-2.c29316/1/1343 increased sodium tolerance 1 homolog [Xenopus laevis]>gi|50418209|gb|AAH77241.1| MGC79118 protein [Xenopus laevis]147903060 NP_001086654.1 27.56 0.55 7.32 0.49 0.84 0.49 13.23 17.2 13.63 20.85 36.91 1.44
2-3.c12246/5/1957 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 0 0 0 0 54.47 53.52 0 0 0 0 0 0
2-3.c54827/1/2299 PREDICTED: uncharacterized protein LOC100594901 [Nomascus leucogenys]332219891 XP_003259093.1 2.12 23.99 7.39 0.86 1.42 0.99 12.79 20.17 22.43 21 13.99 1.44
1-2.c23709/1/1265 heat shock protein 110 [Xenopus laevis]91805313 ABE65386.1 6.32 22.23 5.53 1.74 4.31 7.43 0 0 0 0 0 14.46
1-2.c45532/1/1394 PREDICTED: basic proline-rich protein-like [Monodelphis domestica]612060000 XP_007506118.1 5.19 0 0 6.25 3.51 2.33 0 0 0 0 11.08 11.92
3-6.c15844/1/3295 PREDICTED: nebulin isoform X3 [Xenopus (Silurana) tropicalis]847166495 XP_012826609.1 0 0 0 0.5 79.45 125.19 0 0.05 0 0 0 0
3-6.c16115/1/3550 glucosidase, alpha; neutral AB precursor [Xenopus laevis]>gi|120577623|gb|AAI30138.1| LOC100037025 protein [Xenopus laevis]148232724 NP_001091232.1 1.6 3 0.62 0 0 0 1.64 1.38 0.35 0 0.83 5.16
2-3.c58589/4/2000 vigilin [Xenopus (Silurana) tropicalis]>gi|49899939|gb|AAH76949.1| high density lipoprotein binding protein (vigilin) [Xenopus (Silurana) tropicalis]55742112 NP_001006854.1 0 0 0 0 0 0 57.62 79.51 0 0 0 23.49
1-2.c9374/2/1526.1 PREDICTED: lipid phosphate phosphohydrolase 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|165970811|gb|AAI58261.1| ppap2a protein [Xenopus (Silurana) tropicalis]847087033 XP_012816123.1 0.36 0 0 0.11 0 0 9.88 1.98 6.25 33.92 39.02 14.54
1-2.c37563/2/1783 PREDICTED: keratin, type II cytoskeletal cochleal [Meleagris gallopavo]326919555 XP_003206045.1 0.02 0 43.17 1.01 5.19 0 36.42 35.52 27.01 0.01 2.79 0
1-2.c49476/1/1248 increased sodium tolerance 1 homolog [Xenopus laevis]>gi|50418209|gb|AAH77241.1| MGC79118 protein [Xenopus laevis]147903060 NP_001086654.1 13.32 11.14 0 0 0 0 2.64 2.58 6.2 30.62 60.76 0
2-3.c33454/2/2381.1tax1-binding protein 1-like B [Scleropages formosus]820160924 KKX21603.1 0 2.46 0 0 0 0 1.42 2.61 2.88 0 0.45 0
2-3.c39404/1/2181.1aquaporin 3-like [Hyla chrysoscelis]86553029 ABC98210.1 0 5.67 8.26 0 0.58 0 17.37 8.11 5.2 44.1 0 120.52
2-3.c12316/3/2702 claudin-1 [Xenopus (Silurana) tropicalis]>gi|58477321|gb|AAH89635.1| claudin 1 [Xenopus (Silurana) tropicalis]62751357 NP_001015704.1 31.36 28.74 23.58 0 0 0 27.85 0 21.58 0 0 71.28
2-3.c13805/4/2578 transcription factor Dp-1 [Xenopus laevis]>gi|52354615|gb|AAH82841.1| LOC494744 protein [Xenopus laevis]148222844 NP_001088050.1 1.45 8.42 1.55 1.72 2.48 0.9 0 0 0 1.89 0 3.3
2-3.c60180/1/2529 PREDICTED: pseudouridylate synthase 7 homolog isoform X1 [Xenopus (Silurana) tropicalis]847109932 XP_012814506.1 0 0.62 0.27 1.27 1.66 2.54 0 0 0 0 0.31 0.73
1-2.c45554/1/1861.1uncharacterized protein LOC613109 [Xenopus (Silurana) tropicalis]>gi|63146254|gb|AAH96011.1| hypothetical protein mgc108213 [Xenopus (Silurana) tropicalis]73853872 NP_001027517.1 0 0 0 0 0 0.16 5.75 2.54 5.41 8.96 7.83 16.98
1-2.c29226/1/9331.1tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, theta polypeptide [Bufo gargarizans]89515082 ABD75373.1 11.8 0 4.37 8.84 5.22 3.94 0 0 0 0 36.83 16.88
1-2.c11691/1/1275 PREDICTED: LOW QUALITY PROTEIN: succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial [Oryctolagus cuniculus]655894700 XP_002723240.2 3.61 0 20.71 25.36 16.27 7.19 0 0 0.95 0.82 1.14 4.89
1-2.c16967/2/1621 PREDICTED: pre-mRNA 3'-end-processing factor FIP1 isoform X1 [Xenopus (Silurana) tropicalis]847088056 XP_012819457.1 51.3 0 26.99 25.83 22.25 16.14 3.37 0.41 0 19.99 17.96 24.12
1-2.c8009/1/1826 PREDICTED: ATP-dependent RNA helicase DDX18 isoform X2 [Chrysemys picta bellii]641754248 XP_008177080.1 0 29.5 10.32 0 0 0 3.65 6.1 1.18 0 0 3.85
2-3.c4869/1/2060 scinderin [Xenopus laevis]>gi|49522245|gb|AAH74175.1| MGC81993 protein [Xenopus laevis]148236707 NP_001086089.1 0 18.25 0 0.3 0 0.16 2.19 8.34 7.69 4.29 1.37 0
3-6.c4669/1/4636.2 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 108.43 3.27 0 0 0 0.04 0 290.43 196.98 0 0 0
1-2.c48375/1/1497 exocyst complex component 3 [Xenopus (Silurana) tropicalis]>gi|49523186|gb|AAH75108.1| SEC6-like 1 (S. cerevisiae) [Xenopus (Silurana) tropicalis]54020886 NP_001005685.1 1.23 13.44 0.72 1.01 0.37 0.53 11.97 11.81 12.92 25.6 3.82 0.73
2-3.c4959/1/1894 PREDICTED: RNA polymerase-associated protein RTF1 homolog isoform X1 [Xenopus (Silurana) tropicalis]847153928 XP_012823707.1 0 4.31 0 0 0 0 3.34 1.43 1.52 6.23 0.81 0
2-3.c43967/1/2629 probable UDP-sugar transporter protein SLC35A4 [Xenopus (Silurana) tropicalis]>gi|189046131|sp|A4IHW3.1|S35A4_XENTR RecName: Full=Probable UDP-sugar transporter protein SLC35A4; AltName: Full=Solute carrier family 35 member A4>gi|134023949|gb|AAI35721.1| slc35a4 protein [Xenopus (Silurana) tropicalis]156717564 NP_001096322.1 1.66 0 1.63 1.51 2.5 0.69 0 0 0 0 0.52 2.51
1-2.c25949/1/1545 nuclear factor interleukin-3-regulated protein [Xenopus (Silurana) tropicalis]>gi|847087327|ref|XP_012817037.1| PREDICTED: nuclear factor interleukin-3-regulated protein isoform X1 [Xenopus (Silurana) tropicalis]>gi|847087329|ref|XP_012817043.1| PREDICTED: nuclear factor interleukin-3-regulated protein isoform X1 [Xenopus (Silurana) tropicalis]>gi|82194958|sp|Q5FW38.1|NFIL3_XENTR RecName: Full=Nuclear factor interleukin-3-regulated protein [Xenopus (Silurana) tropicalis]>gi|58476296|gb|AAH89641.1| nuclear factor, interleukin 3 regulated [Xenopus (Silurana) tropicalis]62751891 NP_001015710.1 3.41 0.77 0 0 0 0 10.8 5.69 1.26 2.42 2.12 1.13
2-3.c39269/3/2173 -- -- -- 0 16.22 0 3.15 5.67 18.83 0 0 0 0 0 0
2-3.c39742/1/2119 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 0 0 0 0 0 0 24.21 21.48 0 0 0
3-6.c15231/1/3518 ubiquitin carboxyl-terminal hydrolase 48 [Xenopus (Silurana) tropicalis]>gi|166796872|gb|AAI59175.1| LOC100145207 protein [Xenopus (Silurana) tropicalis]187608155 NP_001120167.1 4.93 6.1 0 0 0 0 3 2.57 0.24 1.18 2.71 1.8
1-2.c16622/1/5384 DDB1- and CUL4-associated factor 7 [Xenopus (Silurana) tropicalis]>gi|38382913|gb|AAH62486.1| WD repeat domain 68 [Xenopus (Silurana) tropicalis]45360843 NP_989097.1 0 0 0 0.56 0 0 11.35 3.13 6.84 30.79 50.37 21.13
1-2.c15273/1/1831.1PREDICTED: glycophorin-C isoform X2 [Tinamus guttatus]719767613 XP_010218100.1 0 8.71 0 0 0 0 3.32 2.29 3.95 0 0 0



2-3.c6790/1/2408 sequestosome-1 [Xenopus (Silurana) tropicalis]>gi|51512943|gb|AAH80326.1| sqstm1 protein [Xenopus (Silurana) tropicalis]56118722 NP_001007894.1 23.4 2.99 0 0.77 0 2.45 31.98 19.31 9.51 31.72 11.51 1.89
2-3.c13532/1/2165 -- -- -- 2.44 6.15 1.74 0 0 0 0.82 1.43 2.86 0 1.62 0
1-2.c15002/7/1695 uncharacterized protein LOC613109 [Xenopus (Silurana) tropicalis]>gi|63146254|gb|AAH96011.1| hypothetical protein mgc108213 [Xenopus (Silurana) tropicalis]73853872 NP_001027517.1 0 0 0.1 0 0 0 2.07 7.07 2.79 6.02 0 9.97
2-3.c700/130/2508 succinate dehydrogenase [ubiquinone] flavoprotein subunit A, mitochondrial precursor [Xenopus laevis]>gi|82237610|sp|Q6PA58.1|SDHAA_XENLA RecName: Full=Succinate dehydrogenase [ubiquinone] flavoprotein subunit A, mitochondrial; AltName: Full=Flavoprotein subunit of complex II A; Short=Fp; Flags: Precursor [Xenopus laevis]>gi|38014407|gb|AAH60446.1| MGC68518 protein [Xenopus laevis]148237169 NP_001083473.1 80.04 21.99 0 0 0 0.14 51.49 54.2 0.27 0 9.04 19.37
1-2.c30843/1/1681 PREDICTED: dehydrogenase/reductase SDR family member 7 [Taeniopygia guttata]224051869 XP_002200406.1 10.42 0 15.63 5.15 6.5 3.09 0 0 0 0 5.35 0
2-3.c1219/130/2348inner-ear cytokeratin [Rana catesbeiana]6980088 AAF34720.1 0.51 0 0 0 0 0 3.84 5.99 0.76 5.84 0 0
1-2.c34719/1/1705 PREDICTED: male-specific lethal 3 homolog isoform X2 [Gallus gallus]513163754 XP_416839.2 1.07 10 2.6 3.08 1.91 2.19 0 0 0 0 0 0
1-2.c35453/1/1427.1-- -- -- 10.78 11.74 5.43 0.07 0 1.32 8.02 13.2 7.02 0.56 13.8 12.3
1-2.c9778/5/1817 PREDICTED: nebulin isoform X9 [Xenopus (Silurana) tropicalis]847166508 XP_012826615.1 4.88 10.19 0 0 0 0 18.73 22.54 0 0.27 0 0
2-3.c54975/1/2031 -- -- -- 2.73 2.76 2.94 2.06 1.88 2.38 0 0 0 3.91 5.05 0
1-2.c43474/1/1404 uncharacterized protein LOC414613 [Xenopus laevis]>gi|46249600|gb|AAH68837.1| MGC81482 protein [Xenopus laevis]148223946 NP_001084653.1 2.68 0 0 0 0 0.9 5.46 5.63 10.62 22.59 36.16 11.21
2-3.c33273/1/1914 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 13.25 1.65 76.79 0 0 2.33 20.5 113.88 78.65 0 0 0
2-3.c5957/4/2234 -- -- -- 6.44 24.4 4.99 0 0.35 0 8.36 1.59 6.45 0 1.85 14.58
1-2.c49551/1/1243 actin-related protein 10 [Xenopus (Silurana) tropicalis]>gi|52078371|gb|AAH82502.1| actin-related protein 10 homolog [Xenopus (Silurana) tropicalis]58332420 NP_001011001.1 0 0.59 2.39 0 0 0 2.32 2.99 3.9 10.11 1.46 0
2-3.c35404/1/2568 PREDICTED: protein PRRC2A isoform X2 [Xenopus (Silurana) tropicalis]512859823 XP_002941349.2 16.48 20.84 0 0 13.44 13.26 0 0 0 10.53 1.91 13.85
2-3.c63257/1/2048 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 2.95 617.17 3.42 4.07 1.95 15.44 63.45 54.12 96.38 38.29 7.45 2.58
2-3.c49296/1/2507 PREDICTED: IQ and ubiquitin-like domain-containing protein isoform X2 [Chrysemys picta bellii]641752321 XP_008170992.1 13.22 1.19 0.39 11.95 10.15 7.29 0.33 0.82 0.57 0.82 13.16 12.59
2-3.c13071/3/2427 methionine-R-sulfoxide reductase B1 [Xenopus (Silurana) tropicalis]261399890 NP_001004972.2 4.1 0 1 0.99 0.9 3.11 0 0 0 0.46 0 0
1-2.c37339/2/1496.1PREDICTED: tropomyosin beta chain isoform X1 [Erinaceus europaeus]617601237 XP_007522878.1 0 139.27 32.07 0 0 0 31.91 0 40.79 124.6 0 147.29
1-2.c45650/1/1695 PREDICTED: myosin-4-like [Xenopus (Silurana) tropicalis]847156931 XP_012824468.1 1.23 0 1.56 0 0 0.03 4.25 1.61 1.7 0 0 2.32
1-2.c28402/1/1354 -- -- -- 0.87 0.11 0.16 0 0 0 0.81 3 4.36 4.02 0.01 0
2-3.c23229/2/2172 PREDICTED: protein FAM63A [Xenopus (Silurana) tropicalis]301615719 XP_002937311.1 2.01 6.55 1.09 1.13 2.04 2.45 0 0 0 0 0 0
2-3.c47178/1/2228 -- -- -- 6.77 0.82 0 0 0 0.1 3.34 7.79 2.44 11.54 13.49 14.98
2-3.c46364/1/2139 PREDICTED: plakophilin-4 isoform X2 [Xenopus (Silurana) tropicalis]847164041 XP_012826043.1 0.15 8.86 2.64 0 0 0 0.38 3.22 2.79 0.02 2.07 8.72
3-6.c6141/1/3008 PREDICTED: nebulin-like isoform X5 [Poecilia formosa]617383919 XP_007547358.1 0 0 52.07 0 0 0 0 20.73 13.97 0 0 0
2-3.c41598/1/2074.1PREDICTED: uncharacterized protein LOC105947656 isoform X1 [Xenopus (Silurana) tropicalis]847139136 XP_012820911.1 20.85 10.47 0 0.12 0.34 0.41 19.41 6.87 9.48 11.91 1.51 0.93
1-2.c23568/1/1373 PREDICTED: lupus La protein [Chelonia mydas]591363494 XP_007056651.1 0 11.04 3.96 1.11 2.92 6.72 0 0 0 3.05 0 3.14
2-3.c1306/80/1927.1larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 3.31 11.63 1155.19 2.95 0 1.25 3.77 1078.23 1031.32 86.63 0 103.7
3-6.c4097/1/3792 mediator of RNA polymerase II transcription subunit 1 [Xenopus (Silurana) tropicalis]>gi|158513152|sp|A1L0Z0.1|MED1_XENTR RecName: Full=Mediator of RNA polymerase II transcription subunit 1; AltName: Full=Mediator complex subunit 1>gi|119850710|gb|AAI27310.1| LOC100036710 protein [Xenopus (Silurana) tropicalis]148224252 NP_001090727.1 0.41 0.06 0 0 0 0 0.44 0.82 1.27 0.66 1.31 0.78
1-2.c48729/1/1546 PREDICTED: eukaryotic translation initiation factor 5 isoform X5 [Pelodiscus sinensis]558148079 XP_006120030.1 0 0 0 0 0 0 1.95 0.85 4.27 14.93 4.79 0
2-3.c61413/1/2273 -- -- -- 0 18.06 0 0 0 0 0 9.77 15.98 0 0 0
1-2.c37470/19/1514v-ral simian leukemia viral oncogene homolog B [Xenopus (Silurana) tropicalis]>gi|134023912|gb|AAI35688.1| LOC100124895 protein [Xenopus (Silurana) tropicalis]156717550 NP_001096315.1 5.38 12.02 0 0 0 0 3.26 3.12 0.42 0 20.66 6.72
2-3.c53678/1/2292 -- -- -- 4.78 6.8 3.17 0.19 0 0.14 1.26 5.37 5.55 0 2.23 0
2-3.c17331/6/2356 PREDICTED: protein FAM63A [Xenopus (Silurana) tropicalis]301615719 XP_002937311.1 0 0 0 0 0 0 0.38 1.72 1.93 0 0 0.79
1-2.c31638/3/1403 PREDICTED: fumarate hydratase, mitochondrial [Xenopus (Silurana) tropicalis]512842641 XP_002935862.2 2.87 0 0.13 0.01 0 0 12.13 0.2 12.59 3.32 3.46 0
1-2.c44164/1/1639 PREDICTED: AMP deaminase 1 isoform X2 [Gallus gallus]513224977 XP_004935060.1 6.48 0 0 0 0 0 14.79 0 12.88 0.74 0 0.93
2-3.c7513/1/1911.1 PREDICTED: uncharacterized protein LOC105947656 isoform X1 [Xenopus (Silurana) tropicalis]847139136 XP_012820911.1 8.49 3.99 0 0.08 0 0.06 7.57 2.65 2.18 4.9 0.92 0.92
2-3.c14444/1/2610 LINE-1 reverse transcriptase [Larimichthys crocea]808857515 KKF10076.1 5.43 3.08 0.02 0.11 0.03 0.13 5.08 2.05 1.69 2.49 1.49 0.48
3-6.c16909/7/3127 PREDICTED: cytochrome P450 3A29-like isoform X1 [Xenopus (Silurana) tropicalis]512848263 XP_002937893.2 0 0 0.51 0.6 0.72 2.16 0 0 0 0 0 0.78
2-3.c37840/15/2079PREDICTED: integrin beta-like protein 1 [Xenopus (Silurana) tropicalis]512821557 XP_002937131.2 0 19.57 2.3 7.32 5.24 32.67 0 0 0 0 0 0
2-3.c28118/1/2205 PREDICTED: UBAP1-MVB12-associated (UMA)-domain containing protein 1 [Xenopus (Silurana) tropicalis]301618738 XP_002938762.1 0.08 1.49 0.5 0.18 0 0.07 2.38 2.75 3.85 3.56 4.75 0.26
1-2.c25777/1/1573 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 0 0 0 0.06 92.06 270.19 0 0 0 8.68 0 0
2-3.c6877/2/2237.1 methionine-R-sulfoxide reductase B1 [Xenopus (Silurana) tropicalis]261399890 NP_001004972.2 1.08 0 9.14 2.28 4.15 2.17 0 0 0 0 0 0
2-3.c47163/1/2532 DNA replication licensing factor mcm7-A [Xenopus laevis]>gi|1469526|gb|AAB17253.1| XMCM7 [Xenopus laevis]148232250 NP_001081466.1 0 0 0 0.5 1.31 2.68 0 0 0 0 0 0
1-2.c28549/1/1526 -- -- -- 0.16 17.71 0.06 0 0.08 0 36.1 9.18 8.01 67.28 49.37 0
2-3.c5912/1/2552.1 -- -- -- 0.22 6.67 0 0.08 0.04 0.05 3.49 2.48 1.59 0.21 2.69 0
2-3.c28437/1/2093.1PREDICTED: probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase [Xenopus (Silurana) tropicalis]>gi|512851140|ref|XP_004915821.1| PREDICTED: probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase [Xenopus (Silurana) tropicalis]>gi|512851144|ref|XP_004915822.1| PREDICTED: probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase [Xenopus (Silurana) tropicalis]301624894 XP_002941729.1 0 0 0 0 0 0 2.83 1.49 0.86 0.97 4.43 1.44
2-3.c55119/1/2100 PREDICTED: E3 ubiquitin-protein ligase TRIP12 isoform X3 [Sarcophilus harrisii]821477217 XP_012401973.1 0.35 0 0 0 0 0 4.71 0.96 1.67 0.01 1.76 2.12
2-3.c16859/1/2341 Uncharacterized protein B0403.1, partial [Merops nubicus]677429359 KFQ30293.1 14.29 4.87 3.48 2.74 0 4 31.81 18.5 16 3.01 9.56 7.23
1-2.c50019/1/1346 PREDICTED: hydroxymethylglutaryl-CoA lyase, mitochondrial isoform X1 [Chelonia mydas]591387351 XP_007068091.1 0 0 0 4.61 6.17 0.67 0 0 0 0 0 0
2-3.c40246/2/1975 PREDICTED: protein-L-isoaspartate O-methyltransferase domain-containing protein 2 [Sarcophilus harrisii]>gi|821458570|ref|XP_012395059.1| PREDICTED: protein-L-isoaspartate O-methyltransferase domain-containing protein 2 [Sarcophilus harrisii]395506555 XP_003757597.1 0 1.5 2.88 0 0 0 2.28 2.09 0.27 0.69 0 0
2-3.c26644/1/2488.2LINE-1 reverse transcriptase [Larimichthys crocea]808857515 KKF10076.1 17.67 7.94 0 0.14 0 0 13.47 5.99 5 4.67 0.52 0.38
2-3.c16875/2/2353 fragile X mental retardation syndrome-related protein 1 homolog A [Xenopus laevis]>gi|110282964|sp|P51115.2|FXR1A_XENLA RecName: Full=Fragile X mental retardation syndrome-related protein 1 homolog A; Short=xFxr1p-A [Xenopus laevis]>gi|67764066|gb|AAY79165.1| Fxr1 long isoform variant a [Xenopus laevis]>gi|67764068|gb|AAY79166.1| Fxr1 long isoform variant a [Xenopus laevis]147899444 NP_001081786.1 0 0 0 2.27 0.72 1.28 0 0 0 0 0 0
2-3.c16025/1/1745 PREDICTED: heat shock cognate 71 kDa protein [Xenopus (Silurana) tropicalis]512854037 XP_002937574.2 0 0 0 0 0 0 79.21 0 36.46 261.1 456.45 454.7
1-2.c9795/1/1741 PREDICTED: guanine nucleotide-binding protein G(k) subunit alpha [Otolemur garnettii]395821567 XP_003784109.1 2.83 7.27 1.72 0.35 2.41 3.57 0 0 0 0 0 0
2-3.c19155/1/2496 -- -- -- 0 0 7.99 0 0 0 0 11.06 8.3 7.38 0 0
1-2.c28213/2/1626 -- -- -- 10.73 7.18 8.14 0 0 0 12.14 0.16 9 0 0 33.34
2-3.c48994/1/2294 -- -- -- 0 0 0 0 0 0 1.45 1.69 0.72 1.21 0.91 0



2-3.c31996/3/2057 PREDICTED: basic salivary proline-rich protein 4 isoform X1 [Pan troglodytes]694948810 XP_009423138.1 1.37 0 0 2.04 1.83 1.26 0 0 0 0 0 4.17
2-3.c4883/1/2005 -- -- -- 0 0 0 0 0 0 7.3 6.25 0 0 18.82 0
2-3.c40145/1/2199 cellular retinoic acid-binding protein 2 [Rattus norvegicus]>gi|392345784|ref|XP_003749365.1| PREDICTED: cellular retinoic acid-binding protein 2 isoform X2 [Rattus norvegicus]>gi|1710095|sp|P51673.2|RABP2_RAT RecName: Full=Cellular retinoic acid-binding protein 2; AltName: Full=Cellular retinoic acid-binding protein II; Short=CRABP-II>gi|727433|gb|AAA80225.1| cellular retinoic acid-binding protein II [Rattus norvegicus]25453404 NP_058940.1 6.37 2.09 0.28 3.49 3.77 8.48 0.75 0.03 0 1.1 0 24.01
2-3.c51969/2/2233 succinate dehydrogenase [ubiquinone] flavoprotein subunit A, mitochondrial precursor [Xenopus laevis]>gi|82237610|sp|Q6PA58.1|SDHAA_XENLA RecName: Full=Succinate dehydrogenase [ubiquinone] flavoprotein subunit A, mitochondrial; AltName: Full=Flavoprotein subunit of complex II A; Short=Fp; Flags: Precursor [Xenopus laevis]>gi|38014407|gb|AAH60446.1| MGC68518 protein [Xenopus laevis]148237169 NP_001083473.1 0 13.27 0 0 0 0 22.3 10.9 0 0 0 0
2-3.c10298/4/2109 PREDICTED: NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial [Struthio camelus australis]>gi|678214242|gb|KFV81221.1| hypothetical protein N308_11102 [Struthio camelus australis]697482752 XP_009673055.1 0 0 0 0 0 0 7.75 0 6.79 8.05 0 0
1-2.c9072/3/1269 PREDICTED: serine/threonine-protein phosphatase 4 catalytic subunit [Aquila chrysaetos canadensis]768407032 XP_011599677.1 5.24 0.02 0 0 0 5.24 29.8 12.82 14.35 98.75 144.78 64
1-2.c29157/1/1469 PREDICTED: triadin isoform X25 [Xenopus (Silurana) tropicalis]847130849 XP_012819087.1 0 1.79 0.26 1.02 0 0 158.59 137.67 0 85.29 0 0.6
2-3.c39293/1/2614 WD repeat-containing protein mio-B [Xenopus laevis]>gi|182662406|sp|A4QNS7.1|MIOB_XENLA RecName: Full=WD repeat-containing protein mio-B [Xenopus laevis]>gi|141796348|gb|AAI39502.1| LOC100049152 protein [Xenopus laevis]147901327 NP_001091443.1 0 1.14 0 0 0 0 0.7 0.66 2.49 0 0.22 0
2-3.c40566/1/2374 -- -- -- 0.33 0 0.58 0 0 0 0.74 2.1 0.73 0 1.17 0.03
2-3.c32217/1/2449 kelch-like protein 40 [Xenopus laevis]>gi|82180090|sp|Q5U504.1|KLH40_XENLA RecName: Full=Kelch-like protein 40; AltName: Full=Kelch repeat and BTB domain-containing protein 5 [Xenopus laevis]>gi|54311289|gb|AAH84883.1| Kbtbd5 protein [Xenopus laevis]147902760 NP_001090465.1 0 0 0 0 0 0 1.31 0.33 2.03 3.43 0 0
2-3.c59310/1/2520 -- -- -- 6.68 1.47 0.27 0 0 0.19 1.04 4.94 3.46 5.36 0.24 2.82
1-2.c14614/4/1333 eukaryotic translation initiation factor 3 subunit I [Xenopus laevis]>gi|82234456|sp|Q66J51.1|EIF3I_XENLA RecName: Full=Eukaryotic translation initiation factor 3 subunit I; Short=eIF3i; AltName: Full=Eukaryotic translation initiation factor 3 subunit 2; AltName: Full=eIF-3-beta; AltName: Full=eIF3 p36 [Xenopus laevis]>gi|51703890|gb|AAH81058.1| Eif3s2 protein [Xenopus laevis]148235981 NP_001087664.1 0 0 0.62 0 0 0 10.49 9.42 0 19.07 33.14 18.18
2-3.c44046/5/2067 transcription factor jun-B [Xenopus (Silurana) tropicalis]>gi|89268297|emb|CAJ83098.1| jun B proto-oncogene [Xenopus (Silurana) tropicalis]113205822 NP_001037955.1 0 0 0 0 0 0 7.07 0 9.3 0 0 0
2-3.c36189/1/4603 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 759.56 0 0 0 0 6.74 0 1071.9 904.71 0 0 0
2-3.c45487/1/2394 -- -- -- 3.04 1.69 3.14 3.81 4.85 7.64 0.29 0.39 0.18 1.05 1.29 22.06
2-3.c28113/4/2290 PREDICTED: NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial isoform X1 [Chrysemys picta bellii]641774292 XP_008170723.1 0 8.58 0 0.02 18.86 12.46 0 0 0 1.54 0 0
1-2.c11354/2/1921 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 0 0 0 0.56 91.29 80.93 0 0.42 0 0 0 0
2-3.c13577/1/2627 PREDICTED: ATP-dependent zinc metalloprotease YME1L1 [Xenopus (Silurana) tropicalis]512849013 XP_002933186.2 1.01 1.81 0 0 0 0 2.2 1.19 0.27 0 0.92 0
3-6.c10600/1/3071 PREDICTED: probable ATP-dependent RNA helicase DDX46 isoform X2 [Latimeria chalumnae]556977386 XP_005995961.1 0.72 3.44 0 0 0.06 0 2.37 2.08 0.34 0 0 1.27
1-2.c10771/3/1362 Myozenin-1-like [Xenopus laevis]>gi|27552832|gb|AAH42928.1| MGC53296 protein [Xenopus laevis]148237556 NP_001079457.1 1.78 3.58 881.18 1.67 0.78 1.89 551.9 0.5 674.72 82.41 0 0
1-2.c27356/3/1487 PREDICTED: eukaryotic initiation factor 4A-II isoform X1 [Xenopus (Silurana) tropicalis]847126504 XP_012818072.1 55.75 23.11 44.57 0 0 0 15.87 0 28.54 0 0 7.69
1-2.c38885/1/1256 -- -- -- 14.98 9.8 0 0 1.33 4.1 21.98 14.47 21.84 87.81 112.26 26.23
2-3.c36023/1/1917 -- -- -- 3.8 22.93 0 0 0 0 32.49 8.31 3.68 8.11 13.05 7.25
2-3.c55318/1/2062.1-- -- -- 11.9 0.74 0 0 0 0 9.77 9.63 0 12.84 14.04 19.65
1-2.c45548/1/1384 trimeric intracellular cation channel type A [Xenopus laevis]>gi|82176708|sp|Q7ZY07.1|TM38A_XENLA RecName: Full=Trimeric intracellular cation channel type A; Short=TRIC-A; Short=TRICA; AltName: Full=Transmembrane protein 38A [Xenopus laevis]>gi|27696958|gb|AAH44031.1| MGC53433 protein [Xenopus laevis]148237167 NP_001079534.1 0 6.36 26.77 0 14.69 13.22 0 0 0 0 0 0
1-2.c29870/1/1679.1larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 0.36 4.1 428.62 1.32 0.97 0.84 1.59 510.38 433.88 59.51 9.46 78.45
2-3.c55263/1/2348 RAB21, member RAS oncogene family [Xenopus laevis]>gi|38014530|gb|AAH60498.1| MGC68816 protein [Xenopus laevis]148230174 NP_001083402.1 0.34 6.99 0 0 0 0 0 4.26 6.04 8.12 3.59 0
2-3.c27951/1/2210.1-- -- -- 12.54 4.37 24.98 0 0 0 22.53 1.25 17.4 0 0.75 2.88
1-2.c11045/2/1314 PREDICTED: ATP-binding cassette sub-family F member 1 [Xenopus (Silurana) tropicalis]512859677 XP_002939514.2 0 0 3.07 0.26 0 0 16.01 4.89 4.45 0 0 0
1-2.c11892/2/1245 annexin A5 [Rana catesbeiana]148726782 BAF63788.1 9.01 19.98 2.69 0 0 0 11.31 0 15.52 20.87 12.95 23.48
2-3.c8960/1/2111 -- -- -- 0 4.79 0 0 0.01 0 2.87 0.15 2.54 6.95 3.99 4.02
3-6.c13001/2/2963 PREDICTED: DNA-binding protein SMUBP-2-like, partial [Ornithorhynchus anatinus]620966761 XP_007656553.1 0 0 5.06 0 0 0 5.06 0 8.21 23.28 20.39 13.25
1-2.c47622/2/1291 polyubiquitin-C [Cricetulus griseus]>gi|2627133|dbj|BAA23488.1| polyubiquitin [Cricetulus griseus]346986300 NP_001231307.1 160.6 0 0 12.21 13.32 27.74 172.69 163.51 80.54 200.17 642.94 407.35
2-3.c3380/2/2450 PMCA1bx [Rana catesbeiana] 12963455 AAK11272.1 0 0.65 0 0 0 0 4.64 3.66 0 7.55 8.15 14.5
2-3.c37579/2/1993 protein phosphatase 3, catalytic subunit, alpha isozyme [Xenopus laevis]>gi|50927426|gb|AAH79683.1| MGC79144 protein [Xenopus laevis]148235473 NP_001087372.1 0 0.16 0 0.56 1.84 2.57 0 0 0 0.9 0 1.61
1-2.c20088/1/1464 PREDICTED: probable 28S rRNA (cytosine-C(5))-methyltransferase [Xenopus (Silurana) tropicalis]301608151 XP_002933655.1 4.03 5.72 1.95 0 0.01 0 7.38 1.48 2.33 0 2.71 2.7
1-2.c25274/2/1318 PREDICTED: dehydrogenase/reductase SDR family member 7 [Taeniopygia guttata]224051869 XP_002200406.1 26.92 1.05 23.22 18.96 14.48 7.77 0.92 1.14 0.86 13.76 32.49 22.62
1-2.c15648/1/1568 poly(rC) binding protein 3 [Xenopus laevis]>gi|27370875|gb|AAH41241.1| Pcbp2b protein [Xenopus laevis]148226696 NP_001080123.1 0 0 0 10.54 0 9.76 0 0 0 0 60.16 0
1-2.c35081/1/1692 oxidative-stress responsive 1 [Xenopus laevis]>gi|50414859|gb|AAH77793.1| Osr1-prov protein [Xenopus laevis]148228567 NP_001086936.1 0 0 0 0 0 0 2.38 2.21 0.43 0 0.38 3.73
1-2.c45603/1/1340 alpha1 type II collagen [Cynops pyrrhogaster]5360532 BAA82043.1 1.76 0 4.1 3.13 3.07 0.09 24.29 19.15 23.06 10.06 9.6 0
2-3.c38650/3/2725 stromal interaction molecule 1 precursor [Xenopus (Silurana) tropicalis]>gi|42490834|gb|AAH66133.1| stromal interaction molecule 1 [Xenopus (Silurana) tropicalis]45433580 NP_991397.1 0 20.25 2.35 3.16 0.06 4.06 0 0 0 0 0 17.52
2-3.c46251/1/2268.2-- -- -- 13.68 1.25 0 0 3.04 0.96 29.78 21.77 17.48 130.74 221.7 21.94
1-2.c41479/1/1217 -- -- -- 0 0 0 0 0 0 20.61 0 13.28 422.26 813.44 292.56
1-2.c11980/1/1891 -- -- -- 0 15.89 3.74 0 5.87 7.43 0 0 0 8.08 4.61 0
2-3.c48941/1/2702 PREDICTED: Krueppel-like factor 5 [Xenopus (Silurana) tropicalis]512821706 XP_002931975.2 0 2.25 0 0 0 0 4.44 3.15 0 0.17 0 17.77
2-3.c48088/1/2524 ovarian fibroin-like substance-3 [Cyprinus carpio]10954052 AAG25718.1 0 2.65 0.69 0 0 0 1 0.73 1.49 0.08 0 0.68
1-2.c43575/1/1340 PREDICTED: TATA-binding protein-associated factor 2N isoform X2 [Taeniopygia guttata]823470855 XP_012424179.1 2.47 0 0 1.08 0 0 10.75 3.42 6.88 4.55 14.62 8.49
1-2.c2265/25/1452 MGC80266 protein [Xenopus laevis]>gi|49115017|gb|AAH72861.1| MGC80266 protein [Xenopus laevis]147904447 NP_001085506.1 32.86 33.95 0 0 0 0.09 33.55 19.72 0 0.14 75.7 55.52
2-3.c47427/1/1986 PREDICTED: homeobox protein Meis2 isoform X1 [Xenopus (Silurana) tropicalis]847152597 XP_012823255.1 0 1.13 0.11 0 0 0 1.18 2.17 0.53 0.7 0 0
1-2.c43972/1/1382 cystathionine gamma-lyase [Xenopus laevis]>gi|52138922|gb|AAH82653.1| LOC494673 protein [Xenopus laevis]148238287 NP_001087988.1 3.59 0 14.3 21.86 12.23 3.54 0 0.2 0.15 0 0 0
2-3.c37251/1/2448 -- -- -- 1 2.82 1.33 0.75 0.98 2.13 0 0 0 0 0 3.08
2-3.c55244/1/2548 4-aminobutyrate aminotransferase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847162670|ref|XP_012825590.1| PREDICTED: 4-aminobutyrate aminotransferase, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]>gi|183985810|gb|AAI66397.1| LOC100158654 protein [Xenopus (Silurana) tropicalis]189230071 NP_001121529.1 3.39 0 1.71 2.3 1.81 0.18 0 0 0 1.23 0 0.6
2-3.c17277/1/2466.1CD99 [Xenopus laevis] 213626008 AAI69812.1 2.12 0 0 0 0 0 1 1.51 1.03 0 0 4.45
1-2.c38547/2/1333 PREDICTED: kinectin isoform X2 [Xenopus (Silurana) tropicalis]847152938 XP_012823365.1 0 0 0 0 0 0 0 5.92 7.32 0 0 0
3-6.c14965/1/3295 glucosidase, alpha; neutral AB precursor [Xenopus laevis]>gi|120577623|gb|AAI30138.1| LOC100037025 protein [Xenopus laevis]148232724 NP_001091232.1 0 11.08 2.52 4.23 5.99 1.95 0 0.25 0.56 1.83 0 0.69
2-3.c5196/1/2126 PREDICTED: cordon-bleu protein-like 1 [Xenopus (Silurana) tropicalis]847166697 XP_012826661.1 0.51 1.8 0.54 0 0 0 0.45 1.95 1.17 0 0.42 0
2-3.c62557/2/2324 PREDICTED: eukaryotic peptide chain release factor subunit 1 isoform X1 [Vicugna pacos]>gi|743750392|ref|XP_010969996.1| PREDICTED: eukaryotic peptide chain release factor subunit 1 [Camelus bactrianus]560964464 XP_006204645.1 5.42 5.08 0 0 5.54 9.91 0 0 0 0 0 1.52
2-3.c1567/35/2478 PREDICTED: myosin-4-like [Xenopus (Silurana) tropicalis]847156931 XP_012824468.1 60.32 0 0 0 0 1.03 0 279.25 178.47 0 0 37.7



2-3.c60993/1/2206 PREDICTED: matrin-3-like isoform X5 [Ficedula albicollis]525012774 XP_005053990.1 3.94 9.65 0.14 0 4.73 5.09 0 0 0 0 0 5.2
1-2.c19344/1/1741 -- -- -- 0 2.81 0 0.08 0 0 1.07 3.18 1.74 12.55 9.45 0
1-2.c39465/1/1514 -- -- -- 8.53 0 0 0 0 0 12.35 6.96 0 20.66 24.89 19.34
2-3.c43312/2/2496 glutamate dehydrogenase 1, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847145349|ref|XP_012821961.1| PREDICTED: glutamate dehydrogenase 1, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]>gi|54261513|gb|AAH84455.1| glutamate dehydrogenase 1 [Xenopus (Silurana) tropicalis]58331978 NP_001011138.1 0 9.02 25.69 15.94 0.32 8.81 0 0 0 0 0 0
3-6.c15641/1/10736.1-- -- -- 0 0 4.22 0 0.46 0 6.16 4.78 1.79 0.55 2 0
1-2.c28168/1/1493 -- -- -- 0 0 0 0.21 0.19 0 4.63 2.78 4.34 19.33 38.21 0.44
2-3.c61026/1/2382 PREDICTED: adseverin [Xenopus (Silurana) tropicalis]301619350 XP_002939059.1 8.04 0 8.6 2.22 7.63 4.48 0.68 0 0 0 0 6.71
2-3.c14714/1/1906 DEK oncogene [Xenopus laevis]>gi|86577716|gb|AAI12958.1| Unknown (protein for MGC:132292) [Xenopus laevis]291290881 NP_001167471.1 4.32 0 0 0 4.8 6.68 0 0 0 1.1 1.34 0
1-2.c25466/1/1423 basic leucine zipper and W2 domain-containing protein 1 [Xenopus laevis]>gi|82177214|sp|Q8AVM7.1|BZW1_XENLA RecName: Full=Basic leucine zipper and W2 domain-containing protein 1 [Xenopus laevis]>gi|27469689|gb|AAH41729.1| Bzw1-prov protein [Xenopus laevis]147906588 NP_001080291.1 0 59.94 0 0 8.94 16.42 0 0 0 35.79 0 0
1-2.c35534/1/2703.1-- -- -- 3.12 2.29 0 0 0 0 6.3 0.9 4.05 22.11 28.72 8.86
2-3.c41598/1/2074.2endonuclease/reverse transcriptase [Sus scrofa]148645276 ABR01162.1 17.33 5.6 0 0 0 0 17.51 5.32 4.21 4.07 0 0.36
1-2.c35568/2/1345 S-adenosylmethionine synthase isoform type-2 [Xenopus (Silurana) tropicalis]>gi|40674538|gb|AAH64879.1| methionine adenosyltransferase II, alpha [Xenopus (Silurana) tropicalis]45361639 NP_989395.1 0.81 0 0 5.01 0 0 46.57 13.27 22.79 20.79 32.34 0
1-2.c27027/1/1874 glutamate dehydrogenase 1, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847145349|ref|XP_012821961.1| PREDICTED: glutamate dehydrogenase 1, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]>gi|54261513|gb|AAH84455.1| glutamate dehydrogenase 1 [Xenopus (Silurana) tropicalis]58331978 NP_001011138.1 0 0 0 0 0 0 4.26 4.61 0 0 3.85 0
2-3.c22611/1/2344.2-- -- -- 35.28 10.54 1.24 1.78 1.69 0 8.15 21.89 13.96 32.25 1.48 24.28
1-2.c24095/1/6125.3isocitrate dehydrogenase 2 (NADP+), mitochondrial [Xenopus laevis]>gi|32450377|gb|AAH54241.1| MGC64442 protein [Xenopus laevis]148227256 NP_001080321.1 45.8 3.66 44.97 37.83 49.35 30.19 0 0 8 0 0 0
1-2.c46860/1/1190 -- -- -- 12.33 29.67 0.71 0 0 0 6.93 7.01 0 38.22 67.53 37.23
1-2.c19271/1/1510 PREDICTED: NACHT, LRR and PYD domains-containing protein 12 [Charadrius vociferus]699666029 XP_009883591.1 17.78 2.67 0.95 0.82 0.89 2.03 17.51 8.44 11.86 20.28 25.75 32.06
2-3.c27778/1/1918 nuclear factor, erythroid 2-like 1 [Xenopus laevis]>gi|37590281|gb|AAH59314.1| MGC68992 protein [Xenopus laevis]147900041 NP_001080013.1 1.49 0 0 0 0 0 13.08 6.02 0.1 13.74 9.63 31.8
2-3.c29051/1/2312.1-- -- -- 1.93 0 0 0 0 0 3.92 2.64 2.19 21.56 12.51 28.87
2-3.c5455/9/2421 PREDICTED: protein FAM63A [Xenopus (Silurana) tropicalis]301615719 XP_002937311.1 4.6 7.2 2.96 3.03 3.88 2.47 0 0.29 0.12 6.29 7.59 0
1-2.c19662/3/1297 -- -- -- 4.34 0 0 0.63 0 0 10.46 1.46 9.02 13.17 26.67 0.19
3-6.c17786/15/3106PREDICTED: alpha-actinin-3 [Python bivittatus]602667068 XP_007439100.1 142.97 12.66 388.36 278.54 208.79 404.92 44.6 108.89 135.4 0 0 0
2-3.c42464/1/7638.1PREDICTED: LOW QUALITY PROTEIN: actin, muscle-like [Haliaeetus albicilla]700363815 XP_009926521.1 684.81 0 548.35 629.31 553.97 261.4 575.77 418.7 0 0 0 0
1-2.c48431/1/1352.1PREDICTED: olfactomedin 4 isoform X1 [Xenopus (Silurana) tropicalis]847154698 XP_012823916.1 0 0 0 0 0 0 0.17 0 0 659.08 442.44 988.28
1-2.c3369/2/1167 -- -- -- 0 0.86 0 0 0 0 267.03 0 46.65 445.11 652.17 1288.28
1-2.c15452/2/1533.1matrix metalloproteinase-9TH precursor [Xenopus laevis]>gi|119709546|dbj|BAF42673.1| matrix metalloproteinase-9TH [Xenopus laevis]147901642 NP_001091305.1 1.38 0 0 0 0.3 0 6.38 0.62 0 772.11 604.96 1159.04
1-2.c21064/8/1952 solute carrier family 37 (glucose-6-phosphate transporter), member 4 [Xenopus laevis]>gi|38014528|gb|AAH60486.1| MGC68695 protein [Xenopus laevis]147901932 NP_001083404.1 19.59 3.1 103.33 80.29 76.82 124.98 41.26 46.55 105.76 0 0 0
2-3.c42102/1/2100 LOC398634 protein, partial [Xenopus laevis]32450475 AAH53779.1 0 2.62 0 0 0 0 0 0 0 130.95 109.33 75.66
1-2.c52436/7/1287 PREDICTED: ATP synthase subunit beta, mitochondrial, partial [Alligator sinensis]557324504 XP_006035286.1 0 0 0 0 0 0 113.67 0 0 126.78 244.06 158.14
1-2.c42638/3/1834 polyadenylate-binding protein 1 [Xenopus (Silurana) tropicalis]>gi|49903495|gb|AAH76931.1| polyadenylate-binding protein 1 [Xenopus (Silurana) tropicalis]52346016 NP_001005051.1 92.9 165.26 64.37 71.14 50.64 27.27 35.69 49.57 28.26 0 0 0
1-2.c28637/1/2058.2LOC494693 protein [Xenopus laevis]52138935 AAH82684.1 4.77 0.74 0.33 2.42 0.02 0.07 2.79 0.57 0 2292.79 1806.27 1241.13
1-2.c35595/2/1825 F-actin-capping protein subunit alpha-1 [Rattus norvegicus]>gi|205690878|sp|B2GUZ5.1|CAZA1_RAT RecName: Full=F-actin-capping protein subunit alpha-1; AltName: Full=CapZ alpha-1>gi|149030413|gb|EDL85450.1| rCG51928, isoform CRA_a [Rattus norvegicus]>gi|183986544|gb|AAI66464.1| Capping protein (actin filament) muscle Z-line, alpha 1 [Rattus norvegicus]161086978 NP_001103095.2 0.21 34.24 37.47 21.21 33.38 51 0.36 20.33 0 0 0 0
2-3.c42736/1/2384 Apolipoprotein A-I-like precursor [Xenopus laevis]>gi|27735450|gb|AAH41498.1| MGC52934 protein [Xenopus laevis]148227056 NP_001079399.1 1.88 3.75 1.17 25.9 47.54 8.54 37.8 20.98 19.07 24705.84 42592.67 45497.04
1-2.c38617/1/1705.1matrix metalloproteinase-9TH precursor [Xenopus laevis]>gi|119709546|dbj|BAF42673.1| matrix metalloproteinase-9TH [Xenopus laevis]147901642 NP_001091305.1 14.55 5.09 2.86 16.84 2.58 3.87 59.27 22.11 12.17 10239.52 10289.61 7741.04
1-2.c3235/1/1394.2 -- -- -- 35.89 0 1.74 20.77 4.22 0 33.93 2.91 2.06 12189.75 9318.57 7750.28
3-6.c8004/1/2790.1 PREDICTED: ethanolamine-phosphate phospho-lyase [Chrysemys picta bellii]641767307 XP_008168358.1 0.67 0.92 1.37 0 0 0 10.24 1.32 0 201.64 181.22 96.13
1-2.c12894/1/1436 apolipoprotein A4 precursor [Xenopus laevis]>gi|54035175|gb|AAH84126.1| LOC494693 protein [Xenopus laevis]148222300 NP_001088004.1 4.88 1.61 0.2 0 1.26 0.12 1.58 0.59 1.54 535.26 642.07 612.71
1-2.c3650/4/1363 PREDICTED: trifunctional enzyme subunit beta, mitochondrial-like [Xenopus (Silurana) tropicalis]847164769 XP_012826209.1 0 0 0 0 0 0 2.33 0 0 119.19 227.49 92.49
2-3.c1304/108/2008PREDICTED: protein transport protein Sec61 subunit alpha-like 1 [Larimichthys crocea]734599634 XP_010753682.1 31.87 66.51 35.95 18.07 23.39 25.5 6.86 5.86 3.2 0 0 0
1-2.c33717/1/8520.2matrix metalloproteinase-9TH precursor [Xenopus laevis]>gi|119709546|dbj|BAF42673.1| matrix metalloproteinase-9TH [Xenopus laevis]147901642 NP_001091305.1 6.58 0 0.77 2.44 2.76 2.54 17.62 2.74 0 2525.98 2184.25 2334.95
1-2.c51791/13/1641PREDICTED: heat shock protein HSP 90-beta [Macaca nemestrina]>gi|795388416|ref|XP_011752685.1| PREDICTED: heat shock protein HSP 90-beta [Macaca nemestrina]>gi|795388418|ref|XP_011752686.1| PREDICTED: heat shock protein HSP 90-beta [Macaca nemestrina]>gi|795388421|ref|XP_011752687.1| PREDICTED: heat shock protein HSP 90-beta [Macaca nemestrina]795388413 XP_011752683.1 0 0 0 0 0 0 0 0 0 196.94 51.27 160
1-2.c1527/106/1399apolipoprotein A4 precursor [Xenopus laevis]>gi|54035175|gb|AAH84126.1| LOC494693 protein [Xenopus laevis]148222300 NP_001088004.1 2.79 0 0 2.39 0 0 1.28 0.5 0 647.65 616.62 853.61
2-3.c63465/6/2077 ATPase, Na+/K+ transporting, alpha 1 polypeptide [Xenopus laevis]>gi|28277361|gb|AAH44670.1| MGC53886 protein [Xenopus laevis]>gi|29294657|gb|AAH49006.1| MGC53886 protein [Xenopus laevis]148229987 NP_001082580.1 20.89 30.91 15.78 19.73 23.69 12.74 0 0 28.07 0 0 0
1-2.c43857/1/1238 V-type proton ATPase 16 kDa proteolipid subunit [Danio rerio]>gi|41351048|gb|AAH65849.1| Zgc:77708 [Danio rerio]>gi|62202585|gb|AAH93130.1| Zgc:77708 protein [Danio rerio]60678280 NP_991117.1 0 0 0 0 0 0 0 0 0 77.98 67.69 73.97
1-2.c44872/1/1337.1PREDICTED: tropomyosin beta chain isoform X2 [Sorex araneus]505767831 XP_004600278.1 0 0 0 0 0 0 0 0 2.46 144.31 117.85 80.32
1-2.c31902/2/1174 PREDICTED: tropomyosin alpha-1 chain isoform X4 [Xenopus (Silurana) tropicalis]847143254 XP_012821872.1 0 0 0 0 0 0 0 0 0 81.14 65.4 55.75
2-3.c5808/1/7973.1 matrix metalloproteinase-9TH precursor [Xenopus laevis]>gi|119709546|dbj|BAF42673.1| matrix metalloproteinase-9TH [Xenopus laevis]147901642 NP_001091305.1 5.95 1.3 0 2 1.3 0.44 8.74 3.35 2.62 847.41 640.81 1356.5
1-2.c10670/9/1416 obg-like ATPase 1 [Xenopus laevis]>gi|82176404|sp|Q7ZWM6.1|OLA1_XENLA RecName: Full=Obg-like ATPase 1 [Xenopus laevis]>gi|28422245|gb|AAH46937.1| Ola1 protein [Xenopus laevis]148228515 NP_001079680.1 21.54 18.89 55.39 30.6 17.55 28.29 34.76 27.41 0 0 0 0
1-2.c43622/1/1269 -- -- -- 0 0 0 0 0 0 9.84 0 0 68.93 83.9 28.43
1-2.c11543/1/1301 NADH dehydrogenase 1 alpha subcomplex subunit 10, mitochondrial precursor [Rana catesbeiana]226371850 ACO51550.1 29.41 10.04 17.19 27.31 45.06 28.12 0 15.1 27.61 0 0 0
2-3.c29390/1/2341 Mmp-9th protein [Xenopus laevis]124504280 AAI28677.1 3.34 0.28 0.1 2.85 0.32 0.31 6.68 3.54 3.1 599.63 489.56 949.35
2-3.c15571/2/2133 -- -- -- 0 4.04 0 0 0 0 11.92 0 0 32.27 18.2 35.39
1-2.c12164/1/1434 PREDICTED: isocitrate dehydrogenase [NADP], mitochondrial isoform X1 [Fundulus heteroclitus]831547357 XP_012726918.1 210.39 76.36 163.13 129.79 77.43 39.06 0.01 75.1 0.17 0 0 0
1-2.c38469/1/6160.2PREDICTED: telethonin [Xenopus (Silurana) tropicalis]301622194 XP_002940414.1 62.92 51.94 83.02 36.67 66.33 53.49 13.35 47.65 34.95 0 0 0
1-2.c39401/1/1023 Apolipoprotein A-I-like precursor [Xenopus laevis]>gi|27735450|gb|AAH41498.1| MGC52934 protein [Xenopus laevis]148227056 NP_001079399.1 82.55 5.49 1.06 45.88 5.45 1.61 49.08 6.99 7.92 7385.49 7255.37 11197.63
3-6.c15224/1/3466.1TCDD-inducible poly [ADP-ribose] polymerase [Xenopus (Silurana) tropicalis]>gi|157422822|gb|AAI53347.1| tiparp protein [Xenopus (Silurana) tropicalis]163914785 NP_001106413.1 0 0 0 0 0 0 0.32 3.68 0 106.85 86.51 33.54
2-3.c11181/294/2024PREDICTED: telethonin [Xenopus (Silurana) tropicalis]301622194 XP_002940414.1 93.06 51.43 94.03 33.28 94.01 110.27 24.77 47.91 26.15 0 1.09 0.36
1-2.c40985/1/1439 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 27.18 7.1 38.76 12.58 20.85 28.44 4.34 40.31 2.32 0 0 0



2-3.c9812/1/2365 -- -- -- 2.8 82.43 7.53 8.32 9.82 23.28 4.03 3.76 5.2 0 0 0
1-2.c14294/4/1468 LOC445827 protein, partial [Xenopus laevis]49899736 AAH76748.1 0 0 0 0 0 0 0 0 0 39.23 48.92 24.52
1-2.c42964/2/1354 keratin 8 [Rana catesbeiana] 15341208 BAB63946.1 0 0 0 0 0 0 0 0 6.62 294.93 416.48 98.7
1-2.c38190/1/1834 -- -- -- 0 0 0 0 0 0 0 0 0 27.26 37.93 19.65
3-6.c4316/4/2803 RecName: Full=Casein kinase II subunit alpha; Short=CK II>gi|14275775|emb|CAA44238.2| alpha subunit of casein kinase II [Xenopus laevis]20141531 P28020.2 13.36 23.62 2.46 5.47 19.12 13.92 7.9 9.63 3.02 0 0 0
1-2.c33102/1/1245 ubiquinol-cytochrome c reductase core protein I [Xenopus laevis]>gi|29351607|gb|AAH49288.1| Uqcrc1 protein [Xenopus laevis]147902934 NP_001079714.1 0 0 0 0 0 0 0 0 0 53.92 43.44 31.87
1-2.c4247/1/1347.1 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial [Xenopus (Silurana) tropicalis]>gi|56971758|gb|AAH88072.1| NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 9, 39kDa [Xenopus (Silurana) tropicalis]58332714 NP_001011432.1 60.23 16.51 64.19 33.32 48.3 16.07 10.64 22.46 0 0 0 0
3-6.c3079/4/2849 PREDICTED: DDB1- and CUL4-associated factor 6 isoform X6 [Xenopus (Silurana) tropicalis]847088170 XP_012819687.1 2.08 3.12 8.42 7.97 9.49 4.87 5.14 4.25 5.78 0 0 0
1-2.c39832/1/1457 2-oxoglutarate dehydrogenase, mitochondrial [Gallus gallus]>gi|53133714|emb|CAG32186.1| hypothetical protein RCJMB04_19j12 [Gallus gallus]71897293 NP_001026553.1 0 1.5 0 0 0 0 10.35 0 1.42 34.44 46.51 19.45
1-2.c42164/4/1511 PREDICTED: LOW QUALITY PROTEIN: fragile X mental retardation syndrome-related protein 2 [Chrysemys picta bellii]641786874 XP_005313766.2 15.12 36.35 18.22 9.24 27.33 31.52 7.76 0 5.33 0 0 0.14
3-6.c14709/1/3340 PREDICTED: 5'-nucleotidase domain-containing protein 2 [Chrysemys picta bellii]530647152 XP_005310191.1 1.32 3.92 3.02 2.64 6.97 10 4.98 4.9 6.21 0 0 0
3-6.c2822/9/3431 PREDICTED: eukaryotic peptide chain release factor subunit 1 isoform X1 [Vicugna pacos]>gi|743750392|ref|XP_010969996.1| PREDICTED: eukaryotic peptide chain release factor subunit 1 [Camelus bactrianus]560964464 XP_006204645.1 0 0 0.25 3.72 5.01 9.82 7.28 2.66 0 0 0 0
1-2.c31922/8/1613 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 78.3 242.23 151.1 75.1 127.47 82.22 101.92 70.4 63.73 0 0 2.02
1-2.c35598/1/1274.1ribosomal protein, large, P0 [Xenopus laevis]>gi|27503344|gb|AAH42268.1| Arbp-prov protein [Xenopus laevis]147904649 NP_001080134.1 627.66 1500.65 804.62 445.79 545.36 596.68 210.29 348.37 242.08 1 0 11.2
1-2.c44333/1/1325 MAM domain-containing protein 2 precursor [Xenopus (Silurana) tropicalis]>gi|112419363|gb|AAI21970.1| MAM domain containing 2 [Xenopus (Silurana) tropicalis]118403772 NP_001072841.1 0.55 2.41 0 0 0.25 0 1.81 0 1.25 76.6 79.26 48.08
1-2.c43281/1/3847.1PREDICTED: actin, cytoplasmic 2 isoform X1 [Colobus angolensis palliatus]795093282 XP_011815463.1 1.11 0 0 0 0 0 1.57 1.07 0 43.34 27.06 88.5
1-2.c23595/1/7023.2beta-actin [Scomberomorus niphonius]836592739 AKM70876.1 0 0 0 0 0 0 0 0 0 91.17 45.32 160.34
1-2.c5988/17/1605 tomm22 protein [Xenopus (Silurana) tropicalis]169642622 AAI60473.1 15.83 20.5 12.2 11.58 18 7.34 10.46 9.59 6.71 0 0 0
1-2.c27273/8/1480 novel aldo-keto reductase family 1 c (akr1c) protein [Xenopus (Silurana) tropicalis]>gi|89272462|emb|CAJ83089.1| novel aldo-keto reductase family 1 c (akr1c) protein [Xenopus (Silurana) tropicalis]>gi|157423623|gb|AAI53677.1| novel aldo-keto reductase family 1 c (akr1c) protein [Xenopus (Silurana) tropicalis]113931624 NP_001039264.1 16.96 4.12 27.98 25.5 27.92 16.47 12.89 14.29 18.43 0 0 0
2-3.c17057/1/5105.1PREDICTED: serine protease HTRA4 [Xenopus (Silurana) tropicalis]301606403 XP_002932829.1 33.8 0 5.98 14.56 13.27 4.85 0 14.17 0.55 0 0 0
1-2.c49686/1/1384 -- -- -- 16.71 0.89 0 0 0 0 0 0 12.37 31 35.1 28.95
1-2.c19767/1/1482 protease, serine, 8 precursor [Xenopus laevis]>gi|2599504|gb|AAB96905.1| serine protease [Xenopus laevis]148222777 NP_001081720.1 1.47 2.64 3.71 1.79 0.39 0 11.2 2.82 3.22 224.97 319.57 200.23
1-2.c9009/3/1421 RecName: Full=Casein kinase II subunit alpha; Short=CK II>gi|14275775|emb|CAA44238.2| alpha subunit of casein kinase II [Xenopus laevis]20141531 P28020.2 20.44 24.31 4.06 14.44 13.18 13.61 7.32 6.49 11.97 0 0 0
2-3.c16603/1/1966 reverse transcriptase, partial [Clarias batrachus]513131148 AGO18322.1 15.79 1.95 6.29 9.7 6.65 15.75 5.74 15.84 6.05 0 0 0
1-2.c48567/1/1601 PREDICTED: protein phosphatase 1 regulatory subunit 3A [Xenopus (Silurana) tropicalis]512830294 XP_004913037.1 20.83 3.66 12.71 17.44 21.76 11.57 8.39 20.14 16.76 0.14 0 0
1-2.c13686/6/1656 PREDICTED: NAD(P) transhydrogenase, mitochondrial [Aquila chrysaetos canadensis]768393841 XP_011592601.1 42.93 0 0 0 0 0 0 0 39.03 22.84 18.24 27.02
1-2.c44800/2/1252 golgi reassembly stacking protein 2 [Xenopus (Silurana) tropicalis]89267909 CAJ82834.1 11.41 0.18 6.72 0 0 0 7.75 0 6.12 29.13 42.24 22.43
2-3.c49393/1/2313 -- -- -- 0 0 0.71 0 0 0 0 0.12 3.25 13.54 19.95 12.27
1-2.c25705/3/1472 -- -- -- 0 0 0 0 0 0 12.69 0 0 67.1 112.51 32.02
2-3.c28061/1/2114.1-- -- -- 0 0 1.06 0 0 0 0 0 0 10.64 22.6 18.96
2-3.c40548/2/1995 PREDICTED: 5'-3' exoribonuclease 2 [Xenopus (Silurana) tropicalis]>gi|89271859|emb|CAJ82319.1| 5'-3' exoribonuclease 2 [Xenopus (Silurana) tropicalis]301620220 XP_002939479.1 4.31 27.14 4.12 3.04 9.2 12.14 2.38 2.29 2.84 0 0 0.01
2-3.c11883/2/2376 PREDICTED: AMP deaminase 1 [Colius striatus]706103160 XP_010208467.1 0 41.66 171.37 54.96 85.51 162.79 0 132.08 0 4.06 0 0
2-3.c48609/1/2373.1-- -- -- 0 0 0 0 0 0.28 16.22 4.85 0 117.94 107.8 49.06
1-2.c2253/15/1434 PREDICTED: voltage-dependent anion-selective channel protein 1 isoform X1 [Odobenus rosmarus divergens]823417697 XP_012419592.1 72.46 76.05 121.34 67.02 88.26 108.58 45.42 61.5 69.85 0 0 2.8
1-2.c46934/2/1201 tubulin beta chain-like [Scleropages formosus]820146195 KKX13732.1 0 0 0 0 0 0 0 0 0 158.55 146.74 33.58
2-3.c49731/1/2071.1-- -- -- 0 0 0 0 0 0 0 0 0 35.87 39.37 69.3
2-3.c38214/47/2580RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 303.67 0 0 298.7 378.34 236.23 0.02 540.95 0 0 0 12.42
2-3.c63564/3/1811 PREDICTED: elongation factor 2 [Dasypus novemcinctus]821107511 XP_012379091.1 0 0 0 0 0 0 0 0 0 162.15 51.59 66.75
1-2.c49773/1/1338 heterogeneous nuclear ribonucleoprotein K [Xenopus (Silurana) tropicalis]>gi|847086224|ref|XP_012813926.1| PREDICTED: heterogeneous nuclear ribonucleoprotein K isoform X1 [Xenopus (Silurana) tropicalis]>gi|39794355|gb|AAH64170.1| heterogeneous nuclear ribonucleoprotein K [Xenopus (Silurana) tropicalis]45361501 NP_989327.1 0 0 0 0 0 0 0 0 7.36 33.13 25.3 17.6
1-2.c43826/1/1255 PREDICTED: E3 ubiquitin-protein ligase RNF149 isoform X1 [Xenopus (Silurana) tropicalis]847100968 XP_012812754.1 0 0 0 0 0 0 8.19 0 0 30.41 41.77 15.38
1-2.c52310/5/1399 PREDICTED: ATP synthase subunit beta, mitochondrial, partial [Alligator sinensis]557324504 XP_006035286.1 251.51 166.21 177.83 219.65 154.41 125.55 164.4 221.43 290.72 5.66 0 1.82
2-3.c12984/1/2041 uncharacterized protein C6orf62 homolog [Xenopus (Silurana) tropicalis]>gi|169641882|gb|AAI60541.1| LOC100145333 protein [Xenopus (Silurana) tropicalis]187608789 NP_001120278.1 0 8.51 0.33 0 0 0 7.37 0 0 21.11 11.21 12.22
2-3.c28064/2/2107 PREDICTED: ATP-dependent RNA helicase DDX19B-like isoform X1 [Xiphophorus maculatus]551492924 XP_005798031.1 16.04 16.29 0 0 0 0 16.01 5.26 0 14.14 14.71 14.22
1-2.c9417/11/1793 homogentisate 1,2-dioxygenase [Xenopus laevis]>gi|51261445|gb|AAH80022.1| MGC82288 protein [Xenopus laevis]148230238 NP_001087504.1 25.61 25.05 24.56 10.66 9.64 5.07 7.91 13 11.22 0 0 0
1-2.c51905/2/1359 eukaryotic translation initiation factor 3 subunit D [Xenopus laevis]>gi|82188326|sp|Q7ZTM9.1|EIF3D_XENLA RecName: Full=Eukaryotic translation initiation factor 3 subunit D; Short=eIF3d; AltName: Full=Eukaryotic translation initiation factor 3 subunit 7 [Xenopus laevis]>gi|27882463|gb|AAH44692.1| Eif3s7-prov protein [Xenopus laevis]147901729 NP_001080587.1 7.24 0 0 0 0 0 2.03 0 24.57 25.27 31.64 15.06
2-3.c53810/1/5367.3larva-specific keratin RLK [Rana catesbeiana]14017762 BAB47395.1 0 84.38 0 0 0 0 0 0 150.91 118.75 753.05 796.85
2-3.c58790/1/2310.1-- -- -- 9.73 1.07 0 0 0 2.14 54.03 1.94 25.07 241.02 295.51 98.47
1-2.c18674/1/1218 DCN1-like protein 2 [Xenopus (Silurana) tropicalis]>gi|165970492|gb|AAI58345.1| dcun1d2 protein [Xenopus (Silurana) tropicalis]187607513 NP_001120037.1 6.43 6.97 13.33 7.13 14.46 18.91 1.85 11.38 0.55 0 0 0
2-3.c11717/10/2071PREDICTED: tubulin beta chain isoform X1 [Mandrillus leucophaeus]795248736 XP_011854478.1 0 0 0 0 0 0 22.01 0 0 21.26 11.79 9.91
1-2.c38348/1/1336.1serum paraoxonase/arylesterase 2 [Xenopus laevis]>gi|28422437|gb|AAH44294.1| Pon1-prov protein [Xenopus laevis]148232543 NP_001080649.1 17.77 2.57 31.56 16.05 28.94 17.15 0 18.72 17.35 0 0 0
1-2.c38530/1/1252 -- -- -- 9.62 0 0 0 0 0.03 4.69 0.95 0.21 20.29 31.21 33.41
1-2.c7274/6/1353 PREDICTED: nebulin isoform X3 [Xenopus (Silurana) tropicalis]847166495 XP_012826609.1 0 22.73 0 0 0 0 0 0 0 91.94 80.94 20
2-3.c13689/2/2027 PREDICTED: plasma membrane calcium-transporting ATPase 1 isoform X2 [Xenopus (Silurana) tropicalis]847108317 XP_012813946.1 37.68 7.95 12.1 35.66 24.7 14.4 23.23 16.2 31.97 0.73 0.21 0.01
1-2.c52174/2/1624 PREDICTED: alpha-actinin-3 isoform X2 [Pelodiscus sinensis]558140029 XP_006118311.1 0 0 0 0 0 0 0 0 0 18.68 27.34 8.89
1-2.c12630/2/1300 PREDICTED: Y+L amino acid transporter 2 [Python bivittatus]602645598 XP_007429237.1 0 0.33 0 0.38 0 0.28 12.45 0 0 65.63 85.47 51.26
1-2.c39903/2/1257 glutamate oxaloacetate transaminase [Rugosa rugosa]333805525 BAK26556.1 0 0 0 0 0 0 0 0 0 48.75 57.04 14.51
1-2.c49089/1/1468 Y+L amino acid transporter 2 [Xenopus laevis]>gi|190455774|sp|A1L3M3.1|YLAT2_XENLA RecName: Full=Y+L amino acid transporter 2; AltName: Full=Solute carrier family 7 member 6; AltName: Full=y(+)L-type amino acid transporter 2; Short=Y+LAT2; Short=y+LAT-2 [Xenopus laevis]>gi|120577705|gb|AAI30195.1| Slc7a6 protein [Xenopus laevis]147902872 NP_001091245.1 0 0 0 0 0 0 13.65 0.01 0 25.53 20.88 15.71
1-2.c52344/2/1299 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 49.28 4.69 154.68 76.12 159.38 116.74 50.7 139.07 67.02 2.94 0 2.76



2-3.c3904/1/2488.1 -- -- -- 25.05 7.86 32.06 5.24 13.69 20.85 2.22 11.17 8.02 0 0 0.12
2-3.c20434/3/2208 PREDICTED: ATP-dependent RNA helicase DDX19B isoform X2 [Microcebus murinus]829804302 XP_012627911.1 7.17 4.3 5.03 2.84 5.92 10.82 2.59 0 0.17 0 0 0
1-2.c25477/1/1459 -- -- -- 0 0 0 0 0 0 4.28 3.61 0 25.76 25.13 9.12
2-3.c25444/2/2551 PREDICTED: death-associated protein kinase 2 isoform X1 [Xenopus (Silurana) tropicalis]847142187 XP_012821507.1 8.98 0.08 8.24 7.44 8.75 3.24 2.91 0 4.83 0 0 0
2-3.c18837/1/2422.1-- -- -- 2.3 1.65 0 0 0 2.27 8.21 5.31 5.6 129.2 198.5 119.1
2-3.c41903/1/2083 homeodomain-interacting protein kinase 2 [Xenopus (Silurana) tropicalis]>gi|116487923|gb|AAI25754.1| homeodomain interacting protein kinase 2 [Xenopus (Silurana) tropicalis]118404554 NP_001072750.1 1.82 9.27 9.11 8.12 3.06 7.73 0 4.5 9.22 0 0 0
2-3.c7657/4/2527 PREDICTED: chaperone activity of bc1 complex-like, mitochondrial [Alligator sinensis]557262176 XP_006016618.1 4.15 12.96 10.23 5.43 6.37 2.79 2.05 2.37 5.13 0 0 0
1-2.c28454/1/1353 structural maintenance of chromosomes 1A [Xenopus laevis]>gi|28436771|gb|AAH46691.1| Smc1l1 protein [Xenopus laevis]148232365 NP_001080490.1 0.13 0 0 0 0 0 6.64 0.26 0 17 31.07 15.25
3-6.c14596/1/3278.1hypothetical protein [Plasmodium vivax Sal-1]>gi|148802136|gb|EDL43535.1| hypothetical protein PVX_098010 [Plasmodium vivax]156094450 XP_001613262.1 6.55 0 20.2 8.57 10.08 3.51 1.33 15.29 6.15 0 0 0
1-2.c5593/1/1588 Ras-related GTP binding C [Xenopus laevis]>gi|54261567|gb|AAH84295.1| LOC495258 protein [Xenopus laevis]148227166 NP_001088403.1 0 0 0 0 0 0 0 0 0 18.97 23.9 10.52
2-3.c39819/2/2237 uncharacterized protein LOC100158387 [Xenopus laevis]>gi|115528808|gb|AAI24958.1| LOC100158387 protein [Xenopus laevis]189217724 NP_001121303.1 0 1.41 0 0 0 0 0.58 0 1.01 8.57 10.51 14.81
1-2.c50832/6/1778 tropomyosin alpha-1 chain [Xenopus (Silurana) tropicalis]>gi|49899001|gb|AAH76711.1| tropomyosin 1 (alpha) [Xenopus (Silurana) tropicalis]52345962 NP_001005028.1 0 0 0.92 0 0 0 1.51 0 0 11.65 19.19 13.45
2-3.c9016/1/2157.1 PREDICTED: mitogen-activated protein kinase kinase kinase MLT isoform X2 [Xenopus (Silurana) tropicalis]512866147 XP_004917774.1 7.37 2.82 16.93 6.6 7.66 4.68 4.25 8.06 7.23 0 0 0
1-2.c18629/1/1579 PREDICTED: E3 ubiquitin-protein ligase UBR4 [Xenopus (Silurana) tropicalis]512856132 XP_002943596.2 0 0 0 0 0 0 2.62 0 0 22.1 18.78 9.58
2-3.c1764/13/2275 PREDICTED: adenosine kinase isoform X2 [Anas platyrhynchos]874462866 XP_012951453.1 3.45 11.81 8.97 2.29 5.93 8.06 2.51 2.25 3.53 0 0 0
2-3.c29912/1/2077 Calnexin, partial [Anas platyrhynchos]483507247 EOA97896.1 0.22 0.75 1.1 0 0 0 0.2 0 0 8.37 9.58 17.68
1-2.c13863/3/1361 PREDICTED: MAP7 domain-containing protein 1 isoform X2 [Xenopus (Silurana) tropicalis]512819424 XP_004911624.1 27.56 4.32 18.57 9.33 11.52 7.8 2.26 8.26 8.62 0 0 0
1-2.c4461/2/1493 LOC398314 protein, partial [Xenopus laevis]68534356 AAH99043.1 0 0 0 0 0 0 24.74 0 5.87 21.34 23.45 9.11
1-2.c5180/1/1513.1 -- -- -- 1.36 0 0 0.31 0 0.05 0 2.43 0.32 55.2 67.89 27.47
2-3.c54534/1/2093 Uba1a protein [Xenopus laevis]28958137 AAH47256.1 7.06 13.27 5.28 2.36 6.66 8.38 3.99 0 3.63 0 0 0
3-6.c4513/4/2927 PREDICTED: baculoviral IAP repeat-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847099215|ref|XP_012812156.1| PREDICTED: baculoviral IAP repeat-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]847099212 XP_012812155.1 0 0 0 0.32 0 0 0 0 5.79 23.5 15.17 39.86
1-2.c28833/2/1760 GDP dissociation inhibitor 2 [Xenopus laevis]>gi|50415312|gb|AAH78017.1| Gdi2-prov protein [Xenopus laevis]148234617 NP_001080236.1 0 2.75 0 0 0 0 11.27 0 0 11.09 11.11 19.69
2-3.c13047/1/2370 3-hydroxyisobutyrate dehydrogenase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60552661|gb|AAH91056.1| MGC108315 protein [Xenopus (Silurana) tropicalis]71896099 NP_001025604.1 16.29 26.32 19.79 21.72 17.95 19.09 11.76 15.93 16.62 0.94 0 0
1-2.c27799/2/1629 ankyrin repeat and SOCS box containing 8 [Xenopus laevis]>gi|49117091|gb|AAH72743.1| MGC79095 protein [Xenopus laevis]148229923 NP_001085435.1 18.24 0 7.83 6.98 10.51 4.03 8.13 12.25 14.68 0 0 0
2-3.c23405/1/2075 PREDICTED: nascent polypeptide-associated complex subunit alpha isoform X2 [Aquila chrysaetos canadensis]768400950 XP_011596396.1 72.42 28.31 55.48 51.26 39.49 90.38 34.58 48.7 55.73 0.28 3.99 0
2-3.c38919/1/2106 -- -- -- 1.2 2.28 0 0 0 0 0.67 0 0 12.07 13.13 7.78
1-2.c39880/1/1956 PREDICTED: casein kinase I isoform epsilon isoform X3 [Xenopus (Silurana) tropicalis]847117974 XP_012816441.1 0.3 0 0 0 0 0 8.75 0.39 4.14 17.06 14.34 5.48
2-3.c53640/1/1784 CD63 antigen [Rana catesbeiana]226372482 ACO51866.1 0.05 7.6 5.37 10.81 10.46 8.4 12.88 9.06 0.04 0 0.11 0.03
2-3.c7776/1/2186 -- -- -- 2.92 10.55 5.15 5.67 5.45 4.01 0 1.18 4.51 0 0 0
1-2.c12205/1/1792 thrombospondin-4 precursor [Xenopus (Silurana) tropicalis]>gi|847088835|ref|XP_012821233.1| PREDICTED: thrombospondin-4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|115312958|gb|AAI24001.1| thrombospondin 4 [Xenopus (Silurana) tropicalis]118404528 NP_001072673.1 17.77 41.66 25.47 19.29 15.54 21.82 5.37 22.34 25.68 0 0 0.64
1-2.c2116/28/1771 PREDICTED: ornithine aminotransferase, mitochondrial [Aquila chrysaetos canadensis]>gi|768381363|ref|XP_011588315.1| PREDICTED: ornithine aminotransferase, mitochondrial [Aquila chrysaetos canadensis]768381361 XP_011588314.1 54.79 42.47 80 74.8 56.66 93.8 35.5 41.16 58.45 0.34 2.75 1.97
3-6.c9358/4/3478 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 1.18 183.53 0.15 13.63 3.67 22.58 0 17.39 0 0 0 0
1-2.c7489/4/1483 heterogeneous nuclear ribonucleoprotein K [Xenopus laevis]>gi|27882469|gb|AAH44711.1| Hnrpk protein [Xenopus laevis]147903924 NP_001080563.1 0 0 0 0 0 0 0 0 3.21 11.52 15.83 21.42
1-2.c51610/3/1635 PREDICTED: tubulin beta chain isoform X10 [Trichechus manatus latirostris]823416057 XP_012415170.1 8.89 0 0 0 0 0 0 0 0 17.37 19.04 6.87
2-3.c14771/1/2416 -- -- -- 2.87 0.97 4.44 2.23 4.98 6.19 3.88 1.75 0.69 0 0 0
1-2.c32857/2/1449 cholinephosphotransferase 1 [Xenopus (Silurana) tropicalis]>gi|197246803|gb|AAI68802.1| Unknown (protein for MGC:188977) [Xenopus (Silurana) tropicalis]213983097 NP_001135694.1 0 0 0 0 0 0 0 0 0 24.5 28.13 27.24
1-2.c45671/1/1548.1ER membrane protein complex subunit 2-A [Xenopus laevis]>gi|82184854|sp|Q6INS3.1|EMC2A_XENLA RecName: Full=ER membrane protein complex subunit 2-A; AltName: Full=Tetratricopeptide repeat protein 35-A; Short=TPR repeat protein 35-A [Xenopus laevis]>gi|47938643|gb|AAH72200.1| Ttc35-a protein [Xenopus laevis]147906471 NP_001085171.1 18.51 16.18 4.91 7.98 8.57 12.97 0 2.62 3.29 0 0 0
1-2.c46319/1/1604 PREDICTED: casein kinase I isoform epsilon isoform X1 [Xenopus (Silurana) tropicalis]847117966 XP_012816439.1 2.43 12.15 3.98 7.55 8.19 5.39 0 3.81 2.57 0 0 0
1-2.c33121/1/7580.1PREDICTED: poly(rC)-binding protein 2 isoform X2 [Xenopus (Silurana) tropicalis]847099221 XP_012812158.1 0 3.41 27.46 25.06 28.61 12.97 0 0 6.35 0 0 0
1-2.c41396/2/1583 Protein kinase C and casein kinase substrate in neurons protein 3-like [Xenopus laevis]>gi|27469861|gb|AAH41726.1| MGC52683 protein [Xenopus laevis]148232870 NP_001079417.1 6.74 3.71 4.45 6.33 4.57 10.55 10.69 0.2 6.33 0 0 0
2-3.c40338/1/2041.2-- -- -- 7.68 1.3 1.09 0.95 3.35 6.87 1.77 1.38 2.81 658.55 278.78 574.47
3-6.c17475/13/3451PREDICTED: superkiller viralicidic activity 2-like 2 [Xenopus (Silurana) tropicalis]>gi|512809802|ref|XP_004910410.1| PREDICTED: superkiller viralicidic activity 2-like 2 [Xenopus (Silurana) tropicalis]301623717 XP_002941157.1 1.46 13.25 2.27 2.74 2.79 3.2 0.72 2.76 1.07 0 0 0
2-3.c51746/3/2360.2-- -- -- 14.96 5.48 0 0 0 0 0 0 0 33.46 27.87 28.41
3-6.c14516/1/3159 PREDICTED: nebulin-like isoform X7 [Latimeria chalumnae]557018869 XP_006009806.1 8.76 0 0.05 32.17 89.25 87.15 30.96 84.37 0 5.48 0 0
2-3.c8146/1/1992.1 -- -- -- 23.75 4.47 0 16.29 10.05 7.82 0 38.73 0 0 0 0
1-2.c26130/1/1312 BTB/POZ domain-containing protein KCTD9 [Xenopus (Silurana) tropicalis]>gi|170284813|gb|AAI61364.1| LOC100145607 protein [Xenopus (Silurana) tropicalis]187607270 NP_001120488.1 0 3.31 0 0 0 0 0 0.53 0.25 14.54 20.18 18.05
2-3.c62420/52/2257gnl3-prov protein, partial [Xenopus (Silurana) tropicalis]38649400 AAH63220.1 0.14 22.69 0.09 4.19 3.54 6.44 0 3.63 1.34 0 0 0
3-6.c4887/2/2789 Citrate synthase [Danio rerio] 183986405 AAI66040.1 29.26 66.54 94.87 88.55 91.35 71.89 68.74 56.47 17.83 0.7 2.8 3.34
2-3.c51390/30/2255ankyrin-1 [Xenopus (Silurana) tropicalis]>gi|66272248|gb|AAH96387.1| hypothetical protein mgc107745 [Xenopus (Silurana) tropicalis]73853810 NP_001027488.1 29.19 21.83 108.7 90.27 70.19 123.99 87.84 29.06 60.03 3.04 1.69 2.77
2-3.c54357/1/2072.1PREDICTED: cystinosin isoform X1 [Xenopus (Silurana) tropicalis]847100949 XP_012812746.1 0 0 0 0 0 0 0.55 0 0 19.7 22.96 20.38
1-2.c14836/1/1596 PREDICTED: LOW QUALITY PROTEIN: myosin-binding protein H-like [Lepisosteus oculatus]573880367 XP_006628389.1 1.62 54.16 310.5 207.18 223.46 138.06 1.52 276.59 1.94 16.8 0.27 0
1-2.c20465/2/1448 -- -- -- 0 0 0 0 0 0 4.65 0 0 14.77 10.3 20
1-2.c30366/1/1319 CD63 antigen [Rana catesbeiana]226372482 ACO51866.1 4.52 53.64 42.34 58.62 76.57 20.03 59.37 53.24 2.3 0 0 0.88
2-3.c17712/1/2674 bystin [Xenopus (Silurana) tropicalis]>gi|59808959|gb|AAH90127.1| MGC97811 protein [Xenopus (Silurana) tropicalis]62752053 NP_001015838.1 7.89 7.18 4.67 4.03 3.55 5.44 3.28 3.32 2.94 0 0.05 0
2-3.c49251/1/4697.1PREDICTED: plasma membrane calcium-transporting ATPase 1 isoform X2 [Xenopus (Silurana) tropicalis]847108317 XP_012813946.1 15.77 0 5.74 10.42 14.78 3.09 5.13 1.9 7.08 0 0 0
1-2.c29698/1/1198 -- -- -- 0 0 0 0 0 0 0 0.35 0 23.83 22.45 8.38
1-2.c11613/1/1633 PREDICTED: glycogen phosphorylase, muscle form isoform 1 [Gorilla gorilla gorilla]426369041 XP_004051506.1 4.14 0 11.82 14.33 14 3.11 12.51 9.71 6.64 0 0 0
1-2.c43038/1/1480 -- -- -- 0 31.53 7.69 9.46 8.7 27.95 13.39 9.3 0.05 0 0 0



1-2.c8135/7/1864 PREDICTED: citrate synthase, mitochondrial [Alligator sinensis]557324568 XP_006035318.1 61.05 1.12 0.77 0.49 0.08 0.47 0.31 0.27 61.45 51.38 47.98 46.76
1-2.c10246/82/1317mitochondrial inorganic phosphate carrier [Rana sylvatica]22653426 AAN04052.1 341 0 289.55 139.84 227.83 144.3 172.56 103.14 76.07 0 0 13.88
1-2.c21108/3/1509 PREDICTED: RNA-binding protein 45 isoform X1 [Xenopus (Silurana) tropicalis]301612449 XP_002935727.1 3.25 0 0 0 0 0 1.58 2.12 0.79 12.49 12.4 14.11
3-6.c999/47/3266 thrombospondin-4 precursor [Xenopus (Silurana) tropicalis]>gi|847088835|ref|XP_012821233.1| PREDICTED: thrombospondin-4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|115312958|gb|AAI24001.1| thrombospondin 4 [Xenopus (Silurana) tropicalis]118404528 NP_001072673.1 17.48 31.11 27.44 15.01 6.23 22.46 2.11 9.01 11.84 0.5 0 0.4
1-2.c44202/1/1541 Uncharacterized protein B0403.1, partial [Merops nubicus]677429359 KFQ30293.1 0 0 0 0 0 0 0 0 17.83 21.74 42.9 12.65
2-3.c34028/3/2472 ethanolamine-phosphate phospho-lyase [Xenopus laevis]>gi|82200144|sp|Q6DEB1.1|AT2L1_XENLA RecName: Full=Ethanolamine-phosphate phospho-lyase; AltName: Full=Alanine--glyoxylate aminotransferase 2-like 1 [Xenopus laevis]>gi|50414567|gb|AAH77219.1| MGC79033 protein [Xenopus laevis]147905107 NP_001086637.1 2.39 11.96 1.84 5.36 4.49 0 57.98 4.42 2.31 306.25 488.83 254.74
2-3.c60283/1/2759 RNA-binding protein 24 [Xenopus (Silurana) tropicalis]>gi|82237576|sp|Q6P8A7.1|RBM24_XENTR RecName: Full=RNA-binding protein 24; AltName: Full=RNA-binding motif protein 24 [Xenopus (Silurana) tropicalis]>gi|38174185|gb|AAH61322.1| RNA binding motif protein 24 [Xenopus (Silurana) tropicalis]45360685 NP_989016.1 3.63 3.09 1.38 2.79 2.43 4.44 0.79 1.15 1.49 0 0 0
2-3.c63612/1/2086 PREDICTED: aspartate--tRNA ligase, cytoplasmic isoform X1 [Xenopus (Silurana) tropicalis]847163066 XP_012825721.1 0 0 0 0 0 0 0 0 0 9.41 8.39 7.95
1-2.c7003/5/1440 synaptophysin-like protein 2 [Xenopus (Silurana) tropicalis]>gi|49903467|gb|AAH76891.1| synaptophysin-like 2 [Xenopus (Silurana) tropicalis]54606873 NP_001006110.1 56.49 68.83 130.07 83.23 68 156.96 38.24 66.17 67.62 2.62 2.73 4.21
1-2.c37657/1/1489 -- -- -- 61.1 56.95 139.11 80.07 46.31 98.82 85.44 79.15 49.96 3.27 0.35 3.17
2-3.c26879/1/2245 PREDICTED: calcium/calmodulin-dependent protein kinase type II subunit gamma isoform X21 [Xenopus (Silurana) tropicalis]847142050 XP_012821462.1 1.85 3.41 2.29 2.22 4.23 4.86 1.98 1.21 3.2 0 0 0
1-2.c8141/4/1761 PREDICTED: dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 isoform X1 [Xenopus (Silurana) tropicalis]847168158 XP_012827178.1 0 0 0 0 0.3 0 0 0 0.91 21.95 20.86 25.67
3-6.c14588/1/3800 -- -- -- 21.39 8.45 18.91 39.15 24.33 21.88 23.52 27.94 40.07 0 0 2.46
1-2.c29941/1/1249 -- -- -- 0 0 0 0 0 0 0.96 1.85 0 20.98 12.81 10.66
1-2.c3232/1/1261 fatty acid binding protein 3, muscle and heart (mammary-derived growth inhibitor) [Xenopus (Silurana) tropicalis]160774264 AAI55023.1 0 0 0 0 0 0 0 0 0 28.43 14.13 8.96
1-2.c34228/1/1368 -- -- -- 0 0 0 0 0 0 0 0 0 22.07 37.63 9.79
2-3.c6464/1/9356.1 lysophosphatidylcholine acyltransferase 3 [Xenopus laevis]>gi|56788919|gb|AAH88668.1| LOC496208 protein [Xenopus laevis]148228263 NP_001088865.1 0 0 0 0 0 0 2.12 0 0 39.53 51.47 11.99
1-2.c15772/1/9144.6PREDICTED: LOW QUALITY PROTEIN: creatine kinase M-type, partial [Anolis carolinensis]637377851 XP_008123239.1 2447.03 387.59 0 0 0 0 5317.42 0 0 5554.9 4681.93 0
1-2.c28317/2/1270 voltage-dependent anion channel 3 [Xenopus laevis]>gi|49256046|gb|AAH71123.1| MGC81430 protein [Xenopus laevis]147906224 NP_001085356.1 0 0 0 0 0 0 0 0 0 51.74 55.66 9.82
1-2.c32943/1/8414.1PREDICTED: protein PFC0760c-like [Latimeria chalumnae]556961274 XP_005990987.1 61.51 38.36 130.08 84.33 33.21 95.52 90.99 65.57 40.79 2.73 1.05 2.96
2-3.c25926/1/2216.2-- -- -- 0 0 0 0.74 0 0 3.45 2.1 0 54.36 86.34 46.38
1-2.c15204/1/1023 isocitrate dehydrogenase 2 (NADP+), mitochondrial [Xenopus laevis]>gi|32450377|gb|AAH54241.1| MGC64442 protein [Xenopus laevis]148227256 NP_001080321.1 30.5 0 0 0 0 0 4.25 0 0 20.89 53.98 21.09
1-2.c27544/1/1407 PREDICTED: LOW QUALITY PROTEIN: SID1 transmembrane family member 2 [Loxodonta africana]731504681 XP_010596200.1 3.27 2.22 0 0 0 0.19 3.2 0 0 18.07 28.73 16.65
1-2.c19175/4/1719 PREDICTED: dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A [Astyanax mexicanus]597761591 XP_007244780.1 0 0 0 0 0 0 0 0 5.3 14.27 20.31 4.95
2-3.c7175/7/2135 acetyl-CoA acetyltransferase B, mitochondrial precursor [Xenopus laevis]>gi|82184110|sp|Q6GN02.1|THILB_XENLA RecName: Full=Acetyl-CoA acetyltransferase B, mitochondrial; AltName: Full=Acetoacetyl-CoA thiolase B; Flags: Precursor [Xenopus laevis]>gi|49116875|gb|AAH73720.1| MGC83664 protein [Xenopus laevis]148234082 NP_001086028.1 5.74 6.17 7.33 3.42 4.13 4.7 3.27 3.92 3.09 0 0 0
3-6.c3139/7/3219 PREDICTED: calcium-binding protein 39 isoform X1 [Equus przewalskii]664741920 XP_008528263.1 0 0 7.52 2.05 3.72 1.35 0 0 5.19 0 0 0
3-6.c3508/3/3339 PREDICTED: junctophilin-2 [Xenopus (Silurana) tropicalis]301607262 XP_002933232.1 42.5 24 67.32 49.1 70.73 129.17 48.67 71.97 56.72 9.71 0 0
1-2.c11240/2/1417 PREDICTED: heterogeneous nuclear ribonucleoprotein H2-like isoform X1 [Astyanax mexicanus]597735333 XP_007229945.1 0.06 0 0 0.13 0 0 16.27 0 10.17 43.54 81.44 23.47
1-2.c45092/1/1501.1PREDICTED: UAP56-interacting factor-like isoform X1 [Xenopus (Silurana) tropicalis]512859648 XP_004916958.1 0 0 14.36 10.67 17.65 41.09 27.04 0 18.72 0.16 0 0
1-2.c34320/1/1412 -- -- -- 2.29 0 0 0 0 0 0 0 0 12.62 11.64 11.17
1-2.c29465/1/1788 PREDICTED: dnaJ homolog subfamily C member 14 [Xenopus (Silurana) tropicalis]>gi|512822124|ref|XP_004911947.1| PREDICTED: dnaJ homolog subfamily C member 14 [Xenopus (Silurana) tropicalis]>gi|847104186|ref|XP_012813269.1| PREDICTED: dnaJ homolog subfamily C member 14 [Xenopus (Silurana) tropicalis]301610031 XP_002934558.1 0 11.2 3.9 4.71 4.56 4.94 7.04 2.5 0.07 0 0 0
2-3.c37908/1/2334 fragile X mental retardation syndrome-related protein 1 homolog A [Xenopus laevis]>gi|110282964|sp|P51115.2|FXR1A_XENLA RecName: Full=Fragile X mental retardation syndrome-related protein 1 homolog A; Short=xFxr1p-A [Xenopus laevis]>gi|67764066|gb|AAY79165.1| Fxr1 long isoform variant a [Xenopus laevis]>gi|67764068|gb|AAY79166.1| Fxr1 long isoform variant a [Xenopus laevis]147899444 NP_001081786.1 0 0 0 17.27 27.92 52.51 0 21.1 0 2.36 1.19 0
2-3.c62450/4/2489 PREDICTED: mitogen-activated protein kinase kinase kinase 7 isoform X3 [Xenopus (Silurana) tropicalis]847126378 XP_012818040.1 2.86 6.45 2.76 2.25 2.33 5.01 2.23 1.68 3.22 0 0 0
1-2.c4093/10/1626 PREDICTED: rRNA 2'-O-methyltransferase fibrillarin [Pelodiscus sinensis]558189237 XP_006129071.1 13.05 119.71 11.87 26.52 26.96 59.07 10.49 22.31 10.16 1.95 0.71 0.92
1-2.c37910/5/1300 PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 9.28 1.06 80.33 29.67 39.12 59.71 65.69 44.63 15.92 0.27 2.3 1.56
1-2.c32943/1/8414.2-- -- -- 76.65 65.93 167.49 104.27 72.77 210.6 131.02 84.28 80.97 2.18 1.32 8.86
2-3.c55459/1/2136.2-- -- -- 0 0 0 0.33 0 0 0 0 2.45 51.09 52.16 17.84
1-2.c48697/1/1502 PREDICTED: large neutral amino acids transporter small subunit 2 isoform X2 [Xenopus (Silurana) tropicalis]847086110 XP_012813573.1 5.12 0.8 0 0 0 0 19.46 1.12 3.67 226.73 176.68 16.51
3-6.c6256/1/3668.3 -- -- -- 2.77 0.08 1.98 8.42 12.58 0 266.9 8.65 0 646.89 623.69 590.16
1-2.c33221/1/5086.1NADH dehydrogenase subunit 5 [Microhyla okinavensis]>gi|164454436|dbj|BAF96774.1| NADH dehydrogenase subunit 5 [Microhyla okinavensis]164519190 YP_001648874.1 0 0 0 4.15 26.5 21.7 4.74 6.48 18.64 0 0 0
3-6.c15807/1/5101.3RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 477.92 57.34 3500.07 200.11 1011.94 554.94 505.05 782.21 3065.79 0 3.76 0
2-3.c51054/4/2303 PREDICTED: uncharacterized protein KIAA1551 homolog isoform X4 [Xenopus (Silurana) tropicalis]847110867 XP_012814798.1 2.72 0 3.7 3.04 2.12 4.74 1.45 0.59 2.22 0 0 0
2-3.c26860/4/2225 PREDICTED: ubiquitin carboxyl-terminal hydrolase 25 isoform X1 [Xenopus (Silurana) tropicalis]847100581 XP_012812623.1 0.86 0 2.96 3.1 3.51 3.39 1.73 3.93 0 0 0 0
1-2.c45091/1/1270 solute carrier family 3, member 2 [Xenopus laevis]>gi|27769409|gb|AAH42234.1| Slc3a2-prov protein [Xenopus laevis]148229024 NP_001080246.1 0 5.93 5.99 18.95 17.36 3.3 0 0 34.97 0 0 0
1-2.c5151/6/1369 PREDICTED: potassium channel tetramerisation domain containing 1 isoform X1 [Sus scrofa]545835340 XP_005653463.1 0.44 1.49 0.18 0.86 0.2 0.44 14.34 0.51 0.93 36.62 70.66 59.49
1-2.c25479/4/1349 ubiquinol-cytochrome c reductase core protein II [Xenopus laevis]>gi|50418237|gb|AAH77311.1| Uqcrc2 protein [Xenopus laevis]>gi|77748481|gb|AAI06253.1| Uqcrc2 protein [Xenopus laevis]148222361 NP_001086687.1 6.18 7.57 0 2.15 2.33 0 109.86 0 76.62 142.72 194.87 76.91
2-3.c60875/2/2495 PREDICTED: 14-3-3 protein epsilon isoform X1 [Nomascus leucogenys]821027291 XP_012356854.1 112.34 94.82 95.58 46.88 77.05 149.6 56.59 87.7 81.21 0 0 7.12
1-2.c22412/1/1302 PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 9.76 0.67 37.32 16.7 26.42 20.26 13.34 28.86 13.58 0.75 0 0.75
1-2.c38472/4/1496 -- -- -- 21.66 0 0 0 0 0 3.14 0 3.96 9.6 15.44 6.74
2-3.c14521/1/2006.1Protein CBG19037 [Caenorhabditis briggsae]309356830 CAP36349.2 58.73 12.22 1.15 2.33 1.38 2.49 69.27 33.07 1.18 181.28 219.54 141.46
1-2.c50406/1/1224 PREDICTED: actin-related protein 2/3 complex subunit 2 [Aquila chrysaetos canadensis]768340511 XP_011580749.1 0 0 0 0 0 0 43.08 0 17.55 184.11 285.62 29.31
1-2.c20761/1/1631 SEC13 homolog [Xenopus laevis]>gi|27696242|gb|AAH43755.1| Sec13l1-prov protein [Xenopus laevis]>gi|115527861|gb|AAI24856.1| Sec13l1 protein [Xenopus laevis]148233584 NP_001080442.1 0 7.42 0.17 0 0 0 1.6 0 2.03 16.74 3.4 12.74
1-2.c34576/1/1506.1-- -- -- 22.97 1.71 0.39 45.97 20.78 3.01 650.37 21.03 10.69 2115.36 1301.43 1733.26
3-6.c16661/1/2853 PREDICTED: DNA-binding protein SMUBP-2-like, partial [Ornithorhynchus anatinus]620966761 XP_007656553.1 1.83 0.29 0.5 3.37 2.4 1.44 0 3.33 0 0 0 0
1-2.c18576/1/1747 PREDICTED: ubiquitin carboxyl-terminal hydrolase 4 [Xenopus (Silurana) tropicalis]301614077 XP_002936515.1 0 0 0 0 0 0 5.58 0 3.29 7.68 17.94 6.57
3-6.c6341/1/3171 extracellular sulfatase Sulf-2 precursor [Xenopus (Silurana) tropicalis]>gi|847167974|ref|XP_012827081.1| PREDICTED: extracellular sulfatase Sulf-2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847167976|ref|XP_012827082.1| PREDICTED: extracellular sulfatase Sulf-2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|49250556|gb|AAH74686.1| sulfatase 1 [Xenopus (Silurana) tropicalis]54020831 NP_001005661.1 0 0 0 1.53 5.96 10.24 0 2.7 1.62 0 0 0
1-2.c14136/1/1746.1PREDICTED: glycerophosphoinositol inositolphosphodiesterase GDPD2 isoform X3 [Xenopus (Silurana) tropicalis]847157584 XP_012824583.1 0.67 1.52 0.28 0.55 0.63 2.7 13.91 0.21 1.03 89.93 110.44 163.35
2-3.c4864/3/2416 PREDICTED: ankyrin-1 isoform X15 [Xenopus (Silurana) tropicalis]847110220 XP_012814608.1 18.13 0 71.15 40.35 66.45 28.19 26.38 17.34 28.7 0 0.83 4.58



1-2.c20903/1/1452 solute carrier family 37 (glucose-6-phosphate transporter), member 4 [Xenopus (Silurana) tropicalis]62201355 AAH93460.1 0 0 0 0 0 0 0.03 0 0.8 15.46 9.5 6.91
1-2.c25526/1/1355 Na-K-2Cl cotransporter 1 [Xenopus laevis]>gi|124302110|gb|ABN05233.1| Na-K-2Cl cotransporter 1 [Xenopus laevis]147904042 NP_001091331.1 1.7 4.66 0.95 1.7 0.73 1.76 10.64 1.44 1.97 106.82 131.88 104.16
3-6.c2655/10/4009 PREDICTED: ATP-dependent 6-phosphofructokinase, muscle type isoform X1 [Xenopus (Silurana) tropicalis]301608355 XP_002933755.1 34.96 1.79 29.16 26.42 41.57 22.06 15.31 25.64 24.35 0.25 0 3.33
1-2.c47273/2/1538 -- -- -- 11.84 78.63 0 0 0 0 10.35 0.04 65.08 81.91 45.07 13.51
1-2.c2114/44/1298 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 80.43 7.19 368.93 183.57 338.3 283.19 132.49 214 176 10.68 11.65 15.77
2-3.c54986/1/2343 PREDICTED: WW domain-containing adapter protein with coiled-coil isoform X2 [Pelodiscus sinensis]558170054 XP_006124839.1 0 0 1.94 0 0 0 0 1.32 0 6.28 8.66 3.56
1-2.c36333/1/1697.1CD63 antigen [Rana catesbeiana]226372482 ACO51866.1 0 13.03 8.41 5.53 4.79 12.83 25.57 16.21 0 0 0 0
2-3.c7392/1/2451.1 PREDICTED: glycogen phosphorylase, muscle form [Xenopus (Silurana) tropicalis]512834332 XP_002935410.2 65.84 5.14 77.92 100.67 113.42 36.77 0 68.37 73.66 0 0 7.17
3-6.c13916/1/3100 -- -- -- 2.47 2.37 1.58 2.96 6.2 3.9 0.28 0.78 0.87 0 0 0.2
1-2.c42850/5/1273 RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 0 0 0 0 0 0 344.8 0 0 2313.67 4242.5 62.63
1-2.c50568/1/1318 solute carrier family 37 (glucose-6-phosphate transporter), member 4 [Xenopus (Silurana) tropicalis]62201355 AAH93460.1 0 2.11 0 0 0 0 0 0 0 8.29 10.84 15.87
1-2.c9613/42/1439 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 2.26 1.14 24.3 13.19 11.49 18.51 12.11 13.34 3.85 0.37 0 0.5
2-3.c51744/53/2162regulator of G-protein signaling 5 [Xenopus laevis]>gi|50414732|gb|AAH77275.1| Unknown (protein for MGC:80046) [Xenopus laevis]291290887 NP_001167473.1 0.65 2.04 0 0 0.38 0 3.49 0.38 0 23.09 13.52 20.76
1-2.c19020/1/1481 uncharacterized protein C9orf78 homolog [Xenopus (Silurana) tropicalis]>gi|170285295|gb|AAI61311.1| Unknown (protein for MGC:186018) [Xenopus (Silurana) tropicalis]288684380 NP_001165770.1 0 0 0 0 0 0 0 0 0 12.17 14.18 6.47
1-2.c19564/1/7437.3PREDICTED: myosin regulatory light polypeptide 9 [Notothenia coriiceps]736243225 XP_010785624.1 2.33 0 0 15.08 0 0 71.78 0 81.65 1017.87 1418.31 400.49
2-3.c61385/3/1953 tetranectin precursor [Xenopus (Silurana) tropicalis]>gi|56971206|gb|AAH88053.1| C-type lectin domain family 3, member B [Xenopus (Silurana) tropicalis]58332698 NP_001011424.1 10.81 2.44 19.23 19.4 15.67 2.62 0 9.07 8.98 0 0 0
2-3.c26687/1/2559 -- -- -- 0 7.32 1.63 3.46 1.21 3.3 3.64 1.63 1.96 0 0 0
1-2.c12846/1/1900 PREDICTED: protein PFC0760c-like [Latimeria chalumnae]556961274 XP_005990987.1 18.76 14.33 51.36 30.93 17.15 57.69 36.09 24.95 21.83 1.05 0.4 1.61
1-2.c6946/7/1253 fructose-1,6-bisphosphatase 2 [Xenopus laevis]>gi|51703601|gb|AAH81229.1| Unknown (protein for MGC:85456) [Xenopus laevis]291290927 NP_001167494.1 69.21 27.83 53.61 139.93 77.91 72.96 86.99 81.12 121.4 5.16 4.05 4.34
2-3.c34474/1/2219 -- -- -- 0 4.71 0.08 2.91 1.99 4.32 6.32 2.95 1.83 0 0 0
3-6.c15068/1/3041 acetyl-CoA acetyltransferase B, mitochondrial precursor [Xenopus laevis]>gi|82184110|sp|Q6GN02.1|THILB_XENLA RecName: Full=Acetyl-CoA acetyltransferase B, mitochondrial; AltName: Full=Acetoacetyl-CoA thiolase B; Flags: Precursor [Xenopus laevis]>gi|49116875|gb|AAH73720.1| MGC83664 protein [Xenopus laevis]148234082 NP_001086028.1 1.67 16.18 19.21 13.24 13.49 15.02 0.79 0.15 10.94 0.77 0.51 0.35
1-2.c51338/3/1294 vigilin [Xenopus (Silurana) tropicalis]>gi|49899939|gb|AAH76949.1| high density lipoprotein binding protein (vigilin) [Xenopus (Silurana) tropicalis]55742112 NP_001006854.1 10.47 11.85 0.99 1.51 0.56 4.77 135.7 81.9 11.14 76.61 193.93 194.79
2-3.c33216/1/4581.2PREDICTED: beta-enolase [Anolis carolinensis]637381761 XP_008123931.1 2.18 0 5.07 10.95 9.1 2.19 13.46 1.91 14.54 0 0 0
1-2.c25028/1/5817.1PREDICTED: creatine kinase M-type [Dipodomys ordii]852796670 XP_012888113.1 20869.62 2089.09 1.04 0.47 0 0.42 19933.25 0.24 0 7346.36 6179.93 0
3-6.c2358/17/3000.2PREDICTED: telethonin [Xenopus (Silurana) tropicalis]301622194 XP_002940414.1 18 7.57 37.91 3.97 18.34 17.09 2.02 9.6 5.88 0.14 0.16 0
2-3.c16215/3/1978 PREDICTED: acetylcholinesterase isoform X2 [Xenopus (Silurana) tropicalis]512876899 XP_004919154.1 4.66 0.61 6.5 2.66 3.73 3.74 1.75 1.69 3.63 0 0 0
2-3.c15308/1/1962 PREDICTED: nicotinamide riboside kinase 2 isoform X2 [Anas platyrhynchos]874470990 XP_012954087.1 6.58 7.97 3.72 2.8 4.17 5.56 0.11 5.2 12.04 0 0.09 0
1-2.c26248/1/1585 PREDICTED: protoporphyrinogen oxidase isoform X1 [Xenopus (Silurana) tropicalis]512881338 XP_002942478.2 0 0 0 0 0 0 0 0 0 12.01 9.08 7.1
1-2.c44528/1/1874.1-- -- -- 0.64 0 0 0 0 0 3.36 2.18 0 33.73 36.97 16.47
1-2.c18465/1/1411 PREDICTED: A-kinase anchor protein 1, mitochondrial isoform X1 [Python bivittatus]>gi|602626970|ref|XP_007420436.1| PREDICTED: A-kinase anchor protein 1, mitochondrial isoform X2 [Python bivittatus]602626968 XP_007420435.1 3.68 11.65 0 2.36 6.88 5.95 0 0 2.92 0 0 0
2-3.c11746/1/2616 Citrate synthase, mitochondrial [Larimichthys crocea]808865946 KKF16719.1 42.56 0 0 0 0 0 0 0 26.63 1.82 10.49 10.14
1-2.c43556/1/1538.1-- -- -- 2 12.21 5.47 6.05 9.39 6.88 0 0 6.25 0 0 0
1-2.c44518/1/1720 -- -- -- 2.21 0 0 0 0 0.55 1.25 0 0 29.56 18.43 18.38
1-2.c12626/2/1462 -- -- -- 3.92 21.36 10.49 9.86 5.3 15.55 3.49 6.05 6.44 0 0 0.49
1-2.c1223/40/1327 PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 224.23 12.37 619.46 352.43 580.95 484.24 363.91 721.37 347.33 42.2 10.63 23.87
2-3.c44884/40/2239PREDICTED: kelch-like protein 31 [Xenopus (Silurana) tropicalis]>gi|512841570|ref|XP_004914550.1| PREDICTED: kelch-like protein 31 [Xenopus (Silurana) tropicalis]>gi|512841577|ref|XP_004914551.1| PREDICTED: kelch-like protein 31 [Xenopus (Silurana) tropicalis]301610740 XP_002934899.1 76.14 12.51 82.4 37.8 95.58 107.87 30.33 38.81 69.39 2.51 3.6 6.02
2-3.c39915/1/2371.1PREDICTED: flotillin-2 isoform X1 [Xenopus (Silurana) tropicalis]847099593 XP_012812292.1 8.62 27.84 7.36 3.45 9.33 7.7 5.58 7.48 2.94 0 0 0.19
2-3.c43037/1/2288 -- -- -- 17.61 16.61 13.98 8.31 7.24 13.84 7.29 6.26 7.99 0.62 0.31 0
2-3.c16891/1/2128 PREDICTED: uncharacterized protein LOC101931465 [Chrysemys picta bellii]530592326 XP_005289796.1 0 0 0 0 0 0 0 0 0.9 3.53 7.33 7.79
1-2.c25522/1/1601 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0.49 1.67 1.62 0.72 0.46 0.29 4.36 1.14 0.39 28.4 29.41 70.25
2-3.c21951/2/2219 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 26.67 82.15 33.2 33.17 54.99 59.41 46.04 36.37 41.72 5.6 1.75 0.5
2-3.c41442/1/1951 RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 1045.21 200.73 2940.85 1705.14 2139.5 1133.41 188.55 597.12 1852.88 0 0 250.74
1-2.c32640/1/1469 -- -- -- 0 0 0 0 0 0 4.13 0 5.04 14.94 26.23 6.22
2-3.c19708/4/2538 PREDICTED: kelch-like protein 31 [Xenopus (Silurana) tropicalis]>gi|512841570|ref|XP_004914550.1| PREDICTED: kelch-like protein 31 [Xenopus (Silurana) tropicalis]>gi|512841577|ref|XP_004914551.1| PREDICTED: kelch-like protein 31 [Xenopus (Silurana) tropicalis]301610740 XP_002934899.1 1.83 0.39 1.81 1.23 2.37 3.92 0.98 0.61 1.28 0 0 0
1-2.c14510/2/1730 sestrin-1 [Xenopus (Silurana) tropicalis]>gi|189441919|gb|AAI67380.1| sesn1 protein [Xenopus (Silurana) tropicalis]194018650 NP_001123411.1 0 0 0 0.16 0 0 0 0.66 0 22.92 35.43 9.06
1-2.c40780/1/4598.2fructose-1,6-bisphosphatase 2 [Xenopus laevis]>gi|51703601|gb|AAH81229.1| Unknown (protein for MGC:85456) [Xenopus laevis]291290927 NP_001167494.1 13.49 1.02 21.83 16.06 11.31 14.44 4.68 10.76 12.4 0 0 0.43
1-2.c46255/1/1557 succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial [Xenopus (Silurana) tropicalis]>gi|38969875|gb|AAH63370.1| succinate-CoA ligase, ADP-forming, beta subunit [Xenopus (Silurana) tropicalis]45361311 NP_989233.1 0 0 0 0 0 0 0 0 0 12.55 6.5 6.75
2-3.c61326/1/2590.2PREDICTED: ovostatin-like [Xenopus (Silurana) tropicalis]>gi|512878738|ref|XP_002941671.2| PREDICTED: ovostatin-like [Xenopus (Silurana) tropicalis]512878734 XP_004919419.1 3.27 3.11 0 0 0 4.61 7.02 0.89 4.95 61.36 87.06 143.69
1-2.c40995/1/1534 PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104159|ref|XP_012813262.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104163|ref|XP_012813263.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104166|ref|XP_012813264.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104169|ref|XP_012813265.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104172|ref|XP_012813266.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104175|ref|XP_012813267.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104177|ref|XP_012813268.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]301610039 XP_002934577.1 3.28 0 0.2 0 0 0 0.19 0 2.75 11.66 9.15 8.87
2-3.c12088/1/2321.1PREDICTED: band 4.1-like protein 1 isoform X2 [Xenopus (Silurana) tropicalis]847168900 XP_012808197.1 0 3.23 0 0 0 0 0 0 0 14.03 21.66 5.14
1-2.c7050/1/1519.1 PREDICTED: glucosylceramidase [Latimeria chalumnae]557017449 XP_006009132.1 0 2.24 1.96 3 0 0.96 2.18 3.44 7.43 96.33 114.04 75.22
1-2.c19245/2/1322 leucine aminopeptidase 3 [Xenopus laevis]>gi|46249508|gb|AAH68707.1| MGC81140 protein [Xenopus laevis]148228748 NP_001084691.1 0 0 0 0 0 0 5.03 0 0.56 12.18 5.88 14.25
2-3.c40476/1/2204 PREDICTED: protein Red, partial [Colius striatus]706108693 XP_010207830.1 2.4 15.74 3.89 0.85 4.38 5.43 0.45 0 3.29 0 0 0
1-2.c51161/3/1577 RecName: Full=Nucleolar RNA helicase 2-B; AltName: Full=DEAD box protein 21-B; AltName: Full=Gu-alpha-B; AltName: Full=Nucleolar RNA helicase Gu-B; Short=xGu-2; AltName: Full=Nucleolar RNA helicase II-B; AltName: Full=RH II/Gu-B765680610 Q9DF36.2 88.19 398.23 87.82 68.7 55.91 94 82 62.49 115.31 0 0 9.82
3-6.c15588/1/3291 PREDICTED: nebulin isoform X3 [Xenopus (Silurana) tropicalis]847166495 XP_012826609.1 0.14 0 0 7.72 0.91 9.7 4.98 16.26 0 0 0 0
2-3.c23106/2/2177.1-- -- -- 0 0.09 0 0 0 0 6.96 0 6.34 8.92 19.45 14.69
1-2.c25537/1/1315 PREDICTED: lysine (K)-specific demethylase 5C isoform X1 [Xenopus (Silurana) tropicalis]847155363 XP_012824141.1 0 7.03 1.83 0.39 0 0 2.2 0 3.31 18.57 18.85 27.24
2-3.c21101/1/2607 PREDICTED: ubiquitin carboxyl-terminal hydrolase 45 [Anas platyrhynchos]514753716 XP_005021434.1 6.95 2.8 1.22 2.63 2.82 1.69 1.01 2.59 2.35 0 0 0



2-3.c27108/1/2172 ubiquitin-conjugating enzyme E2 variant 3 [Xenopus (Silurana) tropicalis]>gi|82198472|sp|Q66KB7.1|UEVLD_XENTR RecName: Full=Ubiquitin-conjugating enzyme E2 variant 3; Short=UEV-3; AltName: Full=EV and lactate/malate dehydrogenase domain-containing protein [Xenopus (Silurana) tropicalis]>gi|51513496|gb|AAH80471.1| MGC89756 protein [Xenopus (Silurana) tropicalis]56118358 NP_001007958.1 0.71 0 0.92 0 0 0 0 0 0.86 2.71 17.39 14.31
1-2.c49494/1/1738 PREDICTED: protein phosphatase 1 regulatory subunit 3A [Xenopus (Silurana) tropicalis]512830294 XP_004913037.1 7.64 0.88 6.78 8.45 12.31 5.7 2.06 0 6.26 0.39 0.34 0
2-3.c53489/1/1896 PREDICTED: ras-related protein Rab-12 [Monodelphis domestica]612007529 XP_001364776.2 15.02 5.48 6.57 10.33 11.2 5.75 0 10.06 10.27 0.55 0.28 0
1-2.c23510/3/1343 PREDICTED: actin, cytoplasmic 1 [Rhinopithecus roxellana]724842428 XP_010365296.1 11.09 1.03 24.58 16.84 22.18 20.47 12.43 18.37 18.95 0.9 0.9 0.42
2-3.c56087/1/2037.1alpha-actinin-3 [Xenopus (Silurana) tropicalis]>gi|195539819|gb|AAI67932.1| Unknown (protein for MGC:135778) [Xenopus (Silurana) tropicalis]213983245 NP_001135513.1 230.02 46.5 391.4 208.04 341.4 345.45 109.9 233.72 150.25 1.54 6.44 36.45
2-3.c14676/5/2209 solute carrier family 37 (glucose-6-phosphate transporter), member 4 [Xenopus laevis]>gi|38014528|gb|AAH60486.1| MGC68695 protein [Xenopus laevis]147901932 NP_001083404.1 1.76 4.38 3.94 0.87 5.44 5.21 1.33 0.56 6.53 0 0 0
2-3.c17718/19/2251DDX5 protein [Xenopus laevis]52430509 AAH82849.1 287.85 391.34 148 189.68 203.46 180.66 380.6 255.28 211.53 35.3 0 0
1-2.c34020/1/1572 -- -- -- 9.89 0 0 0 0 0 0 0 4.44 10.3 5.01 11.92
1-2.c20938/1/1363 uncharacterized protein LOC100135354 [Xenopus (Silurana) tropicalis]>gi|163916216|gb|AAI57656.1| LOC100135354 protein [Xenopus (Silurana) tropicalis]>gi|213624463|gb|AAI71138.1| LOC100135354 protein [Xenopus (Silurana) tropicalis]>gi|213625695|gb|AAI71142.1| LOC100135354 protein [Xenopus (Silurana) tropicalis]166158248 NP_001107501.1 0 0.69 3.05 0 2.19 1.15 3.22 0 4.96 67.08 130.34 64.12
3-6.c14436/1/4046.1delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|138519848|gb|AAI35743.1| aldh4a1 protein [Xenopus (Silurana) tropicalis]156717284 NP_001096184.1 6.76 6 15.33 10.76 7.92 10.61 3.27 3.13 7.25 0.09 0.15 0.58
1-2.c40095/1/1613 pinin [Xenopus (Silurana) tropicalis]>gi|49522306|gb|AAH75283.1| pinin, desmosome associated protein [Xenopus (Silurana) tropicalis]54020926 NP_001005707.1 0 10.77 0.89 2.43 4.61 4.44 4.74 0 0 0 0 0
3-6.c7531/1/3246.1 von Willebrand factor A domain containing 5A [Xenopus laevis]>gi|34784616|gb|AAH57735.1| MGC68953 protein [Xenopus laevis]148228482 NP_001079962.1 1.2 0 1.95 0.84 2.84 3.43 0 2.55 0.79 0 0 0
2-3.c27889/1/1831 hypothetical protein L798_08535, partial [Zootermopsis nevadensis]646642601 KDQ71589.1 2.91 0 1.99 0 0 0 12.87 0.17 2.45 28.93 82.32 21.84
1-2.c45291/1/1938 -- -- -- 0 1.85 0.79 5.88 2 3.88 0 1.32 0 0 0 0
2-3.c31997/3/2183 PREDICTED: ankyrin repeat and SOCS box protein 14 [Xenopus (Silurana) tropicalis]512839176 XP_002935095.2 14.31 0 6.88 8.74 14.47 2.23 5.36 13.59 17.25 0 0 0
1-2.c29105/1/1436.1-- -- -- 15 7.38 3.69 0 0.94 1.58 21.13 0 11.37 63.41 114.56 66.3
1-2.c5549/1/1526.1 -- -- -- 2.34 13.65 3.53 4.13 3.8 10.31 1.92 3.46 4.64 0 0 0
1-2.c52297/1/1366 RecName: Full=Transitional endoplasmic reticulum ATPase; Short=TER ATPase; AltName: Full=15S Mg(2+)-ATPase p97 subunit; Short=p97; AltName: Full=Valosin-containing protein; Short=VCP [Xenopus laevis]>gi|28422362|gb|AAH46949.1| Vcp-prov protein [Xenopus laevis]257051069 P23787.3 0 0 0 0 0 0 18.37 0 0 300.76 329.7 0
2-3.c60084/1/4948.1aconitase 2, mitochondrial [Xenopus laevis]>gi|49522169|gb|AAH74399.1| MGC84375 protein [Xenopus laevis]147904130 NP_001086263.1 36.94 7.67 28.52 21.85 42.17 17.35 20.38 14.83 29.7 4.02 0 0
1-2.c51003/1/1895 leucine-rich repeat-containing protein 39 [Xenopus (Silurana) tropicalis]>gi|189441933|gb|AAI67387.1| LOC100170481 protein [Xenopus (Silurana) tropicalis]194332463 NP_001123736.1 6.59 9.51 4.86 9.27 10.94 11.48 0 5.45 0 0.28 0.87 0
2-3.c47658/1/2469 inner-ear cytokeratin [Rana catesbeiana]6980088 AAF34720.1 66.19 54.18 41.31 35.96 88.57 29.04 81.67 52.36 17.02 0 0 1.07
1-2.c25523/1/1409 HMG box-containing protein 1 [Xenopus laevis]>gi|49257347|gb|AAH73587.1| MGC82885 protein [Xenopus laevis]>gi|213625308|gb|AAI70318.1| MGC82885 protein [Xenopus laevis]147906895 NP_001085951.1 0 0 0 0 0 0 12.33 0.93 0 7.93 13.14 6.15
1-2.c22082/2/1301 PREDICTED: laminin subunit alpha-2 [Xenopus (Silurana) tropicalis]512844752 XP_002936356.2 0 2.57 0 0 0 0 7.71 0 0 15.61 12.46 3.18
1-2.c36348/1/4797.2isocitrate dehydrogenase 2 (NADP+), mitochondrial [Xenopus laevis]>gi|32450377|gb|AAH54241.1| MGC64442 protein [Xenopus laevis]148227256 NP_001080321.1 489.78 319.59 648.73 579.65 499.07 427.53 291.97 446.8 429.66 26.35 18.17 43.68
1-2.c50902/15/1572prosaposin (variant Gaucher disease and variant metachromatic leukodystrophy) precursor [Xenopus laevis]>gi|51895932|gb|AAH80997.1| MGC80725 protein [Xenopus laevis]148236249 NP_001087612.1 58.79 0 9.33 0 0 2.92 10.69 26.66 5.41 50.02 40.5 83.39
1-2.c14996/1/1493 potassium channel, inwardly rectifying subfamily J, member 8 [Xenopus (Silurana) tropicalis]>gi|134023987|gb|AAI35726.1| LOC100124909 protein [Xenopus (Silurana) tropicalis]156717570 NP_001096325.1 1.8 0 1.4 0.27 0 0 0.69 1.66 0.02 18.16 26.93 7.94
1-2.c15349/36/1328actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 129.84 12.23 357.27 258.1 350.9 279.16 179.78 322.59 205.02 24.5 10.59 20.35
1-2.c17933/1/1363 MGC83940 protein [Xenopus laevis]50925006 AAH79747.1 4.37 0 0 1.57 0 0 1.34 1.52 0.79 59.81 46.17 26.64
1-2.c40653/1/1299 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 20.83 56.09 85.83 27.84 53.2 60.69 22.56 14.88 14.67 2.21 0 4.48
2-3.c19079/7/2087 ARP2 actin-related protein 2 homolog (yeast) [Homo sapiens]>gi|190689917|gb|ACE86733.1| ARP2 actin-related protein 2 homolog (yeast) protein [synthetic construct]>gi|190691289|gb|ACE87419.1| ARP2 actin-related protein 2 homolog (yeast) protein [synthetic construct]15778930 AAH14546.1 2.02 1.81 3.98 3.64 0.72 4.29 0.49 0.73 4.58 0 0 0
2-3.c24538/2/2210 -- -- -- 0.2 2.02 2.85 0 0 0 0 0 2.93 5.07 7.59 4.62
2-3.c28684/2/2591 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 21.62 7.24 0.77 34.88 57.68 66.22 41.63 51.18 0 9.78 0 0
2-3.c14691/1/2173.1epiphycan precursor [Xenopus (Silurana) tropicalis]>gi|847109199|ref|XP_012814253.1| PREDICTED: epiphycan isoform X1 [Xenopus (Silurana) tropicalis]>gi|847109202|ref|XP_012814254.1| PREDICTED: epiphycan isoform X1 [Xenopus (Silurana) tropicalis]>gi|847109205|ref|XP_012814255.1| PREDICTED: epiphycan isoform X1 [Xenopus (Silurana) tropicalis]>gi|49522049|gb|AAH74612.1| dermatan sulfate proteoglycan 3 [Xenopus (Silurana) tropicalis]54020763 NP_001005627.1 5.94 15.61 16.87 15.48 5.21 9.61 11.74 10.15 16.72 0 0 0
3-6.c17085/1/2740 RecName: Full=Voltage-dependent L-type calcium channel subunit alpha-1S; AltName: Full=FGalpha1S; AltName: Full=Voltage-gated calcium channel subunit alpha Cav1.1>gi|2708678|gb|AAC36126.1| dihydropyridine receptor [Rana catesbeiana]46576355 O57483.1 34.82 12.68 45.97 31.05 43.05 48.8 17.64 29.83 28.53 3.93 0.82 2.37
3-6.c17714/30/2969eukaryotic translation initiation factor 3 subunit M [Xenopus laevis]>gi|82176896|sp|Q7ZYU8.1|EIF3M_XENLA RecName: Full=Eukaryotic translation initiation factor 3 subunit M; Short=eIF3m [Xenopus laevis]>gi|27735458|gb|AAH41198.1| Ga17-prov protein [Xenopus laevis]148237458 NP_001080061.1 5.17 0 7.06 6.84 11.86 7.49 3.15 8.7 5.37 0 0 0.97
2-3.c62766/2/2114 LOC398139 protein [Xenopus laevis]46329514 AAH68910.1 88.34 15.7 65.33 33.87 72.04 31.7 41.73 56.86 66.96 0 0.01 5.45
2-3.c6856/1/2093.1 PREDICTED: tectonic-3 [Xenopus (Silurana) tropicalis]512883714 XP_002941750.2 0 0 0 0 0 0.08 1.42 0 0.83 12.46 15.18 11.47
1-2.c34997/6/1434 tubulin beta chain-like [Scleropages formosus]820146195 KKX13732.1 0 0 0 0 0 0 5.58 0 0 44.89 12.35 16.6
3-6.c2744/8/3086 thrombospondin-4 precursor [Xenopus (Silurana) tropicalis]>gi|847088835|ref|XP_012821233.1| PREDICTED: thrombospondin-4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|115312958|gb|AAI24001.1| thrombospondin 4 [Xenopus (Silurana) tropicalis]118404528 NP_001072673.1 7.17 27.5 10.72 7.06 6 7.13 4.44 9.16 10.47 0 0.56 0.25
2-3.c1438/35/2389 ADAM metallopeptidase domain 33 precursor [Xenopus (Silurana) tropicalis]>gi|88810158|gb|ABD52383.1| ADAM13 [Xenopus (Silurana) tropicalis]90968576 NP_001035102.1 12.37 0.27 9.9 12.23 17.55 16.21 0 5.49 0 0.08 2.48 0
3-6.c14981/1/4219 PREDICTED: A-kinase anchor protein 1, mitochondrial [Xenopus (Silurana) tropicalis]512820714 XP_002936858.2 5.72 3.45 2.72 3 6.09 3.57 0.97 2.46 1.72 0.27 0 0.15
2-3.c29964/1/2289 -- -- -- 562.56 450.35 510.7 782.64 515.88 279.98 912.63 506.28 521.42 37.89 27.35 17.64
2-3.c16223/1/1964 PREDICTED: nebulin isoform X8 [Xenopus (Silurana) tropicalis]847166506 XP_012826614.1 0.74 9.01 0 6.24 7.66 3.49 1.16 1.47 0.75 0 0 0.3
1-2.c30262/1/1207 PREDICTED: F-actin-capping protein subunit beta isoforms 1 and 2 isoform X1 [Ficedula albicollis]>gi|525020625|ref|XP_005057825.1| PREDICTED: F-actin-capping protein subunit beta isoforms 1 and 2 isoform X2 [Ficedula albicollis]525020623 XP_005057824.1 151.11 106.44 239.51 139.16 181.89 145.56 93.89 167.47 131.51 0 0 25.27
2-3.c20371/1/2460 -- -- -- 0.79 2.44 0 0 0 0 0 0 1.32 2.84 4.57 6.39
2-3.c43363/1/2033 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 4682.12 983.69 8484.87 2690.54 5710.56 5954.48 4462.68 8821.38 4039.68 325.36 102.42 476.74
1-2.c38658/1/1657 PREDICTED: protein PFC0760c-like [Latimeria chalumnae]556961274 XP_005990987.1 11.43 3.6 36.99 19.8 34.59 116.79 25.56 21.34 34.51 0 0 0
2-3.c11447/13/2042cell division cycle 23 [Xenopus laevis]>gi|33417160|gb|AAH56107.1| MGC69122 protein [Xenopus laevis]147903791 NP_001079890.1 2.49 7.72 1.95 0.76 3.39 4.61 0.54 1.39 0 0 0 0
1-2.c5599/1/1519 -- -- -- 0 0 0 0 0 0 0 0 0 10.37 10.89 4.36
1-2.c10612/8/1750 uncharacterized protein LOC100036929 [Xenopus laevis]>gi|120538076|gb|AAI29679.1| LOC100036929 protein [Xenopus laevis]148237928 NP_001091169.1 21.4 15.22 28.34 32.62 36.34 58.35 19.92 40.44 26.73 2.27 2.77 2.35
1-2.c43666/1/1083 myosin heavy chain, partial [Rana catesbeiana]4249695 AAD13769.1 0 0 0 0 0 0 0 16.07 0 248.03 320.59 7.23
2-3.c24232/1/2578 PREDICTED: protein phosphatase 1 regulatory subunit 3A [Xenopus (Silurana) tropicalis]512830294 XP_004913037.1 6.51 1.37 7.37 7.08 9.68 5.37 3.24 7.26 6.91 0 0.51 0.35
2-3.c49637/1/2329 fibronectin precursor [Xenopus laevis]>gi|49114987|gb|AAH72841.1| Fibronectin protein [Xenopus laevis]148237139 NP_001081270.1 7.11 50.32 2.69 2.15 2.9 4.72 14.95 2.26 3.3 147.82 171.57 175.82
1-2.c24795/2/1617 PREDICTED: alpha-actinin-3 isoform X2 [Pelodiscus sinensis]558140029 XP_006118311.1 171.94 30.27 215.4 158.34 193.71 195.55 27.41 168.95 35.81 0 0 31.41
1-2.c40888/1/1636 LOC733250 protein [Xenopus laevis]66910737 AAH97624.1 0 0 0 0 0 0.21 0 0 5.15 53.57 17.69 109.85
1-2.c36290/1/1435 PREDICTED: delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial-like [Astyanax mexicanus]597740413 XP_007232364.1 0 0 0 0.03 0 0 4.06 0 0.75 8.62 13.03 8.52
2-3.c56525/1/1890 3-oxoacid CoA transferase 1 [Xenopus laevis]>gi|37747748|gb|AAH59355.1| MGC69180 protein [Xenopus laevis]148222725 NP_001083240.1 17.87 46.43 33.29 25.72 20.26 50.23 24.97 20.78 16.56 2.19 1.67 1.5
2-3.c50653/1/2108 E3 ubiquitin-protein ligase RNF139 [Xenopus (Silurana) tropicalis]>gi|45708867|gb|AAH67995.1| ring finger protein 139 [Xenopus (Silurana) tropicalis]47575796 NP_001001242.1 0 0 0 0 0 0 0 0 0 27.59 40.39 4.4



1-2.c5848/1/1483 PREDICTED: protein transport protein Sec31A isoform X2 [Xenopus (Silurana) tropicalis]847087089 XP_012816261.1 0 0 0 0 0 0 4.12 0 0 7.37 6.05 10.77
3-6.c13049/2/2759 -- -- -- 26.3 1.12 0 58.6 25.2 7.36 9.69 37.75 26.96 0 0 0
1-2.c37257/2/1361 -- -- -- 7.84 0 0.14 0 2.5 1.13 0 0 4.16 83.56 71.02 68.4
3-6.c12894/25/3147RecName: Full=DNA replication licensing factor mcm2; AltName: Full=BM28-homolog; AltName: Full=Minichromosome maintenance protein 2; Short=xMCM2; AltName: Full=p112>gi|28374172|gb|AAH46274.1| Mcm2-prov protein [Xenopus laevis]108935850 P55861.2 2.35 36.54 2.02 1.57 4.52 8.07 0.2 1.86 1.71 0 0 0.1
2-3.c22409/1/2005 phosphatidylinositol 4-kinase beta [Xenopus (Silurana) tropicalis]>gi|224472917|sp|A4IID4.1|PI4KB_XENTR RecName: Full=Phosphatidylinositol 4-kinase beta; Short=PI4K-beta; Short=PI4Kbeta; Short=PtdIns 4-kinase beta [Xenopus (Silurana) tropicalis]>gi|134025598|gb|AAI35974.1| pi4kb protein [Xenopus (Silurana) tropicalis]156717328 NP_001096204.1 0 0 0 0 0 0 2.69 1.75 0 8.44 10.32 1.94
1-2.c2867/13/1632 PREDICTED: L-lactate dehydrogenase A chain [Callithrix jacchus]675698937 XP_002755132.3 242.11 10.06 376.53 436.62 538.96 209.18 182.51 187.83 444.14 0.06 0 74.59
1-2.c20496/1/1589.1adult beta globin [Rhacophorus arboreus]451957813 BAM84268.1 0 0 0.24 0.6 0.14 0.16 8.66 0.13 0 153.03 197.36 626.1
1-2.c13220/2/1481 solute carrier family 16 (monocarboxylic acid transporters), member 6 [Xenopus laevis]>gi|28839633|gb|AAH47967.1| Slc16a6-prov protein [Xenopus laevis]148232306 NP_001080307.1 0 0.13 0 0 0 0 6.5 0 0 4.06 12.76 6.51
2-3.c55328/1/2089 PREDICTED: proteoglycan 4-like [Larimichthys crocea]734645154 XP_010751651.1 67.81 40.4 80.63 51.2 61.13 94.95 49.32 50.12 59.56 4.93 3.18 5.3
3-6.c4810/1/4152 PREDICTED: myb-binding protein 1A [Xenopus (Silurana) tropicalis]512820645 XP_004911766.1 2.5 4.26 1.49 1.78 2.03 4.45 1.07 1.34 1.09 0 0.18 0.04
1-2.c28288/1/1446 -- -- -- 1.4 2.12 0.31 0 0.53 0.94 0 1.12 1.52 39.33 40.59 25.94
1-2.c32534/2/1543 PREDICTED: actin, cytoplasmic 1 [Propithecus coquereli]826278329 XP_012494379.1 0.31 0.13 0 0 0 0 0.06 0 0 10.77 4.09 8.77
1-2.c45696/1/1693 LOC100135355 protein [Xenopus (Silurana) tropicalis]163915685 AAI57657.1 0 0 0 0 0 0 4.27 0 2.64 9.62 6.88 3.5
1-2.c7021/1/1558 secretory carrier membrane protein 2 [Xenopus laevis]>gi|51258435|gb|AAH80082.1| MGC84173 protein [Xenopus laevis]148225835 NP_001087539.1 0.01 0 0 0 0 0.02 4.01 0 1.38 3.66 10.87 8.03
1-2.c2075/20/1434 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 3.48 1.37 33.39 18.9 18.18 29.31 32.3 29.46 12.35 0 1.47 1.75
1-2.c24448/3/1348 -- -- -- 4.03 4.18 0 4.81 7.59 1.99 9.1 0 0 0 0 0
2-3.c50059/1/2712 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 0 86 28.08 32.95 0.43 118.58 0 0 0 0 0
1-2.c16836/1/1318 -- -- -- 3.27 4.63 0 0 0 2.36 8.61 1.27 3.76 48.37 62.99 32.38
1-2.c49017/1/1386 -- -- -- 4.81 0 1.11 1.04 0 0 2.86 0 0 37.53 23.57 27.31
3-6.c2935/9/3663 PREDICTED: bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase, mitochondrial [Aquila chrysaetos canadensis]768353287 XP_011573589.1 22.16 36.06 35.43 11.6 19.07 12.03 6.76 18.03 12.89 0.59 0.06 1.74
1-2.c51832/2/1365 legumain precursor [Xenopus (Silurana) tropicalis]>gi|49523231|gb|AAH75316.1| legumain [Xenopus (Silurana) tropicalis]54020950 NP_001005720.1 0 0 0 0 0 0 0 0 0 181.34 203.8 0
1-2.c10620/16/1316Unknown (protein for IMAGE:6949850), partial [Xenopus laevis]62132943 AAH92152.1 5.35 12.09 4.29 4.75 6.05 2.95 1.47 1.08 0.68 0 0 0
1-2.c16997/1/2138.1PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 68.49 6.61 218.37 175.53 200 176.64 118.03 200.52 142.53 15.36 7.8 15.42
1-2.c12272/1/1850 PREDICTED: iron-sulfur cluster assembly 1 homolog, mitochondrial isoform X2 [Mustela putorius furo]859911141 XP_004774173.2 0 6.08 6.73 5.53 7.38 4.2 0 0.05 3.03 0 0 0.33
3-6.c6143/1/2855 glycogen phosphorylase, brain form [Xenopus (Silurana) tropicalis]>gi|46329455|gb|AAH68296.1| phosphorylase, glycogen; brain [Xenopus (Silurana) tropicalis]50054411 NP_001001904.1 8.32 8.28 3.6 31.69 17.07 7.65 17.95 9.59 14.46 0 0 0.46
1-2.c49150/2/1774 PREDICTED: monocarboxylate transporter 4 [Caprimulgus carolinensis]>gi|683447215|gb|KFZ46027.1| Monocarboxylate transporter 4 [Caprimulgus carolinensis]704293877 XP_010160653.1 6.87 0 13.63 29.58 31.45 10.12 4.27 6.92 0.17 0 4.7 0
2-3.c31481/105/2661Unknown (protein for IMAGE:7011280) [Xenopus laevis]115528309 AAI24911.1 4.22 14.27 6.08 2.49 4.99 4.07 12.61 3.42 2.86 0.27 0 0
2-3.c36943/1/2136.1replication termination factor 2 domain containing 1 [Xenopus laevis]>gi|32484231|gb|AAH54212.1| MGC64388 protein [Xenopus laevis]148236615 NP_001082703.1 36.06 35.33 19.78 21.93 21.56 7.98 15.38 17.37 17.81 0 0 1.84
2-3.c27148/2/2441 -- -- -- 13.61 3.76 14.59 11.63 9.95 7.84 3.7 4.65 6.5 1.22 0.26 0.06
1-2.c34721/1/1320 PREDICTED: translocation protein SEC63 homolog [Xenopus (Silurana) tropicalis]847130489 XP_012819007.1 6.06 0 4.67 1.93 4.29 6.82 0.89 0 5.26 0 0 0
1-2.c20802/1/1590.1-- -- -- 0 0 0 0 0 0 0 0 0 17.53 23.67 25.68
2-3.c6984/2/2518 PREDICTED: leucine-rich repeat-containing protein 16A isoform X3 [Xenopus (Silurana) tropicalis]847138470 XP_012820837.1 0 0.43 0 0 0 0 0 0 0 4.22 2.65 5.42
1-2.c26527/1/1806 PREDICTED: reticulon-4 isoform X9 [Xenopus (Silurana) tropicalis]>gi|38605966|tpg|DAA02072.1| TPA_inf: RTN4-N [Xenopus tropicalis]847127975 XP_012818545.1 41.66 43.93 125.12 82.02 100.98 162.77 82.76 96.87 109.54 7.52 2.32 13.45
1-2.c43459/1/1591 -- -- -- 2.16 1.81 4.43 3.03 3.61 8.86 0.86 1.56 1.03 0 0 0.14
2-3.c32459/1/2613 -- -- -- 5.45 28.25 4.81 6.66 4.95 10.31 0.52 1.46 4.02 0.14 0.32 0.43
2-3.c24500/2/2265 -- -- -- 2.01 3.15 4.16 4.26 3.88 6.09 1.92 5.27 2.11 0.35 0 0
1-2.c4762/2/1399 26S proteasome non-ATPase regulatory subunit 2 [Xenopus (Silurana) tropicalis]>gi|59808953|gb|AAH90101.1| proteasome (prosome, macropain) 26S subunit, non-ATPase, 2 [Xenopus (Silurana) tropicalis]62751452 NP_001015819.1 0 4.64 0 0.19 0 0 2.01 0 0.51 54.26 9.22 37.65
1-2.c47809/96/1627uncharacterized protein LOC394518 [Xenopus (Silurana) tropicalis]>gi|89269959|emb|CAJ81816.1| novel protein similar to tight junction protein 2 (zona occludens 2) (TJP2) [Xenopus (Silurana) tropicalis]89886093 NP_988922.2 3.06 16.49 0.11 10.69 2.99 4.34 0 3.32 3.95 0.03 0 0
1-2.c33227/1/1253 PREDICTED: transcription intermediary factor 1-alpha isoform X3 [Xenopus (Silurana) tropicalis]847108696 XP_012814085.1 0 0 0 0 0 0 0 1.36 0 7.7 12.21 6.58
1-2.c13222/2/1615 PREDICTED: NAD kinase 2, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]847088841 XP_012821256.1 0.09 5.08 1.69 0.22 0 0 2.77 0.31 2.34 14.15 16.83 5
1-2.c5722/4/1362 protein disulfide isomerase family A, member 6 precursor [Xenopus laevis]>gi|50418205|gb|AAH77228.1| MGC79068 protein [Xenopus laevis]147906274 NP_001086643.1 0.78 0 4.96 1.45 0 0 13.68 0.5 3.87 49.02 41.37 15.86
2-3.c2231/9/2133 phospholemman precursor [Xenopus (Silurana) tropicalis]>gi|56789426|gb|AAH88062.1| FXYD domain containing ion transport regulator 1 (phospholemman) [Xenopus (Silurana) tropicalis]58332490 NP_001011320.1 16.01 20.68 19.9 16.91 24.17 52.69 6.49 5.28 17.4 0.34 0.38 3.2
2-3.c36236/1/2607 trimeric intracellular cation channel type A [Xenopus laevis]>gi|82176708|sp|Q7ZY07.1|TM38A_XENLA RecName: Full=Trimeric intracellular cation channel type A; Short=TRIC-A; Short=TRICA; AltName: Full=Transmembrane protein 38A [Xenopus laevis]>gi|27696958|gb|AAH44031.1| MGC53433 protein [Xenopus laevis]148237167 NP_001079534.1 124.65 224.65 299.88 214.65 234.96 559.51 214.96 228.21 254.04 25.09 9.49 30.98
1-2.c5196/1/1365 PREDICTED: DDB1- and CUL4-associated factor 11 isoform X2 [Xenopus (Silurana) tropicalis]847086461 XP_012814785.1 1.01 1.17 0 4.14 0 0 15 6.36 14.58 70.93 92.56 65.57
1-2.c36367/1/1496 PREDICTED: lysyl oxidase homolog 2 [Caprimulgus carolinensis]>gi|683471689|gb|KFZ65898.1| Lysyl oxidase 2 [Caprimulgus carolinensis]704337203 XP_010174031.1 0 0 0 0 0 0 5.83 0.91 0 8.67 8.41 4.64
2-3.c45840/1/2051 -- -- -- 0 23.27 0 4.18 11.7 13.54 10.09 6.55 10.6 0 1.61 0
2-3.c13368/1/1826 PREDICTED: tropomyosin alpha-4 chain-like isoform X4 [Lepisosteus oculatus]573881544 XP_006628966.1 0 30.98 0 0 0 0 0 0 19.56 96.58 91.75 0
1-2.c34979/1/10400.3PREDICTED: LOW QUALITY PROTEIN: creatine kinase M-type, partial [Anolis carolinensis]637377851 XP_008123239.1 0.65 0 0 0.32 0 0 0 0 0 1327.4 1837.21 0.35
1-2.c7620/1/1697.1 -- -- -- 74.29 14.02 65.29 25.84 62.17 63.76 26.61 38.36 32.29 4.12 3.46 0.17
1-2.c46302/1/1517.1-- -- -- 0.18 0 0.22 0.52 0.08 1.31 0.85 0 0.61 54 47.97 35.15
2-3.c45771/1/2261.1PREDICTED: U2 small nuclear ribonucleoprotein auxiliary factor 35 kDa subunit-related protein 2 [Xenopus (Silurana) tropicalis]301617734 XP_002938300.1 0 0 0 0 0 0 0 0 0 6.22 8.54 1.83
2-3.c60918/1/2239 PREDICTED: myomesin-1 [Xenopus (Silurana) tropicalis]512850290 XP_002938953.2 12.42 8.13 40.17 25.11 28.33 52.86 19.53 26.34 30.4 1.61 0.99 4.16
1-2.c40211/1/4830.1glutamate oxaloacetate transaminase [Rugosa rugosa]333805525 BAK26556.1 105.15 7.26 114.34 118.58 134.34 44.61 29.6 86.01 95.78 0.89 0 17.03
1-2.c29762/1/1513 -- -- -- 0 0 0 0 0 0 2.28 0 0 7.98 13.69 3.05
2-3.c21792/1/2302 PREDICTED: A-kinase anchor protein 1, mitochondrial [Xenopus (Silurana) tropicalis]512820714 XP_002936858.2 9.93 8.72 4.99 9.02 8.16 12.53 2.26 0.64 10.77 0.73 0.48 0.38
1-2.c33636/2/1343 NADH dehydrogenase subunit 5 [Microhyla okinavensis]>gi|164454436|dbj|BAF96774.1| NADH dehydrogenase subunit 5 [Microhyla okinavensis]164519190 YP_001648874.1 68.1 0 0 0 73.91 65.57 24.83 71.07 76.86 0 0 0
2-3.c52048/2/2020 mediator of RNA polymerase II transcription subunit 17 [Xenopus (Silurana) tropicalis]>gi|123885985|sp|Q0VFR9.1|MED17_XENTR RecName: Full=Mediator of RNA polymerase II transcription subunit 17; AltName: Full=Cofactor required for Sp1 transcriptional activation subunit 6; Short=CRSP complex subunit 6; AltName: Full=Mediator complex subunit 17 [Xenopus (Silurana) tropicalis]>gi|110645718|gb|AAI18726.1| cofactor required for Sp1 transcriptional activation, subunit 6, 77kDa [Xenopus (Silurana) tropicalis]62858965 NP_001016974.1 0 0 0 0 0 0 1.85 0 0 3.78 6.04 4.77
2-3.c52576/2/2232 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 5.64 2.64 526.66 256.87 131.61 0 724.52 80.62 129.96 0 0 0



3-6.c5836/1/3573 PREDICTED: laminin subunit beta-1 [Xenopus (Silurana) tropicalis]512830498 XP_002933140.2 0.11 6.64 0 1.93 1.07 0.78 1.46 0 2.91 0 0 0
1-2.c1273/14/1334 PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 4.42 0.32 19.59 14.59 8.34 14.52 10.76 16.03 7.55 0.37 0.15 0.84
2-3.c12113/1/2392 ATPase, Ca++ transporting, slow twitch 2 [Xenopus laevis]>gi|124481718|gb|AAI33186.1| ATP2A2 protein [Xenopus laevis]147907326 NP_001086443.1 0.24 4.35 0.62 0.76 2.34 2.82 0 0.07 0.25 0 0 0
3-6.c2494/7/2939 zygotic DNA replication licensing factor mcm3 [Xenopus (Silurana) tropicalis]>gi|109892578|sp|Q28BS0.1|MCM3Z_XENTR RecName: Full=Zygotic DNA replication licensing factor mcm3; AltName: Full=Zygotic minichromosome maintenance protein 3; Short=zMCM3 [Xenopus (Silurana) tropicalis]>gi|89272478|emb|CAJ82887.1| MCM3 minichromosome maintenance deficient 3 [Xenopus (Silurana) tropicalis]113931568 NP_001039231.1 0.48 15.1 1.15 0.42 2.49 3.38 0 0.36 0.24 0 0 0
1-2.c22107/2/1263 nuclear Y/CCAAT-box binding factor C subunit NF-YC [Xenopus laevis]>gi|3170227|gb|AAC82337.1| nuclear Y/CCAAT-box binding factor C subunit NF-YC [Xenopus laevis]148233547 NP_001083805.1 3.1 0 0 0 0 0 1.2 0 3.39 7.12 7.21 9.21
2-3.c20973/1/2385 protein-arginine deiminase type-2 [Xenopus (Silurana) tropicalis]>gi|134254257|gb|AAI35444.1| LOC100125112 protein [Xenopus (Silurana) tropicalis]156717898 NP_001096490.1 8.74 2.57 32.59 32.68 27.29 17.13 25.31 11.63 16.73 0 0 4.91
2-3.c38653/3/2392 eukaryotic elongation factor 2 kinase [Xenopus (Silurana) tropicalis]>gi|166797013|gb|AAI59138.1| LOC100145184 protein [Xenopus (Silurana) tropicalis]187607479 NP_001120146.1 1.67 1.04 3.2 5.61 4.37 1.03 0.71 1.57 1.21 0.07 0 0
1-2.c35025/2/1409 PREDICTED: coatomer subunit beta [Anolis carolinensis]327281271 XP_003225372.1 0 0 0 0 0 0 0 0 0 71.71 105.35 5.36
1-2.c4677/1/1258 ribose-phosphate pyrophosphokinase 1 [Xenopus (Silurana) tropicalis]>gi|38511773|gb|AAH61401.1| similar to phosphoribosyl pyrophosphate synthetase 1 [Xenopus (Silurana) tropicalis]45361007 NP_989140.1 0.81 0 10.13 5.2 5.29 2.63 0 4.91 0.9 0 0 0
3-6.c12902/5/3256 nuclear factor 7, brain [Xenopus (Silurana) tropicalis]>gi|183985957|gb|AAI66279.1| Unknown (protein for MGC:185544) [Xenopus (Silurana) tropicalis]284009784 NP_001165007.1 2.91 14.26 2.1 2.57 8.27 4.49 2.5 2.12 0.38 0.44 0 0
2-3.c39996/1/2290 -- -- -- 0.62 0 0 0 0 0 0 0 0 7.26 11.1 1.95
1-2.c21069/2/1660 MGC97489 protein [Xenopus (Silurana) tropicalis]58477438 AAH90081.1 0 0 0 0.03 0 0 1.09 0 0.03 8.42 10.71 2.97
1-2.c11469/1/1569 -- -- -- 0.98 0 0.18 1.63 0.7 4.14 17.87 1.26 4.47 216.95 277.83 73.8
1-2.c24105/1/1356 acyl-Coenzyme A dehydrogenase, short/branched chain [Xenopus (Silurana) tropicalis]89269093 CAJ81939.1 0 7.16 1.9 1.64 13.08 11.4 7.73 3.05 8.28 0 0 0
1-2.c35380/1/5809.2PREDICTED: ADP/ATP translocase 2 [Maylandia zebra]>gi|554823190|ref|XP_005922277.1| PREDICTED: ADP/ATP translocase 2-like isoform X1 [Haplochromis burtoni]>gi|584015109|ref|XP_006802325.1| PREDICTED: ADP/ATP translocase 2-like [Neolamprologus brichardi]499026607 XP_004564045.1 0 0 0 0 0 0 0 0 0 147.78 262.28 18.5
1-2.c44753/2/1726 PREDICTED: myosin-binding protein H-like isoform X2 [Latimeria chalumnae]556950430 XP_005987659.1 1.79 0.36 3.81 1.94 4.11 2.41 2.61 3.82 5.84 0 0 0
2-3.c46272/1/4506.2ubiquitin carboxyl-terminal hydrolase 48 [Xenopus (Silurana) tropicalis]>gi|166796872|gb|AAI59175.1| LOC100145207 protein [Xenopus (Silurana) tropicalis]187608155 NP_001120167.1 0 0 0 0 0 0 0 0.87 0 4.02 3.7 5.12
2-3.c7988/1/2180 -- -- -- 0 19.15 0 0 0 0 0.33 0 0 5.47 3.68 4.16
2-3.c58978/1/2396.1-- -- -- 2.23 1.77 11.41 4.97 12.91 12.09 2.6 3.24 10.34 0.74 0.71 0.12
1-2.c20240/1/1590 sarcoplasmic/endoplasmic reticulum Ca2+-ATPase, partial [Protopterus annectens]383511148 AFH40438.1 1900.52 35.25 5805.04 2283.13 3091.6 1519.6 777.53 2118.78 4104.72 0 0 530.52
3-6.c14250/1/3002 PREDICTED: transmembrane protein 2-like isoform X2 [Xenopus (Silurana) tropicalis]847111920 XP_012814997.1 6.53 4.7 2.1 2.05 2.19 2.86 4.44 3.44 3.23 79.46 193.5 99.54
1-2.c19560/5/1393 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 7.65 175.81 49.7 20.49 33.83 63.8 0.11 9.48 20.27 7.9 0.43 0.07
1-2.c2170/8/1809 SET and MYND domain containing 1 [Xenopus laevis]>gi|49118725|gb|AAH72803.1| MGC80131 protein [Xenopus laevis]148225404 NP_001085463.1 66.26 38.35 64.62 51.6 19.27 47.07 42.27 87 38.98 1.9 4.53 2.7
3-6.c18948/48/2915RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 967.19 0.03 0 1083.23 1345.43 697.18 627.88 856.27 0 0 0 241.83
1-2.c2135/29/1515 coenzyme Q6 monooxygenase [Xenopus laevis]>gi|67678277|gb|AAH97912.1| MGC115711 protein [Xenopus laevis]148226512 NP_001089564.1 18.32 1.48 15.08 16.9 11.31 1.7 4.7 2.43 10.07 0 0 0
3-6.c10246/1/2750 DNA replication licensing factor mcm4 [Xenopus (Silurana) tropicalis]>gi|847134808|ref|XP_012819970.1| PREDICTED: DNA replication licensing factor mcm4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|82236367|sp|Q6GL41.1|MCM4_XENTR RecName: Full=DNA replication licensing factor mcm4; AltName: Full=Minichromosome maintenance protein 4 [Xenopus (Silurana) tropicalis]>gi|49257778|gb|AAH74670.1| MCM4 minichromosome maintenance deficient 4 (S. cerevisiae) [Xenopus (Silurana) tropicalis]54020819 NP_001005655.1 0.78 10.16 0.82 1.32 2.01 4.4 0 0.74 0.97 0 0 0.08
1-2.c49169/2/1685.1-- -- -- 0.03 1.17 0 0 0.04 0 1.79 0 1.24 8.5 11.05 8.81
3-6.c1140/24/3858 LIM domain-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|38382920|gb|AAH62490.1| hypothetical protein MGC75668 [Xenopus (Silurana) tropicalis]45360839 NP_989095.1 9.96 15.45 57.77 39.87 52.37 81.81 49.73 27.18 47.85 2.66 0.93 9.64
1-2.c35370/1/1411 clathrin interactor 1 [Xenopus laevis]>gi|58399901|gb|AAH89194.1| MGC97891 protein [Xenopus laevis]147902057 NP_001089230.1 0 1.75 0 0 0 0.91 8.93 0 1.1 26.17 21.02 16.12
3-6.c10523/5/2996 acetyl-CoA acetyltransferase B, mitochondrial precursor [Xenopus laevis]>gi|82184110|sp|Q6GN02.1|THILB_XENLA RecName: Full=Acetyl-CoA acetyltransferase B, mitochondrial; AltName: Full=Acetoacetyl-CoA thiolase B; Flags: Precursor [Xenopus laevis]>gi|49116875|gb|AAH73720.1| MGC83664 protein [Xenopus laevis]148234082 NP_001086028.1 12.17 10.98 9.86 8.39 5.63 7.91 6.18 6.29 6.45 0.42 0.33 0.44
1-2.c17428/1/8059.1PREDICTED: serine/arginine-rich splicing factor 5 [Aquila chrysaetos canadensis]768366525 XP_011580556.1 0.43 0 36.33 0 0 0 0 0 0 107 124.26 0
2-3.c52057/2/1997 PREDICTED: isocitrate dehydrogenase [NADP] cytoplasmic [Chrysemys picta bellii]641774347 XP_008170746.1 0 0.18 0 0 0 0 4.06 0 2.1 8.8 1.15 10.57
2-3.c9054/6/2135 LOC398314 protein [Xenopus laevis]80477501 AAI08429.1 37.53 29.79 45.13 34.12 30.23 30.31 10.65 26.55 15.03 3.63 0.87 2.67
3-6.c5374/1/2775 SH3 domain binding kinase 1 [Xenopus (Silurana) tropicalis]>gi|160773605|gb|AAI55475.1| LOC100127848 protein [Xenopus (Silurana) tropicalis]163914831 NP_001106621.1 0.11 0 3.21 1.6 1.27 2.14 0.5 1.86 1.54 0 0 0
1-2.c14149/3/1555 -- -- -- 0 10.84 1.4 0.34 0 0.69 0.55 0.84 1.44 15.58 15.13 36.57
2-3.c22824/1/4823.2aconitase 2, mitochondrial [Xenopus laevis]>gi|49522169|gb|AAH74399.1| MGC84375 protein [Xenopus laevis]147904130 NP_001086263.1 0 0 0 0 0 0 0 0 0 4.25 1.34 6.38
1-2.c38059/2/1384 PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 3.8 0 19.55 14.65 7.94 14.51 19.86 24.52 7.66 0.67 0 0.87
1-2.c23168/2/1377 PREDICTED: alpha-tectorin-like [Xenopus (Silurana) tropicalis]847131824 XP_012819256.1 1.14 0 1.26 0.1 0 0 0.85 1.27 0 15.1 11.08 5.07
1-2.c50543/1/1501 PREDICTED: myosin-10-like isoform X2 [Xenopus (Silurana) tropicalis]847150223 XP_012822870.1 0.92 0.7 1.01 0 0 0 0.82 0 0.53 8.31 6.98 5.43
3-6.c16273/1/3924 RecName: Full=FACT complex subunit SPT16; AltName: Full=DNA unwinding factor 140 kDa subunit; Short=DUF140; AltName: Full=Facilitates chromatin transcription complex subunit spt16 [Xenopus laevis]>gi|213626022|gb|AAI69956.1| SUPT16H protein [Xenopus laevis]110287969 Q9W603.2 0.96 6.12 1.45 0.29 2.83 3.36 0.51 0 0 0 0 0
2-3.c55066/1/2457.1-- -- -- 136.09 87.92 50.1 92.16 34.78 75.3 15.26 76.94 77.46 2.26 4.07 6.75
2-3.c22637/3/2209.1PREDICTED: monocarboxylate transporter 12 isoform X3 [Gallus gallus]513191317 XP_004942200.1 2.97 3.38 1.32 3.86 4.46 0.72 25.08 3.73 7.68 88.21 125.06 245.05
2-3.c61992/8/2407 PREDICTED: uncharacterized protein LOC103692624 isoform X2 [Rattus norvegicus]672020667 XP_008774459.1 0.14 0 0 0.13 0 0 0.03 0.03 0 9.01 5.59 5.58
1-2.c52285/12/1164PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 0 0 0 0 0 0.18 0 0 551.38 298.47 0
3-6.c18726/24/3600PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 4.88 1.08 105.9 56.61 30.75 0.81 137.65 75.04 115.57 0 0 0
1-2.c23145/3/1629 -- -- -- 6.4 0 2.49 0 0 0.81 0 4.54 0 39.21 26.12 10.15
2-3.c21019/1/2275.1syf2 protein [Xenopus (Silurana) tropicalis]56268984 AAH87564.1 21.05 17.44 16.07 9.49 26.31 8.27 3.79 5.52 0 0 0 0
1-2.c33457/1/4870.1translation elongation factor EF-1 gamma [Bombina orientalis]211907091 ACJ12080.1 0 0 0 0 0 7.38 136.92 20.73 0 404.41 431.83 92.63
1-2.c42801/180/1829PREDICTED: myosin-binding protein H-like isoform X2 [Latimeria chalumnae]556950430 XP_005987659.1 369.09 164.4 786.7 493.57 537.45 400.02 586.11 733.12 646.74 32.07 21.9 72.31
1-2.c7390/2/1355 PREDICTED: protein Shroom2 isoform X1 [Xenopus (Silurana) tropicalis]847100721 XP_012812669.1 3.07 6.84 2.93 1.38 2.29 3.5 1.57 3.35 2.85 93.66 117.34 90.64
3-6.c14081/1/3349 histone-lysine N-methyltransferase SUV420H1-B [Xenopus laevis]>gi|82179806|sp|Q5RJX8.1|S421B_XENLA RecName: Full=Histone-lysine N-methyltransferase SUV420H1-B; AltName: Full=Suppressor of variegation 4-20 homolog 1-B; Short=Su(var)4-20 homolog 1-B; Short=Suv4-20h1-B [Xenopus laevis]>gi|55778134|gb|AAH86459.1| LOC495826 protein [Xenopus laevis]148229543 NP_001088653.1 1.16 3.92 1.11 0 0 0 0.11 0.52 0 2.08 2.12 3.78
1-2.c11073/1/1327 PREDICTED: UDP-glucuronic acid decarboxylase 1 [Camelus bactrianus]743726910 XP_010957461.1 0 0 0 0 0.51 0 5.47 2.17 0 19.19 17.68 16.88
2-3.c29088/1/2064 uncharacterized protein LOC735061 [Xenopus laevis]>gi|58701961|gb|AAH90193.1| MGC85054 protein [Xenopus laevis]147906100 NP_001089990.1 1.81 0.05 0 0.06 0 0 1.92 0 0.6 6.74 4.83 6.01
1-2.c30883/1/1351 hydroxysteroid dehydrogenase-like protein 2 [Xenopus (Silurana) tropicalis]>gi|82181462|sp|Q66KC4.1|HSDL2_XENTR RecName: Full=Hydroxysteroid dehydrogenase-like protein 2>gi|51513243|gb|AAH80462.1| MGC89719 protein [Xenopus (Silurana) tropicalis]56711282 NP_001008673.1 0 0 0 0 0 0 0 0 0 16.74 20.11 2.44
2-3.c4597/1/2009 PREDICTED: arrestin domain-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]847088847 XP_012821263.1 0.69 0 0 1.05 0 0.22 0.33 0.19 0 19.47 30.62 21.76
1-2.c25297/2/1428 PREDICTED: G-rich sequence factor 1 isoform X1 [Xenopus (Silurana) tropicalis]847162878 XP_012825659.1 0 0 0 0 0 0 6.12 2.46 0 8.92 9.24 2.33
1-2.c23850/1/1482.1uncharacterized protein LOC495491 [Xenopus laevis]>gi|54648196|gb|AAH85080.1| LOC495491 protein [Xenopus laevis]148232280 NP_001088602.1 0.65 16.95 3.26 2.73 8.93 7.18 0.73 3.53 3.89 0 0 0
1-2.c31228/2/1721 UBX domain-containing protein 6 [Xenopus (Silurana) tropicalis]>gi|49522368|gb|AAH75367.1| UBX domain containing 1 [Xenopus (Silurana) tropicalis]54262234 NP_001005818.1 1.76 1.73 3 1.53 3.25 3.44 0 2.14 1.67 0 0 0



1-2.c51760/2/1460 guanine nucleotide binding protein-like 2 (nucleolar) [Xenopus laevis]>gi|27503448|gb|AAH42350.1| 1i973-prov protein [Xenopus laevis]148231283 NP_001080513.1 0 0 0 0 0 0 0 0 0 26.54 47.37 5.7
1-2.c23631/1/1376 7-dehydrocholesterol reductase large variant [Xenopus laevis]90186582 ABD91556.1 0 0 0.17 6.51 0 0.64 51.36 4.12 3.62 129.68 96.96 80.98
1-2.c9083/1/1384.1 PREDICTED: rho GTPase-activating protein 17 isoform X3 [Xenopus (Silurana) tropicalis]512868524 XP_004918093.1 25.13 8.07 5.09 6.11 14.46 3.91 0 5.56 0.53 0 0 0
3-6.c16303/1/7767.1.1RAB21, member RAS oncogene family [Xenopus laevis]>gi|38014530|gb|AAH60498.1| MGC68816 protein [Xenopus laevis]148230174 NP_001083402.1 2 0 1.01 2.08 1.46 1.22 0.87 0 0 0 0 0
2-3.c4895/2/2370 PREDICTED: papilin isoform X1 [Xenopus (Silurana) tropicalis]512862153 XP_004917291.1 1.43 0 1.12 2.68 2.21 0.54 1.92 1.34 0 0 0 0
1-2.c24013/1/1493 PREDICTED: eukaryotic translation initiation factor 4E [Chrysemys picta bellii]>gi|591376820|ref|XP_007063076.1| PREDICTED: eukaryotic translation initiation factor 4E [Chelonia mydas]530563903 XP_005278541.1 0 0 0 0 0 0 0 0 1.85 8.73 18.09 4.08
2-3.c30406/1/1911.1Unknown (protein for IMAGE:7009710), partial [Xenopus laevis]62739300 AAH94077.1 3.36 0.11 0.48 2.42 0.31 1.31 4.12 1.24 1.03 83.26 28.51 85.49
3-6.c18210/1/3904 PREDICTED: nebulin isoform X11 [Xenopus (Silurana) tropicalis]847166512 XP_012826617.1 3.13 0.2 0 4.18 10.09 10.61 5.85 7.12 0 1.81 0 0
3-6.c14072/1/5319.2-- -- -- 101.64 0 0 39.61 54.71 3.89 64.18 105.76 61.41 1107.26 1538.95 1171.14
2-3.c17464/1/2500.1serine hydroxymethyltransferase 1 (soluble) [Xenopus laevis]>gi|27503887|gb|AAH42276.1| Shmt1 protein [Xenopus laevis]148231095 NP_001080356.1 2.59 14.08 3.55 4.15 3.12 7.06 3.45 3.67 3.6 0 0 0.35
2-3.c36658/1/1949 splicing factor proline/glutamine-rich [Xenopus (Silurana) tropicalis]>gi|183986326|gb|AAI66167.1| LOC100158518 protein [Xenopus (Silurana) tropicalis]189230206 NP_001121427.1 0 69.94 9.04 0 0 0 24.96 0 0 54.86 56.97 0
1-2.c51304/8/1443 PREDICTED: LOW QUALITY PROTEIN: protein arginine N-methyltransferase 1 [Dasypus novemcinctus]488565982 XP_004472661.1 0 0 0 0 0 0 2.62 0 0 5.28 9.64 5.15
1-2.c12227/2/1532 -- -- -- 112.43 22.51 0 18.93 5.47 13.24 55.74 73.63 79.43 499.16 544.55 339.54
3-6.c16902/1/3051 PREDICTED: LOW QUALITY PROTEIN: myomesin-1 [Monodelphis domestica]612009927 XP_007488491.1 28.85 28.73 85.12 65.38 60.85 122.6 58.75 57.33 69.59 7.31 2.6 11.28
3-6.c13434/1/2809 -- -- -- 0 0 0 0 0 0 0 0 0 67 104.27 0.02
3-6.c13878/1/3837 PREDICTED: myozenin-2 isoform X1 [Xenopus (Silurana) tropicalis]847087249 XP_012816756.1 6.89 8.35 14.37 5.12 6.21 12.34 6.09 8.75 6.65 0.71 0.23 0.64
1-2.c44147/1/1608 zinc finger protein 207 [Xenopus (Silurana) tropicalis]89269088 CAJ81941.1 0 0 0 0 0 0.59 0.53 1.91 0 16.56 18.3 10.38
1-2.c44843/1/1397 PREDICTED: nebulin isoform X9 [Xenopus (Silurana) tropicalis]847166508 XP_012826615.1 0 0 0 0 0 0 0 0 12.54 14.19 81.15 32.28
2-3.c41773/1/2153 ubiquitin thioesterase zranb1-A [Xenopus laevis]>gi|82180146|sp|Q5U595.1|ZRN1A_XENLA RecName: Full=Ubiquitin thioesterase zranb1-A; AltName: Full=Zinc finger Ran-binding domain-containing protein 1A>gi|54311385|gb|AAH84789.1| Zranb1-a protein [Xenopus laevis]148225652 NP_001088463.1 0.05 0 0.01 0.31 0 0 21.32 0 0 34.3 43.88 7.46
1-2.c46353/1/1303 PREDICTED: adiponectin receptor protein 2 [Xenopus (Silurana) tropicalis]847112473 XP_012815098.1 5.67 0.8 0 2.82 0.35 0.78 21.82 2.66 0.63 51.7 93.91 41.68
2-3.c36739/1/2313 cellular retinoic acid-binding protein 2 [Rattus norvegicus]>gi|392345784|ref|XP_003749365.1| PREDICTED: cellular retinoic acid-binding protein 2 isoform X2 [Rattus norvegicus]>gi|1710095|sp|P51673.2|RABP2_RAT RecName: Full=Cellular retinoic acid-binding protein 2; AltName: Full=Cellular retinoic acid-binding protein II; Short=CRABP-II>gi|727433|gb|AAA80225.1| cellular retinoic acid-binding protein II [Rattus norvegicus]25453404 NP_058940.1 0 0 0 0 0 0 0 0 0 46.69 41.49 0
2-3.c5261/1/2460.1 DnaJ (Hsp40) homolog, subfamily A, member 1 [Xenopus laevis]>gi|27503357|gb|AAH42291.1| Dnaja1-prov protein [Xenopus laevis]148233978 NP_001080365.1 0 0 0 3.51 0 2.19 31.66 9.15 13.96 103.05 106.26 51.11
1-2.c7311/11/1388 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 4.14 0.9 10.19 9.41 7.69 16.31 5.45 11.17 6.21 0.57 0 0.8
2-3.c32669/1/2125.2PREDICTED: splicing factor U2AF 65 kDa subunit isoform X1 [Orycteropus afer afer]634894020 XP_007955472.1 0.47 253.18 1.31 60.66 117.2 143.97 0.69 57.23 115.07 18.93 9.36 0
1-2.c17092/1/1629 DDX5 protein [Xenopus laevis]52430509 AAH82849.1 10.97 75.38 5.55 11.34 0 14.93 44.87 8.31 22.68 316.56 368.36 231.34
1-2.c24737/2/1349 sorting nexin 9 [Xenopus laevis]>gi|50414489|gb|AAH77183.1| Snx9-prov protein [Xenopus laevis]148237966 NP_001086616.1 3.48 10.36 2.54 0.39 0 0 3.77 0 0 20.31 10.08 14.03
1-2.c46289/1/1350 PREDICTED: phospholipid-transporting ATPase IC [Sarcophilus harrisii]395511539 XP_003760016.1 4.94 3.64 3.14 3.79 3.27 3.7 34.41 3.69 4.36 123.08 136.77 149.03
2-3.c33837/1/2408 Dupd1 protein [Xenopus laevis]>gi|124481751|gb|AAI33236.1| Dupd1 protein [Xenopus laevis]68534444 AAH99351.1 1.45 0.15 4.79 2.79 3.13 9.92 3.15 1.78 3.35 0 0.15 0
3-6.c8938/2/2775 autocrine motility factor receptor, E3 ubiquitin protein ligase [Xenopus laevis]>gi|37805183|gb|AAH60333.1| MGC68459 protein [Xenopus laevis]147901912 NP_001083159.1 0 0 0 2.3 0.63 1.59 1.74 2.24 0 0 0 0
1-2.c1844/104/1420PREDICTED: ADP/ATP translocase 1 [Microcebus murinus]829867054 XP_012640391.1 1835.04 401.95 1903.37 1973.19 1833.97 1590.49 1441.35 1401.85 1893.21 125.49 317.19 130.34
1-2.c7420/3/1485.1 intelectin 2 precursor [Xenopus (Silurana) tropicalis]351721678 NP_001164984.2 1.38 0 0.43 0.34 0.97 0.2 0.21 0.24 0.2 127.35 23.3 165.85
2-3.c1278/65/2199 PREDICTED: serine/arginine-rich splicing factor 6 [Chrysemys picta bellii]530607466 XP_005295416.1 15.19 0.34 3.85 5.79 15 23.35 6.96 5.78 7.04 2.66 0 0
2-3.c25273/52/2227serine hydroxymethyltransferase 1 (soluble) [Xenopus laevis]>gi|27503887|gb|AAH42276.1| Shmt1 protein [Xenopus laevis]148231095 NP_001080356.1 3.36 0 3.71 3.64 7.37 11.72 3.05 8.72 1.92 0 1.16 0.22
1-2.c47646/1/1594 guanine nucleotide binding protein-like 2 (nucleolar) [Xenopus laevis]>gi|27503448|gb|AAH42350.1| 1i973-prov protein [Xenopus laevis]148231283 NP_001080513.1 0 0 0 0.1 0 0 9.93 0.28 7.85 6.02 30.08 16.51
2-3.c47478/1/2001 mitogen-activated protein kinase 14 [Xenopus (Silurana) tropicalis]>gi|49671277|gb|AAH75368.1| mitogen-activated protein kinase 14 [Xenopus (Silurana) tropicalis]54262236 NP_001005824.1 0.28 0 0.21 0 0 0 0 0 0.41 4.92 8.53 1.78
1-2.c52147/2/1548 PREDICTED: ST3 beta-galactoside alpha-2,3-sialyltransferase 2, gene 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847167881|ref|XP_012827028.1| PREDICTED: ST3 beta-galactoside alpha-2,3-sialyltransferase 2, gene 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847167883|ref|XP_012827030.1| PREDICTED: ST3 beta-galactoside alpha-2,3-sialyltransferase 2, gene 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847167885|ref|XP_012827031.1| PREDICTED: ST3 beta-galactoside alpha-2,3-sialyltransferase 2, gene 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847167887|ref|XP_012827032.1| PREDICTED: ST3 beta-galactoside alpha-2,3-sialyltransferase 2, gene 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847167889|ref|XP_012827033.1| PREDICTED: ST3 beta-galactoside alpha-2,3-sialyltransferase 2, gene 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|89269043|emb|CAJ81569.1| ST3 beta-galactoside alpha-2,3-sialyltransferase 2 [Xenopus (Silurana) tropicalis]847167879 XP_012827027.1 0 10.31 0 0.78 3.17 5.07 0 1.27 2.78 0 0 0
2-3.c59492/1/2064 -- -- -- 0.83 8.99 1.38 1.76 2.63 1.72 0 1.16 1.28 0 0 0
2-3.c3501/1/2441 ethanolamine-phosphate phospho-lyase [Xenopus laevis]>gi|82200144|sp|Q6DEB1.1|AT2L1_XENLA RecName: Full=Ethanolamine-phosphate phospho-lyase; AltName: Full=Alanine--glyoxylate aminotransferase 2-like 1 [Xenopus laevis]>gi|50414567|gb|AAH77219.1| MGC79033 protein [Xenopus laevis]147905107 NP_001086637.1 8.1 0 1.69 3.06 5.56 10.74 10.47 16.62 5.9 119.81 210.31 311.37
1-2.c20623/3/1365 saccharopine dehydrogenase (putative) [Xenopus laevis]>gi|49115828|gb|AAH73574.1| MGC82870 protein [Xenopus laevis]147899649 NP_001085942.1 0 0 0 0 0 0 1.83 0 0 12.48 24.1 4.38
2-3.c56973/1/2232 PREDICTED: 5-oxoprolinase isoform X1 [Xenopus (Silurana) tropicalis]847172228 XP_012809376.1 2.49 13.64 2.85 1.15 1.83 2.49 0.61 1.31 1.9 0 0 0
2-3.c10637/1/2295 myosin, light chain 1, alkali, partial [Spea bombifrons]>gi|374533794|gb|AEZ53810.1| myosin, light chain 1, alkali, partial [Spea multiplicata]374533792 AEZ53809.1 455.17 165.28 1030.03 547.16 781.49 974.36 608.66 833.24 556.16 89.12 39.49 95.9
1-2.c7941/2/1535.1 PREDICTED: osteomodulin [Xenopus (Silurana) tropicalis]847121387 XP_012817254.1 53.92 49.68 39.38 27.55 30.17 45.27 7.53 31.19 27.09 0.3 1.07 2.59
1-2.c30223/1/1534 -- -- -- 1.32 2.51 0.51 0.57 0 1.8 7.56 0 0 35.55 33.12 36.26
1-2.c52406/2/1301 Na/K ATPase alpha 226444 0 0 0.36 0 0 0 39.11 11.16 0 0 118.91 213.25
1-2.c35113/1/6961.4NADH dehydrogenase subunit 4 [Microhyla ornata]>gi|94315533|gb|ABF14628.1| NADH dehydrogenase subunit 4 [Microhyla ornata]146149047 YP_001165452.1 45.86 0.03 18.35 0.63 91.79 116.48 91.42 113.83 125.71 0 0 0
2-3.c26202/1/2140 PREDICTED: immunoglobulin superfamily member 10 [Xenopus (Silurana) tropicalis]847130950 XP_012819117.1 0.82 4.14 0.67 2.13 2.3 3.97 0.17 0.22 0.55 0 0.13 0
1-2.c27318/2/1406 PREDICTED: decaprenyl-diphosphate synthase subunit 1 [Ornithorhynchus anatinus]620962451 XP_007665946.1 0 0 0 0 0 0.44 0 0 1.67 15.04 17.12 9.08
1-2.c24649/1/1289 PREDICTED: keratin, type II cytoskeletal cochleal [Gavia stellata]698421871 XP_009813749.1 10.48 6.12 9.1 6.57 18.45 6.61 18.76 11.54 6.72 0 0 0.35
2-3.c51296/3/2313 RecName: Full=Voltage-dependent L-type calcium channel subunit alpha-1S; AltName: Full=FGalpha1S; AltName: Full=Voltage-gated calcium channel subunit alpha Cav1.1>gi|2708678|gb|AAC36126.1| dihydropyridine receptor [Rana catesbeiana]46576355 O57483.1 45.2 17.99 75.92 55.56 43.31 38.22 33.21 34.66 35.78 0 4.22 8.25
3-6.c16050/1/4660 PREDICTED: laminin subunit alpha-2 [Xenopus (Silurana) tropicalis]512844752 XP_002936356.2 4.91 3.02 4.69 2.61 4.8 7.45 3.76 4.77 4.08 0.43 0.33 0.27
1-2.c17351/1/1162 isoleucine--tRNA ligase, cytoplasmic [Xenopus (Silurana) tropicalis]>gi|117558109|gb|AAI27374.1| LOC100036668 protein [Xenopus (Silurana) tropicalis]148231881 NP_001090690.1 0 24.37 0 0.18 0 0 18.63 0 9.44 25.84 42.47 8.16
1-2.c17315/1/1269 RecName: Full=Collagen alpha-2(I) chain; AltName: Full=Alpha-2 type I collagen; Flags: Precursor>gi|2443342|dbj|BAA22380.1| alpha 2 type I collagen [Rana catesbeiana]18202034 O42350.1 23.84 218.92 36.12 0.44 31.94 28.41 0 13.39 0 0 0 0
1-2.c48795/1/1645 PREDICTED: MAP/microtubule affinity-regulating kinase 3 isoform X3 [Xenopus (Silurana) tropicalis]301620837 XP_002939772.1 0 0 0 0 0 0 0 0 0 7.24 5.12 3.45
1-2.c29225/1/1747 GDP dissociation inhibitor 2 [Xenopus laevis]>gi|50415312|gb|AAH78017.1| Gdi2-prov protein [Xenopus laevis]148234617 NP_001080236.1 9.74 16.79 13.1 12.86 14.76 12.43 3.41 11.3 6.19 0 0.37 2.15
1-2.c33619/1/1343.1methylglutaconyl-CoA hydratase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|183985804|gb|AAI66390.1| auh protein [Xenopus (Silurana) tropicalis]186910214 NP_001119537.1 0 0 0 0 0 0 0 0 0.5 11.25 11.42 3.09
2-3.c59239/1/1994 PREDICTED: alpha-actinin-3 isoform X2 [Fundulus heteroclitus]831481761 XP_012728751.1 370.31 116.96 562.85 423.11 470.45 447.72 291.87 459.29 372.16 24.79 0 99.73
1-2.c19811/1/1674 PREDICTED: isocitrate dehydrogenase [NADP] cytoplasmic [Anolis carolinensis]327270553 XP_003220054.1 0 0 0.01 0.01 0 0 8.26 3.63 0 3.94 4.43 7.03
1-2.c44433/1/1381 PREDICTED: DNA polymerase iota-like [Chelonia mydas]591360944 XP_007055390.1 0.18 0 1.02 0 0 0.04 0.81 0.39 0 9.07 5.04 9.32



1-2.c1532/75/1801 PREDICTED: eukaryotic initiation factor 4A-II isoform X1 [Xenopus (Silurana) tropicalis]847126504 XP_012818072.1 34.52 9.38 33.23 53.56 65.5 51.69 3.85 47.83 19.73 10.26 5.83 1.48
2-3.c30862/1/2333 uncharacterized protein LOC734275 precursor [Xenopus laevis]>gi|58047691|gb|AAH89181.1| MGC98917 protein [Xenopus laevis]148225160 NP_001089228.1 1.08 56.82 0.58 0.92 10.14 18.85 2.09 1.71 1.14 0 0 0
1-2.c5319/4/1207 PREDICTED: peptidyl-prolyl cis-trans isomerase FKBP1B [Esox lucius]742150246 XP_010880468.1 117.9 63.06 245.12 216.02 195.52 188.9 266.71 221.24 247.29 22.02 9.73 27.35
1-2.c42982/1/1688 PREDICTED: protein PFC0760c-like [Latimeria chalumnae]556961274 XP_005990987.1 0.66 0.59 2.62 2.71 2.85 7.34 2.03 1.72 3.37 0 0 0.24
2-3.c27324/2/1999 SET and MYND domain containing 1 [Xenopus laevis]>gi|49118725|gb|AAH72803.1| MGC80131 protein [Xenopus laevis]148225404 NP_001085463.1 70.92 25.91 44.1 31.87 20.53 53.24 27.93 35.74 19.53 1.48 5.26 3.15
2-3.c62186/38/2430methylcrotonoyl-CoA carboxylase 1 (alpha) [Xenopus laevis]>gi|49256076|gb|AAH74151.1| MGC81895 protein [Xenopus laevis]148229681 NP_001086068.1 8.54 9.21 19.87 10.11 7.1 4.04 6.81 10.03 15.05 0 0 1.15
1-2.c43372/1/1352 -- -- -- 12.24 10.32 25.32 15.72 16.08 49.15 24.7 12.99 19.01 0.83 0.33 0.74
3-6.c17527/3/3163 LOC398447 protein [Xenopus laevis]117558475 AAI25999.1 38.25 34.77 9.38 10.88 15.87 21.09 10.41 18.2 22.06 0.76 1.67 1.82
3-6.c18438/1/2623 aquaporin [Hyla japonica] 148356713 BAF63030.1 8.48 3.98 5.44 12.78 16.8 0 0 8.21 0 0 0 0
1-2.c39117/1/1720.1ribose-phosphate pyrophosphokinase 1 [Xenopus (Silurana) tropicalis]>gi|38511773|gb|AAH61401.1| similar to phosphoribosyl pyrophosphate synthetase 1 [Xenopus (Silurana) tropicalis]45361007 NP_989140.1 7.15 9.74 6.63 7.19 13.74 6.81 4.71 8.99 6.98 0 0 0.69
1-2.c42327/5/1700 PREDICTED: myosin-binding protein H-like isoform X2 [Latimeria chalumnae]556950430 XP_005987659.1 116.77 52.78 237.64 151.64 168.68 148.35 217.46 216.5 234.4 16.4 4.91 24.92
2-3.c22212/2/1898 PREDICTED: transmembrane emp24 domain-containing protein 9 [Python bivittatus]602626865 XP_007420384.1 0 0 0 0 0 0 0 0 0 13.3 8.87 1.53
2-3.c41875/1/2166 calpain-8 [Xenopus (Silurana) tropicalis]>gi|89268948|emb|CAJ82911.1| calpain 8 (nCL-2) [Xenopus (Silurana) tropicalis]113931326 NP_001039108.1 0.09 0 18.97 13.05 7.17 4.2 20.6 8.89 18.38 0 0.5 0.6
2-3.c21187/1/2248.1-- -- -- 5.22 6.41 6.38 11.18 7.16 4.2 1.73 4.11 6.35 0.4 0 0.26
2-3.c35639/1/2168.1-- -- -- 8.31 1.15 5.29 7.41 2.66 3.25 63.4 6.37 6.6 122.66 300.43 159.27
1-2.c11056/3/1935 hedgehog acyltransferase-like [Xenopus laevis]>gi|27694798|gb|AAH43836.1| MGC53261 protein [Xenopus laevis]147901798 NP_001079492.1 113.08 17.71 160.72 124.51 147.3 62.29 40.53 115.47 100.17 15.43 2.75 15.91
2-3.c34672/1/1940 -- -- -- 0 9.79 0.01 2.12 1.77 2.46 0 0 0.16 0 0 0
2-3.c41116/1/2724.2-- -- -- 2.33 5.37 4.58 7.99 9.95 12.56 17.24 10.59 14.95 333.92 447.43 338.54
3-6.c18077/1/2822.2-- -- -- 311.02 9.43 8.49 38.99 22.82 2.33 228.17 189.66 44.35 631.68 1022.68 602.94
1-2.c46632/1/1305 actin, alpha skeletal muscle B-like isoform 1 [Scleropages formosus]820145793 KKX13565.1 35.87 3.13 83.05 68.06 87.2 67.85 52.32 82.43 54.98 9.08 6.01 7.15
1-2.c11629/2/1644 Unknown (protein for IMAGE:4202738), partial [Xenopus laevis]83405227 AAI10974.1 0 0.24 0 0.4 0.2 0 1.12 1.45 3.16 7.43 24.05 14.55
3-6.c15317/1/3178 PREDICTED: anoctamin-8 isoform X1 [Xenopus (Silurana) tropicalis]>gi|512814795|ref|XP_004911074.1| PREDICTED: anoctamin-8 isoform X1 [Xenopus (Silurana) tropicalis]512814789 XP_004911073.1 2.01 0 1.15 1.51 1.57 0.52 0.9 0.57 1.1 0 0 0
1-2.c44724/3/1472 PREDICTED: interferon regulatory factor 5 isoform X2 [Xenopus (Silurana) tropicalis]847110323 XP_012814644.1 2.34 0.15 0 0 0.31 0 1.31 0 1.31 11.12 15.25 9.84
1-2.c19112/1/1538 E3 ubiquitin-protein ligase HACE1 [Xenopus laevis]>gi|82200059|sp|Q6DCL5.1|HACE1_XENLA RecName: Full=E3 ubiquitin-protein ligase HACE1; AltName: Full=HECT domain and ankyrin repeat-containing E3 ubiquitin-protein ligase 1 [Xenopus laevis]>gi|50415848|gb|AAH77993.1| Hace1-prov protein [Xenopus laevis]148231526 NP_001087077.1 0 0.27 0 0.44 0 0 0 0.82 0 6.21 16.41 16.97
1-2.c33449/3/1288 -- -- -- 28.53 11.74 0.36 20.64 12.22 2.95 67.15 10.37 17.46 322.38 532.57 366.11
2-3.c40338/1/2041.1-- -- -- 4.96 0.98 1.13 0.84 2.1 4.41 0.72 1.46 1.12 115.07 34.45 121.31
2-3.c41730/2/2436 -- -- -- 31.02 16.59 41.22 29.4 25.77 43.58 24.84 15.67 48.01 1.38 4.58 3.71
1-2.c34551/1/1681 ubiquitin carboxyl-terminal hydrolase 25 [Xenopus (Silurana) tropicalis]>gi|89272530|emb|CAJ83530.1| ubiquitin specific protease 25 [Xenopus (Silurana) tropicalis]113931406 NP_001039152.1 0 0.78 0 0 0 0 0 0 0 3.91 4.84 5.72
1-2.c45335/1/1714 tripeptidyl-peptidase 1 precursor [Xenopus (Silurana) tropicalis]>gi|134023873|gb|AAI35588.1| LOC100124868 protein [Xenopus (Silurana) tropicalis]156717508 NP_001096294.1 0 0 0 0 0 0 0 0 0 46.25 54.12 0
2-3.c23821/3/1933.1PREDICTED: thioredoxin domain-containing protein 9 [Camelus ferus]>gi|743726734|ref|XP_010957366.1| PREDICTED: thioredoxin domain-containing protein 9 [Camelus bactrianus]>gi|744600039|ref|XP_010990216.1| PREDICTED: thioredoxin domain-containing protein 9 [Camelus dromedarius]560931211 XP_006191740.1 14.53 36.09 17.35 13.98 22.63 12.48 3.7 2.89 6.65 0 0 3.26
2-3.c51963/5/2232 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0.71 0.22 29.19 24.31 17.31 0 40.19 27.79 39.32 0 0 0
1-2.c34829/2/1267 glutamate dehydrogenase 1, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847145349|ref|XP_012821961.1| PREDICTED: glutamate dehydrogenase 1, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]>gi|54261513|gb|AAH84455.1| glutamate dehydrogenase 1 [Xenopus (Silurana) tropicalis]58331978 NP_001011138.1 1.71 0 0 0 0 0 8.45 2.02 0 40.27 19.43 5.4
1-2.c46615/1/1365 PREDICTED: beta-catenin-like protein 1 isoform X1 [Xenopus (Silurana) tropicalis]847167940 XP_012827061.1 0 0.96 0 0.51 0 0 4.49 0 1.99 14.29 19.89 11.96
1-2.c30776/2/1321 PREDICTED: erythrocyte band 7 integral membrane protein [Dipodomys ordii]852789601 XP_012885611.1 0 0 0 0 0 0 0 0 0 58.45 65.63 0
1-2.c15050/1/1600 -- -- -- 15.59 2.3 4.39 37.16 16.32 4.76 563.7 11.73 7.49 1040.23 390.65 1610.83
2-3.c5840/3/2220 -- -- -- 0.3 3.57 0 1.8 0.7 3.08 1.48 0.06 0 0 0.03 0
1-2.c17552/1/1703 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 31.42 6.95 58.2 35.1 64.79 93.81 36.15 50.15 49.61 8.22 3.02 7.54
2-3.c39729/1/2624 uncharacterized protein LOC398772 [Xenopus laevis]>gi|37805193|gb|AAH60341.1| MGC68756 protein [Xenopus laevis]148235829 NP_001083150.1 13.39 14.57 22.23 16.04 26.59 13.46 6.84 10.78 10.85 0.6 0.56 3.64
3-6.c7216/1/3400 RecName: Full=Voltage-dependent L-type calcium channel subunit alpha-1S; AltName: Full=FGalpha1S; AltName: Full=Voltage-gated calcium channel subunit alpha Cav1.1>gi|2708678|gb|AAC36126.1| dihydropyridine receptor [Rana catesbeiana]46576355 O57483.1 46.79 16.62 77.13 35.06 63.97 73.05 36.25 55 53.74 4.65 2.04 10.22
2-3.c60601/1/2302 -- -- -- 3 8.3 0.02 0.62 3.21 1.74 1.41 0 0 0 0 0
2-3.c50385/3/2248 peptidyl-prolyl cis-trans isomerase FKBP9 [Xenopus (Silurana) tropicalis]>gi|189441852|gb|AAI67700.1| fkbp9 protein [Xenopus (Silurana) tropicalis]194018596 NP_001123385.1 2.62 65.41 14.73 5.69 8.87 15.2 7.74 4.72 15.74 0.54 0.2 1.22
1-2.c17218/2/1428 transgelin [Xenopus (Silurana) tropicalis]>gi|60688407|gb|AAH91023.1| transgelin [Xenopus (Silurana) tropicalis]71896187 NP_001025579.1 0 0 0.25 7.53 3.13 7.39 20.41 0 11.54 282.59 202.11 120.22
1-2.c30427/1/1363 unnamed protein product [Oncorhynchus mykiss]642108707 CDQ72316.1 0 0 0 0 0 0 0 0 0 63.14 52.92 0
2-3.c9563/2/2022 -- -- -- 32.84 5.46 24.92 23.01 37.05 26.98 24.18 9.42 50.24 1.52 4.92 2.44
1-2.c1762/36/1637 adenylosuccinate lyase [Xenopus laevis]>gi|27695242|gb|AAH44021.1| Adsl-prov protein [Xenopus laevis]148226240 NP_001080593.1 67.44 49.07 93.56 78.5 72.32 109.76 72.2 80.02 77.71 8.57 8.64 9.72
1-2.c16791/1/1686 PREDICTED: ubiquitin-conjugating enzyme E2 R2 [Sorex araneus]836697765 XP_012789311.1 0 0 0 0 0 0 1.69 0 0 13.75 18.17 1.67
1-2.c26968/12/1659PREDICTED: GTPase Era, mitochondrial [Xenopus (Silurana) tropicalis]512829715 XP_002938122.2 3.36 12.17 3.74 2.7 1.39 7.14 1.15 0.4 1.04 0 0 0
1-2.c45527/1/1343 poly(U)-binding-splicing factor PUF60 [Xenopus (Silurana) tropicalis]>gi|165971204|gb|AAI58522.1| LOC100145091 protein [Xenopus (Silurana) tropicalis]187607191 NP_001120082.1 0 0 0 0 0 0 0 0 0.3 17.38 40.88 7.33
1-2.c48291/1/1860 inositol hexakisphosphate kinase 2 [Xenopus (Silurana) tropicalis]62859747 NP_001015955.1 2.53 0 1.73 6.53 0 2.48 8.33 2.32 1.32 127.77 71.87 97.12
1-2.c23962/1/1312 tetraspanin-31-B [Xenopus laevis]>gi|62901018|sp|Q7ZWW7.1|TS31B_XENLA RecName: Full=Tetraspanin-31-B; Short=Tspan-31-B; AltName: Full=Sarcoma-amplified sequence homolog B [Xenopus laevis]>gi|28302185|gb|AAH46674.1| MGC53043 protein [Xenopus laevis]147903899 NP_001079650.1 0 0 0 0 0 0 2.61 0 1.91 16.86 17.34 1.61
1-2.c48448/1/1307 -- -- -- 15.74 0 0 4.25 0.35 0.78 22.16 0 2.77 90.97 77.61 42.92
1-2.c5909/1/1250 hydroxyacyl-CoA dehydrogenase/3-ketoacyl-CoA thiolase/enoyl-CoA hydratase (trifunctional protein), alpha subunit [Xenopus laevis]>gi|49256557|gb|AAH73030.1| MGC82638 protein [Xenopus laevis]148238090 NP_001085618.1 0 0 0 0 0 0 11.88 0 0 82.99 124.58 0.36
2-3.c49787/1/2595 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 22.8 565.34 123.28 68.6 111.27 319.4 42.71 38.15 77.51 1.25 0 2.99
2-3.c62446/7/2068 nucleolar protein 5 [Xenopus (Silurana) tropicalis]89269840 CAJ82550.1 18.48 122.49 25.52 17.86 21.98 42.23 16.28 20.49 14.33 2.13 0.76 4.26
2-3.c47531/1/2281.2pyridoxine-5'-phosphate oxidase [Xenopus (Silurana) tropicalis]>gi|165971112|gb|AAI58315.1| LOC100144978 protein [Xenopus (Silurana) tropicalis]187608780 NP_001120016.1 1.38 5.72 4.54 4.41 4.29 3.09 3.25 4.14 4.8 0 0 0
1-2.c27775/1/2584.2PREDICTED: NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial, partial [Meleagris gallopavo]733928458 XP_010725100.1 0 0 0 0 0 0 0 0.9 1.29 52.94 35.88 8.41
1-2.c34159/1/4011.2PREDICTED: LOW QUALITY PROTEIN: actin, gamma-enteric smooth muscle [Microcebus murinus]829886178 XP_012644119.1 6.93 15.28 4.35 16.32 3.57 16.75 8.56 2.69 33.73 465 458.69 242.9
1-2.c15226/1/1474 Rab geranylgeranyltransferase, beta subunit [Xenopus laevis]>gi|58833394|gb|AAH90236.1| MGC85147 protein [Xenopus laevis]147900123 NP_001089291.1 0 0 0 0 0 0 0 0 0 5.63 6.89 5.8



2-3.c12389/1/2282.1signal peptide peptidase-like 2B precursor [Xenopus (Silurana) tropicalis]>gi|116284311|gb|AAI24024.1| hypothetical protein MGC147524 [Xenopus (Silurana) tropicalis]118404330 NP_001072874.1 0 0 0 0 0 0 0.76 0 0 5.08 6.27 4.94
3-6.c15198/1/2939.1PREDICTED: guanine deaminase isoform X1 [Xenopus (Silurana) tropicalis]512813022 XP_004910825.1 1.5 0.53 0.25 0 0.55 1.21 0.2 0.3 0.54 26.68 9.82 34.95
1-2.c28081/1/1433 -- -- -- 0 0 0 0 0 0 0 0 0 47.53 47.53 0
1-2.c25284/1/4147.2PREDICTED: malate dehydrogenase, cytoplasmic [Ornithorhynchus anatinus]149640897 XP_001511259.1 47.31 29.66 82.35 90.44 79.87 69.69 45.34 77.88 74.18 0 12.14 10.82
1-2.c28892/2/1517 PREDICTED: CCR4-NOT transcription complex subunit 11 isoform X2 [Xenopus (Silurana) tropicalis]301610011 XP_002934570.1 0.26 4.66 2.35 1.05 2.83 4.41 0.04 1.43 0 0 0 0
1-2.c51307/8/1416 eukaryotic translation initiation factor 3 subunit B [Xenopus (Silurana) tropicalis]62859649 NP_001016724.1 0 0 0 0 0 0 24.11 0 0 60.71 82.26 0
1-2.c5664/3/1423 PREDICTED: unconventional myosin-Id isoform X1 [Xenopus (Silurana) tropicalis]301612177 XP_002935562.1 3.37 4.93 1.77 0.55 0.07 0.45 9.89 2.02 2.29 22.97 21.32 17.67
1-2.c6185/2/1375 aconitase 2, mitochondrial [Xenopus laevis]>gi|49522169|gb|AAH74399.1| MGC84375 protein [Xenopus laevis]147904130 NP_001086263.1 0 0 0 0 0 0 0 0 0 49.98 47.58 0
2-3.c13222/1/2137 PREDICTED: aspartyl/asparaginyl beta-hydroxylase isoform X6 [Tupaia chinensis]562852296 XP_006154835.1 1.16 1 2.43 1.25 3.41 6.38 2.25 4.13 3.29 0 0 0.19
1-2.c13253/1/1772 eukaryotic translation initiation factor 2 subunit 1 [Xenopus laevis]>gi|82188311|sp|Q7ZTK4.1|IF2A_XENLA RecName: Full=Eukaryotic translation initiation factor 2 subunit 1; AltName: Full=Eukaryotic translation initiation factor 2 subunit alpha; Short=eIF-2-alpha; Short=eIF-2A; Short=eIF-2alpha [Xenopus laevis]>gi|28302360|gb|AAH46576.1| Eif2s1 protein [Xenopus laevis]148232020 NP_001080752.1 1.95 22.24 2.92 2.92 2.45 1.26 0 4.73 4.79 0 0 0
2-3.c3161/2/2554 CCR4-NOT transcription complex subunit 1 [Xenopus (Silurana) tropicalis]>gi|166216078|sp|A0JP85.1|CNOT1_XENTR RecName: Full=CCR4-NOT transcription complex subunit 1; AltName: Full=CCR4-associated factor 1>gi|117557968|gb|AAI27297.1| cnot1 protein [Xenopus (Silurana) tropicalis]148228213 NP_001090658.1 17.55 0 3.74 0 0 0 0 0 0 19.88 0.01 23.68
3-6.c14935/1/3721 vigilin [Xenopus (Silurana) tropicalis]>gi|49899939|gb|AAH76949.1| high density lipoprotein binding protein (vigilin) [Xenopus (Silurana) tropicalis]55742112 NP_001006854.1 15.52 17.6 12.81 0.08 11.79 8.85 3.73 3.29 8.32 0 0 0
1-2.c29411/1/1857.1PREDICTED: polypeptide N-acetylgalactosaminyltransferase 2 [Xenopus (Silurana) tropicalis]847131447 XP_012819205.1 1.74 3.2 4.38 4.47 10.77 6.29 3.29 3.3 7.43 0 0.61 0
1-2.c35015/1/1773 -- -- -- 4.78 0.89 0 0 0 0 0.03 0 5.66 1.75 16.85 11.51
1-2.c3425/3/1531 platelet-derived growth factor receptor-like protein precursor [Xenopus (Silurana) tropicalis]>gi|60688137|gb|AAH91030.1| platelet-derived growth factor receptor-like [Xenopus (Silurana) tropicalis]71896169 NP_001025586.1 107.68 77.32 96.92 75.19 50.54 52.93 41.79 83.12 59.48 1.71 5.27 10.82
1-2.c3288/2/1291 egl-9 family hypoxia-inducible factor 1 [Xenopus laevis]>gi|49899767|gb|AAH76808.1| Egln2-prov protein [Xenopus laevis]148227604 NP_001086560.1 1.01 19.01 0 6.97 9.18 3.99 0 0 1.81 0.73 0 0
1-2.c47331/7/1846 collagen alpha-1(I) chain precursor [Xenopus (Silurana) tropicalis]>gi|52139099|gb|AAH82718.1| hypothetical LOC496414 [Xenopus (Silurana) tropicalis]58332412 NP_001011005.1 0 0 0 0 0 0 0 0 0 11.25 14.4 1.26
2-3.c2584/3/2313 RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 0 0 0 0 0 0 0 0 0 127.92 270.65 0
1-2.c27341/2/1620 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 118.79 36.55 124.16 227.16 181.58 362.1 181.96 287.9 135.21 43.57 7.48 31.95
2-3.c30358/2/1875 PREDICTED: interleukin enhancer-binding factor 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847169997|ref|XP_012808547.1| PREDICTED: interleukin enhancer-binding factor 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847169999|ref|XP_012808548.1| PREDICTED: interleukin enhancer-binding factor 3 isoform X1 [Xenopus (Silurana) tropicalis]847169995 XP_012808546.1 5.07 7.27 0.41 2.94 0 0 8.63 10.24 0 32.4 48.96 32.71
1-2.c43137/1/1301 -- -- -- 0.37 1.01 0.31 1.44 0 0.23 3.59 2.37 0 20.24 28 34.38
2-3.c3092/2/2361 heterogeneous nuclear ribonucleoprotein A3 [Xenopus (Silurana) tropicalis]>gi|165971520|gb|AAI58334.1| LOC100144993 protein [Xenopus (Silurana) tropicalis]>gi|170284841|gb|AAI61197.1| LOC100144993 protein [Xenopus (Silurana) tropicalis]187607268 NP_001120028.1 0.11 101.43 0.12 0.07 25.72 51.4 0.09 16.16 0 0 0 0
1-2.c25668/2/1209 PREDICTED: 14-3-3 protein epsilon-like isoform X1 [Python bivittatus]>gi|565305232|gb|ETE60454.1| 14-3-3 protein epsilon [Ophiophagus hannah]602663371 XP_007437318.1 0 0 0 0 0 0 0 0 0 110.14 72.47 0
2-3.c18905/1/2213 PREDICTED: probable palmitoyltransferase ZDHHC14 isoform X1 [Xenopus (Silurana) tropicalis]>gi|512842776|ref|XP_004914696.1| PREDICTED: probable palmitoyltransferase ZDHHC14 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847131412|ref|XP_012819200.1| PREDICTED: probable palmitoyltransferase ZDHHC14 isoform X1 [Xenopus (Silurana) tropicalis]512842773 XP_004914695.1 0.84 0.14 0.13 0 0 0 0 0.73 0 5.57 1.14 3.89
1-2.c12883/1/1722 PREDICTED: 26S proteasome non-ATPase regulatory subunit 11 [Xenopus (Silurana) tropicalis]>gi|410591661|sp|F6XBL2.2|PSD11_XENTR RecName: Full=26S proteasome non-ATPase regulatory subunit 11; AltName: Full=26S proteasome regulatory subunit RPN6301612173 XP_002935612.1 0 0 0 0 0 0 0 0 0 35.37 35.96 0
1-2.c14958/1/1888.2-- -- -- 89.18 23.06 74.81 33.75 29.86 0.96 9.5 34.74 24.12 0 0 0
2-3.c12222/1/2125 -- -- -- 0 0.31 0 0 0 0 0 0 0 29.41 15.84 33.29
2-3.c2272/9/2556 PREDICTED: fibronectin type III and SPRY domain-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847111732|ref|XP_012814962.1| PREDICTED: fibronectin type III and SPRY domain-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847111735|ref|XP_012814963.1| PREDICTED: fibronectin type III and SPRY domain-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]512827549 XP_002939671.2 24.15 5.41 24.14 13.75 19.39 13.35 7.09 15.09 12.67 0.93 1.08 2.33
2-3.c62692/2/2582 nicotinamide nucleotide transhydrogenase [Xenopus laevis]>gi|51703526|gb|AAH81117.1| MGC83563 protein [Xenopus laevis]148231869 NP_001087704.1 0 0 0 0 0 0 0 0 4.88 3.56 0.87 4.11
2-3.c1126/152/2512PREDICTED: NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial isoform X1 [Chrysemys picta bellii]641774292 XP_008170723.1 37.33 15.95 41.51 33.19 39.6 18.44 16.35 23.86 28.24 2.44 1.63 5.35
2-3.c3322/8/2422 calpain-8 [Xenopus (Silurana) tropicalis]>gi|89268948|emb|CAJ82911.1| calpain 8 (nCL-2) [Xenopus (Silurana) tropicalis]113931326 NP_001039108.1 10.58 2.68 16.17 15.9 11.55 4.76 15.65 20.77 15.52 1.04 0 1.21
2-3.c54123/1/2257 RecName: Full=Collagen alpha-2(I) chain; AltName: Full=Alpha-2 type I collagen; Flags: Precursor>gi|2443342|dbj|BAA22380.1| alpha 2 type I collagen [Rana catesbeiana]18202034 O42350.1 30.83 363.97 101.73 69.92 121.17 273.55 35.87 29.35 60.76 7.53 5.68 5.29
1-2.c49308/1/4547.2endoplasmic reticulum-Golgi intermediate compartment protein 3 [Xenopus (Silurana) tropicalis]>gi|82185697|sp|Q6NVS2.1|ERGI3_XENTR RecName: Full=Endoplasmic reticulum-Golgi intermediate compartment protein 3 [Xenopus (Silurana) tropicalis]>gi|45708932|gb|AAH67932.1| ERGIC and golgi 3 [Xenopus (Silurana) tropicalis]47575764 NP_001001226.1 0 2.52 0.48 0.24 0 0 0.57 0.51 0.87 10.22 7.46 9.7
1-2.c35824/1/1272 PREDICTED: carnosine synthase 1 isoform X1 [Xenopus (Silurana) tropicalis]847171322 XP_004919268.2 10.92 5.11 21.27 8.48 13.72 25.02 4.93 9.02 9.95 0.97 1.12 1.25
2-3.c39567/1/2263 PREDICTED: transmembrane protein 2-like isoform X1 [Xenopus (Silurana) tropicalis]847111917 XP_002932301.3 1.54 0 2.72 2.01 0 0 4.98 1.51 3.91 52.35 177.13 78.09
2-3.c20013/1/2011.1gamma-glutamyl hydrolase precursor [Xenopus (Silurana) tropicalis]>gi|60552658|gb|AAH91047.1| ggh protein [Xenopus (Silurana) tropicalis]71896119 NP_001025598.1 1.81 10.85 0.39 0.76 3.31 1.15 19.73 0.02 3.37 33.98 71.14 84.69
1-2.c32911/1/1410 ectonucleotide pyrophosphatase/phosphodiesterase 2 (autotaxin) [Xenopus laevis]>gi|27881737|gb|AAH44675.1| Enpp2-prov protein [Xenopus laevis]147899125 NP_001080526.1 0 11.57 0.19 0.1 0 0.93 0 0.84 0 34.19 7.7 25.39
2-3.c55655/1/2379 -- -- -- 1.24 5.85 0.66 1.22 1.8 4.73 1.35 0.33 1 0 0 0.11
2-3.c15089/4/2714.1PREDICTED: NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial isoform X1 [Chrysemys picta bellii]641774292 XP_008170723.1 54.02 20.66 41.65 45.25 70.85 43.27 30.6 44.16 39.38 3.95 6.35 7.85
3-6.c18561/1/4282.1-- -- -- 0 0 0 0 0 0 3.19 0 0 2.74 2.53 2.62
3-6.c6077/1/3143 glycogen phosphorylase, brain form [Xenopus (Silurana) tropicalis]>gi|46329455|gb|AAH68296.1| phosphorylase, glycogen; brain [Xenopus (Silurana) tropicalis]50054411 NP_001001904.1 0 3.59 2.14 0 7.09 8.99 0 1.47 0 0 0 0
1-2.c16828/1/1361 -- -- -- 0 0 0 0 0 0 0 0 0 43.46 43.11 0
1-2.c23294/2/1270 LOC100170598 protein [Xenopus (Silurana) tropicalis]189442022 AAI67684.1 0.31 0 0 0.06 0 0.02 0 0.06 0.28 9.53 7.64 7.36
2-3.c56811/1/2357 -- -- -- 11.02 5.69 15.23 9.33 10.84 10.54 5.46 7.78 7.75 0.59 0.61 1.25
2-3.c2496/19/2100 PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Equus przewalskii]664723035 XP_008518606.1 42.66 67.36 37.08 45.17 39.16 67.73 20.25 44.31 73.04 7.5 2.89 5.96
2-3.c28307/1/2130 uncharacterized protein LOC379480 [Xenopus laevis]>gi|32484237|gb|AAH54244.1| MGC64450 protein [Xenopus laevis]148229417 NP_001079790.1 0 0 0 0 0 0 0.22 0 0.48 3.79 5.5 1.41
2-3.c48038/1/2059.1PREDICTED: keratin, type II cytoskeletal cochleal-like [Acanthisitta chloris]677974099 XP_009072090.1 733.81 653.38 604.54 479.88 1303.8 430.2 1315.08 665.91 423.8 16.5 13.03 18.55
3-6.c16716/1/3515 PREDICTED: myomesin-2 isoform X2 [Xenopus (Silurana) tropicalis]512841520 XP_002935205.2 9.42 9.39 39.51 38.39 34.51 52.21 24.13 31.37 28.9 4.03 1.22 7.84
1-2.c6489/1/1389.1 -- -- -- 0 0 0 0 0 0.13 0 0 1.94 17.54 12.58 12.98
3-6.c7697/1/3092 -- -- -- 45.77 3.08 27.38 78.93 112.55 91.26 81.31 83.08 24.54 17.43 3.35 4.25
1-2.c27046/34/1901PREDICTED: heat shock cognate 71 kDa protein [Xenopus (Silurana) tropicalis]512854037 XP_002937574.2 0 2.25 0 0 0 0 0 0 0 28.33 27.16 0.04
1-2.c24896/1/1227 -- -- -- 2.75 0 0 0.32 0 0 0 1.85 0.25 11.96 16.97 9.41
1-2.c41246/1/1258 Dual specificity protein phosphatase 6, partial [Struthio camelus australis]678214136 KFV81115.1 6.2 8.6 0.59 4.38 3.81 3.62 9.02 7.56 14.82 122.57 186.19 80.32
3-6.c18884/8/2992 WD repeat-containing protein 36 [Xenopus (Silurana) tropicalis]>gi|170284538|gb|AAI61098.1| LOC100145468 protein [Xenopus (Silurana) tropicalis]187608294 NP_001120392.1 1.02 6.87 0.76 0.8 1.76 3.44 0.68 0.54 0.49 0.07 0 0.06
1-2.c29706/1/1472 PREDICTED: pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial isoform X2 [Chrysemys picta bellii]530574466 XP_005281630.1 33.25 16.99 1.69 56.7 42.94 25.26 20.17 49.06 32.31 2.49 4.94 5.84
3-6.c9454/1/3466.1 PREDICTED: isocitrate dehydrogenase [NADP], mitochondrial isoform X1 [Fundulus heteroclitus]831547357 XP_012726918.1 406.37 274.58 366.08 279.42 334.36 329.41 231.58 270.05 261.8 39.69 40.98 34.52
1-2.c32641/1/6799 uncharacterized protein LOC734688 precursor [Xenopus laevis]>gi|71051878|gb|AAH99312.1| MGC116505 protein [Xenopus laevis]148232024 NP_001089628.1 11.33 2.58 4.02 3.72 0.16 0 8.7 5.34 5.69 71.37 81.34 35.31
1-2.c36201/3/1487 WD repeat-containing protein 1 [Xenopus (Silurana) tropicalis]>gi|82235990|sp|Q6DIF4.1|WDR1_XENTR RecName: Full=WD repeat-containing protein 1; AltName: Full=Actin-interacting protein 1; Short=AIP1>gi|49523180|gb|AAH75588.1| WD repeat domain 1 [Xenopus (Silurana) tropicalis]55742525 NP_001006781.1 37.66 20.28 7.66 12.49 0 0 29.53 10.49 0 159.39 80.29 148.42



2-3.c48583/1/2047 -- -- -- 5.38 0 3.37 0.43 4.13 0.84 0 4.21 0.84 121.48 121.21 34.43
1-2.c45192/1/1712 PREDICTED: aspartate--tRNA ligase, cytoplasmic isoform X1 [Xenopus (Silurana) tropicalis]847163066 XP_012825721.1 22.94 70.55 38.42 53.64 75.1 66.83 36.58 44.2 31.36 5.72 5.02 10.74
3-6.c14747/1/3100 E3 ubiquitin-protein ligase MIB2 [Xenopus (Silurana) tropicalis]>gi|847142108|ref|XP_012821479.1| PREDICTED: E3 ubiquitin-protein ligase MIB2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847142111|ref|XP_012821481.1| PREDICTED: E3 ubiquitin-protein ligase MIB2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|170284530|gb|AAI61083.1| mib2 protein [Xenopus (Silurana) tropicalis]183986655 NP_001116916.1 0 1.13 0 1.5 2.13 0.66 0 0.71 0 0 0 0
1-2.c14699/1/1481 -- -- -- 7.61 21.49 0.2 0 0 0 5.62 0 13.86 0 60.71 48.4
1-2.c5071/1/4048.1 PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries]>gi|803208635|ref|XP_011964823.1| PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries musimon]803125841 XP_004013127.2 1.74 0 0 0 0.88 0 13.66 0 0 557.07 587.32 0
3-6.c8486/1/3731 PREDICTED: ribosome-binding protein 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847127308|ref|XP_012818326.1| PREDICTED: ribosome-binding protein 1 isoform X1 [Xenopus (Silurana) tropicalis]847127305 XP_012818325.1 2.14 12.58 0.52 1.44 1.45 5.58 0 0 1.28 0 0 0.02
1-2.c39104/1/1823.1RNA demethylase ALKBH5 [Xenopus laevis]>gi|82201093|sp|Q6GPB5.1|ALKB5_XENLA RecName: Full=RNA demethylase ALKBH5; AltName: Full=Alkylated DNA repair protein alkB homolog 5; AltName: Full=Alpha-ketoglutarate-dependent dioxygenase alkB homolog 5 [Xenopus laevis]>gi|49118231|gb|AAH73226.1| MGC80552 protein [Xenopus laevis]148231788 NP_001085704.1 0 3 0 0 0 2.35 13.03 0 0 94.27 167.32 38.15
1-2.c30592/1/1322 ran-binding protein 9 [Xenopus (Silurana) tropicalis]>gi|123892926|sp|Q28FM1.1|RANB9_XENTR RecName: Full=Ran-binding protein 9; Short=RanBP9; AltName: Full=Ran-binding protein 10; Short=RanBP10; AltName: Full=Ran-binding protein M; Short=RanBPM [Xenopus (Silurana) tropicalis]>gi|89268225|emb|CAJ83297.1| RAN binding protein 10 [Xenopus (Silurana) tropicalis]113205900 NP_001037977.1 0 0 0 0 0 0 0 0 0.35 34.93 45.63 1.08
1-2.c25094/1/1776 PREDICTED: choline/ethanolaminephosphotransferase 1 isoform X2 [Meleagris gallopavo]733921552 XP_010722322.1 8.34 9.99 5.61 2.62 4.4 8.99 2.85 4.02 0.64 0 0 0.59
2-3.c39332/2/1950 -- -- -- 0.49 1.84 0 0 0.56 0 5.35 1.19 1.7 10.77 5.99 17.62
2-3.c52464/1/2417 proliferation-associated protein 2G4 [Xenopus (Silurana) tropicalis]>gi|51513363|gb|AAH80337.1| MGC79578 protein [Xenopus (Silurana) tropicalis]56605876 NP_001008439.1 0.86 37.02 12.52 9.85 10.4 30.67 11.93 9.5 0.48 0.69 0.89 0.36
3-6.c16114/1/3063 RecName: Full=Voltage-dependent L-type calcium channel subunit alpha-1S; AltName: Full=FGalpha1S; AltName: Full=Voltage-gated calcium channel subunit alpha Cav1.1>gi|2708678|gb|AAC36126.1| dihydropyridine receptor [Rana catesbeiana]46576355 O57483.1 3.81 1.68 6.55 5.65 2.29 2.94 3.22 0 0.13 0.66 0 0
3-6.c4216/1/2939.1 PREDICTED: vegetative cell wall protein gp1-like [Chlorocebus sabaeus]635140510 XP_008017119.1 10.45 4.24 0 0.26 0 0.65 13.48 5.87 0.05 25.76 43.12 27.79
3-6.c16673/1/3890 leucine--tRNA ligase, cytoplasmic [Xenopus (Silurana) tropicalis]>gi|59807603|gb|AAH90117.1| MGC97760 protein [Xenopus (Silurana) tropicalis]62751875 NP_001015831.1 3.07 11.08 4.47 3.07 4.51 11.41 1.44 2.71 2.43 0 0.13 0.44
1-2.c45202/1/5025.2PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 2.44 0 4.64 31.43 4.59 3.35 764.83 24.26 54.07 2049.47 1717.13 391.9
1-2.c48452/1/1358 biglycan precursor [Xenopus laevis]>gi|49257874|gb|AAH74403.1| MGC84390 protein [Xenopus laevis]147905193 NP_001086266.1 0 0 0 0 0 0 0 0 0.1 7.02 9 1.72
2-3.c62753/24/2291methylcrotonoyl-CoA carboxylase 1 (alpha) [Xenopus laevis]>gi|49256076|gb|AAH74151.1| MGC81895 protein [Xenopus laevis]148229681 NP_001086068.1 6.77 14.6 0 9.31 5.71 12.19 5.15 0 0 0.62 1.42 0.33
3-6.c12316/22/2964Glycogen phosphorylase, muscle form [Chelonia mydas]465954282 EMP25833.1 59.21 2.15 55.62 56.76 55.47 42.98 47 71.3 44.52 14.73 1.46 2.61
1-2.c51825/255/1558Myozenin-1-like [Xenopus laevis]>gi|27552832|gb|AAH42928.1| MGC53296 protein [Xenopus laevis]148237556 NP_001079457.1 1135.51 81.32 740.29 1134.01 1405.33 1042.46 421.74 1171.67 510.6 68.73 88.53 265.08
1-2.c13505/1/1288.1eukaryotic translation initiation factor 3 subunit I [Xenopus laevis]>gi|82234456|sp|Q66J51.1|EIF3I_XENLA RecName: Full=Eukaryotic translation initiation factor 3 subunit I; Short=eIF3i; AltName: Full=Eukaryotic translation initiation factor 3 subunit 2; AltName: Full=eIF-3-beta; AltName: Full=eIF3 p36 [Xenopus laevis]>gi|51703890|gb|AAH81058.1| Eif3s2 protein [Xenopus laevis]148235981 NP_001087664.1 7.88 70.73 22.68 1.86 17.83 16.69 0 0 5.15 0 0 0
1-2.c1750/59/1533 PREDICTED: complement component 1 Q subcomponent-binding protein, mitochondrial [Xenopus (Silurana) tropicalis]512820694 XP_002936868.2 36.82 94.22 31.65 31.51 25.19 49.86 14.67 13.79 25.68 3.55 3 4.25
2-3.c27424/1/2285 LOC548400 protein, partial [Xenopus (Silurana) tropicalis]59861981 AAH90369.1 0.82 3.47 13.83 30.49 9.41 4.56 49.04 44.15 35.18 443.24 672.38 244.2
1-2.c18866/1/1362 PREDICTED: splicing factor U2AF 65 kDa subunit [Anolis carolinensis]637335070 XP_008115375.1 0 14.07 0 9.95 8.11 19.62 0 6 15.71 0 3.07 0
2-3.c62947/2/2242 -- -- -- 0 0 0 0 0 0 1.4 0 0.09 0 18.47 22.7
2-3.c37639/2/1925 Methionine-R-sulfoxide reductase B3, mitochondrial [Pteropus alecto]431892020 ELK02467.1 0 0 0 0.03 0 0 0 0 0 5.45 3.54 4.87
2-3.c22034/1/2250 PREDICTED: serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit gamma isoform isoform X1 [Xenopus (Silurana) tropicalis]847153661 XP_012823610.1 0.65 6.68 2.11 2.2 4.08 8.63 2.26 1.51 0 0 0.82 0
1-2.c24555/1/1365 -- -- -- 30.28 8.41 73.06 44.73 80.59 140.74 63.79 60.61 64.93 13.5 3.05 12.28
1-2.c11440/2/1195 polyadenylate-binding protein 1 [Xenopus (Silurana) tropicalis]>gi|49903495|gb|AAH76931.1| polyadenylate-binding protein 1 [Xenopus (Silurana) tropicalis]52346016 NP_001005051.1 0 0 0 0 0 0 15.16 0 0 209.05 497.96 9.99
1-2.c14090/1/1749.1claudin-3 [Xenopus (Silurana) tropicalis]>gi|49523224|gb|AAH75291.1| claudin 3 [Xenopus (Silurana) tropicalis]54020932 NP_001005709.1 0.67 0.27 0.24 0 0.1 0.59 0 0 1.39 23.98 10.4 18.75
1-2.c10848/4/1593.1-- -- -- 1.86 6.99 0.85 1.98 2.18 3.81 8.75 1.36 1.67 106.29 118.45 78.28
2-3.c26218/1/1927.1-- -- -- 0 0 0 0 0 0 0 0 0 9.54 11.09 15.68
2-3.c57287/6/2316 eukaryotic translation initiation factor 3 subunit C [Xenopus laevis]>gi|82249413|sp|Q4QR58.1|EIF3C_XENLA RecName: Full=Eukaryotic translation initiation factor 3 subunit C; Short=eIF3c; AltName: Full=Eukaryotic translation initiation factor 3 subunit 8 [Xenopus laevis]>gi|67678230|gb|AAH97542.1| Unknown (protein for MGC:114671) [Xenopus laevis]209969740 NP_001129648.1 0 0 0 0 0 0 0 0 0 20.71 37.25 1.93
3-6.c12193/54/2756glutamate dehydrogenase 1, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847145349|ref|XP_012821961.1| PREDICTED: glutamate dehydrogenase 1, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]>gi|54261513|gb|AAH84455.1| glutamate dehydrogenase 1 [Xenopus (Silurana) tropicalis]58331978 NP_001011138.1 14.92 37.11 18.76 21.88 36.56 40.4 3.08 16.34 29.79 4.58 3.83 3.21
1-2.c35476/1/1581 PREDICTED: abl interactor 2-like isoform X8 [Lepisosteus oculatus]573898164 XP_006636816.1 1.5 5.53 2.75 0.75 2.59 3.91 1.08 3.4 2.26 0 0 0
1-2.c40039/1/1185 PREDICTED: glycogen phosphorylase, muscle form [Latimeria chalumnae]556954754 XP_005988980.1 72.83 9.9 91.91 142.56 165.85 84.28 131.92 162.86 233.33 3.6 11.99 29.52
2-3.c1599/26/2537 PREDICTED: protein phosphatase 1 regulatory subunit 3B isoform X1 [Xenopus (Silurana) tropicalis]>gi|847087417|ref|XP_012817300.1| PREDICTED: protein phosphatase 1 regulatory subunit 3B isoform X1 [Xenopus (Silurana) tropicalis]>gi|847087419|ref|XP_012817303.1| PREDICTED: protein phosphatase 1 regulatory subunit 3B isoform X1 [Xenopus (Silurana) tropicalis]>gi|847087421|ref|XP_012817307.1| PREDICTED: protein phosphatase 1 regulatory subunit 3B isoform X1 [Xenopus (Silurana) tropicalis]>gi|847087424|ref|XP_012817310.1| PREDICTED: protein phosphatase 1 regulatory subunit 3B isoform X1 [Xenopus (Silurana) tropicalis]>gi|847087427|ref|XP_012817313.1| PREDICTED: protein phosphatase 1 regulatory subunit 3B isoform X1 [Xenopus (Silurana) tropicalis]>gi|123892668|sp|Q28E28.1|PPR3B_XENTR RecName: Full=Protein phosphatase 1 regulatory subunit 3B>gi|89271886|emb|CAJ81364.1| rotein phosphatase 1, regulatory (inhibitor) subunit 3B [Xenopus (Silurana) tropicalis]847087415 XP_012817295.1 0 3.22 19.98 1.23 21.36 16.33 6.92 0 2.86 0.15 0 0
3-6.c13626/1/5444.2PREDICTED: long-chain fatty acid transport protein 4 [Xenopus (Silurana) tropicalis]512839272 XP_004914245.1 1.49 3.38 1.25 3.27 0 0.74 4.98 0.71 2.2 41.31 32.27 51.34
3-6.c7204/1/2919 putative elongator complex protein 1 [Xenopus laevis]>gi|123896325|sp|Q2TAQ1.1|ELP1_XENLA RecName: Full=Putative elongator complex protein 1; Short=ELP1; AltName: Full=IkappaB kinase complex-associated protein; Short=IKK complex-associated protein [Xenopus laevis]>gi|83405123|gb|AAI10777.1| MGC131208 protein [Xenopus laevis]147901297 NP_001089940.1 0.75 0.73 0.4 0.69 1.28 1.69 0.17 0 0.56 0 0.02 0
1-2.c32693/1/1336 PREDICTED: matrix metalloproteinase-25 [Xenopus (Silurana) tropicalis]847165172 XP_012826266.1 4.6 0.23 0.15 1.04 2.86 0.4 5.18 5.36 7.42 26.22 75.21 57.1
1-2.c41740/2/1404 uncharacterized protein LOC734974 [Xenopus laevis]>gi|83318284|gb|AAI08800.1| MGC132155 protein [Xenopus laevis]148229755 NP_001089907.1 1.67 31.32 0.38 0.54 3.39 5.33 1.5 1.2 0 0 0 0
2-3.c3701/1/2119 -- -- -- 10.76 14.21 8.88 9.15 8.9 10.02 3.03 5.36 14.79 1.27 0.68 0.41
1-2.c46545/1/1478 alcohol dehydrogenase 5 (class III), chi polypeptide [Xenopus laevis]>gi|66910727|gb|AAH97612.1| Adh3 protein [Xenopus laevis]>gi|68673237|emb|CAE01319.1| alcohol dehydrogenase class 3 [Xenopus laevis]148223732 NP_001086427.1 55.8 137.39 50.61 32.57 36.17 80.15 30.1 37.78 31.26 5.55 5.05 5.46
2-3.c3003/15/2117 Ptcd3 protein [Xenopus laevis] 62739333 AAH94135.1 17.27 21.72 9.78 8.23 9.1 15.28 9.34 8.09 5.68 0.65 0.75 1.26
2-3.c45942/1/2583 4-hydroxyphenylpyruvate dioxygenase [Xenopus (Silurana) tropicalis]>gi|113197875|gb|AAI21487.1| 4-hydroxyphenylpyruvate dioxygenase [Xenopus (Silurana) tropicalis]118404104 NP_001072376.1 2.43 7.89 6.39 0.39 2.2 1.73 12.21 1.45 3.79 0 0 0
2-3.c32752/1/2342 PREDICTED: protein FAM185A isoform X1 [Chrysemys picta bellii]530638059 XP_005305846.1 0 0 1.63 1.98 0.67 1.88 1.22 2.15 1.45 0 0 0
1-2.c19028/3/1285 PREDICTED: rRNA 2'-O-methyltransferase fibrillarin [Pelodiscus sinensis]558189237 XP_006129071.1 10.89 51.53 5.27 11.95 10.47 27.95 11.47 10.86 3.87 1.57 0.82 1.49
1-2.c8743/1/1793 -- -- -- 2.07 16.88 1.26 6.06 2.37 1.71 31.26 3.6 5.53 90.62 131.61 86.16
2-3.c43800/1/2127 Mimitin, mitochondrial precursor [Rana catesbeiana]226372810 ACO52030.1 2.09 1.37 1.2 1.86 1.14 2.55 0.98 1.39 2.16 0 0 0
2-3.c16585/3/2247 AFG3-like protein 2 [Xenopus (Silurana) tropicalis]>gi|116487850|gb|AAI25788.1| hypothetical protein MGC147390 [Xenopus (Silurana) tropicalis]118404624 NP_001072759.1 0 0.33 0 0 0 0 1.1 0 0 5.86 4.21 0.73
2-3.c2027/12/2325 PREDICTED: polyadenylate-binding protein 4 isoform X2 [Xenopus (Silurana) tropicalis]847099772 XP_012812352.1 57.35 30.34 57.29 39.7 46.84 67.23 34.97 30.3 50.28 4.56 6.2 7.35
2-3.c38485/5/2578 glycogen phosphorylase, brain form [Xenopus (Silurana) tropicalis]>gi|46329455|gb|AAH68296.1| phosphorylase, glycogen; brain [Xenopus (Silurana) tropicalis]50054411 NP_001001904.1 1.83 2.53 2.4 6.81 12.58 12.66 9.83 7.87 12.66 3.17 0 0
1-2.c10170/170/1746PREDICTED: alpha-enolase isoform X2 [Manacus vitellinus]675426353 XP_008926982.1 287.86 151.21 584.03 300.1 394.54 685.24 287.96 404.53 381.12 60.07 25.88 79.15
2-3.c34079/1/2556.2ATP synthase subunit alpha, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60552664|gb|AAH91067.1| atp5a1 protein [Xenopus (Silurana) tropicalis]71896075 NP_001025610.1 0 138.01 314.39 258.66 339.92 168.35 147.92 249.66 239.3 22.2 0 64.22
3-6.c2179/22/2953 PREDICTED: E3 ubiquitin-protein ligase UHRF1 [Xenopus (Silurana) tropicalis]>gi|512842588|ref|XP_004914675.1| PREDICTED: E3 ubiquitin-protein ligase UHRF1 [Xenopus (Silurana) tropicalis]>gi|847131185|ref|XP_012819159.1| PREDICTED: E3 ubiquitin-protein ligase UHRF1 [Xenopus (Silurana) tropicalis]512842584 XP_002940183.2 0.34 11.6 0.68 0.55 1.03 2.8 0.13 0 0.38 0 0 0
1-2.c5552/3/1378 syntenin-1 [Xenopus (Silurana) tropicalis]>gi|49899729|gb|AAH76670.1| syndecan binding protein (syntenin) [Xenopus (Silurana) tropicalis]55742362 NP_001006801.1 7.01 8.06 1.35 0.2 1.88 1.79 7.35 0 3.64 56.49 68.03 20.39
1-2.c11988/1/1846.1uncharacterized protein LOC100036845 precursor [Xenopus laevis]>gi|120538599|gb|AAI29065.1| LOC100036845 protein [Xenopus laevis]147905311 NP_001090602.1 0 0.87 0.71 3.7 0.3 5.05 0.63 6.43 1.26 112.21 134.89 82.7
1-2.c13540/6/1504 gamma-sarcoglycan [Xenopus (Silurana) tropicalis]>gi|847101070|ref|XP_012812788.1| PREDICTED: gamma-sarcoglycan isoform X1 [Xenopus (Silurana) tropicalis]>gi|114107721|gb|AAI22993.1| gamma sarcoglycan [Xenopus (Silurana) tropicalis]118404980 NP_001072908.1 23.61 21.96 60.83 81.02 65.47 91.45 25.15 25.36 81.21 6.69 13.96 8.9
1-2.c9273/1/1520 -- -- -- 5.48 8.39 1.18 3.3 0.85 5.18 9.43 4.63 4.84 88.98 90.91 89.19



3-6.c6870/1/3083 cell division cycle 25A protein [Bufo gargarizans]44895334 AAS48918.1 0.37 13.33 0.37 0.29 1.28 2.42 0.03 0.99 1.13 0 0 0
1-2.c45833/1/1581 PREDICTED: uncharacterized protein LOC100490320 [Xenopus (Silurana) tropicalis]512850405 XP_002938353.2 0.9 0.08 4.14 2.42 4.27 7.89 2.11 4.62 4.68 0.11 0.3 0
2-3.c46984/1/2028 -- -- -- 0.06 12.2 5.49 2.16 0.36 3.38 3.12 2.06 1.43 0 0 0
3-6.c2902/5/3423 PREDICTED: catenin delta-1 isoform X2 [Xenopus (Silurana) tropicalis]847116240 XP_012815853.1 0.67 23.27 1.18 0 5.18 5.47 0 2.9 0 0 0 0
1-2.c38869/1/8486.1PREDICTED: heterogeneous nuclear ribonucleoprotein K [Anas platyrhynchos]>gi|874483670|ref|XP_012958423.1| PREDICTED: heterogeneous nuclear ribonucleoprotein K [Anas platyrhynchos]>gi|874483672|ref|XP_012958424.1| PREDICTED: heterogeneous nuclear ribonucleoprotein K [Anas platyrhynchos]874483668 XP_012958422.1 63.42 274.72 55.86 47.9 66.75 86.56 25.92 56.54 22.84 0 0 17.19
1-2.c1381/110/1606PREDICTED: aspartate aminotransferase, mitochondrial [Microtus ochrogaster]532002698 XP_005345603.1 128.7 171.24 147.44 449.49 429.88 227.72 425.38 330.5 486.66 26.58 95.56 35.23
3-6.c16855/1/3259 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 3.43 15.16 10.02 7.69 7.71 9.88 6.13 6.93 7.06 1.08 0.87 0.62
1-2.c50069/1/1843 E3 ubiquitin-protein ligase arih1 [Xenopus laevis]>gi|123899004|sp|Q32NS4.1|ARI1_XENLA RecName: Full=E3 ubiquitin-protein ligase arih1; AltName: Full=Protein ariadne-1 homolog; Short=ARI-1 [Xenopus laevis]>gi|80477560|gb|AAI08503.1| MGC130861 protein [Xenopus laevis]148228271 NP_001089823.1 0 0 0 0 0 0 4.38 0.7 0 2.15 7.32 2.84
3-6.c13732/1/2958 -- -- -- 60.48 25.08 112.43 105.34 94.81 113.88 136.74 109.85 129.8 13.3 3.79 20.74
3-6.c3534/2/2899 PREDICTED: LOW QUALITY PROTEIN: filamin-C [Xenopus (Silurana) tropicalis]512830904 XP_002931884.2 3.24 8.3 2.77 1.66 2.06 2.77 1.94 0 1.5 0 0 0.17
2-3.c1458/32/2465 PREDICTED: olfactomedin 4 isoform X1 [Xenopus (Silurana) tropicalis]847154698 XP_012823916.1 7.41 0.96 3.54 6.73 3.44 0.5 199.99 4.94 1.59 142.14 93.96 74.92
3-6.c9447/1/6228 PREDICTED: E3 ubiquitin-protein ligase RNF43 [Xenopus (Silurana) tropicalis]512821131 XP_002935238.2 0 0 0.23 1.17 1.45 0.75 0 0 0.24 0 0 0
2-3.c15817/1/2018 profilin-2 [Xenopus (Silurana) tropicalis]>gi|189442273|gb|AAI67571.1| profilin 2 [Xenopus (Silurana) tropicalis]>gi|213625767|gb|AAI71297.1| profilin 2 [Xenopus (Silurana) tropicalis]>gi|213627422|gb|AAI71295.1| profilin 2 [Xenopus (Silurana) tropicalis]62859423 NP_001016098.1 4.39 9.02 8.2 4.46 7.61 8.98 2.77 6.26 6.44 0 0.2 1.16
1-2.c19093/2/1378 -- -- -- 10.3 25.58 0 0 0 0 0 0 23.21 32.02 34.12 0
1-2.c17896/1/1525 -- -- -- 0 0.13 0 0.04 0 0 0.97 0 0.74 7.07 7.44 3.35
1-2.c23241/1/1501 PREDICTED: protein ATP1B4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|512851052|ref|XP_004915807.1| PREDICTED: protein ATP1B4 isoform X1 [Xenopus (Silurana) tropicalis]301604441 XP_002931848.1 1.56 0.41 3.94 1.08 2.81 6.84 0.89 1.46 1.02 0 0 0
2-3.c14847/2/2642 DEAD (Asp-Glu-Ala-Asp) box polypeptide 27 [Xenopus laevis]>gi|66910710|gb|AAH97561.1| MGC114699 protein [Xenopus laevis]148235819 NP_001089455.1 3.38 21.76 2.45 2.52 4.41 9.81 1.9 1.1 1.45 0.17 0.19 0.38
2-3.c39396/2/2763 transmembrane protein 182 precursor [Xenopus (Silurana) tropicalis]>gi|123885913|sp|Q0V9E0.1|TM182_XENTR RecName: Full=Transmembrane protein 182; Flags: Precursor [Xenopus (Silurana) tropicalis]>gi|111306205|gb|AAI21615.1| hypothetical protein MGC147243 [Xenopus (Silurana) tropicalis]118404178 NP_001072403.1 2.37 3.1 3.1 1.71 0.98 5.25 0 0 1.53 0 0 0
2-3.c21865/1/2082.2PREDICTED: LIM domain-binding protein 3 isoform X4 [Xenopus (Silurana) tropicalis]>gi|847142886|ref|XP_012821734.1| PREDICTED: LIM domain-binding protein 3 isoform X4 [Xenopus (Silurana) tropicalis]847142884 XP_012821733.1 24.53 19.16 159.73 72.58 133.89 210.01 61.79 60.04 121.24 7.16 3.35 32.14
3-6.c17854/23/3023PREDICTED: choline transporter-like protein 3 isoform X1 [Chrysemys picta bellii]530641746 XP_005307600.1 0 3.34 1.99 1.19 1.87 4.01 0 0.63 0 0.17 0.12 0
3-6.c3240/2/3594 Zinc finger protein 330 [Fukomys damarensis]676271522 KFO26545.1 4.11 9.45 4.33 4.24 6.33 8.8 2.81 2.25 3.2 0.36 0.97 0.51
3-6.c6443/1/3207 PREDICTED: RNA-binding protein 25 isoform X1 [Xenopus (Silurana) tropicalis]847153751 XP_012823642.1 0 0 10.01 0 0 0 0 0 0 14.53 19.38 0
1-2.c2040/12/1672 tripartite motif-containing protein 72 [Xenopus laevis]>gi|82202640|sp|Q6PGR9.1|TRI72_XENLA RecName: Full=Tripartite motif-containing protein 72; AltName: Full=Mitsugumin-53; Short=Mg53 [Xenopus laevis]>gi|34785117|gb|AAH56854.1| MGC64451 protein [Xenopus laevis]147906184 NP_001079922.1 60.4 47.04 125 79.31 57.3 87.7 57.21 78.46 94.35 14.35 9.52 4.95
2-3.c62132/2/2712 serpin peptidase inhibitor, clade F (alpha-2 antiplasmin, pigment epithelium derived factor), member 1 precursor [Xenopus laevis]>gi|49118623|gb|AAH73647.1| MGC82984 protein [Xenopus laevis]147904661 NP_001085983.1 21.71 42.34 37.86 22.35 28.68 29.34 14.73 22.43 16.83 3.63 0.27 5.01
3-6.c10615/1/2832 PREDICTED: LOW QUALITY PROTEIN: nucleolar complex protein 3 homolog [Xenopus (Silurana) tropicalis]847146731 XP_012822236.1 1.49 4.53 0.74 0.61 1.69 3.13 1.19 0.65 0.3 0 0 0.09
1-2.c52361/3/1244 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 2.11 0 26.12 22.77 15.59 0.32 29.31 19.41 16.01 0 0 0
2-3.c23272/1/2506 -- -- -- 0 2.53 0 0.03 0.07 0 0 0.75 0 5.86 4.46 3.09
1-2.c27390/4/1348 PREDICTED: aldehyde oxidase 1 [Xenopus (Silurana) tropicalis]847167054 XP_002937767.3 8.08 5.46 5.03 12.59 4.81 7.4 18.53 5.08 11.07 237.67 230.58 207.63
1-2.c51301/2/1261 PREDICTED: LOW QUALITY PROTEIN: myosin-binding protein H-like [Lepisosteus oculatus]573880367 XP_006628389.1 7.99 59.05 169 165.18 158.56 123.52 191.46 245 114.02 42.57 9.81 7.04
3-6.c14787/1/2712 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 29.64 15.27 11.27 6.05 5.75 0 9.62 8.39 8.95 0 0 0
2-3.c42887/1/2256 PREDICTED: fat storage-inducing transmembrane protein 1 [Xenopus (Silurana) tropicalis]847092180 XP_004910817.2 0.22 0 1.24 2.02 1.77 2.53 0.45 0.83 0.77 0.11 0 0
1-2.c1511/13/1512 PREDICTED: pyruvate dehydrogenase E1 component subunit beta, mitochondrial [Sorex araneus]505846104 XP_004616530.1 282.55 74.41 260.78 114.93 223.45 234.26 85.71 192.97 93.99 17.19 43.41 18.19
1-2.c45065/1/1407 -- -- -- 0.3 1.21 0.1 0.12 0.11 0.79 0.27 0 0.41 15.38 14.23 23.18
2-3.c34570/1/2062.2-- -- -- 3.65 2.15 0 10.03 0 0 0 0 11.57 103.52 206.06 82.68
2-3.c18392/933/2116pyruvate kinase PKM isoform 2 [Xenopus (Silurana) tropicalis]>gi|847145916|ref|XP_012822050.1| PREDICTED: pyruvate kinase PKM isoform X1 [Xenopus (Silurana) tropicalis]>gi|115292052|gb|AAI22008.1| hypothetical protein MGC146985 [Xenopus (Silurana) tropicalis]118405080 NP_001072532.1 226.98 23.51 482.33 445.02 425.59 286.71 320.94 420.48 133.37 22.05 0 116.99
1-2.c4207/4/1836 PREDICTED: very-long-chain enoyl-CoA reductase isoform X1 [Xenopus (Silurana) tropicalis]>gi|60551245|gb|AAH91002.1| gpsn2 protein [Xenopus (Silurana) tropicalis]847170095 XP_012808582.1 45.43 1.39 72.15 50.14 58.73 80.84 1.27 62.6 63.51 0 0 20.26
1-2.c36794/1/1539 phosphoglucomutase-1 [Cricetulus griseus]537225147 ERE83081.1 0.32 1.01 0 0 16.35 13.3 13.19 18.13 0 0 0 0
1-2.c34288/1/1519 -- -- -- 0 0 0 0 0 0 0 0 0 33.74 46.5 0
1-2.c36844/1/1392 PREDICTED: erythrocyte band 7 integral membrane protein [Xenopus (Silurana) tropicalis]512857691 XP_004916682.1 0.09 0.09 0 0 0.04 0 4.04 0 0 14.45 4.49 34.22
2-3.c18599/13/2513dihydrolipoamide branched chain transacylase E2 [Xenopus laevis]>gi|51895961|gb|AAH81233.1| MGC85493 protein [Xenopus laevis]147900987 NP_001087792.1 8.69 15.12 12.5 11.99 10.4 14.02 11.65 4.99 10.68 1.25 0.47 1.84
2-3.c28716/1/2439 PREDICTED: importin subunit beta-1 isoform X1 [Xenopus (Silurana) tropicalis]301621730 XP_002940197.1 4.14 16.07 2.66 7.32 0 10.49 7.26 0.12 4.54 0 0 0
1-2.c52192/7/1661 protease, serine, 8 precursor [Xenopus laevis]>gi|2599504|gb|AAB96905.1| serine protease [Xenopus laevis]148222777 NP_001081720.1 5.07 2.57 4.56 1.35 3.94 2.79 5.6 0.49 1.2 138.82 136.2 421.3
2-3.c34015/1/2802.1acidic leucine-rich nuclear phosphoprotein 32 family member A [Xenopus laevis]>gi|82237622|sp|Q6PAF6.1|AN32A_XENLA RecName: Full=Acidic leucine-rich nuclear phosphoprotein 32 family member A [Xenopus laevis]>gi|37805187|gb|AAH60336.1| Anp32a protein [Xenopus laevis]148228396 NP_001083156.1 6.94 12.72 13.3 6.03 15.83 9.8 4.76 2.96 2.68 0 0 1.72
2-3.c48219/1/2457.1PREDICTED: GMP reductase 1 [Astyanax mexicanus]597771204 XP_007249385.1 36.85 8.31 36.11 24.78 45.63 30.24 19.64 23.26 13.13 3.4 1.07 1.95
3-6.c15031/1/2778 -- -- -- 0 0 0 0 0 0.15 1.3 0 0 3.23 4.13 6
1-2.c38125/1/1745.1ariadne RBR E3 ubiquitin protein ligase 2 [Xenopus laevis]>gi|51258238|gb|AAH79979.1| Arih2 protein [Xenopus laevis]148237715 NP_001090245.1 7.55 8.42 0.84 3.4 13.64 11.57 0 4.57 3.6 0 0 0
2-3.c17535/1/2173 -- -- -- 5.79 5.09 9.81 9.37 7.81 10.73 9.42 11.46 17.58 0.45 1.19 0.97
1-2.c49962/1/1597 alanyl-tRNA synthetase domain containing 1 [Xenopus laevis]>gi|82176835|sp|Q7ZYJ9.1|AASDB_XENLA RecName: Full=Alanyl-tRNA editing protein Aarsd1-B; AltName: Full=Alanyl-tRNA synthetase domain-containing protein 1-B [Xenopus laevis]>gi|27696840|gb|AAH43754.1| Aarsd1-a protein [Xenopus laevis]148230330 NP_001080266.1 0.35 2.61 0.9 1.21 1.6 4.42 0 0.65 0 0 0 0
1-2.c8948/5/1623 PREDICTED: heterogeneous nuclear ribonucleoprotein H3 isoform X2 [Xenopus (Silurana) tropicalis]847142386 XP_012821568.1 19.09 297.43 27.55 23.99 38.84 56.2 22.8 25.32 15.62 0 0.63 11.62
3-6.c13494/1/3225 ethanolamine-phosphate phospho-lyase [Xenopus laevis]>gi|82200144|sp|Q6DEB1.1|AT2L1_XENLA RecName: Full=Ethanolamine-phosphate phospho-lyase; AltName: Full=Alanine--glyoxylate aminotransferase 2-like 1 [Xenopus laevis]>gi|50414567|gb|AAH77219.1| MGC79033 protein [Xenopus laevis]147905107 NP_001086637.1 3.94 2.69 0.56 1.7 4.71 0 23.25 3.19 3.23 48.43 59.89 74.93
3-6.c2598/14/3419 PREDICTED: ubiquitin-protein ligase E3A isoform X1 [Xenopus (Silurana) tropicalis]847099174 XP_012812141.1 2.82 0 4.39 2.02 3.2 4.59 0.66 3 0 0 0 0.56
1-2.c7357/1/1326 -- -- -- 0.06 35.58 5.97 6.18 4.74 25.14 9.55 4.6 0 0 0 0
2-3.c60290/1/2304 PREDICTED: TPR and ankyrin repeat-containing protein 1 isoform X2 [Xenopus (Silurana) tropicalis]847139365 XP_012820937.1 0.41 1.25 0.02 0 0 0 1.18 0 0 1.95 4.05 2.94
1-2.c18504/1/1816.1PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 6684.95 2303.66 16106.55 9933.69 10253.91 8370.97 6525.5 10907.14 8562.34 1472.55 596.57 1766.09
2-3.c10741/1/2517 -- -- -- 10.13 19.58 26 7.27 7.67 10.31 4.52 8.94 12.46 0.67 1.17 0.64
1-2.c46014/1/1238 -- -- -- 0.63 3.26 0 0.56 0 0.17 2.18 0 0 16.86 22.82 6.93
2-3.c50849/13/1905PREDICTED: methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial [Pelodiscus sinensis]558137835 XP_006117865.1 88.61 69.91 94.91 91.82 70.31 71.61 78.31 75.46 70.89 11.06 8.77 10.99
2-3.c10655/1/1942 PREDICTED: aryl hydrocarbon receptor nuclear translocator 2 isoform X2 [Xenopus (Silurana) tropicalis]847107950 XP_012813829.1 0.4 5.09 0.42 0.37 0.08 0.58 0.52 0.34 0.41 10.45 20.36 12.52



2-3.c24029/1/2691 PREDICTED: collagen alpha-6(IV) chain isoform X3 [Xenopus (Silurana) tropicalis]847156838 XP_012824449.1 3.12 32.15 10.49 6.08 7.94 15.7 2.25 4.35 6.4 0.6 0 2.05
1-2.c28809/2/1493 heterogeneous nuclear ribonucleoprotein L-like [Xenopus (Silurana) tropicalis]>gi|183986223|gb|AAI66362.1| hnrpll protein [Xenopus (Silurana) tropicalis]188528957 NP_001120904.1 0 0 0 0.38 0 1.37 3.74 0 2.88 20.38 22.85 22.29
1-2.c11192/1/1621 parvalbumin beta protein [Rana sp. CH-2001]>gi|148356697|emb|CAM57381.1| parvalbumin [Limnonectes macrodon]20797085 CAC95153.1 21656.01 6639.1 41711.65 26311.28 37425.45 80449.06 31251.84 38625.53 33129.32 6698.85 4332.16 6065.22
2-3.c48490/1/2763 ubiquitin-like modifier activating enzyme 2 [Xenopus laevis]>gi|82181015|sp|Q642Q1.1|SAE2A_XENLA RecName: Full=SUMO-activating enzyme subunit 2-A; AltName: Full=Ubiquitin-like 1-activating enzyme E1B-A; AltName: Full=Ubiquitin-like modifier-activating enzyme 2-A [Xenopus laevis]>gi|51895918|gb|AAH81199.1| Uba2-b protein [Xenopus laevis]147902384 NP_001083988.1 0.1 35.51 0.11 4.35 5.64 7.61 2.54 2.78 3.52 0 1.8 0
2-3.c23312/1/2164.1FAS-associated factor 2 [Xenopus (Silurana) tropicalis]>gi|109896153|sp|Q28BP9.1|FAF2_XENTR RecName: Full=FAS-associated factor 2; AltName: Full=UBX domain-containing protein 8>gi|89272420|emb|CAJ82812.1| expressed in T-cells and eosinophils in atopic dermatitis etea [Xenopus (Silurana) tropicalis]113931576 NP_001039235.1 0 0 0 0 0 0 3.27 0 2.92 18.51 20.17 0
1-2.c29334/3/1213 Y-box-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|59861901|gb|AAH90361.1| cold shock domain protein A [Xenopus (Silurana) tropicalis]62751871 NP_001015855.1 214.32 148.36 256.71 156.76 190.2 379.35 179.13 251.4 244.63 0 0 82.03
2-3.c7287/5/2214 -- -- -- 21.43 8.39 17.01 7.42 12.02 0.25 6.6 4.98 4.38 0 0 0
3-6.c6789/1/2831 PREDICTED: nebulin isoform X11 [Xenopus (Silurana) tropicalis]847166512 XP_012826617.1 2.88 0.12 0 0.05 16.43 10.31 4.32 3.1 0 0 0 0
2-3.c35251/1/2532 ryanodine receptor beta isoform [Rana catesbeiana]29501272 BAA04647.2 1.74 1.24 0 4.33 5.24 6.61 6.39 5.15 0 0 0 1.06
1-2.c36168/5/1492 LOC443630 protein, partial [Xenopus laevis]49118212 AAH73209.1 1.14 2.08 0.74 1.42 2.3 3.58 0.64 1.29 0.65 0 0 0
2-3.c2386/17/2552 RNA-binding protein 24-A [Xenopus laevis]>gi|82236599|sp|Q6GQD3.1|RB24A_XENLA RecName: Full=RNA-binding protein 24-A; AltName: Full=RNA-binding motif protein 24-A; AltName: Full=RRM domain-containing protein SEB-4; Short=SEB-4; AltName: Full=Xseb-4 [Xenopus laevis]>gi|49114954|gb|AAH72812.1| Seb4-A-prov protein [Xenopus laevis]147907395 NP_001080995.1 47.34 54.84 42.82 38.46 69.74 68.86 38.17 45.17 52.68 9.4 6.39 7.83
2-3.c4996/4/2031 SET and MYND domain containing 1 [Xenopus laevis]>gi|49118725|gb|AAH72803.1| MGC80131 protein [Xenopus laevis]148225404 NP_001085463.1 1.64 0.44 0.93 1.05 3.58 6.36 0.2 0.73 2.9 0.15 0.08 0.06
2-3.c43362/1/2519 LOC399077 protein [Xenopus laevis]111185534 AAH63720.2 1.81 1.24 4.14 2.21 3.51 3.29 0.63 1.41 1.16 0.17 0.13 0.11
1-2.c17294/2/1431 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform X1 [Xenopus (Silurana) tropicalis]847127397 XP_012818361.1 0 0 0 0 0 0 0 0 0 91.55 188.09 0.09
2-3.c36298/1/2238.2PREDICTED: ankyrin repeat and SOCS box protein 14 [Xenopus (Silurana) tropicalis]512839176 XP_002935095.2 56.41 1.37 24.12 26 34.23 3.09 9.65 37.9 40.66 0.56 0 0
2-3.c43657/1/2120 -- -- -- 8.72 5.06 3.47 4.28 3.79 3.47 13.95 3.25 6.21 120.81 61.74 116.17
1-2.c13524/1/1580 PHD finger protein 1 [Xenopus laevis]>gi|6531397|gb|AAF15396.1|AF130453_1 polycomblike PCL1 [Xenopus laevis]148233497 NP_001081958.1 0 0 0 0 0 0 2.23 0 0 4.35 7.23 1.79
1-2.c8353/5/1478 matrix metalloproteinase-9TH precursor [Xenopus laevis]>gi|119709546|dbj|BAF42673.1| matrix metalloproteinase-9TH [Xenopus laevis]147901642 NP_001091305.1 0 0 0.21 0 0 0 1.16 0 0 36.46 52.64 0.05
2-3.c27019/1/2532 PREDICTED: uridine-cytidine kinase 1-like 1 isoform X2 [Monodelphis domestica]611978736 XP_007475560.1 16.39 2.05 17.63 9.45 11.3 3.04 11.29 9.66 20.09 0 0 1.62
1-2.c48859/2/1591 ER membrane protein complex subunit 2-A [Xenopus laevis]>gi|82184854|sp|Q6INS3.1|EMC2A_XENLA RecName: Full=ER membrane protein complex subunit 2-A; AltName: Full=Tetratricopeptide repeat protein 35-A; Short=TPR repeat protein 35-A [Xenopus laevis]>gi|47938643|gb|AAH72200.1| Ttc35-a protein [Xenopus laevis]147906471 NP_001085171.1 0 0 0 0 0 0 0 0.75 0 5.48 4.9 2.82
2-3.c56390/1/2024 -- -- -- 2.99 6.55 5.24 3.62 1.86 6.02 1.77 3.44 3.65 0 0.56 0
2-3.c59711/4/1930 PREDICTED: beta-enolase [Anolis carolinensis]637381761 XP_008123931.1 0 0 0 0 0 0 8.9 0 0.06 36.82 64.11 0.03
2-3.c55830/1/2472 PREDICTED: spermine oxidase isoform X3 [Alligator sinensis]557322059 XP_006034128.1 3.17 15.57 1.15 3.97 13.75 9.3 25.03 4.21 18.02 347.33 241.95 140.33
1-2.c14295/1/1176 fragile X mental retardation, autosomal homolog 1 [Xenopus (Silurana) tropicalis]89268870 CAJ81473.1 54.48 14.65 50.74 13.74 18.14 39.3 12.42 16.79 38.53 3.02 0.52 3.15
1-2.c18559/1/1428 PREDICTED: coiled-coil domain-containing protein 30 isoform X4 [Chrysemys picta bellii]641766368 XP_008168031.1 1.36 0.42 0 0 0 0 1.01 0 0 5.1 6.9 3.81
2-3.c15497/1/2007.1-- -- -- 0.34 0 0 0 0 0 3.67 1.51 0 8.47 9.49 3.53
2-3.c1170/135/1969ornithine decarboxylase 1 [Xenopus laevis]>gi|27694591|gb|AAH44004.1| Odc1-prov protein [Xenopus laevis]148237898 NP_001080167.1 50.67 373.47 28.03 29.91 24.85 34.23 27.56 32.38 41.27 8.31 0.16 2.38
1-2.c25692/1/1624 PREDICTED: serine-rich coiled-coil domain-containing protein 2 isoform X2 [Acanthisitta chloris]677907793 XP_009068693.1 0 2.16 0 0 0 0 0.57 0 0 4.17 7.2 1.36
1-2.c22957/1/1806 sorting nexin 9 [Xenopus laevis]>gi|50414489|gb|AAH77183.1| Snx9-prov protein [Xenopus laevis]148237966 NP_001086616.1 4.67 0 0 0 0 0 0 0 0 1.17 7.11 5.72
3-6.c5993/1/2939.1 unnamed protein product [Oncorhynchus mykiss]642115355 CDQ68211.1 2.78 4.48 4.61 8.02 5.32 17.62 7.21 2.95 7.33 1.02 0.59 1.05
1-2.c44729/1/1761 PREDICTED: protein transport protein Sec31A isoform X2 [Xenopus (Silurana) tropicalis]847087089 XP_012816261.1 0.76 6.35 0.52 0.91 2.23 4.2 1.37 0.95 0.16 0 0.09 0
1-2.c5314/1/9256.2 PREDICTED: LOW QUALITY PROTEIN: creatine kinase M-type, partial [Anolis carolinensis]637377851 XP_008123239.1 35.62 7.07 131.28 183.4 161.65 72.02 58.18 101.4 239.91 9.27 5.26 37.91
2-3.c39462/1/2138.1PREDICTED: cytosolic non-specific dipeptidase isoform X3 [Chelonia mydas]591359347 XP_007054653.1 75.52 6.05 0.33 24.1 71.54 3.38 37.5 46.19 74.06 851.38 985.56 761.42
1-2.c3696/2/1340 -- -- -- 0 0 0 0 0 0 0 0 0 22.74 33.51 1.08
2-3.c51064/7/2467 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 6.35 0.04 113.16 45.02 17.71 1.76 160.93 67.8 128.11 0 0 0
2-3.c10903/1/2540 solute carrier family 37 (glucose-6-phosphate transporter), member 1 [Xenopus laevis]>gi|27694699|gb|AAH43786.1| Slc37a1-prov protein [Xenopus laevis]148232489 NP_001080464.1 0 0 0 0 0 0 0.1 5.28 0.12 0 11.22 14.17
1-2.c18240/1/1332.1keratin 5, type II [Xenopus (Silurana) tropicalis]>gi|113197644|gb|AAI21490.1| keratin 5, gene 2 [Xenopus (Silurana) tropicalis]118404108 NP_001072377.1 0.14 0 0.7 0.12 0.07 6.23 3.04 0.2 1.57 47.33 59.7 129.58
1-2.c52270/4/1243 PREDICTED: heat shock cognate 71 kDa protein [Xenopus (Silurana) tropicalis]512854037 XP_002937574.2 111.23 0.06 0 97.95 0.91 47 448.84 67.06 134.44 981.64 1650.89 898.97
1-2.c12693/2/1741 coatomer protein complex, subunit gamma 1 [Xenopus laevis]>gi|38197523|gb|AAH61661.1| MGC68533 protein [Xenopus laevis]148235681 NP_001083575.1 0 6.92 0 0 0 0 7.88 0.53 0.64 3.47 5.45 3.26
1-2.c19626/1/1231 -- -- -- 2.61 0 0 0 0 0 0 0 2.52 4.32 7.17 6.99
1-2.c26228/1/1428 -- -- -- 6.89 9.6 0.55 5.37 0 1.79 12.06 3.44 6.36 65.85 79.74 56.35
2-3.c13458/1/6442.3PREDICTED: dihydrolipoyl dehydrogenase, mitochondrial [Python bivittatus]602630522 XP_007422175.1 13.73 1.71 7.05 24.76 14.3 11.41 3.22 4.66 0 0 0 1.66
2-3.c44152/1/2137 -- -- -- 46.82 35.76 23.13 29.86 32.39 11.64 12.25 11.25 27.03 0 0 8.28
1-2.c23402/1/1550 xaa-Pro dipeptidase [Xenopus (Silurana) tropicalis]>gi|51703732|gb|AAH81293.1| pepd protein [Xenopus (Silurana) tropicalis]56118636 NP_001008094.1 15.64 0 5.83 0.03 0.3 0 0.11 10.11 9.59 40.46 3.84 52.44
1-2.c29487/1/1321 PREDICTED: conserved oligomeric Golgi complex subunit 1 isoform X1 [Xenopus (Silurana) tropicalis]847150844 XP_012822978.1 0 0 0 0 0 0 5.5 0 0 33.16 45.41 0
1-2.c24396/4/1524 MGC52527 protein [Xenopus laevis]28838469 AAH47954.1 0.71 2.92 0.55 2.92 2.06 0.01 13.07 3.02 2.33 56.65 55.8 40.92
1-2.c25396/1/1280 zinc finger protein 207 [Xenopus (Silurana) tropicalis]89269088 CAJ81941.1 0.99 0 0 0 0 0 0 0 0 6.73 8.02 2.06
2-3.c16165/9/2218 PREDICTED: alanine--glyoxylate aminotransferase 2, mitochondrial [Ficedula albicollis]525026364 XP_005060631.1 17.28 6.04 13.65 11.88 11.25 5.25 6.49 11.13 10.57 1.25 1.14 0.65
2-3.c39785/1/2172.1PREDICTED: tRNA-dihydrouridine(16/17) synthase [NAD(P)(+)]-like [Xenopus (Silurana) tropicalis]301615796 XP_002937362.1 0 0 0 0 0 0 1.2 0 0 8.06 10.32 4.49
2-3.c41905/1/2061 zygotic DNA replication licensing factor mcm6 [Xenopus (Silurana) tropicalis]>gi|82237436|sp|Q6P1V8.1|MCM6Z_XENTR RecName: Full=Zygotic DNA replication licensing factor mcm6; AltName: Full=Zygotic minichromosome maintenance protein 6; Short=zMCM6>gi|40674557|gb|AAH64853.1| hypothetical protein MGC75592 [Xenopus (Silurana) tropicalis]45361635 NP_989393.1 2.44 43.95 2.29 1.67 5.3 9.64 0.27 2.44 2.26 0 0 0.4
1-2.c34794/1/6686.2PREDICTED: actin, alpha skeletal muscle [Equus przewalskii]>gi|664748948|ref|XP_008531874.1| PREDICTED: actin, alpha skeletal muscle [Equus przewalskii]664748946 XP_008531873.1 51.45 17.68 69.88 45.95 42.93 41.01 20.29 40.18 29.55 6.48 3.89 4.48
1-2.c51245/1/1838 propionyl CoA carboxylase, beta polypeptide [Xenopus laevis]>gi|62740260|gb|AAH94074.1| MGC68650 protein [Xenopus laevis]147904714 NP_001083656.1 9.07 39.49 25.3 23.18 25.53 51.89 10.2 8.54 19.98 6.71 2.06 3.64
1-2.c6736/1/1366 pre-rRNA-processing protein TSR1 homolog [Xenopus laevis]>gi|82180366|sp|Q5XGY1.1|TSR1_XENLA RecName: Full=Pre-rRNA-processing protein TSR1 homolog [Xenopus laevis]>gi|54038589|gb|AAH84296.1| LOC495115 protein [Xenopus laevis]148230961 NP_001088282.1 2.85 0 0 2.81 1.98 9.75 0 1.65 0 0 0 0
2-3.c62682/152/2205GDP dissociation inhibitor 2 [Xenopus laevis]>gi|50415312|gb|AAH78017.1| Gdi2-prov protein [Xenopus laevis]148234617 NP_001080236.1 1.55 3.06 1.3 1.17 1.2 2.1 3.31 0.59 3.19 0 0 0
1-2.c38269/1/1282 -- -- -- 0 1.5 3.67 0 0 0 10.15 0 2.42 49.72 32.54 0
1-2.c45883/1/1450.1PREDICTED: cathepsin L1-like [Pelodiscus sinensis]558221328 XP_006135955.1 297.79 27.22 57.06 160.42 151.03 28.85 281.09 183.59 207.57 3531.63 2419.31 2480.56
2-3.c10511/10/2259PREDICTED: sodium-independent sulfate anion transporter [Xenopus (Silurana) tropicalis]512873189 XP_002937354.2 0.92 0 0 2.69 3.63 2.57 0 0.8 1.78 0 0 0.32
2-3.c28070/2/2389 MGC82073 protein [Xenopus laevis]>gi|49522922|gb|AAH75169.1| MGC82073 protein [Xenopus laevis]147905808 NP_001086367.1 3.66 2.14 0.62 0.08 0 0 1.18 1.93 1.1 2.73 4.58 4.75



3-6.c3323/2/3013 PREDICTED: myomesin-2 isoform X4 [Xenopus (Silurana) tropicalis]847130012 XP_012818937.1 96.09 92.03 233.85 260.41 206.25 330.94 198.71 177.64 238.05 37.68 14.8 56.08
2-3.c6529/2/2284.1 aytl3 protein [Xenopus (Silurana) tropicalis]58400917 AAH89229.1 0.73 0 3.59 0 0 0 0 0.01 2.52 6.32 1.31 6.47
2-3.c12593/1/2077 DDB1- and CUL4-associated factor 12 [Xenopus (Silurana) tropicalis]>gi|82237556|sp|Q6P809.1|DCA12_XENTR RecName: Full=DDB1- and CUL4-associated factor 12; AltName: Full=WD repeat-containing protein 40A>gi|38174221|gb|AAH61422.1| WD repeat domain 40B [Xenopus (Silurana) tropicalis]45360649 NP_988998.1 0 0 0 0 0 0 2.4 2.71 0 5.06 3.93 1.3
1-2.c14995/7/1720 cyclic AMP-responsive element-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|159155183|gb|AAI54700.1| creb3 protein [Xenopus (Silurana) tropicalis]163915079 NP_001106391.1 0 16.51 10.25 0 0 0.1 14.95 0 10.66 38.3 0 43.45
2-3.c4239/3/2531 Uba1a protein [Xenopus laevis]28958137 AAH47256.1 0 0 0 0 0 0 0 0 0 18.11 12.89 0
2-3.c36966/1/2453 PREDICTED: host cell factor 1, partial [Pseudopodoces humilis]543381231 XP_005533809.1 6.24 3.11 1.72 2.19 1.87 1.18 9.83 3.28 3.25 42.75 57.8 42.58
3-6.c4674/1/3456.2 PREDICTED: F-actin-capping protein subunit alpha-2 [Sarcophilus harrisii]395539262 XP_003771591.1 17.74 0 61.5 34.54 37.65 103.01 36.8 0 0 0 0 10.33
2-3.c45644/1/1887 PREDICTED: glutamate-rich WD repeat-containing protein 1 [Alligator sinensis]557258909 XP_006015146.1 11.47 24.8 3.04 5.96 5.8 14.62 7.88 4.05 7.98 1.22 0.24 0.71
2-3.c36235/1/2359 PREDICTED: unconventional myosin-XVIIIa isoform X1 [Xenopus (Silurana) tropicalis]847102432 XP_012812988.1 20.24 12.62 17.14 9.79 9.54 16.25 6.42 18.95 11.07 4.06 0 0
2-3.c27776/1/2253.1PREDICTED: phosphatidylinositol 3,4,5-trisphosphate-dependent Rac exchanger 2 protein isoform X1 [Xenopus (Silurana) tropicalis]847137764 XP_012820706.1 2.2 6.15 1.48 1.49 1.42 3.4 0.85 1.46 2.48 52.95 52.69 60.45
2-3.c63423/4/2514 signal transducer and activator of transcription 2 [Xenopus (Silurana) tropicalis]>gi|189441686|gb|AAI67467.1| stat2 protein [Xenopus (Silurana) tropicalis]194018632 NP_001123402.1 6.1 0 2.38 5.04 0 5.64 5.47 2.52 7.83 0 0 0
2-3.c63555/4/1963 regulator of G-protein signaling 5 [Xenopus laevis]>gi|50414732|gb|AAH77275.1| Unknown (protein for MGC:80046) [Xenopus laevis]291290887 NP_001167473.1 0 0.77 0.42 0.25 1.23 1.92 1.44 0 1.33 32.11 25.75 37.65
1-2.c5228/1/1459.1 -- -- -- 6.3 7.08 8.23 2.52 7.81 5.32 3.89 4.16 4.88 0 0 0
1-2.c7618/7/1774 voltage dependent calcium channel beta subunit [Rana catesbeiana]11414922 BAB18553.1 52.2 12.89 79.37 61.62 75.31 59.01 44.31 62.55 52.26 9.41 2.75 13.75
1-2.c20852/1/1909.2-- -- -- 0.28 0.38 0.44 3.09 0.32 0 4.73 0.68 1.01 63.2 67.91 34.7
1-2.c50320/1/1555.2-- -- -- 21.97 14.23 0 0 3.97 5.41 43.7 29.07 19.25 308.77 1762.79 813.58
1-2.c25142/1/1760 LOC733292 protein [Xenopus laevis]68534338 AAH98985.1 26.56 7.34 34.29 70.28 33.51 28.7 76.41 47.2 79.71 0 0.05 11.54
1-2.c27666/1/1202 -- -- -- 2.9 0 0 0 0 0 1.06 0.11 1.8 3.3 9.68 4.99
1-2.c4429/2/1350 -- -- -- 7.39 11.52 2.33 3.64 4.17 5.33 12.38 7.28 5.79 101.51 109.57 124.07
2-3.c20773/1/2231.1PREDICTED: myozenin-2 isoform X1 [Xenopus (Silurana) tropicalis]847087249 XP_012816756.1 9.61 15.27 24.54 9.58 9.57 26.36 9.09 12.39 10 0.99 1.06 1.69
2-3.c11649/15/1952cystathionine-beta-synthase [Xenopus laevis]>gi|50418355|gb|AAH77504.1| Cbs-prov protein [Xenopus laevis]148228062 NP_001086820.1 26.74 71.4 24.36 18.94 17.9 39.21 24.17 14.44 14.04 3.35 3.86 2.49
2-3.c10656/7/2118 NADH dehydrogenase subunit 4 [Microhyla ornata]>gi|94315533|gb|ABF14628.1| NADH dehydrogenase subunit 4 [Microhyla ornata]146149047 YP_001165452.1 8.26 0 8.78 7.04 62.34 61.01 0 45.33 6.64 0 0 2.58
3-6.c9920/1/3061.1 -- -- -- 1.35 4.09 0 1.33 0.51 3.74 8.57 0.34 2.83 123.27 47.68 52.33
2-3.c15861/1/11269.2-- -- -- 4.33 43.63 16 22.92 14.1 15.46 3.81 16.25 8.12 1.71 1.73 1.37
1-2.c23369/3/1359 PRPS2 protein, partial [Homo sapiens]34192133 AAH30019.2 6.27 5.08 3.33 1.88 3.77 4.75 1.11 0.99 4.22 0 0 0.17
2-3.c45328/2/1866 PREDICTED: glycogen phosphorylase, muscle form [Latimeria chalumnae]556954754 XP_005988980.1 115.87 6.82 125.49 173.23 153.01 74.43 139.77 175.69 154.54 29.46 12.15 18.03
2-3.c14473/3/2193 oxysterol-binding protein-related protein 11 [Xenopus (Silurana) tropicalis]>gi|62185665|gb|AAH92369.1| osbpl11 protein [Xenopus (Silurana) tropicalis]71895871 NP_001025662.1 0 0 0.33 0 0 0.54 1.82 0 0 25.78 11.87 6.83
2-3.c63287/1/2282 staphylococcal nuclease and tudor domain containing protein 1 [Xenopus laevis]>gi|28175411|gb|AAH45115.1| MGC53332 protein [Xenopus laevis]148234849 NP_001079606.1 0 11.22 5.63 4.87 4.3 13.65 1.07 3.24 2.35 0 0 1.01
1-2.c40055/2/1460 MGC52527 protein [Xenopus laevis]28838469 AAH47954.1 2.66 0.88 0.48 2.59 2.55 1.27 13.51 2.73 3.49 52.79 76.62 51.51
1-2.c40820/1/1427 -- -- -- 11.11 34.56 2.4 16.07 7.46 53.86 42.08 11.22 19.68 522.12 735.1 469.36
1-2.c41879/1/1361 coiled-coil domain-containing protein 93 [Xenopus (Silurana) tropicalis]>gi|82180897|sp|Q640U7.1|CCD93_XENTR RecName: Full=Coiled-coil domain-containing protein 93 [Xenopus (Silurana) tropicalis]>gi|51950103|gb|AAH82492.1| MGC89046 protein [Xenopus (Silurana) tropicalis]56118819 NP_001008173.1 0 0 0 0 0 0 0 0 0 29.03 86.92 10.94
1-2.c27765/1/1343 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 0 94.15 28.75 17.04 0 164.65 0 0 0 0 0
1-2.c21917/3/1901 PREDICTED: uncharacterized protein C6orf132 homolog [Xenopus (Silurana) tropicalis]512834006 XP_004913525.1 41.73 5.49 98.86 42.79 62.39 44.36 31.84 68.34 46.09 7.97 5.02 7.86
1-2.c22438/1/1149 RecName: Full=Collagen alpha-2(I) chain; AltName: Full=Alpha-2 type I collagen; Flags: Precursor>gi|2443342|dbj|BAA22380.1| alpha 2 type I collagen [Rana catesbeiana]18202034 O42350.1 0 0 0 0 0 0 0 0 0 39.83 29.63 0
2-3.c1273/120/2345LOC398314 protein [Xenopus laevis]80477501 AAI08429.1 88.34 51.24 78.32 78.06 79.21 72.18 64.12 70.97 81 9.66 10.55 12.95
1-2.c38760/1/7715.1-- -- -- 0 0 0 0 0 0 0 0.58 0 77.36 127.76 0
2-3.c7135/13/2612 PREDICTED: ATP-dependent 6-phosphofructokinase, muscle type isoform X1 [Xenopus (Silurana) tropicalis]301608355 XP_002933755.1 0 1.01 0 0 0 0 0 0 0 2.88 1.16 2.94
2-3.c12102/7/2352 PREDICTED: apoptosis-inducing factor 1, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]847154756 XP_012823936.1 4.54 8.82 9.75 5.03 4.77 0 0 3.52 0 0 0 0
2-3.c36368/1/2260 PREDICTED: autophagy-related protein 9B [Xenopus (Silurana) tropicalis]>gi|847173776|ref|XP_012809942.1| PREDICTED: autophagy-related protein 9B [Xenopus (Silurana) tropicalis]>gi|847173779|ref|XP_012809943.1| PREDICTED: autophagy-related protein 9B [Xenopus (Silurana) tropicalis]512881983 XP_002943059.2 0 0 0 0 0 0 2.2 6.48 0 4.77 2.88 16.45
2-3.c35137/1/2478.1GDP dissociation inhibitor 2 [Xenopus laevis]>gi|50415312|gb|AAH78017.1| Gdi2-prov protein [Xenopus laevis]148234617 NP_001080236.1 12.43 12.77 17.54 9.79 14.49 26.98 5.64 18.7 10.85 0 0 2.86
1-2.c4958/1/1619 PREDICTED: sarcalumenin isoform X1 [Xenopus (Silurana) tropicalis]847166841 XP_012826700.1 16.71 3.33 27.93 14.9 27.78 34.56 53.28 41.4 32.98 9.36 0 0.34
3-6.c16974/1/2817 topoisomerase (DNA) II alpha 170kDa [Xenopus laevis]>gi|47939759|gb|AAH72193.1| LOC398512 protein [Xenopus laevis]148222806 NP_001082502.1 0.42 25.57 0 0.5 2 2.41 0 0.64 0.64 0 0 0.1
1-2.c17858/1/1133 isocitrate dehydrogenase [NAD] subunit gamma, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60551285|gb|AAH91046.1| isocitrate dehydrogenase 3 (NAD+) gamma [Xenopus (Silurana) tropicalis]71896117 NP_001025597.1 0 0 0 0 0 0 2.1 0.55 0.68 11.05 27.51 4.85
2-3.c11468/6/2492 PREDICTED: probable threonine--tRNA ligase 2, cytoplasmic [Chrysemys picta bellii]530582378 XP_005285035.1 10.57 1.02 10.53 7.41 7.09 35.7 3.66 4.65 3.84 0 0 0.06
2-3.c13072/1/6138.2pyruvate kinase PKM [Xenopus laevis]>gi|2497536|sp|Q92122.1|KPYM_XENLA RecName: Full=Pyruvate kinase PKM; AltName: Full=Cytosolic thyroid hormone-binding protein; Short=CTHBP [Xenopus laevis]>gi|1085221|pir||S51374 pyruvate kinase (EC 2.7.1.40), muscle - clawed frog>gi|433355|gb|AAA63581.1| cytosolic thyroid hormone binding protein/pyruvate kinase type M2 [Xenopus laevis]>gi|51258124|gb|AAH79921.1| PKM2 protein [Xenopus laevis]148225037 NP_001084341.1 0 6.13 0 0 0 0 0 0 18.14 42.22 24.12 0
1-2.c21117/2/1689 obg-like ATPase 1 [Xenopus laevis]>gi|82176404|sp|Q7ZWM6.1|OLA1_XENLA RecName: Full=Obg-like ATPase 1 [Xenopus laevis]>gi|28422245|gb|AAH46937.1| Ola1 protein [Xenopus laevis]148228515 NP_001079680.1 75.02 8.16 118.66 83.11 114.85 200.62 92.36 116.19 99.69 18.69 13.01 23.78
1-2.c22339/1/1441.1PREDICTED: actin-related protein 2/3 complex subunit 1A-like isoform X1 [Lepisosteus oculatus]573898892 XP_006637178.1 0 0 0 0 0 0 0 0 0 166.16 304.82 0
1-2.c11818/4/1447 PREDICTED: putative solute carrier family 22 member 31 isoform X1 [Xenopus (Silurana) tropicalis]512834811 XP_004913636.1 0 0 0 12.03 0 2.48 15.19 0.05 9.21 95.69 172.34 101.47
2-3.c54668/1/2064 PREDICTED: alpha-actinin-3 isoform X1 [Pelodiscus sinensis]558140024 XP_006118310.1 19.04 5.59 36.58 33.74 28.55 31 24.89 25.14 30.98 4.04 3.5 4.95
3-6.c6884/1/3512 PREDICTED: collagen alpha-3(VI) chain isoform X2 [Xenopus (Silurana) tropicalis]847166754 XP_012826675.1 2.24 21.38 6.02 3.79 4.77 24.6 3.25 1.74 3.45 0 0 0
2-3.c43189/1/2239.2-- -- -- 14.6 4.48 7.48 11.02 5.04 2.96 20.09 7.87 8.08 155.17 240.88 163.73
2-3.c29287/1/1937 PREDICTED: vitamin K-dependent gamma-carboxylase [Chrysemys picta bellii]530565501 XP_005279304.1 0.04 15.54 0.04 0 0 0 0 0 12.95 16.66 21.9 0
1-2.c17195/5/1401 PREDICTED: RING finger protein 10 isoform X1 [Xenopus (Silurana) tropicalis]847086255 XP_012814046.1 20.77 4.14 9.6 0 9.62 13.86 4.52 2.25 6.64 0 0 0
1-2.c2683/13/1137 myosin essential light chain fast [Rana pipiens]52699568 AAU86906.1 7501.26 1517.79 13627.67 11838.16 12903.99 11766.81 11045.22 14223.59 9857.66 2038.63 1063.41 2329.9
1-2.c33564/1/4712.3PREDICTED: cellular nucleic acid-binding protein isoform X1 [Balaenoptera acutorostrata scammoni]594662064 XP_007179233.1 11.51 62.98 29.85 0.81 33.29 58.1 0 4.37 0 0 0 0
3-6.c13196/2/4133 PREDICTED: MICOS complex subunit MIC60 isoform X1 [Xenopus (Silurana) tropicalis]512817128 XP_002937322.2 25.17 17.06 32.16 25 27.91 30.01 20.26 24.03 22.84 2.9 2.93 5.67
2-3.c21281/2/2602 -- -- -- 0 0 0.03 0 0 0 18.51 0 0.99 21.34 0 44.29
2-3.c27211/3/2092 PREDICTED: uncharacterized protein LOC780086 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847119043|ref|XP_012816818.1| PREDICTED: uncharacterized protein LOC780086 isoform X1 [Xenopus (Silurana) tropicalis]847119040 XP_012816817.1 0.82 22.99 2.53 0.67 9.57 8.86 0.63 0.82 1.43 0.12 0 0.08



2-3.c43847/1/2165 Dupd1 protein [Xenopus laevis]>gi|124481751|gb|AAI33236.1| Dupd1 protein [Xenopus laevis]68534444 AAH99351.1 0.82 0 2.37 1.54 1.99 2.35 3.73 1.01 1.81 0.05 0 0.04
2-3.c1590/14/2402 protein NipSnap homolog 2 [Xenopus (Silurana) tropicalis]>gi|89269021|emb|CAJ83979.1| glioblastoma amplified sequence [Xenopus (Silurana) tropicalis]>gi|158254007|gb|AAI54055.1| glioblastoma amplified sequence [Xenopus (Silurana) tropicalis]113931288 NP_001039092.1 51.41 46.61 60.68 62.37 57.99 62.46 37.68 34.65 54.47 7.81 4.34 13.16
2-3.c29674/1/2159 -- -- -- 62.55 54.91 117.04 45.12 50.46 156.02 32.29 42.04 49.96 1.35 0.58 5.93
2-3.c15516/1/2393.1PREDICTED: homocysteine-responsive endoplasmic reticulum-resident ubiquitin-like domain member 1 protein isoform X1 [Xenopus (Silurana) tropicalis]847117414 XP_012816242.1 0 2.91 6.45 2.86 1.52 6.19 0 3.68 8.79 0 0 0
2-3.c2003/10/2542 PREDICTED: synaptopodin [Xenopus (Silurana) tropicalis]>gi|512828728|ref|XP_004912829.1| PREDICTED: synaptopodin [Xenopus (Silurana) tropicalis]512828724 XP_002937302.2 11.19 2.71 18 10.25 13.61 12.84 4.58 8.27 16.26 0.45 1.81 2.14
1-2.c39753/1/1273 PREDICTED: cysteine protease ATG4B isoform X1 [Xenopus (Silurana) tropicalis]847163930 XP_012826005.1 0 0 0 1.54 0 0 0 0.04 0 19.48 32.43 13.55
1-2.c25338/1/1542 -- -- -- 19.46 26.79 8.89 18.7 12.01 11.29 78.91 14.06 13.24 292.48 353.48 333.47
3-6.c3048/7/3247 PREDICTED: mothers against decapentaplegic homolog 6-like [Xenopus (Silurana) tropicalis]512884416 XP_004920244.1 0.83 0 0.01 0.41 1.15 1.27 1.48 0 0 0 0 0
2-3.c62069/1/2481 Citrate synthase, mitochondrial [Larimichthys crocea]808865946 KKF16719.1 0 0 0 0 0 0 0 0 6.44 9.47 0 10.21
1-2.c31032/1/1408 PREDICTED: sodium/potassium-transporting ATPase subunit beta-1 [Ornithorhynchus anatinus]620963907 XP_007667207.1 0 0 0 0 0 0 0 0 0 14.99 15.95 0.43
2-3.c13636/1/2339.1PREDICTED: myocyte-specific enhancer factor 2C isoform X7 [Xenopus (Silurana) tropicalis]847084858 XP_012824072.1 4.25 6.79 4.12 4.28 7.29 10.77 5.31 2.36 4.43 1.5 0.37 0.15
2-3.c19105/1/2460 core histone H2A/H2B/H3/H4 [Dictyocaulus viviparus]768197465 KJH53109.1 0 0 0 0 5.21 4.8 0 3.57 4.61 0 0 0
1-2.c13457/3/1595 -- -- -- 110.92 50.8 158.37 193.31 176.71 169.09 232.32 225.97 206.48 35.28 2.18 39.08
2-3.c4345/1/2571 PREDICTED: eukaryotic translation initiation factor 4B isoform X1 [Xenopus (Silurana) tropicalis]847099370 XP_012812217.1 72.41 95.62 46.64 20.28 44.55 44.34 3.84 17.02 47.11 0.79 0 12.7
1-2.c5473/1/2978.1 granulin precursor [Xenopus laevis]>gi|29476824|gb|AAH48224.1| Grn-prov protein [Xenopus laevis]147900546 NP_001080678.1 64.86 20.88 47 39.43 24.09 17.27 35.29 70.83 56.58 683.91 648.12 565.83
1-2.c3872/1/1886 PREDICTED: DTW domain-containing protein 2 isoform X1 [Mus musculus]569004435 XP_006526275.1 5.8 0 3.09 3.02 9.77 5.49 9.93 8.65 3.53 0 0 0
1-2.c44768/2/1734 cystathionine-beta-synthase [Xenopus laevis]>gi|50418355|gb|AAH77504.1| Cbs-prov protein [Xenopus laevis]148228062 NP_001086820.1 12.1 4.2 2.9 4.44 0.76 9.94 6.61 2.83 10.87 0 0 0
1-2.c51604/11/1487PREDICTED: sarcalumenin isoform X3 [Xenopus (Silurana) tropicalis]512868462 XP_002932477.2 134.62 26.04 133.18 204.71 145.41 73.49 131.62 163.51 207.67 23.96 8.51 29.82
1-2.c6092/1/1609 PREDICTED: keratin, type II cytoskeletal cochleal [Gavia stellata]698421871 XP_009813749.1 292.62 282.25 203.82 182.77 564.43 168.63 456.05 285.04 166.33 7.12 3.25 6.44
1-2.c9069/1/1775.1 -- -- -- 0.92 6.26 0.78 1.7 0.87 2.39 0.98 1.75 1.73 90.42 104.14 25.61
3-6.c3475/2/3006.1 PREDICTED: tenascin isoform X4 [Xenopus (Silurana) tropicalis]512858291 XP_004916770.1 0 10.2 5.73 3.05 3.4 6.58 0.09 3.94 1.82 0 0.24 0.75
1-2.c28255/1/1294 inositol hexakisphosphate kinase 2 [Xenopus (Silurana) tropicalis]62859747 NP_001015955.1 8.57 51.77 10.03 25.08 0 0.43 27.78 26.43 26.11 218.88 132.04 251.76
2-3.c10078/1/2189 uncharacterized protein LOC735235 [Xenopus laevis]>gi|83405273|gb|AAI10752.1| MGC130982 protein [Xenopus laevis]148227048 NP_001090155.1 0 0 0.51 0 0 0 0 0 0 3.54 4.54 0.52
2-3.c20561/1/2487.1-- -- -- 4.83 8.32 2.22 6.33 1.45 5.7 24.44 4.29 8.82 136.55 154.3 113.93
2-3.c40059/2/2298 PREDICTED: myosin-7B [Xenopus (Silurana) tropicalis]>gi|847168584|ref|XP_012808097.1| PREDICTED: myosin-7B [Xenopus (Silurana) tropicalis]512871888 XP_002932939.2 0 0 0 0 0 0 0 0 0.72 5.76 16.04 2.81
1-2.c40613/2/1359 PREDICTED: protein PFC0760c-like [Latimeria chalumnae]556961274 XP_005990987.1 111.93 71.11 207.27 130.47 246.16 618.78 165.67 111.74 273.99 8.33 9.07 11.02
2-3.c3209/1/2397.2 -- -- -- 0 0 0 0 0 0 2.68 0 0 75.45 150.61 11.51
2-3.c23132/1/2256 ethanolamine-phosphate phospho-lyase [Xenopus laevis]>gi|82200144|sp|Q6DEB1.1|AT2L1_XENLA RecName: Full=Ethanolamine-phosphate phospho-lyase; AltName: Full=Alanine--glyoxylate aminotransferase 2-like 1 [Xenopus laevis]>gi|50414567|gb|AAH77219.1| MGC79033 protein [Xenopus laevis]147905107 NP_001086637.1 0.22 0 0 0 0.12 0.12 0.62 0 0 2.84 7.51 6.18
1-2.c11925/3/1798 leucine-rich repeat-containing protein 39 [Xenopus (Silurana) tropicalis]>gi|189441933|gb|AAI67387.1| LOC100170481 protein [Xenopus (Silurana) tropicalis]194332463 NP_001123736.1 10.21 10.29 5.85 10.17 6.76 11.17 3.18 2.36 9.21 0.62 1.44 0.72
1-2.c13714/2/1299 uncharacterized protein LOC734688 precursor [Xenopus laevis]>gi|71051878|gb|AAH99312.1| MGC116505 protein [Xenopus laevis]148232024 NP_001089628.1 0 0 0 0 0 0 1 0 1.17 10.63 1.43 20.03
1-2.c3241/1/1389 PREDICTED: integrin alpha-10 [Latimeria chalumnae]556963632 XP_005991730.1 1.28 8.77 0.61 0.98 0 3.33 0.23 0.9 2.01 39.02 27.28 49.72
1-2.c52346/1/1455 PREDICTED: isocitrate dehydrogenase [NADP], mitochondrial isoform X1 [Fundulus heteroclitus]831547357 XP_012726918.1 1.6 0 105.35 165.54 99.95 114.01 187.92 137.82 244.19 16.31 14.48 25.23
1-2.c19337/1/1394 PREDICTED: phosphoglycerate mutase 2 [Fundulus heteroclitus]831541829 XP_012724864.1 13.25 0.89 10.99 15.76 9.3 6.7 9 7.95 17.98 1.41 0 1.33
1-2.c29963/1/1482 epidermal growth factor receptor substrate 15 [Xenopus (Silurana) tropicalis]306922368 NP_001120100.2 0 0 0.19 0.17 0 0 0 0 1.9 7.65 9.91 3.47
1-2.c31198/1/1609 eukaryotic translation initiation factor 2A [Xenopus (Silurana) tropicalis]>gi|171846319|gb|AAI61516.1| LOC100145715 protein [Xenopus (Silurana) tropicalis]187608058 NP_001120561.1 0 0 3.24 0 7.2 7.11 0 0 1.13 0 0 0
1-2.c38882/1/1604 ARP1 actin-related protein 1 homolog A, centractin alpha [Xenopus laevis]>gi|281427344|ref|NP_001163973.1| alpha-centractin [Xenopus (Silurana) tropicalis]>gi|49671160|gb|AAH75201.1| Actr1a-prov protein [Xenopus laevis]>gi|163915671|gb|AAI57699.1| Unknown (protein for MGC:181524) [Xenopus (Silurana) tropicalis]148226057 NP_001086482.1 0 0 0 0 0 0 0 1.84 0 1.99 3.56 6.31
1-2.c42978/1/1527 -- -- -- 4.46 71.67 3.81 3.04 2.74 17.25 7.19 3.78 2.8 128.39 142.94 218.91
2-3.c1492/54/2069 PREDICTED: interferon-related developmental regulator 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|114107745|gb|AAI23032.1| interferon-related developmental regulator 1 [Xenopus (Silurana) tropicalis]847109761 XP_012814447.1 2.72 0.12 0.96 6.47 0 10.28 0.3 4.87 1.05 0 0 0
1-2.c36358/1/1699 Unknown (protein for MGC:80813) [Xenopus laevis]49257408 AAH73381.1 0 25.89 3.5 6.64 5.86 0 0 1.58 1.19 0 0 0
1-2.c30859/2/1704 pyruvate kinase PKM [Xenopus laevis]>gi|2497536|sp|Q92122.1|KPYM_XENLA RecName: Full=Pyruvate kinase PKM; AltName: Full=Cytosolic thyroid hormone-binding protein; Short=CTHBP [Xenopus laevis]>gi|1085221|pir||S51374 pyruvate kinase (EC 2.7.1.40), muscle - clawed frog>gi|433355|gb|AAA63581.1| cytosolic thyroid hormone binding protein/pyruvate kinase type M2 [Xenopus laevis]>gi|51258124|gb|AAH79921.1| PKM2 protein [Xenopus laevis]148225037 NP_001084341.1 0 0 0 0 0 0 0 0 0 15.76 17.15 0
3-6.c13035/2/2987 major vault protein [Xenopus laevis]>gi|82187170|sp|Q6PF69.1|MVP_XENLA RecName: Full=Major vault protein; Short=MVP [Xenopus laevis]>gi|34784593|gb|AAH57708.1| MGC68839 protein [Xenopus laevis]147903423 NP_001079939.1 0 3.35 0 0 0 0 0 0 0 11.64 8.49 0
2-3.c32790/1/2006.1PREDICTED: protein phosphatase 1 regulatory subunit 14C [Xenopus (Silurana) tropicalis]301603827 XP_002931538.1 0.17 2.44 1.42 1.71 1.67 1.14 0.83 0.41 1.78 28.12 35.08 58.75
1-2.c28066/1/1451.1-- -- -- 1.51 12.33 0.32 0.87 0.46 0.62 1.91 0 0.96 23.78 38.66 12.87
3-6.c7494/1/2865.1 PREDICTED: mitogen-activated protein kinase kinase kinase MLT isoform X2 [Xenopus (Silurana) tropicalis]512866147 XP_004917774.1 4.65 1.02 4.55 1.82 6.53 10.2 3.86 4.21 0.5 0 0.06 0.63
1-2.c4442/3/1736.1 PREDICTED: RNA-binding protein 8A [Monodelphis domestica]>gi|395535797|ref|XP_003769907.1| PREDICTED: RNA-binding protein 8A [Sarcophilus harrisii]126313602 XP_001363861.1 23.68 36.76 1.52 10.97 7.64 8.03 0 4 11.69 1.79 0 0
2-3.c11906/1/2335.2-- -- -- 17.96 8.05 25.34 25.36 19.21 50.94 8.01 10.5 6.96 4.49 3.96 2.25
1-2.c2909/4/1339 Xgs protein [Xenopus laevis] 213623564 AAI69913.1 36.87 11.79 3.94 24.98 19.37 0 41.22 25.73 29.02 456.76 321.42 277.74
1-2.c7518/1/1741 -- -- -- 0.49 0 0.7 0 0 0 1.2 0.89 1.87 6.82 1.08 3.64
1-2.c7587/3/1643 dusp1 protein [Xenopus (Silurana) tropicalis]49257734 AAH74564.1 0 0 0 0 0 0 0 0 0 27.07 18.22 0
3-6.c6377/1/2921 H(+)/Cl(-) exchange transporter 5 [Xenopus (Silurana) tropicalis]>gi|847155022|ref|XP_012824018.1| PREDICTED: H(+)/Cl(-) exchange transporter 5 isoform X1 [Xenopus (Silurana) tropicalis]>gi|89268902|emb|CAJ83644.1| chloride channel 5 (nephrolithiasis 2, X-linked, Dent disease) [Xenopus (Silurana) tropicalis]113931518 NP_001039210.1 0.34 0 0 0.35 1.46 1.23 1.2 0.62 0 0 0 0
3-6.c9802/1/3496 PREDICTED: band 4.1-like protein 1 isoform X7 [Xenopus (Silurana) tropicalis]>gi|158254141|gb|AAI54076.1| LOC100127644 protein [Xenopus (Silurana) tropicalis]847168910 XP_012808202.1 11.12 24.79 10.26 5.31 7.46 2.19 1.93 5.07 3.6 0 0.5 1.07
1-2.c20966/1/1472 solute carrier family 3, member 2 [Xenopus laevis]>gi|27769409|gb|AAH42234.1| Slc3a2-prov protein [Xenopus laevis]148229024 NP_001080246.1 0 6.55 5.8 32.46 14.29 1.37 13.28 0 25.6 0 0 0
1-2.c2657/8/1384 uncharacterized protein LOC100036938 [Xenopus laevis]>gi|120538018|gb|AAI29691.1| LOC100036938 protein [Xenopus laevis]148232016 NP_001091177.1 0 0 0 0 0 0 0 0 0 49.88 96.73 0
2-3.c26979/1/1800 solute carrier family 2 (facilitated glucose transporter), member 4 [Xenopus laevis]>gi|49118068|gb|AAH73012.1| MGC82597 protein [Xenopus laevis]>gi|118723356|gb|ABL10365.1| solute carrier family 2, facilitated glucose transporter member 4 [Xenopus laevis]147902370 NP_001085607.1 0 1.5 0 0 0 0 0 0 0 6.32 49.86 16.83
1-2.c33276/1/1492 -- -- -- 6.02 10.88 0 0 0 0 0 0 0 20.47 0.13 16.73
2-3.c3775/4/2100 PREDICTED: myomegalin-like [Chelonia mydas]591373231 XP_007061315.1 2.17 8.25 8.76 0 7.67 13.95 0 2.59 0 0 0 0
3-6.c16971/1/2756 PREDICTED: neuroblast differentiation-associated protein AHNAK [Xenopus (Silurana) tropicalis]847171283 XP_012809043.1 9.29 0 0.34 0.73 0 0 6.46 3.51 0 10.04 7.99 9.55
1-2.c4760/2/1412 PREDICTED: adipocyte enhancer-binding protein 1 [Xenopus (Silurana) tropicalis]847115150 XP_012815564.1 0 0 3.22 0 0 0 3.1 0 0 2.48 6.07 5.63



1-2.c32963/2/1670 PREDICTED: eukaryotic translation initiation factor 4E transporter isoform X3 [Xenopus (Silurana) tropicalis]847089040 XP_012821812.1 0 0 0 0 0 0 0 0 0 2.12 6.86 2.25
1-2.c7952/1/1254.1 larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 1383.21 225.25 311.26 727.83 849.96 147.37 656.89 310.24 219.68 20.51 40.8 23.55
2-3.c27671/1/2376.2signal transducer and activator of transcription 5B [Xenopus laevis]>gi|46249546|gb|AAH68769.1| MGC81286 protein [Xenopus laevis]148232026 NP_001084677.1 17.32 1.65 1.72 3.37 6.93 1.86 11.92 4.09 13.04 127.44 145.18 57.73
1-2.c13589/1/1526 myosin, light chain 1, alkali, partial [Spea bombifrons]>gi|374533794|gb|AEZ53810.1| myosin, light chain 1, alkali, partial [Spea multiplicata]374533792 AEZ53809.1 834.74 385.48 1921.93 1356.84 1516.35 2261.34 1706.92 2023.02 1313.45 299.45 198.13 297.55
2-3.c21143/1/2514.2glyceraldehyde-3-phosphate dehydrogenase [Polypedates maculatus]>gi|358029473|gb|AEU04529.1| glyceraldehyde-3-phosphate dehydrogenase [Polypedates maculatus]300679438 ADK27487.1 0 0 0 0 0 0 0 0 0 1205.25 4121.26 0
1-2.c35656/1/1300 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0 0.41 25.82 10.66 8.48 0 11.09 0 0 0 0 0
2-3.c20801/1/2095 unnamed protein product [Macaca fascicularis]90083332 BAE90748.1 7.77 19.17 7.55 6.91 10.13 12.53 5.38 3.03 7.63 1.65 0.39 1.15
1-2.c38826/1/1418 PREDICTED: lysine-specific demethylase 3B isoform X1 [Anolis carolinensis]637270584 XP_008103206.1 0 0 0 0.21 0 0 1.08 1 0.13 8.28 7.71 5.86
1-2.c49435/1/1592 integral membrane protein GPR137C [Xenopus (Silurana) tropicalis]>gi|166796305|gb|AAI59171.1| LOC100145204 protein [Xenopus (Silurana) tropicalis]187608073 NP_001120165.1 0 0 0 0 0 0 0 0 0 5.86 12.64 1.96
2-3.c28612/1/1899 -- -- -- 1.77 0.74 4.23 10.55 8.43 1.36 5.42 2.84 5.72 0.29 0 0.17
1-2.c36703/1/1476 PREDICTED: guanine nucleotide-binding protein-like 3-like protein [Ornithorhynchus anatinus]620975525 XP_007667880.1 31.48 81.76 22.51 36.02 19.08 18 17.56 13.86 24.27 0 0 8.31
3-6.c16141/1/3594 PREDICTED: zinc finger CCCH domain-containing protein 7B [Xenopus (Silurana) tropicalis]301609401 XP_002934256.1 5.41 2.93 2.77 3.63 5.04 3.71 2.17 2.23 2.44 0 0.41 0.78
1-2.c2670/3/1814.1 -- -- -- 2.57 0.01 0.02 0 0.8 0.05 0.87 1.77 1.01 5.06 26.02 29.69
1-2.c6446/1/5773.1 -- -- -- 2.83 12.43 0 1.48 0.41 4.32 6.15 1.45 1.95 61.18 96.3 30.51
1-2.c25313/1/1741.1PREDICTED: vitamin D3 hydroxylase-associated protein-like isoform X3 [Xenopus (Silurana) tropicalis]847119946 XP_012817046.1 0 0 0 0 0 0 0 1.91 0 28.01 62.55 4.96
1-2.c48959/1/1555.1-- -- -- 2.88 18.33 0.73 6.32 3.7 1.83 17.96 11.65 0.69 41.88 150.51 173.98
2-3.c29689/1/1899 Keratin, type II cytoskeletal cochleal, partial [Opisthocomus hoazin]677541627 KFR03099.1 0 0 0 0 0 0 0 0 0 14.57 19.91 0
2-3.c59469/1/2000.1ORF2 [Acanthochelys spixii] 6576738 BAA88337.1 0.57 1.9 0.21 1.65 0.6 0.4 6.63 0 0.86 33.36 35.89 36.48
2-3.c59506/1/5587.1PREDICTED: H/ACA ribonucleoprotein complex subunit 4 [Pseudopodoces humilis]543368307 XP_005527492.1 11.51 86.08 5.95 20.82 7.71 18.42 8.5 8.44 6.06 0.61 0.27 4.54
3-6.c1659/30/3423 PREDICTED: PDZ and LIM domain protein 5 isoform X11 [Xenopus (Silurana) tropicalis]847087387 XP_012817149.1 2.59 1.39 7.54 17.42 11.38 11.23 8.74 4.8 10.22 1.95 0.88 2.57
3-6.c7761/2/3419 PREDICTED: importin-5 isoform X1 [Xenopus (Silurana) tropicalis]847100607 XP_012812633.1 5.76 8.64 6.33 4.22 5.26 6.75 3.91 4.15 4.01 0.44 0.62 0.74
3-6.c18515/1/2956 PREDICTED: myomesin-1 [Xenopus (Silurana) tropicalis]512850290 XP_002938953.2 3.5 1.68 16.37 10.12 13.69 17.68 10.73 9.06 9.57 1.11 0.15 3.71
1-2.c19906/3/1557 PREDICTED: aldehyde oxidase 1 [Xenopus (Silurana) tropicalis]847167054 XP_002937767.3 5.44 9.34 5.93 8.68 11.87 11.58 23.65 14.88 15.61 134.39 202.4 352.56
1-2.c27892/1/5516.1LOC398627 protein [Xenopus laevis]83318199 AAI08446.1 2.14 0 0 0 0 0 0 0.99 0.89 47 49.92 0
1-2.c30708/4/1460 PREDICTED: splicing factor U2AF 65 kDa subunit [Anolis carolinensis]637335070 XP_008115375.1 0 0 0 10.01 13.42 23.86 2.16 4.34 18.49 3.19 1.77 0.64
1-2.c33601/1/10937.4translation elongation factor 1 gamma subunit [Rana sylvatica]11228569 AAG33072.1 0 201.15 148.89 89.79 50.03 0 0 0 46.88 0 0 0
1-2.c8392/7/1247 LIM domain-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|38382920|gb|AAH62490.1| hypothetical protein MGC75668 [Xenopus (Silurana) tropicalis]45360839 NP_989095.1 34.05 10.73 112.35 71.97 105.32 98.87 63.39 54.12 80.93 12.1 2.33 24.41
2-3.c11906/1/2335.1-- -- -- 0.65 0 3.72 0.69 2.07 4.82 1.08 0.43 0 0 0 0
2-3.c30253/1/2123 alternative protein ATP1B1 [Homo sapiens]440575751 CCO13684.1 0 0 0.27 0 0.53 0 0.9 1.99 0 3.99 13.79 8.48
2-3.c30837/1/2282 -- -- -- 3.47 6.2 4.65 4.39 2.88 3.82 0.62 2.26 6.87 0 0.25 0.49
2-3.c39921/1/2459 PREDICTED: cytoplasmic dynein 1 light intermediate chain 2 [Chrysemys picta bellii]530648788 XP_005310934.1 0 0 0 0 0 0 0 0 0.2 8.89 9.62 0
2-3.c54323/1/2232 PREDICTED: protein phosphatase 1B isoform X3 [Chelonia mydas]591348122 XP_007052728.1 0 0 0 0 0 0 0 2 0 1.23 4.63 2.14
3-6.c16034/1/3528 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 0 4.1 9.64 0 5.54 3.93 0 0 2.29 0 0 0
2-3.c19233/1/2458.1PREDICTED: keratin-associated protein 5-2-like isoform X1 [Homo sapiens]>gi|767897551|ref|XP_011507013.1| PREDICTED: keratin-associated protein 5-2-like isoform X1 [Homo sapiens]>gi|767897553|ref|XP_011507014.1| PREDICTED: keratin-associated protein 5-2-like isoform X1 [Homo sapiens]767897549 XP_011507012.1 2.29 2.51 4.77 7.62 3.29 3.75 4.47 2.68 6.4 133.08 230.66 79.31
2-3.c1622/29/2043 PREDICTED: beta-taxilin [Felis catus]>gi|586987554|ref|XP_006932116.1| PREDICTED: beta-taxilin [Felis catus]410960156 XP_003986660.1 0.48 4.91 23.46 32.63 45.55 18.93 0 28.93 0 0 0.44 12.32
1-2.c2790/3/1646 caveolin 3, gene 2 [Xenopus (Silurana) tropicalis]>gi|134026100|gb|AAI35828.1| LOC100124941 protein [Xenopus (Silurana) tropicalis]156717622 NP_001096351.1 29.74 20.86 51.08 19.6 28.51 46.99 22.2 33.39 44.13 3.09 4.63 5.34
1-2.c5980/1/1544 -- -- -- 3.65 1.51 0 2.63 0 0.54 7.86 3.41 9.05 28.46 30.99 32.58
1-2.c15012/1/1365 -- -- -- 0 0 0 0 0 0 0 0 0 17.75 19.16 0
2-3.c60612/1/2582.2-- -- -- 20.8 7.77 0 3.54 0 3.27 13.68 0 0 75.42 86.07 31.94
2-3.c1591/42/1902 ATP synthase subunit alpha, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60552664|gb|AAH91067.1| atp5a1 protein [Xenopus (Silurana) tropicalis]71896075 NP_001025610.1 1219.55 445.17 849.6 785.41 889.62 482.82 470.07 702.59 657 105.87 96.66 151.86
1-2.c18400/1/1340 heterogeneous nuclear ribonucleoprotein L [Xenopus (Silurana) tropicalis]>gi|140832702|gb|AAI35425.1| hnrpl protein [Xenopus (Silurana) tropicalis]154147563 NP_001093751.1 0 0 0 2.42 0 0 14.29 0 4.15 38.86 45.14 11.81
1-2.c29585/1/14478.2PREDICTED: elongation factor 1-alpha 1 [Opisthocomus hoazin]700374727 XP_009938302.1 0.79 9.6 4.04 6.74 4.07 3.18 4.05 4 3.83 0 0 0
1-2.c3892/1/1437 PREDICTED: suppressor of cytokine signaling 4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|115312917|gb|AAI23972.1| suppressor of cytokine signaling 4 [Xenopus (Silurana) tropicalis]847154706 XP_012823918.1 0 0 0 0 0 0 0 0 1.34 16.78 18.92 0
2-3.c36070/1/2036 -- -- -- 16.66 5.06 45.25 17.42 21.44 35.72 19.21 19.28 23.01 3.94 2.5 3.87
1-2.c5430/5/1442 -- -- -- 2.55 0 0 0 0 9.2 17.95 4.95 0 64.44 105.88 38.72
1-2.c32954/1/1318 cathepsin B precursor [Xenopus (Silurana) tropicalis]>gi|847133081|ref|XP_012819473.1| PREDICTED: cathepsin B isoform X1 [Xenopus (Silurana) tropicalis]>gi|847133085|ref|XP_012819474.1| PREDICTED: cathepsin B isoform X1 [Xenopus (Silurana) tropicalis]>gi|38969948|gb|AAH63365.1| hypothetical protein MGC75969 [Xenopus (Silurana) tropicalis]45361295 NP_989225.1 142.31 74.74 24.28 68.98 0 23.84 104.71 69.31 88.84 813.95 515.71 626.48
3-6.c15662/1/2682 PREDICTED: fermitin family homolog 2 isoform X2 [Xenopus (Silurana) tropicalis]512861543 XP_004917211.1 14.38 15.49 17.54 12.15 9.79 9.9 6.42 8.08 9.32 0.82 1.27 1.96
2-3.c5225/2/1911 dermatopontin precursor [Xenopus (Silurana) tropicalis]>gi|60551731|gb|AAH91048.1| MGC108277 protein [Xenopus (Silurana) tropicalis]71896109 NP_001025599.1 12.35 22.47 27.24 19.25 18.75 34.27 15.5 7.81 18.16 5.99 0.48 3.2
1-2.c25758/1/1561 PREDICTED: septin 10 isoform X1 [Xenopus (Silurana) tropicalis]847099625 XP_012812300.1 5.52 16.33 4.54 0 0.01 0 6.97 0 2.99 12.19 0 14.08
2-3.c34429/1/1925 PREDICTED: collagen alpha-1(XI) chain isoform X4 [Chelonia mydas]591360730 XP_007055283.1 0.34 0 8.87 5.4 3.54 10.19 1.81 5.46 9.78 1.72 0 0
1-2.c11013/1/1407 proteasome activator complex subunit 3 [Xenopus (Silurana) tropicalis]>gi|134023961|gb|AAI35874.1| psme3 protein [Xenopus (Silurana) tropicalis]156717318 NP_001096200.1 3.33 24.97 4.34 3.85 4.3 9.61 5.66 3.19 0 0.41 0 0.55
1-2.c16950/1/1772 aldehyde dehydrogenase family 16 member A1 [Xenopus (Silurana) tropicalis]>gi|89268096|emb|CAJ82492.1| aldehyde dehydrogenase 16 family, member A1 [Xenopus (Silurana) tropicalis]113931284 NP_001039089.1 3.67 6.71 3.29 4.3 5.68 2.29 0 1.99 2.12 0.76 0 0
2-3.c12028/1/2198 -- -- -- 4.15 17.09 10.99 7.83 9.27 22.95 8.78 5.37 7.13 0 0.48 3.28
2-3.c43339/1/2437.1PREDICTED: ras-related protein Rab-14 isoform X2 [Colobus angolensis palliatus]>gi|820997163|ref|XP_012364439.1| PREDICTED: ras-related protein Rab-14 isoform X2 [Nomascus leucogenys]795342433 XP_011782787.1 0 2.14 0 1.86 0 2.66 0 0 12.51 24.53 32.64 52
3-6.c2301/16/2888 PREDICTED: probable threonine--tRNA ligase 2, cytoplasmic [Chelonia mydas]591363151 XP_007056480.1 2.62 2.23 4.54 0.89 2.22 1.64 0.3 1.65 0.4 0.14 0 0
1-2.c35504/3/1329 hedgehog acyltransferase-like [Xenopus laevis]>gi|27694798|gb|AAH43836.1| MGC53261 protein [Xenopus laevis]147901798 NP_001079492.1 0 3.28 0 0 0 0 0.03 5.8 0 18.89 23.33 0
1-2.c49784/1/1608 PREDICTED: heterogeneous nuclear ribonucleoprotein H3 isoform X2 [Xenopus (Silurana) tropicalis]847142386 XP_012821568.1 5.82 0 0 0 0 0 0 0 1.79 14.11 16.11 0
2-3.c1679/15/2396 heat shock 70 kDa protein 14 [Xenopus (Silurana) tropicalis]>gi|82194945|sp|Q5FVX7.1|HSP7E_XENTR RecName: Full=Heat shock 70 kDa protein 14 [Xenopus (Silurana) tropicalis]>gi|58477702|gb|AAH89721.1| MGC108347 protein [Xenopus (Silurana) tropicalis]62751575 NP_001015780.1 0 17.05 1.19 0 4 4.9 1.55 0.91 1.76 0 0 0



2-3.c15478/1/2388.1sarcoplasmic/endoplasmic reticulum Ca2+-ATPase, partial [Protopterus annectens]383511148 AFH40438.1 7155.65 806.19 6426.29 7773.4 9682.35 5223.48 4200.18 7215.24 5571.86 820.94 486.97 2257.59
1-2.c31640/2/1222 PREDICTED: glucose-6-phosphate isomerase, partial [Pterocles gutturalis]704456039 XP_010086512.1 0 0 0 0 0 23.83 118.47 33.22 0 245.44 291.51 85.67
2-3.c19330/1/2401 -- -- -- 5.58 3.03 7.92 4.59 4.8 13.15 6.24 1.63 0.59 0.75 0.79 0.52
1-2.c16396/4/1445 Short-chain specific acyl-CoA dehydrogenase, mitochondrial precursor [Rana catesbeiana]226372490 ACO51870.1 11.52 5.94 9.83 6.49 7.46 6.25 2.96 10.56 5.86 1.58 0 0
2-3.c2672/3/2208 PREDICTED: collagen alpha-6(IV) chain isoform X3 [Xenopus (Silurana) tropicalis]847156838 XP_012824449.1 2.98 22.5 3.73 1.58 0.2 2.55 1.62 1.22 3.18 0 0 0
1-2.c45689/1/1233 PREDICTED: heterogeneous nuclear ribonucleoprotein H, partial [Buceros rhinoceros silvestris]704176135 XP_010133624.1 0 60.74 3.64 0 10.37 16.9 0 1.69 0 0 0 0
2-3.c23478/1/5379 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 1843.97 280.28 3093.72 2285.41 2991.73 2565.74 1682.38 2494.75 2381.07 398.04 155.52 684.71
2-3.c47840/1/2313.1beta-hexosaminidase subunit beta isoform 1 precursor [Xenopus (Silurana) tropicalis]>gi|171847009|gb|AAI61740.1| LOC100145770 protein [Xenopus (Silurana) tropicalis]187607505 NP_001120609.1 1.21 1.18 0.88 1.13 0.58 0.3 3.25 1.5 1.82 28.2 24.94 24.76
1-2.c4663/1/1466 heavy chain 6 cardiac muscle alpha, partial [Eleutherodactylus coqui]388242704 AFK15622.1 0.99 6.96 1.56 3.92 0.24 3.56 1.8 0 2.57 0 0 0
1-2.c27092/95/1390uncharacterized protein LOC394843 [Xenopus (Silurana) tropicalis]>gi|38969870|gb|AAH63367.1| hypothetical protein MGC75973 [Xenopus (Silurana) tropicalis]45361313 NP_989234.1 224.88 79.76 218.56 156.09 143.8 40.89 55.82 99.16 140.46 6.13 4.6 21.23
2-3.c4491/1/2343 RecName: Full=Low density lipoprotein receptor adapter protein 1-B; AltName: Full=Autosomal recessive hypercholesterolemia protein homolog beta; Short=ARH beta; Short=xARH beta [Xenopus laevis]>gi|37962715|gb|AAR05663.1| autosomal recessive hypercholesterolemia beta [Xenopus laevis]73921717 Q67FQ3.1 0 0.47 0 0 0 0 0 0.55 0 3.47 0.46 3.39
2-3.c8421/2/2274 PREDICTED: regenerating islet-derived protein 4-like [Xenopus (Silurana) tropicalis]>gi|512852993|ref|XP_004916045.1| PREDICTED: regenerating islet-derived protein 4-like [Xenopus (Silurana) tropicalis]301610175 XP_002934629.1 6.47 0.12 5.85 14.17 7.02 10.38 5.6 4.38 0.12 0 0.09 3.26
1-2.c22994/1/1268 zinc finger protein 9 (a cellular retroviral nucleic acid binding protein) [Xenopus (Silurana) tropicalis]>gi|115292111|gb|AAI22021.1| cnbp protein [Xenopus (Silurana) tropicalis]89269563 CAJ82604.1 0 0 0 0 0 0 0 0 0 7.98 3.11 4.17
1-2.c6130/1/1349 PREDICTED: glycogen phosphorylase, muscle form [Xenopus (Silurana) tropicalis]512834332 XP_002935410.2 6.82 3.18 77.55 21.51 42.06 16.88 39.32 31.18 39.32 9.38 1.04 0
2-3.c46091/1/2509.1PREDICTED: blood vessel epicardial substance isoform X1 [Xenopus (Silurana) tropicalis]847126715 XP_012818148.1 14.94 17.53 18.79 16.76 10.08 30.56 9.51 8.58 11.67 1.91 2.07 3.21
1-2.c12033/3/1528 PREDICTED: dihydrolipoyl dehydrogenase, mitochondrial [Python bivittatus]602630522 XP_007422175.1 41.28 12.39 24.87 23.32 19.2 29.17 19.42 15.32 17.71 2.13 5.92 2.28
2-3.c44694/61/2377Keratin, type II cytoskeletal cochleal, partial [Charadrius vociferus]697450143 KGL89199.1 132.35 156.62 82.79 83.74 304.91 82.9 175.84 141.55 83.88 1.34 1.5 1.96
1-2.c2952/17/1571 PDZ and LIM domain 7 (enigma) [Xenopus laevis]>gi|32450610|gb|AAH54240.1| Enigma-prov protein [Xenopus laevis]148223185 NP_001080734.1 6.79 12.2 34.9 18.43 22.71 37.25 30.08 30.51 21.49 3.68 2.14 4.59
3-6.c15928/1/2713 PREDICTED: amyloid beta A4 protein isoform X3 [Xenopus (Silurana) tropicalis]847099265 XP_012812177.1 0 9.5 6.54 0.01 4.64 3.76 0 0 2.15 0 0 0
1-2.c41590/1/1590 PREDICTED: protein PFC0760c-like [Latimeria chalumnae]556961274 XP_005990987.1 1.96 0.44 5.77 2.33 4.15 9.91 2.49 1.68 2.97 0 0.18 0.46
2-3.c21891/1/2417 -- -- -- 1.32 7.58 1.84 1.33 2.76 3.7 1.11 0.88 0.29 0 0 0.34
1-2.c39875/1/1400 PREDICTED: nuclear transcription factor Y subunit alpha isoform X5 [Xenopus (Silurana) tropicalis]847086080 XP_012813525.1 0 0 0.9 0 0 0 0 0.79 0 5.14 6.18 2.45
1-2.c50556/2/1401 PREDICTED: histone acetyltransferase type B catalytic subunit isoform X2 [Xenopus (Silurana) tropicalis]847162472 XP_012825525.1 0.23 12.45 0 0.72 0 0.08 2.42 3.6 6.83 15.93 13.78 8.42
3-6.c3547/3/3060 PREDICTED: CCAAT/enhancer-binding protein zeta isoform X1 [Xenopus (Silurana) tropicalis]847126903 XP_012818209.1 1.09 1.82 0.67 0.87 2.84 4.8 2.28 0 0.03 0.11 0 0.28
1-2.c50400/1/1690 -- -- -- 0.64 3.62 0.28 1.15 0.47 0.93 3.27 0.84 1.07 17.46 15.57 37.45
3-6.c8716/3/3260 PREDICTED: cell division cycle-associated protein 7 isoform X1 [Chrysemys picta bellii]641789631 XP_005300469.2 0.44 12.21 1.67 1.03 1.64 4.97 0 0.41 0.78 0 0 0.08
1-2.c21007/1/1751 -- -- -- 11.64 4.58 0 6.66 0.39 3.27 20.73 14.24 12.07 70.57 77.19 81.74
1-2.c19922/1/1341 -- -- -- 1.55 1.94 0 0.39 0 0.74 0 0.26 2.83 16.54 17.46 11.69
1-2.c22401/1/1500 cortexin-3 [Xenopus (Silurana) tropicalis]351542156 NP_001165159.2 5.54 10.11 10.52 4.17 6.67 10.09 6.74 4.4 6.44 0.27 0.31 0.22
1-2.c7064/4/1773.1 PREDICTED: monoamine oxidase A isoform X1 [Xenopus (Silurana) tropicalis]847098632 XP_012811952.1 2.18 0.91 1.77 1.73 1.57 2.82 2.17 3.78 1.98 33.54 49.9 72.73
2-3.c27334/1/2262 -- -- -- 1.38 15.02 1.86 2.21 1.36 6.49 5.1 0.65 3.08 57.51 86.64 69.47
2-3.c62865/3/2333 PREDICTED: zinc finger and BTB domain-containing protein 9 [Xenopus (Silurana) tropicalis]>gi|512860428|ref|XP_004917073.1| PREDICTED: zinc finger and BTB domain-containing protein 9 [Xenopus (Silurana) tropicalis]>gi|512860432|ref|XP_004917074.1| PREDICTED: zinc finger and BTB domain-containing protein 9 [Xenopus (Silurana) tropicalis]>gi|512860436|ref|XP_004917075.1| PREDICTED: zinc finger and BTB domain-containing protein 9 [Xenopus (Silurana) tropicalis]>gi|847159714|ref|XP_012824946.1| PREDICTED: zinc finger and BTB domain-containing protein 9 [Xenopus (Silurana) tropicalis]301618660 XP_002938719.1 2.66 7.87 3.33 2.92 5.57 4.42 0.01 2.56 2.52 0 0 0.87
1-2.c35572/1/9289.1novel aldo-keto reductase family 1 c (akr1c) protein [Xenopus (Silurana) tropicalis]>gi|89272462|emb|CAJ83089.1| novel aldo-keto reductase family 1 c (akr1c) protein [Xenopus (Silurana) tropicalis]>gi|157423623|gb|AAI53677.1| novel aldo-keto reductase family 1 c (akr1c) protein [Xenopus (Silurana) tropicalis]113931624 NP_001039264.1 0 0 0 0 0 0 0 0 0 7.79 11.17 5.01
2-3.c32721/1/10210.1-- -- -- 9.55 24.81 12.17 8.66 11.7 16.63 2.38 5.45 17.82 1.04 0.61 1.37
1-2.c49578/1/1822 RNA-binding protein VgRBP71 [Xenopus laevis]>gi|25992561|gb|AAN77160.1| RNA-binding protein VgRBP71 [Xenopus laevis]>gi|213625145|gb|AAI69923.1| RNA-binding protein VgRBP71 [Xenopus laevis]147902659 NP_001083916.1 0 1.47 0 0 0 1.8 3.69 0 5.05 19.62 23.4 9.24
1-2.c6867/1/1642 PREDICTED: choline/ethanolaminephosphotransferase 1 isoform X4 [Myotis lucifugus]558142258 XP_006092611.1 0 0.08 0.97 0 0 0 0.83 0 0 1.97 6.14 3.06
2-3.c47700/1/2052.2-- -- -- 0 0 0 0 3.06 0.72 0 0 5.4 60.06 69.32 29.53
1-2.c29177/1/1201 PREDICTED: myomesin-2 isoform X4 [Xenopus (Silurana) tropicalis]847130012 XP_012818937.1 70.79 89.25 155.59 251.89 138.96 222.23 143.54 127.63 174.31 42.58 12.05 41.88
2-3.c60646/1/2634 PREDICTED: fermitin family homolog 2 isoform X2 [Xenopus (Silurana) tropicalis]512861543 XP_004917211.1 2.13 3.62 7.28 2.07 2.88 3.06 1.94 1.98 2.01 0.13 0.09 0.26
1-2.c8211/2/1309 phosphatidylinositol transfer protein, beta [Xenopus laevis]>gi|33417146|gb|AAH56087.1| Pitpn-prov protein [Xenopus laevis]147903972 NP_001080274.1 0 0 0 0 0 0 0 0 0 17.83 16.14 0
2-3.c39049/1/1894 -- -- -- 0 0 0 0 0 0 0 0 0 3.81 4.79 0.59
1-2.c36260/1/1373 glutaryl-CoA dehydrogenase [Xenopus laevis]>gi|50603795|gb|AAH77194.1| Gcdh-prov protein [Xenopus laevis]148225687 NP_001086623.1 0 0 0 0 0 0 0 0 0 15.03 15.18 0
1-2.c21881/45/1546PREDICTED: tartrate-resistant acid phosphatase type 5 isoform X1 [Xenopus (Silurana) tropicalis]847170157 XP_012808610.1 1.94 0.71 0.27 0.82 0 0 0.5 0.31 0.75 7.96 16.68 13.22
1-2.c4313/1/1288 heterogeneous nuclear ribonucleoprotein R [Xenopus (Silurana) tropicalis]89272515 CAJ81560.1 2.68 39.16 6.85 4.19 5.12 14.01 2.5 3.05 3.18 0.53 0.18 0.6
1-2.c46751/1/5313.1PREDICTED: ATP synthase subunit beta, mitochondrial [Ursus maritimus]670982575 XP_008681899.1 0 0 0 0 0 0 0 0 0 129.82 311.75 0
3-6.c14511/1/4710 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 0.94 23.92 5.56 3.21 6.01 15.14 1.72 1.68 3.75 0.27 0 0.46
2-3.c19308/1/2127 PREDICTED: sodium-independent sulfate anion transporter [Xenopus (Silurana) tropicalis]512873189 XP_002937354.2 1.67 0 0.16 0.44 0 0 1.12 3.31 1.94 7.38 5.12 9.7
2-3.c36455/2/2037 PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries]>gi|803208635|ref|XP_011964823.1| PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries musimon]803125841 XP_004013127.2 11.66 1.92 12.92 17.92 27.46 10.57 17.97 12.61 11.11 2.92 0 4.69
2-3.c8521/4/2228 ubiquilin-1 [Xenopus (Silurana) tropicalis]>gi|38648937|gb|AAH63190.1| ubiquilin 2 [Xenopus (Silurana) tropicalis]45361287 NP_989221.1 5.82 0 0.71 3.12 3.11 3.37 0.21 0.24 0 0 0.7 0
2-3.c26945/1/2424.1uncharacterized protein LOC779331 [Xenopus laevis]>gi|114107973|gb|AAI23377.1| MGC154907 protein [Xenopus laevis]147898849 NP_001090419.1 0.35 2.67 1.23 2.79 1.46 1.91 0 0.53 0.62 0 0 0
2-3.c12572/3/2352 PREDICTED: baculoviral IAP repeat-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847099215|ref|XP_012812156.1| PREDICTED: baculoviral IAP repeat-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]847099212 XP_012812155.1 19.02 7.43 7.2 7.45 0 0 14.74 8.45 22.13 39.02 54.46 74.02
1-2.c16946/1/1389 adenylosuccinate lyase [Xenopus laevis]>gi|27695242|gb|AAH44021.1| Adsl-prov protein [Xenopus laevis]148226240 NP_001080593.1 0 0 0 0 0 0 0 0 0 5.16 11.45 1.95
1-2.c43683/1/1584 PREDICTED: cold shock domain-containing protein E1 isoform X4 [Xenopus (Silurana) tropicalis]847087986 XP_012819259.1 0 0 0 0 0 0 0 0 0 14.41 12.41 0
2-3.c3663/2/2238 ppp1r3a protein [Xenopus (Silurana) tropicalis]117558559 AAI27365.1 4.44 0.36 4.15 5.49 3.63 2.05 2.58 0 3.4 0.58 0.35 0
3-6.c4883/1/3272 PREDICTED: glucocorticoid receptor isoform X1 [Xenopus (Silurana) tropicalis]>gi|847109996|ref|XP_012814528.1| PREDICTED: glucocorticoid receptor isoform X1 [Xenopus (Silurana) tropicalis]847109993 XP_012814527.1 0.7 0 1.58 2.27 2.35 0 0 0 0 0 0 0
1-2.c40711/1/1869 Calnexin, partial [Anas platyrhynchos]483507247 EOA97896.1 0 0 0 0 0 0 6.39 0 0 15.34 7.55 1.16
2-3.c11984/1/1932 ppp1r3a protein [Xenopus (Silurana) tropicalis]117558559 AAI27365.1 8.88 2.39 7.04 10.24 9.98 6.35 3.53 0.13 9.04 0.09 2.99 0.39
3-6.c2265/17/3059 PREDICTED: large subunit GTPase 1 homolog [Octodon degus]507699078 XP_004644051.1 3.16 5.63 1.24 2.09 2.68 6.22 1.6 2.38 1.35 0 0.4 0.55



1-2.c23358/1/1262 cordon-bleu WH2 repeat protein [Xenopus laevis]>gi|28302289|gb|AAH46666.1| MGC52972 protein [Xenopus laevis]148230755 NP_001079646.1 22.68 18.04 6.59 0 8 12.06 0.13 0.71 0 0 0 0
2-3.c53737/1/2587 PREDICTED: protein FAM214A isoform X1 [Xenopus (Silurana) tropicalis]847109632 XP_012814407.1 2.02 0 2.97 1.89 3.89 0.38 0 0.75 0 0 0 0
1-2.c16419/12/1901PREDICTED: solute carrier family 41 member 3 [Taeniopygia guttata]823467263 XP_012427933.1 44.77 57.39 77.72 34.94 54.22 139.83 45.54 44.61 54.93 5.21 2.35 3.77
2-3.c54865/2/2324 PREDICTED: glycogen debranching enzyme isoform X2 [Xenopus (Silurana) tropicalis]847125952 XP_012817928.1 47.94 4.42 61.88 95.49 74.36 22.23 35.74 50.65 89.66 3.4 2.94 8.91
1-2.c10716/6/1445 -- -- -- 25.34 0.48 21.16 44.2 22.46 13.33 25.08 26.96 0 0 0 4.85
3-6.c2694/10/3348 AP-1 complex subunit beta-1 [Xenopus (Silurana) tropicalis]>gi|847085643|ref|XP_012812210.1| PREDICTED: AP-1 complex subunit beta-1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847085646|ref|XP_012812211.1| PREDICTED: AP-1 complex subunit beta-1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|183986160|gb|AAI66197.1| LOC100158536 protein [Xenopus (Silurana) tropicalis]189230240 NP_001121444.1 0.05 0.13 1.19 0 2.35 2.48 1.75 0 0 0 0 0
1-2.c27498/1/1550 protein kinase C substrate 80K-H precursor [Xenopus laevis]>gi|50603697|gb|AAH78024.1| Prkcsh-prov protein [Xenopus laevis]147900167 NP_001087124.1 0 0 0.31 0 0 0 7.74 0 0.89 4.82 3.94 2.94
2-3.c30396/1/2157 phytanoyl-CoA hydroxylase-interacting protein-like [Xenopus (Silurana) tropicalis]>gi|123911967|sp|Q0V9U8.1|PHIPL_XENTR RecName: Full=Phytanoyl-CoA hydroxylase-interacting protein-like>gi|111305627|gb|AAI21390.1| phytanoyl-CoA hydroxylase interacting protein-like [Xenopus (Silurana) tropicalis]118403656 NP_001072321.1 1.58 1.21 0.23 1.16 0.45 0.93 0.95 0.16 2.36 17.74 11.3 34.67
1-2.c30483/1/7284.2PREDICTED: beclin 1-associated autophagy-related key regulator [Xenopus (Silurana) tropicalis]512862076 XP_002933771.2 20.97 2.4 0.45 6.19 7.46 0 0 0 0 0 0 0
1-2.c25880/1/1518 PREDICTED: rho GTPase-activating protein 18 [Melopsittacus undulatus]527274234 XP_005154872.1 0 0 0 0.35 3.42 2.34 0 0 2.81 0 0 0
1-2.c30367/2/1758 PREDICTED: RNA-binding protein 5 isoform X2 [Xenopus (Silurana) tropicalis]847135541 XP_012820245.1 0 24.17 0 0 0 0 0 0 0 14.28 20.74 0
2-3.c37792/1/2598 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 16.79 0 47.23 19.92 54.86 0 25.03 61.16 25.08 0 0 0
2-3.c29193/1/2252 PREDICTED: probable ATP-dependent RNA helicase DDX17-like isoform X1 [Oreochromis niloticus]348511436 XP_003443250.1 14.28 35.83 14.69 11.41 9.48 11.92 6.93 10.91 2.82 1.84 0 2.15
1-2.c36045/1/5902.1.1PDZ and LIM domain 7 (enigma) [Xenopus laevis]>gi|32450610|gb|AAH54240.1| Enigma-prov protein [Xenopus laevis]148223185 NP_001080734.1 227.38 119.99 617.92 322.27 462.86 403.83 417.77 412.17 277.16 48.38 27.89 112.77
1-2.c15798/1/1397 WD repeat domain 13 [Xenopus (Silurana) tropicalis]>gi|51703848|gb|AAH80936.1| wdr13 protein [Xenopus (Silurana) tropicalis]56118773 NP_001008050.1 0 0 0 0 0 0 0 0 3.17 7.5 16.53 2.24
2-3.c29386/1/2237 forkhead box protein J2 [Xenopus (Silurana) tropicalis]>gi|118574793|sp|Q28EM1.1|FOXJ2_XENTR RecName: Full=Forkhead box protein J2; AltName: Full=XtFoxJ2; Short=FoxJ2 [Xenopus (Silurana) tropicalis]>gi|89271350|emb|CAJ83450.1| forkhead box J2 [Xenopus (Silurana) tropicalis]349501020 NP_001005675.2 0 0 0 0 0 0 0 0 0 0.63 3.54 3.49
1-2.c32762/1/1251 PREDICTED: cyclin-L1 isoform X5 [Balaenoptera acutorostrata scammoni]594620350 XP_007164890.1 21.72 31.83 11.7 2.78 0 5.74 15.01 15.99 19.17 53.62 83.29 54.44
3-6.c15536/2/2623 proteasome activator complex subunit 3 [Xenopus (Silurana) tropicalis]>gi|134023961|gb|AAI35874.1| psme3 protein [Xenopus (Silurana) tropicalis]156717318 NP_001096200.1 2.77 19.55 2.46 1.42 6.47 11.18 0 0 3.88 0 0 0.45
2-3.c4500/1/2542 PREDICTED: nascent polypeptide-associated complex subunit alpha isoform X4 [Xenopus (Silurana) tropicalis]847099444 XP_012812240.1 27.16 34.42 24.77 19 13.45 32.74 17.12 12.84 15.97 3.32 4.14 2.63
3-6.c14405/1/3674 PREDICTED: SAFB-like transcription modulator isoform X3 [Xenopus (Silurana) tropicalis]847162187 XP_012825428.1 0 0 1.03 2.59 2.03 0 0 0 0 0 0 0
2-3.c26614/1/1956.1aspartyl/asparaginyl beta-hydroxylase [Xenopus (Silurana) tropicalis]>gi|58476328|gb|AAH89668.1| MGC107896 protein [Xenopus (Silurana) tropicalis]62751990 NP_001015734.1 8.33 3.66 12.18 9.85 10.89 20.12 9.6 10.4 8.47 0.85 0.85 2.89
3-6.c18230/1/2839.1GMP reductase 1 [Xenopus (Silurana) tropicalis]>gi|161611922|gb|AAI55692.1| LOC100135085 protein [Xenopus (Silurana) tropicalis]>gi|213625651|gb|AAI71050.1| hypothetical protein LOC100135085 [Xenopus (Silurana) tropicalis]>gi|213627288|gb|AAI71052.1| hypothetical protein LOC100135085 [Xenopus (Silurana) tropicalis]166158200 NP_001107296.1 53.17 4.49 39.24 37.98 42.13 39.27 23.12 39.18 49.98 3.74 3.58 10.83
2-3.c20605/1/2198 tripeptidyl-peptidase 1 precursor [Xenopus (Silurana) tropicalis]>gi|134023873|gb|AAI35588.1| LOC100124868 protein [Xenopus (Silurana) tropicalis]156717508 NP_001096294.1 0 0 0 11.11 15.96 0 0 3.65 0.54 0 0 0
3-6.c18532/1/2701 -- -- -- 0 0 0 0 0 0 5.23 0 0 2.93 1.43 1.62
2-3.c53457/1/2303.1PREDICTED: DNA damage-inducible transcript 4-like protein [Xenopus (Silurana) tropicalis]512818445 XP_004911505.1 2.68 0.47 0.73 1.52 3.08 2 0.25 0.94 5.09 0 0.2 0
3-6.c5038/1/2692 RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 6.36 0 4.81 6.98 7.33 3.85 5.35 5.64 5.22 0.33 1.74 0.35
1-2.c19417/1/1944.1-- -- -- 1.58 2.08 2.18 4.31 4.11 3.07 2.2 0 1.39 0 0 0
2-3.c54769/1/2329 mitochondrial ribosomal protein L53 [Xenopus laevis]>gi|51703951|gb|AAH81225.1| MGC85354 protein [Xenopus laevis]148224662 NP_001087787.1 4.63 7.42 4.14 4.44 3.87 7.35 1.77 3.1 3.1 0.79 0.31 0.43
1-2.c45721/1/1836.1PREDICTED: glycerophosphoinositol inositolphosphodiesterase GDPD2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847157567|ref|XP_012824579.1| PREDICTED: glycerophosphoinositol inositolphosphodiesterase GDPD2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847157572|ref|XP_012824580.1| PREDICTED: glycerophosphoinositol inositolphosphodiesterase GDPD2 isoform X1 [Xenopus (Silurana) tropicalis]847157563 XP_012824578.1 0 1.45 0.55 0.43 0.83 0.76 7.28 0 0.51 25.88 29.63 64.78
1-2.c33864/3/1887.2-- -- -- 4.56 0.88 8.17 4.52 9.79 5.87 2.81 1.09 1.15 0 0 0
1-2.c12985/2/1537 eukaryotic translation initiation factor 4H [Xenopus laevis]>gi|50604028|gb|AAH78074.1| Wbscr1-prov protein [Xenopus laevis]148238002 NP_001087148.1 8.19 0 6.99 4.95 3.07 6.1 1.72 4.25 4.83 0 0.97 0
1-2.c39589/1/1277 PREDICTED: histone acetyltransferase KAT5 [Anolis carolinensis]637375986 XP_008122923.1 0.93 2.16 0 0 0 0 0.93 1.47 0.67 6.87 11.57 1.25
2-3.c48377/1/1944.2-- -- -- 8.14 14.03 1.31 7.18 9.6 5.6 23.55 21.61 9.55 165.78 227.95 133.71
1-2.c29826/1/1484 PREDICTED: inhibitor of growth protein 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847109427|ref|XP_012814337.1| PREDICTED: inhibitor of growth protein 3 isoform X1 [Xenopus (Silurana) tropicalis]847109424 XP_012814336.1 0 0 0 0.36 0 0 3.65 0.38 2.15 8.15 9.92 7.23
2-3.c53140/1/2342.2GJ17223 [Drosophila virilis]>gi|194148305|gb|EDW64003.1| GJ17223 [Drosophila virilis]195386312 XP_002051848.1 7.81 158.55 45.39 19.01 8.43 21.49 13.84 10.34 22.46 0.3 0 1.55
3-6.c2706/7/2943 PREDICTED: transmembrane protein 245 isoform X2 [Xenopus (Silurana) tropicalis]847171915 XP_012809273.1 0.87 0 0.83 0.53 2.89 1.04 0 0.74 0 0 0 0
3-6.c14449/1/2897 epithelial splicing regulatory protein 1 [Xenopus (Silurana) tropicalis]>gi|82182765|sp|Q6DEZ7.1|ESRP1_XENTR RecName: Full=Epithelial splicing regulatory protein 1; AltName: Full=RNA-binding motif protein 35A; AltName: Full=RNA-binding protein 35A>gi|49899931|gb|AAH76946.1| MGC89324 protein [Xenopus (Silurana) tropicalis]52346028 NP_001005057.1 0 3.57 6.74 1.86 0.3 0.88 0 0 0 0 0 0
1-2.c43902/1/1928 -- -- -- 193.65 19.3 202.95 419.31 193.73 121.06 90.84 171.92 421.46 9.94 0 25.86
1-2.c20689/1/1547 -- -- -- 26.82 14.46 24.32 27.37 28.28 37.8 34.48 42.04 64.9 2.2 11.03 2.37
1-2.c46057/1/1319 -- -- -- 0 0 0 0 0 0 0 0 0 7.95 34.58 8.4
2-3.c17567/1/2301.1-- -- -- 4.98 3.02 0.27 0 0.06 0 0 0.32 0 6.78 3.11 6.91
2-3.c40477/1/2179 PREDICTED: zinc transporter SLC39A7 [Xenopus (Silurana) tropicalis]>gi|512860458|ref|XP_004917078.1| PREDICTED: zinc transporter SLC39A7 [Xenopus (Silurana) tropicalis]301618652 XP_002938715.1 5.32 27.8 0.3 0 0 0 4.77 0 0 13.73 9.33 0
2-3.c46491/1/2259 PREDICTED: phosphorylase b kinase regulatory subunit alpha, skeletal muscle isoform isoform X2 [Xenopus (Silurana) tropicalis]847153425 XP_012823520.1 3.06 0.99 4.96 6.78 5.45 5.58 6.61 2.96 8.63 0.47 0.38 1.01
2-3.c49279/2/2197 PREDICTED: tubulin beta-4B chain-like [Latimeria chalumnae]557016409 XP_006008638.1 0 0 0 0 0 0 0 0 0.38 11.26 8.21 0
2-3.c15731/1/3610.1calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 125.87 0 831.98 428.62 605.93 159.35 340.93 691.79 386.82 0 0 104.93
2-3.c28969/1/1968.1PREDICTED: complement factor H-like isoform X3 [Xenopus (Silurana) tropicalis]847125968 XP_012817932.1 2.38 3.22 5.17 3.71 6.91 1.55 1.07 1.76 1.54 0.18 0 0
1-2.c30926/2/1310 -- -- -- 4.9 0 8.55 2.85 4.18 1.48 2.6 4.49 5.62 0 0.13 0
1-2.c8309/1/1455 -- -- -- 4.16 10.09 3.25 2.88 2.09 5.75 2.97 2.35 3.39 90.47 70.97 68.17
2-3.c27682/1/2331 -- -- -- 3.84 0.37 4.13 4.39 4.81 1.41 1.73 4.22 1.36 0.91 0 0
2-3.c62973/3/2121 endothelin converting enzyme-1 [Xenopus laevis]132424622 ABO33468.1 0 0 0 0 0 0 0 0 0 0.72 3.94 3.07
3-6.c3588/5/3338 transducin beta-like protein 3 [Xenopus (Silurana) tropicalis]>gi|134024439|gb|AAI35428.1| transducin (beta)-like 3 [Xenopus (Silurana) tropicalis]62859901 NP_001017314.1 3.12 10.94 2.61 3 2.61 7.57 2.66 2.03 2.06 0.22 0.46 0.71
1-2.c17425/1/1487 fibroblast growth factor 6 precursor [Xenopus (Silurana) tropicalis]>gi|213521402|gb|ACJ50587.1| FGF6 [Xenopus (Silurana) tropicalis]218664453 NP_001136295.1 1.36 4.07 3.19 2.07 2.87 3.24 1.26 1.38 2.32 0 0 0.1
3-6.c7657/2/3333 PREDICTED: alpha-protein kinase 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847147424|ref|XP_012822334.1| PREDICTED: alpha-protein kinase 3 isoform X1 [Xenopus (Silurana) tropicalis]512852902 XP_004916032.1 79.58 8.16 33.36 41.94 71.79 15.71 34.52 33.42 37.89 1.92 1.56 3.59
1-2.c11616/1/1684 -- -- -- 0.94 0 0 0 0 0 2.35 0.76 0 0.38 5.79 4.98
2-3.c12718/1/1902 -- -- -- 9.86 11.13 9.08 11.11 6.59 10.68 33.91 8.65 7.18 180.79 202.16 182.85
1-2.c18626/1/1432 PREDICTED: 1-acyl-sn-glycerol-3-phosphate acyltransferase alpha isoform X2 [Xenopus (Silurana) tropicalis]847152645 XP_012823274.1 1.5 1.82 0 0 0 1.78 5.78 3.09 0 19.32 19.4 15.1
1-2.c35069/1/1529.2PREDICTED: kelch-like protein 24 [Ornithorhynchus anatinus]149408781 XP_001507871.1 34.83 6.81 3.1 5 3.29 1.42 14.05 23.65 18.89 86.07 118.39 86.9
1-2.c19181/2/1350 -- -- -- 0 4.03 0 0 3.06 0 14.08 3.25 4.07 23.89 41.56 25.83



3-6.c18031/1/3199 Mgc53960 protein [Xenopus laevis]115528672 AAI24909.1 2.08 0.81 2.08 3.41 3.73 2.11 1.9 2.2 1.82 0.23 0.26 0.38
1-2.c29028/2/1830 Map2k3 protein [Xenopus laevis]50604142 AAH77760.1 8.09 1.15 18.04 9.24 11.87 10.5 8.63 8.66 10.39 1.79 0.33 1.54
2-3.c12176/1/5964.2PREDICTED: phosphoglycerate mutase 2 [Oryzias latipes]>gi|765137105|ref|XP_011480224.1| PREDICTED: phosphoglycerate mutase 2 [Oryzias latipes]432887007 XP_004074906.1 325.14 18.86 307.89 600.51 316.38 195.08 225.36 334.41 402.89 43.6 11 50.74
2-3.c7378/1/2151 PREDICTED: protein phosphatase 1G isoform X2 [Odobenus rosmarus divergens]823396584 XP_012415931.1 0 1.53 1.39 1.1 1.04 2.17 0 0 0 0 0 0
1-2.c40637/1/1345 -- -- -- 0 0 0 0 0 0 0 0 0 8.45 21.11 2.99
2-3.c21223/7/2347 PREDICTED: probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase [Xenopus (Silurana) tropicalis]>gi|512851140|ref|XP_004915821.1| PREDICTED: probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase [Xenopus (Silurana) tropicalis]>gi|512851144|ref|XP_004915822.1| PREDICTED: probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase [Xenopus (Silurana) tropicalis]301624894 XP_002941729.1 32.36 54.69 16.12 17.89 15.21 24.55 18.16 15.98 17.56 3.04 0.96 4.3
2-3.c60943/1/2539 eukaryotic translation initiation factor 4B [Xenopus (Silurana) tropicalis]>gi|49900205|gb|AAH76959.1| MGC89384 protein [Xenopus (Silurana) tropicalis]52346034 NP_001005064.1 9.75 23.57 14.2 16.97 12.81 14.65 7.44 12.27 7.18 2.71 0.45 3.16
2-3.c5330/1/2190.1 -- -- -- 0 0 2.54 8.47 0 0 3.35 0.84 0.55 103.43 239.11 83.23
2-3.c26256/4/2183 Myozenin-1-like [Xenopus laevis]>gi|27552832|gb|AAH42928.1| MGC53296 protein [Xenopus laevis]148237556 NP_001079457.1 7.7 1.53 13.46 12.06 12.03 12.67 16.85 10.36 23.47 2.17 1.13 1.82
1-2.c29621/1/1669 PREDICTED: phosphoribosylformylglycinamidine synthase isoform X2 [Xenopus (Silurana) tropicalis]847162833 XP_012825646.1 16.25 37.99 5.22 11.5 4.71 8.33 19.63 10.32 19.45 96.3 198.77 195.3
1-2.c44684/1/1472 granulins precursor [Xenopus (Silurana) tropicalis]>gi|114107671|gb|AAI22898.1| GRN protein [Xenopus (Silurana) tropicalis]118403712 NP_001072169.1 44.61 21.24 6.67 3.18 0.19 2.88 5.32 0 6.64 0 0 0
2-3.c33274/1/2381.2PREDICTED: actin, alpha cardiac muscle 1 [Anolis carolinensis]637243920 XP_003214525.2 1127.05 164.01 3153.35 1523.26 1183.13 1965.29 3075.6 3931.57 1521.52 266.72 229.42 310.03
1-2.c38912/1/1602 -- -- -- 0.42 0.01 0 0 0 0 0 0.45 1.01 7.61 6.61 0.38
2-3.c8559/1/2485.1 -- -- -- 2.22 2.47 1.35 2.11 2.77 2.8 0 2.74 3.39 112.45 59.17 46.19
1-2.c4368/1/1798 PREDICTED: calcium-binding mitochondrial carrier protein Aralar1 isoform X2 [Xenopus (Silurana) tropicalis]847163610 XP_012825899.1 0 0 0 0 0 0 3.21 0 0 2.95 4.08 2.49
3-6.c8064/2/3110 breast cancer anti-estrogen resistance protein 3 homolog [Xenopus laevis]>gi|82184840|sp|Q6INP9.1|BCAR3_XENLA RecName: Full=Breast cancer anti-estrogen resistance protein 3 homolog>gi|47937646|gb|AAH72225.1| MGC81454 protein [Xenopus laevis]147906605 NP_001085199.1 0.63 1.5 0.91 2.22 1.64 0.53 0.37 1.32 1.58 0.18 0 0
1-2.c14112/3/1436 PREDICTED: adenylate kinase isoenzyme 1 isoform X2 [Chrysemys picta bellii]530600033 XP_005293508.1 1979.78 278.16 2899.27 3501.76 2864.31 1541.4 2529.65 2893.89 2570.23 457.74 435.15 559.41
1-2.c17517/2/1393 PREDICTED: pescadillo homolog isoform X1 [Xenopus (Silurana) tropicalis]847086285 XP_012814159.1 21.45 37.94 8.17 14.66 5.07 17.65 13.79 14.09 12.81 2.63 0.46 1.13
2-3.c1437/48/2329 PREDICTED: propionyl-CoA carboxylase alpha chain, mitochondrial [Xenopus (Silurana) tropicalis]301615335 XP_002937132.1 8.28 18.52 7.19 6.35 8.28 21.45 7.32 4.29 5.36 1.16 2.18 0
1-2.c24414/5/1753 reticulon-3-A [Xenopus laevis]>gi|134035029|sp|Q5J6M8.2|RTN3A_XENLA RecName: Full=Reticulon-3-A; AltName: Full=RTN3.1 [Xenopus laevis]>gi|38605970|tpg|DAA02074.1| TPA_inf: RTN3.1 [Xenopus laevis]>gi|49115240|gb|AAH73245.1| MGC80590 protein [Xenopus laevis]148236603 NP_001085719.1 2.31 2.71 1.08 1.12 2.55 1 0 0 0 0 0 0
1-2.c4491/8/1453 PREDICTED: glycogen phosphorylase, muscle form [Latimeria chalumnae]556954754 XP_005988980.1 119.88 4.22 110.24 179.46 182.89 94.6 127.01 237.6 160.21 33.08 27.56 23.08
2-3.c9571/1/2047 -- -- -- 3.59 0.82 5.62 6.35 4.38 8.38 0.65 1.1 0.87 1.41 0.36 0.3
1-2.c32648/1/1689 -- -- -- 4.68 0 0 0 0 0 0 0 5.1 3.52 2.55 3.98
2-3.c41107/1/2432 hydroxyacyl-CoA dehydrogenase/3-ketoacyl-CoA thiolase/enoyl-CoA hydratase (trifunctional protein), alpha subunit [Xenopus laevis]>gi|49256557|gb|AAH73030.1| MGC82638 protein [Xenopus laevis]148238090 NP_001085618.1 0 0.54 0 0 0 0 0.37 0 0.65 0 5.65 6.67
1-2.c41847/2/1471 PREDICTED: catenin beta-1-like [Latimeria chalumnae]>gi|469924019|emb|CCP19147.1| catenin beta-1 [Latimeria menadoensis]556987425 XP_005999057.1 0 0 0 0 0 0 0 0 0 25.84 49.45 0
2-3.c21599/1/2146 -- -- -- 4.81 0.47 0.84 3.02 3.24 0 1.42 2.68 4.51 0 0 0
1-2.c7783/1/1587 Mapre1-prov protein [Xenopus laevis]27924168 AAH44954.1 0 0 0 0 0 0 0.77 0 5.54 11.25 13.49 0
1-2.c49951/1/1668 ZPR1 zinc finger [Xenopus laevis]>gi|169642713|gb|AAI60721.1| LOC100158293 protein [Xenopus laevis]189217508 NP_001121222.1 3.74 0 0 0 0 0 8.95 0 0 0 11.04 9.99
2-3.c49174/1/2348.1-- -- -- 60.11 17.31 47.14 29.2 36.37 6.78 16.07 69.78 35.85 1.72 0.57 1.87
2-3.c53219/1/2491 -- -- -- 0 1.42 1.06 0 0 0.5 1.6 0 0 7.06 6.37 6.54
3-6.c2861/5/3389 apelin preproprotein [Xenopus (Silurana) tropicalis]>gi|163915516|gb|AAI57368.1| LOC100135238 protein [Xenopus (Silurana) tropicalis]284413797 NP_001165146.1 0.79 2.33 0.38 0.31 0.87 1.11 0.11 0 0.49 0 0 0
3-6.c3252/3/3154 lysyl oxidase homolog 2 precursor [Xenopus (Silurana) tropicalis]>gi|195539762|gb|AAI67947.1| Unknown (protein for MGC:136056) [Xenopus (Silurana) tropicalis]213982721 NP_001135520.1 3.42 28.3 14.32 10.11 15.24 24.49 5.92 5.49 5.29 1.71 0.17 5.2
2-3.c53842/1/2100 tripeptidyl-peptidase 1 precursor [Xenopus (Silurana) tropicalis]>gi|134023873|gb|AAI35588.1| LOC100124868 protein [Xenopus (Silurana) tropicalis]156717508 NP_001096294.1 0 1.04 3.38 5.14 3.68 0 3.92 0.23 7.26 0 0 0
1-2.c40635/1/8999.1PREDICTED: nuclease-sensitive element-binding protein 1-like [Balaenoptera acutorostrata scammoni]594676952 XP_007186276.1 0 0 0 0 0 0 0 0 0 0 28.68 26.3
1-2.c45931/1/1365 PREDICTED: hydroxysteroid (17-beta) dehydrogenase 6 isoform X1 [Xenopus (Silurana) tropicalis]847099649 XP_012812310.1 0.58 1.93 0.26 0 0.84 1.75 7.77 0.31 0 13.47 20.81 42.27
1-2.c9600/9/1592 PREDICTED: ras-related protein Rap-1A-like isoform X1 [Lepisosteus oculatus]573880320 XP_006628366.1 0 0 3.22 0.81 8.06 3.7 0 0 0 0 0 0
2-3.c15125/1/2502 -- -- -- 0.42 0 0.45 0.63 1.01 0 3.07 1.32 1.94 11.43 9.48 23.9
2-3.c21894/1/6385.3-- -- -- 9.84 5.02 0.03 0 5.98 9.29 25.77 14.95 31.14 116.51 117.3 114.87
2-3.c5585/1/2068 PREDICTED: circadian-associated transcriptional repressor isoform X2 [Xenopus (Silurana) tropicalis]>gi|512875736|ref|XP_002938993.2| PREDICTED: circadian-associated transcriptional repressor isoform X2 [Xenopus (Silurana) tropicalis]512875732 XP_004918970.1 0 1.47 0.1 0 0 0 0 0 0 3.17 5.87 0.74
1-2.c22950/1/1271 eukaryotic translation initiation factor 2-alpha kinase 1 [Xenopus (Silurana) tropicalis]>gi|89269851|emb|CAJ83592.1| eukaryotic translation initiation factor 2 alpha kinase 1 [Xenopus (Silurana) tropicalis]>gi|171847229|gb|AAI61447.1| eukaryotic translation initiation factor 2 alpha kinase 1 [Xenopus (Silurana) tropicalis]113931184 NP_001039038.1 1.57 0 0 0 0 0 0.88 0.43 0.55 4.72 8.03 2.37
1-2.c27975/1/1490 -- -- -- 3.07 6.35 0.21 0 0 0 3.6 2.99 0 8.18 5.29 1.17
1-2.c26081/1/1305 secreted frizzled-related protein 2 precursor [Xenopus laevis]>gi|27881745|gb|AAH44687.1| Sfrp2-prov protein [Xenopus laevis]148226186 NP_001080663.1 0 42.72 0 0 0 0 0 0 2.21 2.12 3.79 11.62
1-2.c33269/1/1310.2-- -- -- 42.79 31.86 4.57 4.84 10.5 10.91 38.14 28.89 9.15 212.83 261.57 140.84
1-2.c35234/1/1459 granulins precursor [Xenopus (Silurana) tropicalis]>gi|114107671|gb|AAI22898.1| GRN protein [Xenopus (Silurana) tropicalis]118403712 NP_001072169.1 0 0 1.27 0 0 0 1.83 0 2.46 44.68 103.4 0
2-3.c13370/1/1964.1-- -- -- 11.87 7.7 6.2 9.84 7.47 5.87 14.5 8.68 9.99 102.37 148.18 212.4
2-3.c44940/3/2359 PREDICTED: glycogen debranching enzyme isoform X2 [Xenopus (Silurana) tropicalis]847125952 XP_012817928.1 0.62 0 11.02 11.14 11.23 2.83 17.41 6.1 9.51 0.29 0.29 1.75
2-3.c32130/1/2463 cysteine--tRNA ligase, cytoplasmic [Xenopus (Silurana) tropicalis]>gi|82232096|sp|Q5M7N8.1|SYCC_XENTR RecName: Full=Cysteine--tRNA ligase, cytoplasmic; AltName: Full=Cysteinyl-tRNA synthetase; Short=CysRS>gi|56788842|gb|AAH88531.1| cysteinyl-tRNA synthetase [Xenopus (Silurana) tropicalis]58332582 NP_001011365.1 0 3.91 0 0 0 0 0 0 0 2.51 2.58 1.29
1-2.c24296/1/1760 splicing factor proline/glutamine-rich [Xenopus (Silurana) tropicalis]>gi|183986326|gb|AAI66167.1| LOC100158518 protein [Xenopus (Silurana) tropicalis]189230206 NP_001121427.1 8.82 0.71 19.17 0 0 0 19.6 2.27 0 9.54 9.01 0
1-2.c28231/1/1565.2-- -- -- 3.81 4.55 3.02 3.95 2.03 4.71 9.58 6.29 6.68 52.24 151.8 87.86
2-3.c22840/1/2323.1uncharacterized protein LOC414454 [Xenopus laevis]>gi|46250348|gb|AAH68906.1| MGC83104 protein [Xenopus laevis]147901083 NP_001084508.1 0 0 0 0 0 0 0.11 0 0 2.25 3.98 1.32
2-3.c27284/2/1994 -- -- -- 6.07 35.29 0.03 0 0.04 0 0.09 0.08 0 23.99 0 16.85
3-6.c15308/1/4354 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 21.17 1033.2 180.18 99.87 36.15 0 55.88 68.88 83.48 0.06 0 0
2-3.c20686/5/2784.2-- -- -- 47.68 54.73 0.26 0.16 0.32 0 111.59 0.38 0.41 5.74 270.66 157.03
1-2.c51503/3/1275 uncharacterized protein LOC414520 [Xenopus laevis]>gi|46250126|gb|AAH68804.1| MGC81394 protein [Xenopus laevis]147903581 NP_001084568.1 31.19 8.76 13.36 16.19 16.1 18.72 8.28 20.15 14.74 0.59 0 5.18
1-2.c41378/1/1425 -- -- -- 0 0 1.24 0.29 0 1.18 8.65 0 1.44 158.58 207.35 8.11
2-3.c14966/2/2019 calcium/calmodulin-dependent protein kinase type II subunit gamma [Xenopus (Silurana) tropicalis]>gi|165970452|gb|AAI58283.1| camk2g protein [Xenopus (Silurana) tropicalis]166795935 NP_001107722.1 0.59 0 0 1.92 1.91 2.06 0 0 3.65 0.15 0 0
2-3.c2960/13/2370 cadherin-13 precursor [Xenopus (Silurana) tropicalis]>gi|140832779|gb|AAI36210.1| cdh13 protein [Xenopus (Silurana) tropicalis]156718012 NP_001096548.1 3.32 7.98 5.92 5.01 8.02 9.18 4.98 5.31 5.78 0.88 0.29 1.49
1-2.c8709/2/1204 uncharacterized protein LOC100145239 [Xenopus (Silurana) tropicalis]351542224 NP_001120195.2 4.26 7.26 4.2 6.24 4.46 5.64 26.68 5.13 4.77 106.01 122.31 109.39



1-2.c25727/1/1406 -- -- -- 6.47 10.75 4.53 4.82 1.16 4.3 5.93 4.69 5.48 89.31 74.6 55.45
3-6.c9799/1/2553 PREDICTED: host cell factor 1, partial [Pseudopodoces humilis]543381231 XP_005533809.1 0.19 1.53 0.32 0.62 0.19 0 1.77 0 0 5.77 7.68 13.08
3-6.c15325/1/3418 cGMP-dependent 3',5'-cyclic phosphodiesterase [Xenopus (Silurana) tropicalis]>gi|114108011|gb|AAI22986.1| phosphodiesterase 2A, cGMP-stimulated [Xenopus (Silurana) tropicalis]118404742 NP_001072607.1 25.8 28.29 11.55 10.77 8.67 18.58 2.48 2.66 11.32 3.44 1.42 1.19
2-3.c13458/1/6442.2PREDICTED: dihydrolipoyl dehydrogenase, mitochondrial [Xenopus (Silurana) tropicalis]512830506 XP_002933161.2 115.64 52.34 78.94 95.88 96.75 78.54 41.91 55.31 69.88 10.45 14.46 17.19
1-2.c18682/1/1404 glycine--tRNA ligase [Xenopus (Silurana) tropicalis]>gi|847134918|ref|XP_012820010.1| PREDICTED: glycine--tRNA ligase isoform X1 [Xenopus (Silurana) tropicalis]>gi|51258152|gb|AAH79928.1| glycyl-tRNA synthetase [Xenopus (Silurana) tropicalis]55926180 NP_001007492.1 11.03 19.47 4.39 0 0.05 1.39 11.19 3.72 2.88 15.86 24.17 7.47
3-6.c14381/1/3475 PREDICTED: collagen alpha-1(XI) chain isoform X4 [Chelonia mydas]591360730 XP_007055283.1 0 17.07 0.5 4.05 0 8.84 0 3.03 0 0 0 0
1-2.c15706/1/1237 predicted protein [Nematostella vectensis]>gi|156228088|gb|EDO48888.1| predicted protein, partial [Nematostella vectensis]156405864 XP_001640951.1 5.48 0.28 0.64 1.19 2.84 0.46 2.09 3.99 0.93 53.35 29.42 34.44
3-6.c10742/1/3522.2-- -- -- 2.32 3.8 2.77 5.79 5.66 7.19 13.77 3.73 5.76 104.91 189.83 97.45
1-2.c30027/1/1481.1PREDICTED: gastric intrinsic factor [Anolis carolinensis]637248235 XP_008108890.1 0.55 0.25 0 0.72 4.37 9.17 13.11 4.56 4.31 74.88 67.09 188.56
2-3.c28174/1/2164 PREDICTED: DCN1-like protein 1 isoform X1 [Rattus norvegicus]>gi|672042098|ref|XP_008759147.1| PREDICTED: DCN1-like protein 1 isoform X1 [Rattus norvegicus]564336204 XP_006232323.1 6.29 3.61 3.47 3.68 4.58 8.54 4.37 2.39 2.24 0.67 0 0.91
3-6.c13464/1/2771 importin-9 [Xenopus (Silurana) tropicalis]>gi|117558717|gb|AAI27276.1| LOC100036619 protein [Xenopus (Silurana) tropicalis]148235030 NP_001090647.1 2.63 4.79 2.1 2.08 3.65 1.99 0.56 2.28 1.37 0.15 0 0.37
1-2.c45199/1/1078 Transposable element Tc3 transposase, putative [Perkinsus marinus ATCC 50983]>gi|239881963|gb|EER07542.1| Transposable element Tc3 transposase, putative [Perkinsus marinus ATCC 50983]294896790 XP_002775726.1 2.65 0 0 0 0 0 1.39 0 2.93 15.83 0 14.64
1-2.c51362/2/1231 PREDICTED: protein PFC0760c-like [Latimeria chalumnae]556961274 XP_005990987.1 8.95 4.38 12.87 14.05 24.8 62.96 20.56 7.89 21.57 3.74 0.34 0.58
2-3.c34296/1/2538 PREDICTED: collagen alpha-3(VI) chain isoform X3 [Xenopus (Silurana) tropicalis]847166756 XP_012826677.1 9.71 87.71 16.29 9.24 14.86 51.49 3.65 8.72 7.76 0.04 0.14 0.55
1-2.c14503/1/1299.1-- -- -- 0 0 0 0 0 3.88 0.3 0 0 66.1 32.25 31.01
2-3.c30736/5/2679 PREDICTED: histone-arginine methyltransferase CARM1 isoform X2 [Xenopus (Silurana) tropicalis]301627458 XP_002942888.1 0.37 2.19 0 1.93 1.08 0.3 0.52 0.96 0.34 0 0 0.04
2-3.c62299/1/2324 MGC84250 protein [Xenopus laevis]>gi|51950293|gb|AAH82455.1| MGC84250 protein [Xenopus laevis]148225296 NP_001087906.1 107.86 8.06 121.95 224.28 120.82 75.22 96.43 116.85 176.65 19.47 5.05 24.91
1-2.c48740/1/1509 NIMA-related kinase 6 [Xenopus laevis]>gi|27882211|gb|AAH44326.1| Nek6 protein [Xenopus laevis]>gi|30523246|gb|AAP31901.1| NIMA-family kinase Nek6 [Xenopus laevis]>gi|80476838|gb|AAI08789.1| Nek6-prov protein [Xenopus laevis]148228408 NP_001080654.1 2.72 2.81 7.57 5.82 8.88 1.73 4.46 2.65 3.74 0 1.07 0
1-2.c28764/1/6859.2PREDICTED: cold-inducible RNA-binding protein [Ochotona princeps]837829631 XP_004595698.2 699.82 1169.03 495.97 248.1 513.72 467.84 78.49 257.29 135.83 0 0 191.98
3-6.c16522/1/3292 PREDICTED: fat storage-inducing transmembrane protein 1 [Xenopus (Silurana) tropicalis]847092180 XP_004910817.2 0.52 0.97 1.6 2.38 1.75 3.03 1.65 1.2 1.63 0.25 0.08 0.23
2-3.c19435/1/2623 RNA-binding protein 24-A [Xenopus laevis]>gi|82236599|sp|Q6GQD3.1|RB24A_XENLA RecName: Full=RNA-binding protein 24-A; AltName: Full=RNA-binding motif protein 24-A; AltName: Full=RRM domain-containing protein SEB-4; Short=SEB-4; AltName: Full=Xseb-4 [Xenopus laevis]>gi|49114954|gb|AAH72812.1| Seb4-A-prov protein [Xenopus laevis]147907395 NP_001080995.1 3.16 1.8 5.67 4 4.51 11.18 0 4.29 5.04 1.49 0 0.84
1-2.c21166/1/1351 uncharacterized protein LOC496311 [Xenopus laevis]>gi|57032734|gb|AAH88831.1| LOC496311 protein [Xenopus laevis]148227144 NP_001088935.1 0 0 0 0 0 0 0 0 0 17.11 25.94 0
2-3.c61614/11/2077-- -- -- 0 0 0.17 2.98 3.88 0 0 0 3.5 0 0 0
1-2.c31224/1/1217 -- -- -- 4.14 0 0 0.7 0 2.03 8.03 4.97 3.08 30.83 24.37 19.07
1-2.c25693/1/1894 -- -- -- 19.4 19.05 4.29 6.81 5.5 7.18 31.92 7.09 5.91 119.89 173.02 92.51
1-2.c30602/1/1614 -- -- -- 0 0 0 0.85 0 0 0 0 0 10.66 15.55 10.93
1-2.c45922/1/1643 alpha1 type II collagen [Cynops pyrrhogaster]5360532 BAA82043.1 0 12.22 0 0 0 0 0 2.51 0.62 3.84 3.2 2.84
1-2.c45083/1/1247 -- -- -- 8.59 56.39 8.06 10.05 7.18 17.71 2.75 5.42 16.16 2.75 0.75 0.36
2-3.c33444/1/2308 PREDICTED: ubiquitin-associated protein 2 isoform X3 [Xenopus (Silurana) tropicalis]>gi|847089066|ref|XP_012821877.1| PREDICTED: ubiquitin-associated protein 2 isoform X3 [Xenopus (Silurana) tropicalis]847089063 XP_012821868.1 0 0 0 0 0 0 0 0 0 6.86 6.11 0
2-3.c11939/1/2565.1PREDICTED: 28S ribosomal protein S5, mitochondrial [Xenopus (Silurana) tropicalis]847132351 XP_012819326.1 11.2 10.1 5.2 9.4 4.81 8.87 2.38 4.37 3.76 0.25 0 1.31
3-6.c3603/3/2868.1 PREDICTED: serine/threonine-protein kinase Nek5 isoform X2 [Oryctolagus cuniculus]655880357 XP_008272099.1 1.4 0.7 0.7 0.57 0.38 1.54 0.47 0.25 1.34 22.11 31.59 29.41
1-2.c40546/1/1217 PolyADP-ribose glycohydrolase ARH3 [Rana catesbeiana]226371920 ACO51585.1 0 0 0.16 1.13 0 0 4.37 2.05 1.24 21.99 11.3 11.8
2-3.c23181/1/2198 glycosylphosphatidylinositol anchor attachment 1 protein [Xenopus (Silurana) tropicalis]>gi|59807576|gb|AAH90090.1| MGC97576 protein [Xenopus (Silurana) tropicalis]62752867 NP_001015809.1 0 0 0 0 0 0 0.22 0 0 6.81 6.54 0
2-3.c26656/1/2017.1PREDICTED: cofilin-2 isoform X1 [Pelodiscus sinensis]558137250 XP_006117735.1 217.8 173.06 311.89 169.4 221.85 535.97 281.28 248.99 249.9 24.84 60.59 40.14
1-2.c6272/8/1727 inositol hexakisphosphate kinase 2 [Xenopus (Silurana) tropicalis]62859747 NP_001015955.1 2.22 12.86 2.38 0 3.58 4.61 0 0 0 0 0 0
1-2.c29927/2/1244 -- -- -- 22.37 208.1 13.32 17.89 15.99 96.82 16.54 13.53 26.77 648.62 809.75 793.46
2-3.c36027/2/2343 PREDICTED: glypican-4 [Xenopus (Silurana) tropicalis]301606027 XP_002932634.1 0 4.99 0.78 1.81 1.28 0.16 0 2.24 0.98 0 0 0
1-2.c6866/1/1354 tripartite motif-containing protein 72 [Xenopus (Silurana) tropicalis]>gi|82198019|sp|Q640S6.1|TRI72_XENTR RecName: Full=Tripartite motif-containing protein 72; AltName: Full=Mitsugumin-53; Short=Mg53 [Xenopus (Silurana) tropicalis]>gi|51950258|gb|AAH82513.1| MGC89245 protein [Xenopus (Silurana) tropicalis]56118797 NP_001008188.1 102.16 77.2 131.87 79.91 87.9 122.65 81.83 115.76 96.56 15.03 26.18 13.05
1-2.c39201/1/1520.1-- -- -- 2.41 3.53 1.2 2.39 1.35 3.53 1 0.77 3.34 71.06 52.19 90.6
1-2.c47345/2/1255 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 17.62 52.09 32.17 27.79 27.79 30.78 24.9 16.65 29.17 7.88 1.37 4.02
1-2.c2420/19/1330 lumican precursor [Xenopus (Silurana) tropicalis]>gi|52138989|gb|AAH82719.1| lumican [Xenopus (Silurana) tropicalis]58332414 NP_001011006.1 25.75 72.98 64.88 34.57 34.78 76.07 22.59 29.22 24.06 7.18 2.63 12.66
2-3.c10654/1/2168 PREDICTED: UPF0668 protein C10orf76 homolog [Alligator sinensis]557321340 XP_006033787.1 0 0 0 0 0 0 0.12 0 3.23 1.29 3.12 2.98
2-3.c39555/1/1988 PREDICTED: very-long-chain enoyl-CoA reductase isoform X1 [Xenopus (Silurana) tropicalis]>gi|60551245|gb|AAH91002.1| gpsn2 protein [Xenopus (Silurana) tropicalis]847170095 XP_012808582.1 5.96 4.63 32.26 18.54 21.85 35.5 48.67 23.08 16.67 5.69 2.58 4.05
2-3.c41520/1/2520.1uncharacterized protein LOC100036845 precursor [Xenopus laevis]>gi|120538599|gb|AAI29065.1| LOC100036845 protein [Xenopus laevis]147905311 NP_001090602.1 0 0 0 0 0.21 0 0 0 0.27 9.57 7.01 16.08
2-3.c59496/1/2513.1PREDICTED: MAP/microtubule affinity-regulating kinase 3 isoform X9 [Taeniopygia guttata]823462103 XP_012429590.1 0 0.65 1.39 1.01 1.39 3.14 0.53 2.54 0 0 0 0
1-2.c8014/1/1956 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 4.24 61.69 12.19 10.59 8.8 14.63 9.36 3.11 8.29 2.91 0 1.68
1-2.c34981/1/1232 HLA-B associated transcript 5 [Xenopus (Silurana) tropicalis]49522510 AAH75571.1 0 1.5 0 0 0.58 1.25 1.09 0 1.16 20.07 21.62 15.41
1-2.c49695/1/1802 hypothetical protein LOTGIDRAFT_202939 [Lottia gigantea]>gi|556116014|gb|ESP04666.1| hypothetical protein LOTGIDRAFT_202939 [Lottia gigantea]676426511 XP_009044647.1 6.88 28.25 1.46 1.91 3.19 2.31 4.33 4.01 0 39.92 72.04 45.53
2-3.c7976/22/2622.2-- -- -- 9.79 10.64 5.92 23.42 17.29 6.88 130.88 6.59 9.27 303.77 456.07 213.96
2-3.c43136/1/2698.2slc35b2 protein [Xenopus (Silurana) tropicalis]39794512 AAH64205.1 0 4.6 0 7.65 0 0 10.76 0 9.1 59.63 58.57 55.11
3-6.c8838/3/2879.1 -- -- -- 1.72 0 0 0 0 0 1.12 0 0 4.23 4.97 7.44
2-3.c60220/1/2537.1-- -- -- 0.04 1.13 0.12 0 0.03 0.12 0.04 0.03 0.04 3.56 3.54 6.53
2-3.c42851/1/2381 uncharacterized protein LOC414531 [Xenopus laevis]>gi|46250104|gb|AAH68759.1| MGC81264 protein [Xenopus laevis]148234478 NP_001084579.1 0 0 0 0 0 0 0.95 0 1.07 1.5 5.71 1.75
2-3.c43638/1/2572 transcription factor jun-B [Xenopus (Silurana) tropicalis]>gi|89268297|emb|CAJ83098.1| jun B proto-oncogene [Xenopus (Silurana) tropicalis]113205822 NP_001037955.1 0 0.78 0 0 0 0 0 0 31.45 85.91 29.96 0
1-2.c9280/1/4430 desmin [Xenopus laevis]>gi|118457|sp|P23239.1|DESM_XENLA RecName: Full=Desmin [Xenopus laevis]>gi|64653|emb|CAA34740.1| desmin [Xenopus laevis]>gi|28302285|gb|AAH46651.1| Des-prov protein [Xenopus laevis]148224383 NP_001080177.1 0 0 0 0 0 0 0 0 0 14.36 14.12 0
1-2.c6234/8/1765 translation initiation factor eIF4A II [Xenopus laevis]>gi|50603985|gb|AAH77641.1| LOC444845 protein [Xenopus laevis]148231181 NP_001086413.1 0 0 0 0 9.5 22.25 0 0 0 0 0 0
1-2.c47110/1/1568 eukaryotic translation initiation factor 3 subunit B [Xenopus (Silurana) tropicalis]62859649 NP_001016724.1 0 0 0 0 0 0 0 0 0 23.02 45.73 0
2-3.c53727/2/2028 transmembrane protein 65 [Xenopus (Silurana) tropicalis]>gi|170284800|gb|AAI61055.1| LOC100145439 protein [Xenopus (Silurana) tropicalis]187607455 NP_001120365.1 2.95 0 1.02 1.59 5.14 3.61 1.88 1.7 3.76 0 0 0.63



2-3.c34023/1/2276.1-- -- -- 1.37 1.38 0.55 1.39 0.33 0.06 7.45 0.9 1.21 21.23 14.58 19.21
2-3.c14894/1/2269.2-- -- -- 0.44 6.25 0 0 0.67 0 0 0.43 0.16 22.82 34.53 19.69
1-2.c20969/1/1629 polypyrimidine tract-binding protein 2 [Xenopus (Silurana) tropicalis]>gi|112418598|gb|AAI21904.1| polypyrimidine tract binding protein 2 [Xenopus (Silurana) tropicalis]118404352 NP_001072479.1 0 0 0 0 0 0 0 0 0 3.82 1.76 4.21
2-3.c60976/1/2329 -- -- -- 0 0 0 0 0 0 0.21 0 0.88 0.75 10.89 5.57
1-2.c20287/4/1618 matrix metalloproteinase-9TH precursor [Xenopus laevis]>gi|119709546|dbj|BAF42673.1| matrix metalloproteinase-9TH [Xenopus laevis]147901642 NP_001091305.1 1.18 0 0 0 0 0 2.23 0 0 76.7 2.26 277.76
1-2.c50854/2/1477 PREDICTED: intracellular hyaluronan-binding protein 4 isoform X5 [Xenopus (Silurana) tropicalis]847086348 XP_012814372.1 5.78 13.69 4.72 3.14 4.84 9.04 5.06 5.77 3.82 0 1.55 0
2-3.c26211/1/2402.2-- -- -- 9.09 8.53 2.27 4.09 3.81 1.55 19.79 12.54 7.77 59.42 85.08 83.83
2-3.c10337/1/2481 -- -- -- 31.47 34.4 23.91 32.22 27.11 36.37 15.45 12.91 22.36 5.45 3.02 7.82
2-3.c55297/1/2435.1calcium uniporter protein, mitochondrial [Xenopus (Silurana) tropicalis]>gi|189441971|gb|AAI67298.1| LOC100170451 protein [Xenopus (Silurana) tropicalis]194332791 NP_001123699.1 13.06 12.8 14.75 8.78 13.7 19.17 3.54 4.89 6.75 1.25 0.74 2.57
2-3.c26740/1/2340 PREDICTED: LOW QUALITY PROTEIN: titin-like [Pelodiscus sinensis]558146048 XP_006119599.1 0.93 0.22 5.46 2.54 4.54 1.74 0.6 2.07 0.43 0.68 0 0
1-2.c24763/4/1663.1PREDICTED: E3 ubiquitin-protein ligase MYCBP2 [Xenopus (Silurana) tropicalis]847107025 XP_012813644.1 9.47 6.03 2.17 0 1.58 4.02 7.49 7.02 13.17 53.33 31.06 36.63
3-6.c14914/1/2992 -- -- -- 3.35 7.86 3.8 1.51 1.76 2.33 0.32 2.31 3.86 0.34 0 0
2-3.c8768/1/2445.2 -- -- -- 2.5 2.45 0.19 0.9 1.31 4.01 3.71 0.66 3.8 60.24 88.8 53.27
1-2.c27908/1/1639 mitochondrial ATP synthase beta subunit [Xenopus laevis]>gi|28436792|gb|AAH46741.1| Atp5b protein [Xenopus laevis]148223359 NP_001080126.1 910.73 347.83 795.13 642.95 705.2 337.79 527.43 601.2 476.2 92.8 60.89 164.88
3-6.c13558/1/3921 uncharacterized protein LOC734637 [Xenopus laevis]>gi|71051798|gb|AAH99005.1| MGC115367 protein [Xenopus laevis]148222755 NP_001089581.1 5.47 19.04 3.82 2.9 5.61 6.03 4.53 3.08 2.51 0.8 0.61 0.64
3-6.c18827/1/3169 double-stranded RNA-binding protein Staufen homolog 2 [Xenopus (Silurana) tropicalis]350606338 NP_001011376.2 0 1.59 0 1.94 0 1.93 0 0 1.06 0 0 0
1-2.c11532/1/1238 PREDICTED: LOW QUALITY PROTEIN: desmoplakin [Callithrix jacchus]296197462 XP_002806728.1 9.24 11.14 13.93 25.06 0 0 21.17 1.24 8.67 116.76 165.94 206.27
1-2.c46837/5/1616 PREDICTED: tropomyosin alpha-1 chain isoform X2 [Xenopus (Silurana) tropicalis]847143250 XP_012821870.1 0 0 0.13 0.23 0.3 0 0 0.4 0 91.14 110.67 0
2-3.c45717/1/2572 PREDICTED: striatin-interacting protein 2 [Xenopus (Silurana) tropicalis]847114855 XP_012815507.1 3.24 5.14 4.14 2.17 3.4 8.15 1.12 1.36 3.09 0.4 0.68 0.18
2-3.c47497/1/1942.1-- -- -- 16.72 7.09 35.79 30.13 29.15 28.99 30.53 19.75 31.11 3.16 6.29 5.16
1-2.c23339/1/1762.1uncharacterized protein LOC100036938 [Xenopus laevis]>gi|120538018|gb|AAI29691.1| LOC100036938 protein [Xenopus laevis]148232016 NP_001091177.1 0.01 0 45.88 46.2 156.03 2.19 89.28 82.31 33.27 0 0 0
3-6.c15931/1/4367 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 1.05 9.89 0.66 1.29 2.2 3.54 0 1.33 0.21 0.72 0.04 0
1-2.c28914/2/1725 PREDICTED: junctophilin-2 [Xenopus (Silurana) tropicalis]301607262 XP_002933232.1 59.56 41.57 122.61 71.44 67.68 136.74 72.77 81.03 89.37 13.28 12.52 22.86
2-3.c30327/2/2348 RecName: Full=Voltage-dependent L-type calcium channel subunit alpha-1S; AltName: Full=FGalpha1S; AltName: Full=Voltage-gated calcium channel subunit alpha Cav1.1>gi|2708678|gb|AAC36126.1| dihydropyridine receptor [Rana catesbeiana]46576355 O57483.1 4.55 2 7.97 1.93 7.16 11.49 3.09 4.6 3.4 0 0.19 1.02
3-6.c3462/4/4186 uncharacterized protein LOC431890 [Xenopus laevis]>gi|47124671|gb|AAH70553.1| MGC79934 protein [Xenopus laevis]148223037 NP_001084844.1 30.17 37.35 22.51 17.69 22 25.06 14.8 17.45 18.36 2.75 4.18 4.77
1-2.c17477/1/1373 LOC100145612 protein [Xenopus (Silurana) tropicalis]170285152 AAI61369.1 0 0.43 0 0 0 0.09 0.99 0 2.89 4.17 11.79 3.05
1-2.c29894/1/3175.2PREDICTED: malate dehydrogenase, mitochondrial [Aquila chrysaetos canadensis]768365243 XP_011579891.1 479.61 186.28 467.81 431.39 508.42 177.85 231.1 328.84 377.43 53.08 17.71 128.65
2-3.c13830/1/2302 eukaryotic translation initiation factor 2 subunit 1 [Xenopus laevis]>gi|82188311|sp|Q7ZTK4.1|IF2A_XENLA RecName: Full=Eukaryotic translation initiation factor 2 subunit 1; AltName: Full=Eukaryotic translation initiation factor 2 subunit alpha; Short=eIF-2-alpha; Short=eIF-2A; Short=eIF-2alpha [Xenopus laevis]>gi|28302360|gb|AAH46576.1| Eif2s1 protein [Xenopus laevis]148232020 NP_001080752.1 0 0 5.16 0 0 0 0 0 0.05 6 6.04 0
2-3.c42158/3/2603.2PREDICTED: protein Shroom2 isoform X2 [Pelodiscus sinensis]558149116 XP_006120258.1 1.51 4.85 2.73 1.31 1.08 0.66 0.23 1.09 0.89 28.21 69.63 32.71
1-2.c13981/1/1373 -- -- -- 7.96 11.45 17.4 7.73 11.2 9.07 4.33 11.16 14.75 0.53 1.09 1.31
2-3.c54729/1/2158 PREDICTED: keratin, type II cytoskeletal cochleal-like [Columba livia]543747793 XP_005514650.1 26.98 7.03 22.28 16.75 51.48 10.18 55.41 20.29 16.71 0.11 0.93 0
2-3.c4502/3/2620 Geneb-a protein [Xenopus laevis]213623820 AAI70263.1 0 6.06 0.29 0.11 0.27 1.66 1.44 0.2 0.14 11.78 8 24.85
2-3.c59445/1/2342 -- -- -- 6.58 7.98 7.69 9.84 13.23 7.51 6.21 8.27 12.51 1.3 0.71 2.4
1-2.c32568/1/1568 MGC84445 protein [Xenopus laevis]51703940 AAH81189.1 0 4.67 0 0 0 1.86 0.42 0 0 11.17 16.28 20.76
1-2.c17943/1/1365 nucleolin [Xenopus laevis]>gi|295899|emb|CAA51460.1| nucleolin [Xenopus laevis]148226518 NP_001081557.1 42.99 264.41 33.23 34.21 65.46 141.37 39.74 33.82 37.98 5.31 3.95 11.04
2-3.c5492/1/1976 ryanodine receptor beta isoform [Rana catesbeiana]29501272 BAA04647.2 10.11 12.36 54.02 31.75 32.21 34.96 50.05 44.18 56.3 8.29 1.21 7.26
1-2.c9865/11/1341 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 5.08 0.23 21.65 8.29 6.96 13.03 12.55 21.2 10.68 1.27 1.09 0.76
2-3.c15687/1/2537.2transforming growth factor, beta-induced, 68kDa precursor [Xenopus laevis]>gi|56269935|gb|AAH87347.1| LOC495971 protein [Xenopus laevis]147906015 NP_001088707.1 39.34 25.61 51.57 34.83 38.33 24.56 30.54 41.93 23.77 4.02 1.48 8.61
2-3.c23873/1/1947 -- -- -- 5.27 4.84 1 3.11 1.52 0.96 3.01 4.74 3.77 40.37 41.76 36.94
2-3.c8669/1/2354 tubulin, gamma complex associated protein 4 [Xenopus laevis]>gi|51895805|gb|AAH81002.1| MGC81229 protein [Xenopus laevis]148230420 NP_001087617.1 1.28 7.34 1.69 2.71 1.2 1.89 1.76 1 0.9 0.21 0 0
1-2.c11081/10/1599keratin 5, gene 1 [Xenopus (Silurana) tropicalis]>gi|847153769|ref|XP_012823649.1| PREDICTED: keratin 5, gene 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847153771|ref|XP_012823650.1| PREDICTED: keratin 5, gene 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|49250524|gb|AAH74634.1| keratin 5, gene 1 [Xenopus (Silurana) tropicalis]54020785 NP_001005638.1 2.92 0 0 0 3.57 3.92 0 0.02 0 0 0 0
2-3.c48907/1/2161.1PREDICTED: ras-related protein Rab-6A isoform X2 [Chrysemys picta bellii]641749811 XP_008164834.1 0 6.68 2.26 0 0 0 1.14 4.27 0 2.08 3.02 6.19
1-2.c19268/3/1667.1-- -- -- 1062.26 1228.62 1675.64 730.73 1050.06 325.85 1554.38 1018.37 903.67 268.86 46.33 50.46
1-2.c19667/1/1423 thioredoxin domain-containing protein 9 [Xenopus (Silurana) tropicalis]>gi|847100901|ref|XP_012812729.1| PREDICTED: thioredoxin domain-containing protein 9 isoform X1 [Xenopus (Silurana) tropicalis]>gi|115291978|gb|AAI22035.1| hypothetical protein MGC147198 [Xenopus (Silurana) tropicalis]>gi|134026120|gb|AAI35890.1| hypothetical protein MGC147198 [Xenopus (Silurana) tropicalis]118405096 NP_001072538.1 0 0 0 0 0 0 0 0 0 24.94 6.94 4.2
1-2.c11476/1/1711.1-- -- -- 0 1.47 4.35 15.67 4.33 6.76 0 0 4.97 0 0 0.84
1-2.c23763/1/1810 parvalbumin beta protein [Rana sp. CH-2001]>gi|148356697|emb|CAM57381.1| parvalbumin [Limnonectes macrodon]20797085 CAC95153.1 292.92 90.7 574.91 405.49 604.74 1409.19 527.01 565.48 632.16 115.7 71.02 93.56
1-2.c11848/1/1583 fructose-1,6-bisphosphatase 2 [Xenopus laevis]>gi|51703601|gb|AAH81229.1| Unknown (protein for MGC:85456) [Xenopus laevis]291290927 NP_001167494.1 11.77 4.07 8.94 22.93 9.14 12.87 17.43 15 22.93 1.68 4.62 0.45
1-2.c46671/1/1365 LOC100144989 protein [Xenopus (Silurana) tropicalis]165971120 AAI58328.1 19.87 22.19 6.49 10.88 5.2 14.2 4.98 3.04 0.89 0.72 3.23 0
1-2.c36683/1/1466 PREDICTED: serine/arginine-rich splicing factor 5 [Haliaeetus albicilla]700322225 XP_009927475.1 0 0 10.47 0 0 0 0.78 0 0 36.59 87.1 0
2-3.c5145/8/2501 gsn protein [Xenopus (Silurana) tropicalis]159155320 AAI54876.1 54.71 60.57 61.87 52.66 79.49 53.66 40.7 58.41 54.27 6.57 0 25.28
2-3.c59275/1/2666 Unknown (protein for IMAGE:7852980) [Xenopus (Silurana) tropicalis]197246230 AAI68800.1 3.94 0.77 3.73 3.54 2.4 1.67 0 4.1 3.03 0 0 0.51
1-2.c42493/226/1669ubiquinol-cytochrome c reductase core protein II [Xenopus laevis]>gi|50418237|gb|AAH77311.1| Uqcrc2 protein [Xenopus laevis]>gi|77748481|gb|AAI06253.1| Uqcrc2 protein [Xenopus laevis]148222361 NP_001086687.1 583.01 199.71 311.83 317.52 449.59 234.67 271.7 282.38 246.57 90.41 18.57 83.28
1-2.c34068/1/1339 -- -- -- 3.35 7.71 9.34 12.35 6.31 4.95 2.9 4.14 4.46 0.96 0.91 0.5
2-3.c45394/2/1931.1-- -- -- 1.64 2.11 0.61 2.22 0 0.65 0 1.89 2.18 18.61 19.69 39.14
1-2.c12249/1/1519 -- -- -- 18.28 4.68 23.81 11.17 17.65 7.79 59.52 0 35.98 202.92 297.02 195.36
2-3.c19255/1/2595 ribosomal protein S6 kinase, 70kDa, polypeptide 1 [Xenopus (Silurana) tropicalis]39794417 AAH64239.1 0.87 7.89 0.12 0 2.81 5.04 2.33 1.42 0 0.01 0 0
1-2.c41582/2/1799 high mobility group protein 20A [Xenopus (Silurana) tropicalis]>gi|847143223|ref|XP_012821857.1| PREDICTED: high mobility group protein 20A isoform X1 [Xenopus (Silurana) tropicalis]>gi|847143226|ref|XP_012821859.1| PREDICTED: high mobility group protein 20A isoform X1 [Xenopus (Silurana) tropicalis]>gi|847143230|ref|XP_012821860.1| PREDICTED: high mobility group protein 20A isoform X1 [Xenopus (Silurana) tropicalis]>gi|847143234|ref|XP_012821861.1| PREDICTED: high mobility group protein 20A isoform X1 [Xenopus (Silurana) tropicalis]>gi|82183397|sp|Q6DIJ5.1|HM20A_XENTR RecName: Full=High mobility group protein 20A; AltName: Full=HMG box-containing protein 20A>gi|49523172|gb|AAH75543.1| high-mobility group 20A [Xenopus (Silurana) tropicalis]55742128 NP_001006760.1 0.7 3.53 1.21 1.56 0.52 2.33 1.42 0.45 0 0 0 0
2-3.c1422/76/2342 kinectin [Xenopus (Silurana) tropicalis]>gi|189441583|gb|AAI67328.1| ktn1 protein [Xenopus (Silurana) tropicalis]194018594 NP_001123384.1 0.71 0 0 0 0 0 0 0 0 0 4.81 5.22



1-2.c48064/5/1310 actin, alpha skeletal muscle B-like isoform 1 [Scleropages formosus]820145793 KKX13565.1 12.99 1.65 12.75 16.2 21.2 9.6 13.13 14.4 8.29 1.94 1.17 3.39
1-2.c11329/1/1537 uncharacterized protein LOC100036845 precursor [Xenopus laevis]>gi|120538599|gb|AAI29065.1| LOC100036845 protein [Xenopus laevis]147905311 NP_001090602.1 0 0 0 0 0 0 2.29 2.96 0 13.41 0 26.68
2-3.c25435/5/2426 PREDICTED: Fanconi anemia-associated protein of 100 kDa isoform X2 [Xenopus (Silurana) tropicalis]301621609 XP_002940136.1 1.02 7.03 1.5 2.55 2.36 3.38 1.77 0.85 1.99 0.61 0 0
1-2.c36045/1/5902.1.2-- -- -- 0 15.77 0 0 0 0 0 0 0 49.29 33.37 0
1-2.c29268/2/1598 -- -- -- 3.29 5.01 2.42 0 1.74 3.13 0 0.8 1.26 32.14 50.09 22.67
1-2.c38662/1/1731.1-- -- -- 1.4 0 0 0 0 0 0 0.83 0 5.41 3.88 3.89
2-3.c8132/1/2615 RecName: Full=Transitional endoplasmic reticulum ATPase; Short=TER ATPase; AltName: Full=15S Mg(2+)-ATPase p97 subunit; Short=p97; AltName: Full=Valosin-containing protein; Short=VCP [Xenopus laevis]>gi|28422362|gb|AAH46949.1| Vcp-prov protein [Xenopus laevis]257051069 P23787.3 0 0.01 0 0.09 0 0 0 0 0 0 16.61 17.59
1-2.c38843/1/1295 -- -- -- 4.41 0.57 0.72 2.16 3.59 1.82 15.07 4.04 3.97 45.4 68.66 52.23
1-2.c34363/1/1710 PREDICTED: glycine dehydrogenase (decarboxylating), mitochondrial [Xenopus (Silurana) tropicalis]512813230 XP_002934225.2 0 0 0 0 0 0 3.09 0.17 0.04 7.31 0 10.83
1-2.c50616/1/1305 serpin peptidase inhibitor, clade E (nexin, plasminogen activator inhibitor type 1), member 2 precursor [Xenopus laevis]>gi|84104854|gb|ABC54557.1| protease nexin-1 [Xenopus laevis]147899187 NP_001086989.1 2.07 11.29 3.54 0 4.31 5.55 0 0 0 0 0 0
2-3.c12268/1/6515.2calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 19.15 1.97 53.06 30.96 38.04 39.63 34.54 36.09 42.58 11.44 3.79 3.57
2-3.c16250/1/1939 -- -- -- 0 0 0 0.01 0 0 0 2.66 0 5.88 0 8.2
2-3.c4368/1/2565 LOC398050 protein [Xenopus laevis]126362056 AAI31885.1 5.72 3.85 10.75 5.75 5.9 1.32 1.75 2.41 6.07 0.01 0.37 0.78
2-3.c47583/1/2542 phospholipid-transporting ATPase IC [Xenopus (Silurana) tropicalis]>gi|82230756|sp|Q5BL50.1|AT8B1_XENTR RecName: Full=Phospholipid-transporting ATPase IC; AltName: Full=ATPase class I type 8B member 1; AltName: Full=P4-ATPase flippase complex alpha subunit atp8b1 [Xenopus (Silurana) tropicalis]>gi|60618372|gb|AAH90602.1| ATPase, class I, type 8B, member 1 [Xenopus (Silurana) tropicalis]71896237 NP_001025562.1 0.35 1.04 1.11 1.11 0.51 0.91 6.77 0.89 0.31 10.99 13.11 30.02
1-2.c4810/2/1417 -- -- -- 10.15 2.68 0 5.15 16.9 1.02 22.57 22.09 5.91 91.91 213.44 153.64
1-2.c2762/21/1410 -- -- -- 43.35 43.76 91.72 60.06 118.74 361.23 76.43 51.82 128.64 1.17 1.81 5.38
1-2.c29299/1/6568.5translation elongation factor EF-1 gamma [Bombina orientalis]211907091 ACJ12080.1 50.1 0 0 2.93 0 108.77 195.65 97.81 170.45 531.52 929.28 423.82
1-2.c34897/1/1681 uncharacterized protein LOC100036932 [Xenopus laevis]>gi|120538016|gb|AAI29683.1| LOC100036932 protein [Xenopus laevis]147906566 NP_001091172.1 0 0 0 0 0 0 0 0 0 8.55 11.34 0
1-2.c27548/1/1312 -- -- -- 0 0 0 0 0 0 0 0 0 20.68 54.77 3.33
2-3.c54690/1/2116 carnitine O-acetyltransferase [Xenopus (Silurana) tropicalis]>gi|66570870|gb|AAH96389.1| hypothetical protein mgc108203 [Xenopus (Silurana) tropicalis]73853812 NP_001027489.1 2.29 1.58 2.6 6.91 4.8 4.12 4.7 2.32 3.41 0.55 0.17 0.95
1-2.c39955/1/1222 -- -- -- 117.21 132.71 279.97 190.63 322.71 1026.27 251.44 160.2 392.66 4.6 11.69 12.88
3-6.c5011/1/3331 cGMP-dependent 3',5'-cyclic phosphodiesterase [Xenopus (Silurana) tropicalis]>gi|114108011|gb|AAI22986.1| phosphodiesterase 2A, cGMP-stimulated [Xenopus (Silurana) tropicalis]118404742 NP_001072607.1 2.18 2.83 1.05 0.59 0.57 1.02 0 1.26 0.07 0 0 0
3-6.c15513/1/2974 PREDICTED: transforming acidic coiled-coil-containing protein 2 [Xenopus (Silurana) tropicalis]847151927 XP_012823153.1 7.94 4.53 15.44 11.79 12.61 4.07 6.46 11.99 12.72 0 5.3 0.29
2-3.c28740/1/2167 Na-K-2Cl cotransporter 1 [Xenopus laevis]>gi|124302110|gb|ABN05233.1| Na-K-2Cl cotransporter 1 [Xenopus laevis]147904042 NP_001091331.1 1.44 1.66 0.31 0.8 1.18 0.64 3.11 1.4 0.55 19 15 25.37
2-3.c14168/4/2428 gnl3-prov protein, partial [Xenopus (Silurana) tropicalis]38649400 AAH63220.1 29.31 18.22 20.6 14.11 10.82 21.42 15.1 15.02 12.41 2.28 1.81 3.31
1-2.c35673/1/1491 -- -- -- 2.6 4.41 0 1.44 2.56 2.25 0 2.56 0.21 30.26 63.9 40.14
3-6.c7532/1/2819 aryl hydrocarbon receptor nuclear translocator 2 [Xenopus (Silurana) tropicalis]>gi|134025837|gb|AAI36117.1| arnt2 protein [Xenopus (Silurana) tropicalis]154147739 NP_001093686.1 0.27 6.58 0.34 0.46 0.27 0.44 0.26 0.3 0.15 7.67 14.59 8.36
3-6.c8035/1/3000 PREDICTED: sarcalumenin isoform X1 [Chrysemys picta bellii]641794149 XP_008160752.1 22.98 2.36 18.29 26.87 19.62 8.02 17.63 19.14 32.98 2.34 2.73 3.98
1-2.c27528/1/1411 -- -- -- 3.31 5.38 0 2.8 1.73 3.9 3.44 4.91 3.63 57.43 44.09 64.06
1-2.c33876/2/1279 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 0 0 0 0 0 0 0 0 0 15.84 11.32 0
1-2.c25614/1/1758 -- -- -- 0 0 0 0 0 0 0 0 0 2.97 7.82 1.56
2-3.c59623/1/2618 casein kinase I isoform alpha [Scleropages formosus]820135221 KKX08385.1 0 2.11 0 1.86 1.81 0 0.5 0 0 0 0 0
2-3.c34956/1/2515.1PREDICTED: zinc finger protein 208-like isoform X1 [Xenopus (Silurana) tropicalis]847170543 XP_012808752.1 0 1.93 0 1.49 0 0.86 0.05 0 0.27 19.7 27.26 11.26
1-2.c13291/1/1454 PREDICTED: keratin, type II cytoskeletal cochleal [Charadrius vociferus]699641559 XP_009878343.1 39.25 31.79 30.49 22.86 78.83 25.95 72.18 39.08 30.17 0.49 0.96 2.43
2-3.c45713/1/2007 oxysterols receptor LXR-beta [Xenopus (Silurana) tropicalis]>gi|847146625|ref|XP_012822217.1| PREDICTED: oxysterols receptor LXR-beta isoform X1 [Xenopus (Silurana) tropicalis]>gi|114107997|gb|AAI22938.1| nuclear receptor subfamily 1, group H, member 2 [Xenopus (Silurana) tropicalis]118403952 NP_001072853.1 0 1.29 0.01 0.07 0 0.07 0 0 0 5.11 2.96 4.76
3-6.c16452/1/3721 NODAL modulator 3 precursor [Xenopus (Silurana) tropicalis]>gi|183985678|gb|AAI66195.1| LOC100158535 protein [Xenopus (Silurana) tropicalis]189230238 NP_001121443.1 2.19 13.1 2.31 0 4.68 12.23 0 0 0.1 0 0 0
2-3.c35848/1/2139 -- -- -- 10.88 3.54 31.85 19.42 20.42 19.57 20.41 20.06 19.69 4.1 1.99 4.08
2-3.c13579/1/7723.2calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 7.43 0.82 29.86 19.62 31.74 20.91 16.93 18.5 27.35 0.71 0 7.69
1-2.c19610/1/1363 zygotic DNA replication licensing factor mcm6-A [Xenopus laevis]>gi|97072463|sp|Q498J7.1|MC6ZA_XENLA RecName: Full=Zygotic DNA replication licensing factor mcm6-A; AltName: Full=Zygotic minichromosome maintenance protein 6-A; Short=zMCM6-A; Short=zMCM6a [Xenopus laevis]>gi|72679343|gb|AAI00192.1| Mcm6a-A protein [Xenopus laevis]212286112 NP_001131039.1 0.42 15.27 1.45 0.35 3.2 3.14 0 0.68 0.89 0 0 0
1-2.c24202/1/1778 -- -- -- 0.14 27.27 0.15 0.14 0.05 0.37 0 0 10.13 66.63 76.01 0.73
1-2.c35007/1/1540 PREDICTED: pyruvate dehydrogenase (acetyl-transferring) kinase isozyme 1, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]512866108 XP_002934664.2 1.34 0 1.05 3.03 2.55 1.18 1.6 0.3 0.13 0.14 0 0
2-3.c19990/3/2040 PREDICTED: voltage-dependent anion-selective channel protein 1 isoform X1 [Odobenus rosmarus divergens]823417697 XP_012419592.1 10.77 9.56 14.42 21.8 19.43 21.45 14.37 7.05 13.45 8.1 0 2.56
1-2.c2057/25/1807 desmin [Xenopus laevis]>gi|118457|sp|P23239.1|DESM_XENLA RecName: Full=Desmin [Xenopus laevis]>gi|64653|emb|CAA34740.1| desmin [Xenopus laevis]>gi|28302285|gb|AAH46651.1| Des-prov protein [Xenopus laevis]148224383 NP_001080177.1 117.82 69.13 113.95 49.29 100.36 99.55 67.33 82.95 64.7 21.82 20.86 7.92
1-2.c28418/3/1441 voltage-dependent anion-selective channel protein 2 [Xenopus laevis]>gi|62826006|gb|AAH94145.1| Vdac2 protein [Xenopus laevis]148225606 NP_001089399.1 37.2 2.03 26.97 27 28.37 20.44 22.13 32.09 17.96 4.81 3.24 4.76
2-3.c17554/1/2470.2beta-enolase [Gallus gallus]>gi|1706654|sp|P07322.3|ENOB_CHICK RecName: Full=Beta-enolase; AltName: Full=2-phospho-D-glycerate hydro-lyase; AltName: Full=Phosphopyruvate hydratase [Gallus gallus]>gi|1616990|dbj|BAA07133.1| enolase [Gallus gallus]46048765 NP_990450.1 1087.49 57.65 1958.02 2906.51 2334.43 655.75 2303.17 2159.92 3342.82 216.64 38.96 319.54
2-3.c6406/2/2258 PREDICTED: angiopoietin-related protein 2 isoform X1 [Xenopus (Silurana) tropicalis]847161289 XP_012825205.1 0.73 0 1.31 0 0 0.3 0 1.61 2.41 6.87 4.63 3.07
1-2.c49295/1/1348 -- -- -- 1.22 1.67 0 2.07 1.57 2.43 0.12 0.62 0.4 0 0 0
1-2.c11669/1/1812.1-- -- -- 19.26 35.42 14.69 13.78 15.27 27.09 4.16 12.07 19.14 0.77 0.91 1.6
2-3.c6683/1/2259.1 PREDICTED: LOW QUALITY PROTEIN: striated muscle-specific serine/threonine-protein kinase-like, partial [Columba livia]543714928 XP_005498747.1 9.85 2.97 12.47 9.42 6.87 6.37 0 3.65 0 0 3.14 0
2-3.c6736/1/2605 PREDICTED: collagen alpha-5(IV) chain isoform X4 [Xenopus (Silurana) tropicalis]512859351 XP_004916925.1 4.93 19.13 10.92 6.99 8.69 7.85 2.04 3.8 5.59 0.83 1.43 1.36
2-3.c9365/6/2428 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 22.37 693.8 89.69 46.6 40.86 191.76 26.49 21.63 42.91 1.93 0 1.52
1-2.c7916/1/1691 PREDICTED: fumarate hydratase, mitochondrial [Xenopus (Silurana) tropicalis]512842641 XP_002935862.2 30.8 47.52 54.2 45.33 25.08 33.64 23.68 48.55 0 4.93 4.85 8.59
1-2.c16868/1/1351 -- -- -- 0 0.55 0 3.15 0 0 9.1 2.24 2.51 54.19 58.02 12.52
2-3.c35520/1/2048.1fast troponin I [Rana catesbeiana]58397794 AAW73073.1 3547.28 981.64 7323.49 4942.62 5737.54 6030.37 5585.69 6829.51 4374.82 1257.94 841.84 1256.12
2-3.c40893/1/1959 -- -- -- 23.83 4.29 19.75 14.97 12.59 7.63 7.31 4.91 18.78 0.4 3.87 1.7
2-3.c16341/1/2504 eukaryotic elongation factor 2 kinase [Xenopus (Silurana) tropicalis]>gi|166797013|gb|AAI59138.1| LOC100145184 protein [Xenopus (Silurana) tropicalis]187607479 NP_001120146.1 3.79 2.66 2.12 8.02 7.4 2.5 4.65 0.97 1.76 0.37 0.3 1.65
2-3.c20378/1/3092 PREDICTED: glucosylceramidase [Latimeria chalumnae]557017449 XP_006009132.1 0 2.88 0 6.39 0 2.42 9.72 0 0.88 61.02 98.48 33.83
1-2.c8698/2/1160 calreticulin precursor [Xenopus laevis]>gi|28302252|gb|AAH46699.1| Calr protein [Xenopus laevis]148230491 NP_001080765.1 0 0 0 0 21.12 59.12 0 0 0 0 0 0



1-2.c24235/2/1712 -- -- -- 0 0 0 0 0 0 0 0 2.85 2.3 3.7 2.96
1-2.c32790/1/1501 phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN [Xenopus (Silurana) tropicalis]>gi|170284562|gb|AAI61129.1| pten protein [Xenopus (Silurana) tropicalis]183986707 NP_001116943.1 0.95 0 0 0 0 0 0.86 0 0 5.12 3.3 1.68
2-3.c6000/5/2118 thrombospondin-4 precursor [Xenopus (Silurana) tropicalis]>gi|847088835|ref|XP_012821233.1| PREDICTED: thrombospondin-4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|115312958|gb|AAI24001.1| thrombospondin 4 [Xenopus (Silurana) tropicalis]118404528 NP_001072673.1 8.08 10.79 23.68 8.73 4.17 22.72 8 10.78 12.9 0 0 0.94
1-2.c34593/1/1637 PREDICTED: ATP-binding cassette sub-family F member 2 [Picoides pubescens]699653275 XP_009896893.1 0 0 1.58 1.55 0 0 1.21 0 1.88 22.52 32.67 7.65
2-3.c14094/1/2005 PREDICTED: pyridine nucleotide-disulfide oxidoreductase domain-containing protein 2 [Xenopus (Silurana) tropicalis]512851997 XP_002936488.2 0.85 2.88 1.41 1.25 1.57 0.95 0.49 0.4 0.47 0 0 0
2-3.c3842/4/1963 cAMP-specific 3',5'-cyclic phosphodiesterase 4B [Xenopus (Silurana) tropicalis]>gi|116063322|gb|AAI23101.1| hypothetical protein MGC147384 [Xenopus (Silurana) tropicalis]118403894 NP_001072863.1 4.94 5.31 1.82 3.03 4.64 0 0 0.25 0 0 0 0
1-2.c47233/3/1591 PREDICTED: rho GTPase-activating protein 5 [Xenopus (Silurana) tropicalis]>gi|847157493|ref|XP_012824567.1| PREDICTED: rho GTPase-activating protein 5 [Xenopus (Silurana) tropicalis]>gi|847157496|ref|XP_012824568.1| PREDICTED: rho GTPase-activating protein 5 [Xenopus (Silurana) tropicalis]>gi|847157499|ref|XP_012824569.1| PREDICTED: rho GTPase-activating protein 5 [Xenopus (Silurana) tropicalis]512862460 XP_004917331.1 0 0 0 0 0 0 0 0 0 8.5 7.49 0
2-3.c20719/5/2123 PREDICTED: non-syndromic hearing impairment protein 5 isoform X1 [Xenopus (Silurana) tropicalis]847139923 XP_012821029.1 232.98 4.89 29.83 116.18 172.16 0.86 19.63 87.05 90.07 0.16 0 2.3
2-3.c13194/2/2160 PREDICTED: talin-1 isoform X2 [Aquila chrysaetos canadensis]768398998 XP_011595356.1 0 0 0 0 0 0 0.83 0 1.07 45.42 0 19.75
1-2.c25728/1/1353 PREDICTED: elongation factor 1-gamma-like [Lepisosteus oculatus]573878959 XP_006627702.1 67.81 130.93 124.92 31.63 14.72 20.49 31.98 14.38 21.33 11.25 0 0
2-3.c14172/11/2182YTH domain family protein 1 [Pteropus alecto]431894607 ELK04407.1 0 0.55 0 0 0.51 0.97 12.23 0 2.08 11.11 16.35 9.85
2-3.c40760/1/2202.1pyruvate kinase PKM isoform 2 [Xenopus (Silurana) tropicalis]>gi|847145916|ref|XP_012822050.1| PREDICTED: pyruvate kinase PKM isoform X1 [Xenopus (Silurana) tropicalis]>gi|115292052|gb|AAI22008.1| hypothetical protein MGC146985 [Xenopus (Silurana) tropicalis]118405080 NP_001072532.1 216.44 0 180.79 342.75 280.5 0 112.85 266.29 346.97 8.13 0 0
2-3.c61595/4/2205 PREDICTED: protein PRRC2A isoform X2 [Xenopus (Silurana) tropicalis]512859823 XP_002941349.2 4.85 41.12 17.82 0.04 0.02 0 0 0.63 0 0.17 23.87 16.32
3-6.c10887/2/2945 eukaryotic translation initiation factor 2 subunit 1 [Xenopus laevis]>gi|82188311|sp|Q7ZTK4.1|IF2A_XENLA RecName: Full=Eukaryotic translation initiation factor 2 subunit 1; AltName: Full=Eukaryotic translation initiation factor 2 subunit alpha; Short=eIF-2-alpha; Short=eIF-2A; Short=eIF-2alpha [Xenopus laevis]>gi|28302360|gb|AAH46576.1| Eif2s1 protein [Xenopus laevis]148232020 NP_001080752.1 0 0.95 0 0.28 0.92 1.21 0.47 0.47 0 0 0 0
2-3.c34444/1/2620.2-- -- -- 110.28 9.78 24.26 144.98 54.26 29.65 253.43 97.74 152.5 1162.86 1884.88 1090.96
3-6.c18459/1/3360 PREDICTED: chloride channel protein 1 isoform X1 [Anas platyrhynchos]874464599 XP_012952010.1 6.22 0.08 3.47 2.74 6.44 4.77 2.24 3.72 6.76 0 0 1.69
1-2.c44663/1/1360 -- -- -- 4.61 4.94 15.47 11.63 8.31 35.65 11.67 7.68 9.15 1.31 0.18 0.49
1-2.c27329/2/1774 agmatine ureohydrolase (agmatinase) [Xenopus laevis]>gi|57920942|gb|AAH89134.1| MGC85123 protein [Xenopus laevis]147900416 NP_001089210.1 28.07 14.17 44.88 42.36 34.37 29.83 30.84 30.24 37.58 4.39 6.84 8.62
1-2.c14017/1/1749 PREDICTED: schwannomin interacting protein 1 isoform X2 [Xenopus (Silurana) tropicalis]847126596 XP_012818102.1 1.31 0 0 0 0 0 1.83 0 0 4.84 3.26 0.67
2-3.c24654/2/2447 -- -- -- 25.74 11.61 46.16 37.24 31.86 48.1 31.76 28.42 37.66 7.13 5.35 9.41
2-3.c54289/1/2248.1PREDICTED: G protein-coupled receptor kinase 6-like isoform X1 [Oryzias latipes]765112974 XP_011479014.1 0 0.24 0 0 4.06 3.98 0 0 0.63 0 0 0
2-3.c62672/1046/2410calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 20.58 1.85 60.87 20.76 40.59 22.37 14.42 46.69 30.65 7.05 4.23 4.91
3-6.c2699/13/3594 PREDICTED: polyadenylate-binding protein-interacting protein 2B [Cuculus canorus]696972430 XP_009556157.1 31 22.51 8.72 10.69 14.24 9.22 1.58 9.71 7.17 2.5 1.4 2.25
1-2.c7395/2/1275 -- -- -- 0 0 0 1.19 0 1.66 2.51 0 0 31.88 25.37 14.18
3-6.c10939/1/4150.1sarcospan [Xenopus laevis]>gi|54647609|gb|AAH84969.1| LOC495447 protein [Xenopus laevis]147902306 NP_001088569.1 19.96 18.63 27.25 17.99 24.76 35.94 12.39 14.43 20.84 3.36 2.49 6.48
2-3.c39066/1/2144 PREDICTED: nebulin-related-anchoring protein [Apaloderma vittatum]699588075 XP_009865357.1 3.95 1.87 8.33 4.17 4.55 4.71 1.24 2.82 3.33 0.34 0.56 0.56
1-2.c1797/58/1597 claudin-3 [Xenopus (Silurana) tropicalis]>gi|49523224|gb|AAH75291.1| claudin 3 [Xenopus (Silurana) tropicalis]54020932 NP_001005709.1 1.95 0.44 0 0 0.43 0.52 0 1.83 0 12 8.35 32.44
1-2.c5202/1/5612.3 platelet-derived growth factor receptor-like protein precursor [Xenopus (Silurana) tropicalis]>gi|60688137|gb|AAH91030.1| platelet-derived growth factor receptor-like [Xenopus (Silurana) tropicalis]71896169 NP_001025586.1 34.04 6.76 28.96 8.64 8.14 0 0.09 13.01 0 0 0 0
1-2.c52245/4/1435 PREDICTED: endoplasmin isoform X1 [Xenopus (Silurana) tropicalis]847110350 XP_012814654.1 0 0 0 0 0 0 0 2.52 4.44 14.38 24.98 0
2-3.c58866/1/1993.1-- -- -- 16.58 35.44 20.45 13.34 16.25 31.28 8.31 14.16 14.19 3.87 2.02 2.37
2-3.c19813/1/2100 PREDICTED: interleukin enhancer-binding factor 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847169997|ref|XP_012808547.1| PREDICTED: interleukin enhancer-binding factor 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847169999|ref|XP_012808548.1| PREDICTED: interleukin enhancer-binding factor 3 isoform X1 [Xenopus (Silurana) tropicalis]847169995 XP_012808546.1 7.94 2.95 0 0 8.94 5.02 0 0 3.21 0 0 0
3-6.c6658/1/6035.1 PREDICTED: sarcoplasmic/endoplasmic reticulum calcium ATPase 1 isoform X1 [Xenopus (Silurana) tropicalis]847174969 XP_012810385.1 2659.1 263.16 15.4 2720.88 3603.4 2169.71 2111.72 2983.87 18 388.45 327.78 977.86
1-2.c31258/1/1390 PREDICTED: CCR4-NOT transcription complex subunit 1 isoform X9 [Latimeria chalumnae]557006273 XP_006004680.1 5.06 7.4 1.26 4.87 0 1.4 1.04 0.27 0 48.33 50.87 32.34
1-2.c48828/1/1729.1-- -- -- 17.41 4.84 11.94 10.44 12.62 4.27 39.11 2.63 16.15 159.26 230.87 120.2
2-3.c13721/2/2489 RecName: Full=Voltage-dependent L-type calcium channel subunit alpha-1S; AltName: Full=FGalpha1S; AltName: Full=Voltage-gated calcium channel subunit alpha Cav1.1>gi|2708678|gb|AAC36126.1| dihydropyridine receptor [Rana catesbeiana]46576355 O57483.1 5.5 0.8 17.04 6.81 14.08 9.13 6.59 9.87 11.41 0.84 0.69 3.09
1-2.c17529/2/1762 polypyrimidine tract-binding protein 2 [Xenopus (Silurana) tropicalis]>gi|112418598|gb|AAI21904.1| polypyrimidine tract binding protein 2 [Xenopus (Silurana) tropicalis]118404352 NP_001072479.1 4.37 16.92 4.44 2.62 5.43 12.72 4.81 3.16 4.5 0 0 0.94
1-2.c35432/1/1298 uncharacterized protein LOC100145486 [Xenopus (Silurana) tropicalis]>gi|170284963|gb|AAI61130.1| LOC100145486 protein [Xenopus (Silurana) tropicalis]187608717 NP_001120409.1 0 0 0 0 0 0 0 0 0 9.52 9.24 0
2-3.c44036/2/2082 OTTXETP00000002159 [Xenopus (Silurana) tropicalis]89272520 CAJ83768.1 0.17 7.16 0.12 0 2.18 2.65 0 0 0 0 0 0
2-3.c2189/9/2415.1 PREDICTED: protein FAM162A-like, partial [Xenopus (Silurana) tropicalis]512881655 XP_002943177.2 0.36 0 2.64 1.77 3.86 1.33 0.56 0 0 0 0 0
1-2.c35935/1/1404 -- -- -- 2.02 20.38 4.05 2.56 0.74 2.36 0.09 1.44 0.95 0 0 0
2-3.c56473/1/2099.13-hydroxyisobutyrate dehydrogenase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60552661|gb|AAH91056.1| MGC108315 protein [Xenopus (Silurana) tropicalis]71896099 NP_001025604.1 9.78 8.15 16.94 10.65 17.61 14.19 7.99 11.48 7.87 0 0.69 1.93
3-6.c3226/2/3320 ubiquinol-cytochrome-c reductase complex assembly factor 1 [Xenopus laevis]>gi|114108284|gb|AAI23156.1| LOC398100 protein [Xenopus laevis]147900400 NP_001081880.1 4.94 7.38 3.33 9.33 12.04 5.73 3.45 2.49 6.93 1.31 0.84 2.41
1-2.c38168/1/10757.2-- -- -- 16.09 0 2.45 1.3 6.76 5.33 19.44 7.81 13.44 128.86 154.25 41.61
1-2.c4709/2/1650 -- -- -- 4.9 4.83 0 0.25 0 0.65 2.19 0 0.92 13.34 8.19 8.49
2-3.c20770/1/2039 LOC443692 protein, partial [Xenopus laevis]49119610 AAH73734.1 3.33 0 0.19 0 2.44 2.58 2.29 2.27 1.14 0 0 0
1-2.c12280/2/1606 PREDICTED: citrate synthase, mitochondrial [Erinaceus europaeus]617649484 XP_007533438.1 26.45 85.77 73.59 126.5 73.79 58.23 141.04 82.81 18.15 6.37 4.28 36.53
1-2.c38321/1/1328.1aspartyl/asparaginyl beta-hydroxylase [Xenopus (Silurana) tropicalis]>gi|58476328|gb|AAH89668.1| MGC107896 protein [Xenopus (Silurana) tropicalis]62751990 NP_001015734.1 3.83 3.7 8.47 1.24 8.09 21.72 4.19 5.71 7.04 0 0 0
3-6.c9746/1/3536.1 -- -- -- 5.9 13.01 0.11 0 0 0 0 4.63 4.6 0 7.54 8.49
3-6.c2766/6/3194 PREDICTED: semaphorin-3D [Sarcophilus harrisii]395539080 XP_003771501.1 2.12 28.57 3.07 1.55 6.13 5.21 0.66 1.02 3.09 0.68 0.24 0.76
1-2.c12992/2/1651 activating transcription factor 5, gene 2 [Xenopus laevis]>gi|50414976|gb|AAH77877.1| Atf5-prov protein [Xenopus laevis]147902692 NP_001086999.1 27.4 44.65 32.41 34.88 33.14 39.92 22.98 14.95 31.51 6.59 3.24 9.43
1-2.c28729/1/1766 hedgehog acyltransferase-like [Xenopus laevis]>gi|27694798|gb|AAH43836.1| MGC53261 protein [Xenopus laevis]147901798 NP_001079492.1 89.3 11.98 77.1 101.65 112.42 53.41 32.58 62.68 54.78 13.72 23.03 19.24
1-2.c32609/3/1985.1PREDICTED: keratin, type I cytoskeletal 15 [Xenopus (Silurana) tropicalis]512874187 XP_002939083.2 837.47 1165.36 1476.59 894.62 1314.54 75.1 1211.48 839.72 803.52 37.59 3.28 6.75
1-2.c20912/1/1738 provirus ancestral Env polyprotein [Larimichthys crocea]808862307 KKF13889.1 31.92 72.28 5.29 17.34 19.17 11.17 102.18 12.55 28.56 390.46 279.19 173.1
1-2.c50838/1/1446 -- -- -- 0 7.93 3.11 5.65 7.14 0 0 0.04 5.94 0 0 0.04
2-3.c52817/1/5822.3-- -- -- 0 25.79 0 0.08 0 0 0 0 23.33 31.19 22.49 0
1-2.c44470/1/1816 PREDICTED: polyadenylate-binding protein 4 isoform X2 [Xenopus (Silurana) tropicalis]847099772 XP_012812352.1 37.02 18.26 26.85 31.65 21.65 54.25 32.99 44.29 27.92 7.49 10.44 3.1
1-2.c26092/2/1884 uncharacterized protein LOC100036795 [Xenopus laevis]>gi|171846414|gb|AAI61682.1| LOC100036795 protein [Xenopus laevis]182765469 NP_001116832.1 0 2.48 0 0 2.38 2.8 0 0 0 0 0 0
3-6.c18863/7/2944.2eukaryotic translation initiation factor 2 subunit 1 [Xenopus laevis]>gi|82188311|sp|Q7ZTK4.1|IF2A_XENLA RecName: Full=Eukaryotic translation initiation factor 2 subunit 1; AltName: Full=Eukaryotic translation initiation factor 2 subunit alpha; Short=eIF-2-alpha; Short=eIF-2A; Short=eIF-2alpha [Xenopus laevis]>gi|28302360|gb|AAH46576.1| Eif2s1 protein [Xenopus laevis]148232020 NP_001080752.1 77.31 133.31 38.54 48.59 56.48 93.34 47.47 41.55 45.16 6.16 0.17 27.09



1-2.c22005/2/1452 PREDICTED: interferon regulatory factor 6, gene 2 isoform X2 [Xenopus (Silurana) tropicalis]847127915 XP_012818524.1 4.34 0 0.11 1.98 0.01 1.8 7.31 2.39 5.53 22.31 36.63 25.5
2-3.c5438/1/2150.2 -- -- -- 0 55.1 2.67 0 18.12 16.01 0 0 0 0 0 0
1-2.c8924/1/1459 PREDICTED: adenosine kinase isoform X2 [Anas platyrhynchos]874462866 XP_012951453.1 6.35 14.12 14.62 8.18 5.89 7.57 2.11 1.8 2.47 0 0 2.04
2-3.c26102/1/2052.1-- -- -- 4 0.61 2.9 2.81 6.43 4.47 1.33 1.59 14.16 0.29 0.95 0.14
2-3.c41114/1/2024.2-- -- -- 0 0 0 0 0 0 1.79 0 1.9 3.66 22.3 8.34
2-3.c56643/1/2338.1reverse transcriptase, partial [Gallus gallus]347227 AAA49027.1 0.83 45.13 0 0 1.28 3.66 4.23 0.77 0.05 44.41 69.13 19.34
2-3.c777/43/2538 succinate dehydrogenase [ubiquinone] flavoprotein subunit A, mitochondrial precursor [Xenopus laevis]>gi|82237610|sp|Q6PA58.1|SDHAA_XENLA RecName: Full=Succinate dehydrogenase [ubiquinone] flavoprotein subunit A, mitochondrial; AltName: Full=Flavoprotein subunit of complex II A; Short=Fp; Flags: Precursor [Xenopus laevis]>gi|38014407|gb|AAH60446.1| MGC68518 protein [Xenopus laevis]148237169 NP_001083473.1 44.19 9.38 53.92 65.56 71.12 31.23 20.28 22.06 70.84 20.6 4.55 9.35
3-6.c4687/1/6482 -- -- -- 1.46 52.84 3.73 1.82 3.14 6.13 0.83 1.81 2.77 0.26 0.42 0.64
2-3.c22148/1/1883.1-- -- -- 0 0 0 0 0 0 1.57 0 0 10.73 7.73 0
2-3.c42309/1/2269.1PREDICTED: zinc transporter SLC39A7 [Xenopus (Silurana) tropicalis]>gi|512860458|ref|XP_004917078.1| PREDICTED: zinc transporter SLC39A7 [Xenopus (Silurana) tropicalis]301618652 XP_002938715.1 0 0 0.38 0 2.66 2.65 0 0 0.6 0 0 0
3-6.c5530/1/2861 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 73.67 32.18 38.63 15.45 26.29 4.97 18.7 35.12 13.14 0.56 2.24 0.39
1-2.c42918/2/1803 PREDICTED: sorting nexin-2 [Buceros rhinoceros silvestris]704154961 XP_010130100.1 0 0 0 0 0 0 1.26 0 0 6.47 5.84 0
2-3.c56018/1/2335 microtubule-associated protein 1 light chain 3 alpha [Xenopus laevis]>gi|27694816|gb|AAH43946.1| Map1lc3a-prov protein [Xenopus laevis]148232096 NP_001080542.1 1.53 0 0.03 1.67 1.67 0 1.99 6.24 2.01 35.26 54.3 14.64
2-3.c53963/1/2408.1PREDICTED: rho GTPase-activating protein 17 isoform X3 [Xenopus (Silurana) tropicalis]512868524 XP_004918093.1 0 0 0 0 0 0 0 0 0 7.2 7.78 0
2-3.c36466/1/2194 uncharacterized protein LOC613109 [Xenopus (Silurana) tropicalis]>gi|63146254|gb|AAH96011.1| hypothetical protein mgc108213 [Xenopus (Silurana) tropicalis]73853872 NP_001027517.1 22.07 11.75 9.88 8.6 12.21 3.45 3.59 5.62 5.04 0 4.22 0
2-3.c4691/1/2170 LOC398524 protein [Xenopus laevis]169642411 AAI60682.1 0 2.86 0 2.38 0 2.28 1.56 0 0 0 0 0
2-3.c58988/1/2501.2-- -- -- 5.2 1.04 1.36 1.08 1.65 1.25 15.95 3.06 0.77 33.55 53.42 18.23
1-2.c11573/2/1220 -- -- -- 0 4.48 0 2.99 1.62 1.44 3.93 0.77 2.27 51.04 36.97 40.06
1-2.c25420/2/1700 tetranectin precursor [Xenopus (Silurana) tropicalis]>gi|56971206|gb|AAH88053.1| C-type lectin domain family 3, member B [Xenopus (Silurana) tropicalis]58332698 NP_001011424.1 5.8 3.17 9.41 4.61 14.31 5.58 7.62 0 6.08 0.5 0.17 0.85
1-2.c3082/5/1609 nucleosome assembly protein 1-like 4 [Xenopus (Silurana) tropicalis]>gi|114108009|gb|AAI22975.1| nucleosome assembly protein 1-like 4 [Xenopus (Silurana) tropicalis]118404866 NP_001072907.1 11.44 32.34 7.26 5.37 3.18 26.72 3.86 4.22 3.85 0 0 0
1-2.c50141/1/1411 ubiquinol-cytochrome c reductase core protein I [Xenopus laevis]>gi|29351607|gb|AAH49288.1| Uqcrc1 protein [Xenopus laevis]147902934 NP_001079714.1 0 0 0 0 0 0 0 0 0 50.65 143.48 0
3-6.c5030/1/4113 PREDICTED: serine/threonine-protein phosphatase 4 regulatory subunit 3B isoform X1 [Chelonia mydas]>gi|591351358|ref|XP_007070130.1| PREDICTED: serine/threonine-protein phosphatase 4 regulatory subunit 3B isoform X3 [Chelonia mydas]591351354 XP_007070128.1 1.81 0.43 1.4 1.68 3.11 0 1.29 0.86 0 0 0 0
1-2.c3127/1/1441 -- -- -- 0.31 1.99 3.1 0 0 0 0 0 0 34.03 85.45 0
2-3.c23026/1/2322 -- -- -- 0.7 0.66 0.31 0.63 0.93 1.48 4.86 0.5 0 0 0 0
2-3.c63590/1/2160 PREDICTED: beta-enolase [Anolis carolinensis]637381761 XP_008123931.1 2.52 0 7.11 9.61 6.81 2.59 5.9 4.23 14.7 1.34 0.77 0.63
1-2.c45861/1/1508 PREDICTED: protein CDV3 homolog isoform X1 [Xenopus (Silurana) tropicalis]847134819 XP_012819977.1 5.98 14.81 3.52 2.91 4.43 5.15 1.99 3.92 4.14 0.86 0 0
1-2.c44134/1/1563.1tissue factor pathway inhibitor 2 precursor [Xenopus (Silurana) tropicalis]>gi|58477071|gb|AAH89705.1| MGC108301 protein [Xenopus (Silurana) tropicalis]62751741 NP_001015766.1 0 14.29 2.38 0 6.05 4.66 0 0 0 0 0 0
1-2.c29985/1/1566 PREDICTED: tropomyosin alpha-1 chain isoform X2 [Xenopus (Silurana) tropicalis]847143250 XP_012821870.1 1.07 53.08 0 0 3.06 7.8 4.71 0 0 82.53 62.22 46.54
1-2.c2586/6/1298 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 2.77 0 9.71 14.12 4.84 7.32 7.42 9.73 3.42 1.54 0.2 1.27
2-3.c32812/1/2039 far upstream element-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|134023819|gb|AAI35377.1| fubp3 protein [Xenopus (Silurana) tropicalis]148232337 NP_001090834.1 0.94 15.67 3.56 8.02 4.52 5.51 0 0 9.48 2.41 0 0
3-6.c10528/1/3030 PREDICTED: cytoplasmic FMR1-interacting protein 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|512821483|ref|XP_004911870.1| PREDICTED: cytoplasmic FMR1-interacting protein 1 isoform X1 [Xenopus (Silurana) tropicalis]512821479 XP_004911869.1 2.74 10.69 2.64 2.29 5.3 3.39 1.96 3.26 0 0 0.51 0.83
1-2.c24551/1/1340 PREDICTED: ubiquitin carboxyl-terminal hydrolase 19 isoform X6 [Xenopus (Silurana) tropicalis]847119228 XP_012816889.1 1.78 5.03 1.06 0 0 1.85 4.62 2.04 1.51 20.5 22.87 6.47
2-3.c55982/2/2655 -- -- -- 0 0 40.01 9.66 42.45 14.76 16.73 28.36 13.2 1.62 0 0
1-2.c42392/3/1731 PREDICTED: aspartate--tRNA ligase, cytoplasmic isoform X1 [Xenopus (Silurana) tropicalis]847163066 XP_012825721.1 0 0 0 0 0 0 0 0 0 0 6.23 5.95
2-3.c59034/1/2311.1-- -- -- 0.67 0 0 0 0 0 2.77 0 1.93 13.47 0 9.69
1-2.c38137/1/1569 high density lipoprotein binding protein (vigilin) [Xenopus laevis]>gi|27882206|gb|AAH44314.1| Hdlbp protein [Xenopus laevis]160420251 NP_001080165.1 78.44 93.35 114.21 74.99 93.96 68.54 60.9 72.64 80.12 9.4 3.57 31.55
3-6.c11062/1/2776 -- -- -- 4.36 131.09 9.09 4.86 4.46 15.47 2.95 3.45 7.8 0.44 0.19 0.74
1-2.c11764/1/1710 PREDICTED: filamin-A-interacting protein 1 isoform X2 [Xenopus (Silurana) tropicalis]301613504 XP_002936249.1 8.5 10.21 3.95 1.74 3.35 9.61 1.17 0.59 6.95 0 0.24 0.1
2-3.c12144/2/2509 PREDICTED: protein prune homolog isoform X1 [Xenopus (Silurana) tropicalis]847161780 XP_012825337.1 4.04 6.94 4.76 7.05 4.05 11.72 2.04 3.27 5.48 1.72 0.64 1.04
1-2.c4839/8/1710 PREDICTED: protein PFC0760c-like [Latimeria chalumnae]556961274 XP_005990987.1 33.34 29.64 90.31 57.22 124.33 378.14 68.19 53.54 148.03 1.24 5.61 2.86
2-3.c25673/1/1889 -- -- -- 2.16 2.36 4.11 1.09 3.34 3.46 0.88 0.47 4.8 0 0.49 0
2-3.c3027/2/2604 transmembrane protein 65 [Xenopus (Silurana) tropicalis]>gi|170284800|gb|AAI61055.1| LOC100145439 protein [Xenopus (Silurana) tropicalis]187607455 NP_001120365.1 4.29 0 0.77 2.97 1.96 0 1.96 1.88 4.92 0 0 0
2-3.c6634/8/2301 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 5.9 0.58 10.28 8.2 10.1 8.65 6.06 8.34 9 0.52 1.2 2.43
1-2.c32951/1/1200.2-- -- -- 9.25 8.26 14.83 43.49 18.95 17.06 24.75 9.23 24.03 1.44 3.04 4.41
1-2.c8423/1/1407 -- -- -- 0 0 0 0 0 0 0 0 0 12.19 8.58 0
2-3.c3280/1/2453 eukaryotic translation initiation factor 3 subunit A [Xenopus (Silurana) tropicalis]>gi|229488240|sp|A4II09.1|EIF3A_XENTR RecName: Full=Eukaryotic translation initiation factor 3 subunit A; Short=eIF3a; AltName: Full=Eukaryotic translation initiation factor 3 subunit 10; AltName: Full=eIF-3-theta [Xenopus (Silurana) tropicalis]>gi|134025550|gb|AAI35791.1| eif3a protein [Xenopus (Silurana) tropicalis]156717262 NP_001096173.1 49.78 69.06 29.08 24.16 26.1 25.63 19.72 19.59 15.01 3.04 0 10.25
2-3.c37041/1/1972 PREDICTED: constitutive coactivator of PPAR-gamma-like protein 1-like isoform X1 [Alligator mississippiensis]564265499 XP_006271582.1 3.93 22.56 4.22 4.29 8.47 11.1 3.54 4.28 4.18 0 0.69 2.42
3-6.c6910/3/4151 paxillin [Xenopus (Silurana) tropicalis]>gi|195540121|gb|AAI67913.1| Unknown (protein for MGC:135710) [Xenopus (Silurana) tropicalis]213983203 NP_001135504.1 2.75 6.65 4.55 2.57 4.57 4.49 1.72 1.69 1.38 1.29 0.19 0.29
3-6.c8001/2/2753 Unknown (protein for IMAGE:7852980) [Xenopus (Silurana) tropicalis]197246230 AAI68800.1 9.34 0 10.09 4.07 4.45 1.19 2.95 3.87 12.52 0 1.35 0
1-2.c1895/41/1826 hedgehog acyltransferase-like [Xenopus laevis]>gi|27694798|gb|AAH43836.1| MGC53261 protein [Xenopus laevis]147901798 NP_001079492.1 90.89 0 17.08 91.54 104.67 48.1 28.27 15.73 39.68 8.86 17.25 24.7
1-2.c13325/2/1764.1tetranectin precursor [Xenopus (Silurana) tropicalis]>gi|56971206|gb|AAH88053.1| C-type lectin domain family 3, member B [Xenopus (Silurana) tropicalis]58332698 NP_001011424.1 13.76 0 8.28 8.55 6.12 1.72 4.52 9.81 14.43 1.31 0 0
2-3.c45406/2/2534 PREDICTED: ATP-binding cassette sub-family D member 2 [Xenopus (Silurana) tropicalis]512830490 XP_004913059.1 2.7 0.88 0.47 2.19 1.15 0.27 0.68 0.9 0.5 24.93 22.83 24.32
1-2.c17270/1/1413.1Three prime repair exonuclease 2 [Rana catesbeiana]226372920 ACO52085.1 20.33 0.69 4.56 1.34 2.26 1.59 67.65 8.63 1.69 65.47 40.31 32.68
2-3.c42924/1/1876 primase, polypeptide 1, 49kDa [Xenopus (Silurana) tropicalis]89267400 CAJ82378.1 0.29 9.33 1.03 0.88 2.79 3.77 0.22 0.44 1.32 0 0 0.29
3-6.c6086/1/4223 angiotensin-converting enzyme precursor [Xenopus (Silurana) tropicalis]>gi|166796450|gb|AAI59327.1| ace protein [Xenopus (Silurana) tropicalis]183986763 NP_001116882.1 0.52 0.62 0.31 0.56 0.53 0.45 0.07 0.53 0.51 0 0 0
2-3.c59102/1/2341 -- -- -- 0.84 4.2 0.38 0.74 1.28 2.89 0.63 0.62 0 0.18 0 0
3-6.c15508/1/6944.1RecName: Full=Sodium/potassium-transporting ATPase subunit alpha-1; Short=Na(+)/K(+) ATPase alpha-1 subunit; AltName: Full=Sodium pump subunit alpha-1; Flags: Precursor [Rhinella marina]>gi|27374441|emb|CAA77842.2| sodium/potassium-transporting ATPase alpha-1 subunit [Rhinella marina]30923213 P30714.2 22.11 22.82 24.26 12.17 29.38 11.82 4.82 2.38 8.67 2.94 0.51 3.65
2-3.c24498/3/2053 PREDICTED: ubiquitin-like protein 3, partial [Notothenia coriiceps]736263084 XP_010790364.1 0.04 0 0 0 0 0 1.21 0 0.49 8.81 5.78 0



2-3.c7423/2/2264.1 ferritin H [Bufo gargarizans] 89515094 ABD75379.1 3584.05 640.21 1203.45 3661.76 2630.3 360.13 5154.6 2371.11 3497.09 32708.02 57229.96 25622.39
2-3.c15845/1/1839.1-- -- -- 28.59 84.19 49.28 46.51 33.18 53.14 29.57 24.79 41.89 9.24 4.1 10.15
2-3.c23963/1/7119.2Plaa protein [Xenopus laevis] 68534804 AAH98975.1 0.69 1.12 0 1.38 0.53 2.14 8.17 7.51 3.31 42.6 23.91 19.84
2-3.c33369/1/1927 PREDICTED: flotillin-2 isoform X1 [Xenopus (Silurana) tropicalis]847099593 XP_012812292.1 0 0 2.66 0.02 0 0 0 0 6.62 12.32 1.03 6.2
2-3.c5782/1/2440 cytochrome c oxidase subunit III [Microhyla ornata]>gi|94315530|gb|ABF14625.1| cytochrome c oxidase subunit III [Microhyla ornata]146149044 YP_001165449.1 381.05 1271.43 505.59 940.11 154.92 1081.7 248.48 11.09 516.15 66.32 38.01 57.66
2-3.c60447/1/2136 mitochondrial import receptor subunit TOM70 [Xenopus (Silurana) tropicalis]>gi|138519663|gb|AAI35772.1| LOC100125169 protein [Xenopus (Silurana) tropicalis]156717970 NP_001096527.1 16.34 15.28 9.6 5.12 15.24 17.96 7.95 14.95 7.84 0 1.26 4.69
2-3.c35209/1/2283.1-- -- -- 14.75 7.83 8.45 8.84 9.13 3.19 10.53 4.31 12.98 0.36 1.79 0.42
2-3.c5979/1/2279 NADH dehydrogenase subunit 4 [Microhyla ornata]>gi|94315533|gb|ABF14628.1| NADH dehydrogenase subunit 4 [Microhyla ornata]146149047 YP_001165452.1 11.88 32.9 22.04 13.76 19.47 19.94 11.45 16.47 18.09 1.76 1.35 6.07
1-2.c7693/5/1490.1 -- -- -- 1105.12 1554.67 1861.27 1259.44 1440.65 107.25 1857.63 1219.12 1274.41 76.12 14.55 10.99
2-3.c58473/84/2353ATP-binding cassette sub-family E member 1 [Fukomys damarensis]676264017 KFO20588.1 25.71 57.33 16.95 15.36 18.16 43.41 19.02 14.93 11.55 4.31 0 8.54
3-6.c13633/1/7136 LIM domain-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|38382920|gb|AAH62490.1| hypothetical protein MGC75668 [Xenopus (Silurana) tropicalis]45360839 NP_989095.1 3.3 4.82 12.68 16.11 17.9 23.38 19.22 8.12 18.92 2.93 1.67 6.05
1-2.c23432/2/1509 PREDICTED: cyclin-dependent kinase 9 isoform X2 [Xenopus (Silurana) tropicalis]847153765 XP_012823647.1 28.54 0 9.58 0 2.87 3.8 3.83 8.48 11.59 0 0 0
2-3.c41062/1/1984 -- -- -- 2.43 1.14 5.28 1.91 4.29 7.32 1.19 0.95 1.15 0.18 0.25 0.89
2-3.c10632/2/1897 pyruvate kinase PKM isoform 2 [Xenopus (Silurana) tropicalis]>gi|847145916|ref|XP_012822050.1| PREDICTED: pyruvate kinase PKM isoform X1 [Xenopus (Silurana) tropicalis]>gi|115292052|gb|AAI22008.1| hypothetical protein MGC146985 [Xenopus (Silurana) tropicalis]118405080 NP_001072532.1 43.28 0 47.41 58.94 50.03 24.91 72.52 65.13 55.84 0 0 23.89
1-2.c18813/9/1438 replication factor C (activator 1) 5, 36.5kDa [Xenopus laevis]>gi|27882432|gb|AAH44712.1| Rfc5-prov protein [Xenopus laevis]148233376 NP_001080677.1 4.6 18.01 1.25 1 6.62 2.27 0.59 1.89 0 0 0 0
2-3.c5103/1/2515 PREDICTED: MBT domain-containing protein 1 isoform X7 [Chrysemys picta bellii]641798037 XP_008162203.1 2.95 1.56 0.78 1.04 1.24 0.36 2.2 0 2.01 0 0 0
2-3.c1183/85/2296 pescadillo homolog [Xenopus laevis]>gi|82176745|sp|Q7ZY69.1|PESC_XENLA RecName: Full=Pescadillo homolog [Xenopus laevis]>gi|27881805|gb|AAH43950.1| Pes1-prov protein [Xenopus laevis]148236909 NP_001080557.1 15.69 29.59 7.36 3.7 6.76 19.16 4.64 7.68 5.54 0.1 0.58 0.35
2-3.c53621/1/2597 PREDICTED: aminopeptidase puromycin sensitive isoform X1 [Xenopus (Silurana) tropicalis]847168456 XP_012808030.1 0 0 0.81 0 0 0 0 1.16 0.74 3.12 0 3.8
1-2.c13203/1/1389.1PREDICTED: 40S ribosomal protein S27-like [Macaca mulatta]109104395 XP_001097084.1 102.3 38.69 72.15 63.74 58.16 117.49 82.58 73.99 17.68 9.92 9.46 19.25
2-3.c14999/1/2012 histone-lysine N-methyltransferase SUV420H1-B [Xenopus laevis]>gi|82179806|sp|Q5RJX8.1|S421B_XENLA RecName: Full=Histone-lysine N-methyltransferase SUV420H1-B; AltName: Full=Suppressor of variegation 4-20 homolog 1-B; Short=Su(var)4-20 homolog 1-B; Short=Suv4-20h1-B [Xenopus laevis]>gi|55778134|gb|AAH86459.1| LOC495826 protein [Xenopus laevis]148229543 NP_001088653.1 0.86 0 0 0 0 0.02 1.45 0.39 0.94 2.31 2.98 1.71
2-3.c1881/16/1855 PREDICTED: T-complex protein 1 subunit epsilon [Chrysemys picta bellii]530627264 XP_005303149.1 57.64 79.84 40.07 28.47 44.37 104.79 40.54 51.22 27.22 8.3 3.57 7.81
2-3.c35445/3/2106.2PREDICTED: E3 ubiquitin/ISG15 ligase TRIM25-like [Xenopus (Silurana) tropicalis]847172880 XP_012809645.1 59.75 2.48 45.42 60.15 58.3 34.5 31.58 44.98 59.13 9.5 8.54 10.08
2-3.c25574/1/2351 PREDICTED: nuclear pore complex protein Nup98-Nup96-like [Ficedula albicollis]525010339 XP_005052796.1 0 0 0 0 0 0 1.62 0 2.55 4.94 9.86 0.49
2-3.c59173/1/2212.1PREDICTED: carnosine synthase 1 isoform X1 [Xenopus (Silurana) tropicalis]847171322 XP_004919268.2 4.95 4.16 6.81 3.69 5.99 11.68 2.99 3.38 4.85 1.03 0.8 1.03
3-6.c10153/1/3016 PREDICTED: myosin-3 [Xenopus (Silurana) tropicalis]847172863 XP_012809637.1 2.45 8.62 3.33 3.32 0.67 11.84 1.49 2.75 1.69 0 0 0
2-3.c58330/29/2046PREDICTED: cell division control protein 45 homolog [Xenopus (Silurana) tropicalis]301604583 XP_002931928.1 0.46 8.72 0.57 0.41 1.23 2.95 0.08 0.37 0.77 0.06 0 0
2-3.c40516/1/2183 -- -- -- 4.68 0 6.4 2.48 5.46 8.92 3.22 0 0 0.17 0.25 1.52
1-2.c42098/4/1367 V-type proton ATPase 16 kDa proteolipid subunit [Xenopus (Silurana) tropicalis]>gi|37589984|gb|AAH59745.1| ATPase, H+ transporting, V0 subunit C [Xenopus (Silurana) tropicalis]45360509 NP_988893.1 0 0 0 0 0 0 0 0 4.77 0 85.48 35.81
1-2.c38888/1/1502.1-- -- -- 2.1 24.01 2.01 5.13 3.97 26.44 5.72 3.13 3.64 156.35 221.72 218.47
1-2.c11100/2/1313 PREDICTED: double-stranded RNA-binding protein Staufen homolog 2 isoform X2 [Xenopus (Silurana) tropicalis]847135111 XP_012820075.1 24.64 34.71 25.19 12.17 25.55 28.62 10.38 7.55 21.56 5.14 0 5.54
1-2.c14922/2/1369 selenide, water dikinase 2 [Xenopus (Silurana) tropicalis]373432635 NP_001072895.2 0 0 0 0 0 0 0 0 0 11.15 8.18 0
1-2.c52182/4/1402 GDP-mannose 4,6-dehydratase [Xenopus laevis]>gi|27503412|gb|AAH42270.1| Gmds-prov protein [Xenopus laevis]>gi|84105498|gb|AAI11473.1| Gmds protein [Xenopus laevis]147899928 NP_001080352.1 0 7.88 0 0 0 0 2.51 0 0 0 7.84 7.77
2-3.c3561/2/2310 PREDICTED: coiled-coil domain-containing protein 57-like [Lepisosteus oculatus]573895397 XP_006635446.1 0 1.5 0 0 0 0 0.06 0.12 2.1 2.89 0.89 2.57
1-2.c11602/1/1382 RNA polymerase-associated protein LEO1 [Xenopus laevis]>gi|82177886|sp|Q52KV5.1|LEO1_XENLA RecName: Full=RNA polymerase-associated protein LEO1 [Xenopus laevis]>gi|62825913|gb|AAH94174.1| LOC443607 protein [Xenopus laevis]147900849 NP_001085280.1 0.12 22.79 0 0 0 0 0 5.67 3.92 10.79 15.61 0
1-2.c3637/1/1620.1 PREDICTED: adenylate kinase 2, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]>gi|123892838|sp|Q28F55.1|KAD2_XENTR RecName: Full=Adenylate kinase 2, mitochondrial; Short=AK 2; AltName: Full=ATP-AMP transphosphorylase 2; AltName: Full=ATP:AMP phosphotransferase; AltName: Full=Adenylate monophosphate kinase [Xenopus (Silurana) tropicalis]>gi|89269042|emb|CAJ81568.1| adenylate kinase 2 [Xenopus (Silurana) tropicalis]847099206 XP_012812152.1 31.3 31.11 34.87 37.32 29.46 43.52 19.64 29.7 26.1 5.66 2.35 10.8
2-3.c18320/15/2610DNA replication licensing factor mcm7-A [Xenopus laevis]>gi|1469526|gb|AAB17253.1| XMCM7 [Xenopus laevis]148232250 NP_001081466.1 6.14 63.38 4.05 3.47 8.42 13.32 1.29 2.41 5.13 1.01 0 2.65
2-3.c42231/1/2616 PREDICTED: uncharacterized protein LOC100486588 isoform X1 [Xenopus (Silurana) tropicalis]847139520 XP_012820961.1 0 0.67 0 0 0 0 0 0 2.67 2.55 1.2 1.39
2-3.c57515/3/2301 endothelin converting enzyme-1 [Xenopus laevis]132424622 ABO33468.1 0 9.5 1.92 0 0 3.9 7.61 5 4.99 11.18 19.78 35.42
2-3.c8864/1/2049 PREDICTED: transmembrane 9 superfamily member 3 [Xenopus (Silurana) tropicalis]512852461 XP_002936010.2 0.17 0 0 0 0 0.97 2.61 0 2.34 10.62 9 6.72
3-6.c19091/8/3352 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0.92 0.53 19.25 12.84 9.92 0.09 19.56 6.9 9.14 0.1 0.13 0.1
1-2.c6523/1/1653 3-hydroxyisobutyrate dehydrogenase [Xenopus laevis]>gi|47125249|gb|AAH70849.1| MGC84587 protein [Xenopus laevis]147898679 NP_001084759.1 10.99 5.71 7.42 11.79 7.92 2.83 10.52 9.06 6.4 0.55 1.99 0.28
2-3.c27177/2/2165.1-- -- -- 8.06 13.03 6.75 7.41 6.01 0 2.64 3.81 2.82 0 0 0
1-2.c46586/2/1608 PREDICTED: dimethyladenosine transferase 2, mitochondrial [Xenopus (Silurana) tropicalis]512842699 XP_004914681.1 2.43 1.77 1.08 2.06 4.09 2.06 0.38 0.28 2 0.42 0 0
1-2.c29298/1/1769.1deoxynucleotidyltransferase, terminal, interacting protein 1 [Xenopus laevis]>gi|48735035|gb|AAH72103.1| MGC79023 protein [Xenopus laevis]148227738 NP_001085394.1 0 10.57 1.93 0 0 0 3.56 0 0 15.58 10.14 0
1-2.c43301/1/1666 Mark2-prov protein [Xenopus laevis]27694575 AAH43730.1 0 0 0 0 0 0 0 0 0 5.91 0 5.44
1-2.c47084/1/1454 -- -- -- 0 4.38 0 0.19 0 0 0 0.17 0.42 2.61 10.06 4.52
2-3.c47041/1/2434 PREDICTED: collagen alpha-5(IV) chain isoform X4 [Xenopus (Silurana) tropicalis]512859351 XP_004916925.1 1.79 4.82 3.04 2.91 3.57 2.72 1.6 1.49 2.1 0.46 0.18 0.29
2-3.c54978/1/2225 Mimitin, mitochondrial precursor [Rana catesbeiana]226372810 ACO52030.1 0 0 0 0.55 1.64 0.94 1.04 0 0 0 0 0
3-6.c3318/4/3339 H(+)/Cl(-) exchange transporter 5 [Xenopus (Silurana) tropicalis]>gi|847155022|ref|XP_012824018.1| PREDICTED: H(+)/Cl(-) exchange transporter 5 isoform X1 [Xenopus (Silurana) tropicalis]>gi|89268902|emb|CAJ83644.1| chloride channel 5 (nephrolithiasis 2, X-linked, Dent disease) [Xenopus (Silurana) tropicalis]113931518 NP_001039210.1 0.63 0.98 0 1.19 1.66 0 0 0 0 0 0 0
1-2.c49523/1/1370 hypothetical protein T265_11290, partial [Opisthorchis viverrini]>gi|663043716|gb|KER20081.1| hypothetical protein T265_11290, partial [Opisthorchis viverrini]684410742 XP_009176170.1 38.4 14.79 1.52 2.16 2.27 5.34 44.01 24.03 3.19 54.21 63.9 64.9
3-6.c2748/6/2872.1 transmembrane BAX inhibitor motif containing 4 [Xenopus laevis]>gi|58701947|gb|AAH90219.1| MGC85171 protein [Xenopus laevis]147899637 NP_001089282.1 3.3 0 3.32 3.45 5.54 1.36 1.2 3.95 0 0 0 0.67
2-3.c41116/1/2724.1uncharacterized protein LOC100036845 precursor [Xenopus laevis]>gi|120538599|gb|AAI29065.1| LOC100036845 protein [Xenopus laevis]147905311 NP_001090602.1 0.13 0 0.36 1.06 0.51 1.08 2.35 0.16 0.47 20.36 17.85 36.36
2-3.c40646/2/2051 -- -- -- 0.46 3.43 0.16 0 0 0 2.85 0 0 0.13 3.34 3.36
1-2.c44486/1/1589 -- -- -- 2.48 5.88 5.62 2.92 2.8 7.46 2.2 2.66 3.36 0.33 0.22 0.45
3-6.c4119/2/3033.1 RecName: Full=Heat shock protein HSP 90-alpha [Oryctolagus cuniculus]338817950 P30946.2 0 0 0 0 0 0 4.57 0.07 0.97 19.41 14.56 0
1-2.c32116/2/1616 beta tubulin, partial [Chionodraco rastrospinosus]10242188 AAG15329.1 0 0 0.09 0 0 0 0 0 2.33 10.69 33.62 3.13
2-3.c35184/1/2025 PREDICTED: LOW QUALITY PROTEIN: basement membrane-specific heparan sulfate proteoglycan core protein [Chrysemys picta bellii]641766329 XP_008168016.1 0 0 0 0 0 0 0 2.14 0 8 14.9 0.13
2-3.c56290/2/2399 -- -- -- 1.92 0 0 0 0 0 0 0 0 0 3.41 3.9



1-2.c1065/49/1485 PREDICTED: voltage-dependent anion-selective channel protein 2 isoform X1 [Chrysemys picta bellii]530564480 XP_005278818.1 1980.39 1043.21 1596.03 1422.44 1606.6 1050.15 1138.03 1188.2 1366.66 322.74 205.69 363.86
1-2.c19102/2/1399 -- -- -- 9.32 0 7.36 6.92 0.56 1.87 10.65 6.88 5.14 48.68 76.11 52.82
1-2.c27694/1/4507 PREDICTED: cytoplasmic dynein 1 heavy chain 1 [Anolis carolinensis]637327354 XP_008113967.1 0 1.6 0.43 0 0 0 0 0.87 2.25 9.47 3.4 1.26
2-3.c59258/1/2379.1PREDICTED: glutathione S-transferase 3-like [Pelodiscus sinensis]558227591 XP_006137812.1 20.93 65.94 32.29 26.48 16.4 66.52 30.58 27.35 31.08 4.22 1.98 2.63
1-2.c31183/1/1459 -- -- -- 2.32 0.7 1.34 2.61 1.82 0.98 0.96 2.1 3.23 42.02 36.8 32.44
2-3.c8644/1/2308.2 -- -- -- 111.73 62.7 101 113.46 76.18 3.46 9.78 88.85 59.21 1.04 0 1.62
2-3.c9334/8/2414 RNA-binding protein 28 [Xenopus (Silurana) tropicalis]>gi|189442619|gb|AAI67360.1| rbm28 protein [Xenopus (Silurana) tropicalis]194018610 NP_001123392.1 1.19 0.47 1.05 0.98 0.98 3.15 1.01 0.58 0.81 0.2 0 0
1-2.c43254/1/1302 PREDICTED: immunoglobulin superfamily member 10 [Xenopus (Silurana) tropicalis]847130950 XP_012819117.1 1.75 4.17 0.56 4.17 3.17 6.13 0.82 4.23 4.6 0.18 0.19 0.39
1-2.c48648/1/1246 PREDICTED: enoyl-CoA hydratase, mitochondrial [Oryzias latipes]432903775 XP_004077221.1 20.11 60.15 21.46 27.43 34.95 78.55 24.65 29.56 25.82 10.12 9.23 7.53
2-3.c23376/1/2651 synaptojanin 2 binding protein [Xenopus laevis]>gi|49614771|dbj|BAD26754.1| outer membrane protein 25 [Xenopus laevis]148232060 NP_001085256.1 0 0 1.22 0 0 0 0 0 0 3.55 3.5 0
2-3.c52467/1/2029 PREDICTED: tropomyosin-2 isoform X13 [Musca domestica]755867989 XP_011291505.1 1.34 0.59 0 0 0.4 0.12 0 0.69 0.42 9.85 8.06 2.73
1-2.c19814/6/1816 PREDICTED: monocarboxylate transporter 4 [Caprimulgus carolinensis]>gi|683447215|gb|KFZ46027.1| Monocarboxylate transporter 4 [Caprimulgus carolinensis]704293877 XP_010160653.1 29.99 0.82 28.7 82.7 87.2 9.59 27.34 35.66 61.29 3.58 3.33 2.49
1-2.c4650/1/1476 RecName: Full=Cyclin-A2 [Xenopus laevis]>gi|755808|emb|CAA59748.1| cyclin A2 [Xenopus laevis]1345741 P47827.1 0.81 37.45 0.53 0.66 2.49 7.26 0 1.17 1.79 0 0 0
1-2.c40238/1/1387 F-box/LRR-repeat protein 15 [Xenopus laevis]>gi|82187926|sp|Q7SZ73.1|FXL15_XENLA RecName: Full=F-box/LRR-repeat protein 15 [Xenopus laevis]>gi|32450295|gb|AAH53821.1| MGC64561 protein [Xenopus laevis]148225152 NP_001079747.1 0 0 0 0 0 0 0 0 0 3.95 5.42 2.68
2-3.c61900/1/2215 Saf-A protein [Xenopus laevis]54311369 AAH84742.1 0 0 0 0 6.36 3.6 0 0.17 0 0 0 0
1-2.c19681/3/1296 LOC494840 protein, partial [Xenopus laevis]52789300 AAH83011.1 0 33.79 0 0.12 0 0 26.78 0 0 71 164.75 0
3-6.c9299/1/2983.1 P2Y purinoceptor 1 [Xenopus (Silurana) tropicalis]>gi|111305953|gb|AAI21412.1| LOC100124773 protein [Xenopus (Silurana) tropicalis]156717364 NP_001096222.1 1.79 1.96 3.23 0.76 0.94 3.87 0 0.9 1.71 0 0 0
2-3.c14228/1/2155 PREDICTED: adenylyl cyclase-associated protein 2 [Xenopus (Silurana) tropicalis]>gi|847138800|ref|XP_012820856.1| PREDICTED: adenylyl cyclase-associated protein 2 [Xenopus (Silurana) tropicalis]301606235 XP_002932726.1 0 5.32 0 0 0 0 9.93 0 0 0 3.89 5.4
3-6.c10412/1/4439.1PREDICTED: collagen alpha-1(I) chain-like isoform X1 [Python bivittatus]602636099 XP_007424908.1 39.92 1112.56 205.53 125.4 163.09 558.41 72.27 62.08 135.14 9.13 5.51 10.94
1-2.c8877/1/1726 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 0 0 0 0 0 0 0 0 0 0 4.82 6.24
1-2.c11992/9/1486 PREDICTED: 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial [Chelonia mydas]591350996 XP_007069950.1 4.83 17.63 5.94 4.63 5.85 14.05 3.02 4.53 5.18 1.32 0.48 1.03
1-2.c6536/2/1545 -- -- -- 21.76 1.03 19.1 0.09 0.13 0.16 0.22 0.22 27.68 36.44 0.17 37.22
2-3.c9845/1/2538.1 PREDICTED: tyrosine-protein phosphatase non-receptor type 2 isoform X1 [Xenopus (Silurana) tropicalis]847138365 XP_004915309.2 8.21 11.96 10.1 6.36 7.42 4.26 4.08 9.15 6.74 0 0 1.38
2-3.c4307/1/2287 -- -- -- 3.83 0.17 0.32 1.6 1.38 0.41 4.98 0.58 0.84 24.41 19.96 23.98
2-3.c12470/2/2420.2-- -- -- 0.62 0 1.08 0 0 0 0 0 0.09 7.04 3.72 1.32
1-2.c42521/373/1385secreted protein acidic and rich in cysteine [Rana catesbeiana]42407294 BAD10858.1 1.17 22.75 3.9 4.33 3.62 11.45 1.83 2.03 3.02 0 0 1.65
1-2.c47470/3/1551 PREDICTED: cytoplasmic dynein 1 heavy chain 1 [Anolis carolinensis]637327354 XP_008113967.1 14.01 22.21 5.35 2.72 0 5.34 4.73 0.1 4.62 45.36 47.22 46.48
1-2.c7903/1/1636 PREDICTED: LOW QUALITY PROTEIN: LIM domain only protein 7 [Xenopus (Silurana) tropicalis]847103725 XP_012813184.1 1.3 2.83 2.73 1.68 2.96 1.83 1.51 2.09 2.36 0 0.19 0
2-3.c42323/3/2552 -- -- -- 9.49 3.2 5.33 11.24 16.39 4.78 7.49 0.73 3.6 2.33 0 2.92
1-2.c28458/1/1700 -- -- -- 1.63 11.66 0.63 2.85 1.67 6.61 2.2 2.21 2.47 55.99 75.18 56.08
1-2.c40764/1/1392 PREDICTED: ankyrin repeat and SOCS box protein 14 [Xenopus (Silurana) tropicalis]512839176 XP_002935095.2 38.16 1.29 6.19 17.44 19.78 0.84 10.41 30.37 20.77 0.99 0 0
2-3.c40892/1/2313 PREDICTED: laminin subunit beta-1 [Xenopus (Silurana) tropicalis]512830498 XP_002933140.2 0 0 0.78 3.63 2.19 0 0 0 0 0 0 0
1-2.c25890/1/1686 PREDICTED: calcium/calmodulin-dependent protein kinase type II subunit gamma isoform X7 [Xenopus (Silurana) tropicalis]847142006 XP_012821447.1 8.46 5.05 4.74 10.97 9.53 13.18 5.94 2.51 5.2 0 0 4.65
2-3.c36681/1/2213 MAP/microtubule affinity-regulating kinase 1 [Xenopus laevis]>gi|47939752|gb|AAH72186.1| MGC80341 protein [Xenopus laevis]148232710 NP_001085126.1 0 0 0 0.57 1.99 6.41 0 3.89 0 0 0 0
1-2.c41962/4/1387 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 8.62 0.91 8.49 10.69 14.77 14.49 12.48 7.88 10.69 2.28 1.29 2.54
2-3.c7138/1/2274 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 50.2 7.97 89.97 73.67 89.46 70.89 65.13 80.48 83.8 18.18 7.86 23
2-3.c29535/1/1907 Histone deacetylase 1, partial [Calypte anna]676771369 KFP00125.1 0 0 0.77 0 0 0 1.66 0 0.25 0.44 2.44 5.22
2-3.c8666/1/1939 PREDICTED: uridine-cytidine kinase 1-like 1 isoform X8 [Monodelphis domestica]611978749 XP_007475566.1 0.75 0 7.29 3.91 2.52 0 0.31 2.6 0 0 0 0
2-3.c30901/1/2306.1phospholipid transfer protein precursor [Xenopus laevis]349732136 NP_001087767.2 21.61 32.03 19.18 11.6 4.89 17.25 10.04 16.36 14.12 177.85 269.6 119.33
2-3.c13579/1/7723.1calsequestrin-1 precursor [Xenopus (Silurana) tropicalis]>gi|37589982|gb|AAH59743.1| calsequestrin 1 [Xenopus (Silurana) tropicalis]45360503 NP_988894.1 1301.36 143.51 2256.45 1654.59 2049.32 1228.35 1029.6 1723.47 1608.55 326.96 185.64 554.3
2-3.c2427/7/2322 fragile X mental retardation protein 1 homolog B [Xenopus laevis]>gi|110278982|sp|Q2KHP9.1|FMR1B_XENLA RecName: Full=Fragile X mental retardation protein 1 homolog B; Short=FMRP-B; Short=Protein FMR-1-B; Short=xFMR1-B [Xenopus laevis]>gi|86577714|gb|AAI12953.1| Fmr1 protein [Xenopus laevis]147898943 NP_001089964.1 4.88 19.71 1.8 0.76 4.19 1.19 0.96 1.28 0 0 0 0
1-2.c38857/1/1391 casein kinase 2, alpha prime polypeptide [Xenopus laevis]>gi|47939834|gb|AAH72324.1| MGC83125 protein [Xenopus laevis]148235727 NP_001085109.1 0 0.2 0 0 0 1.33 5.52 0 3.68 13.84 20.34 7.54
1-2.c17036/1/1918 PREDICTED: vacuolar fusion protein CCZ1 homolog isoform X1 [Xenopus (Silurana) tropicalis]847163331 XP_012825805.1 0 0 0 0 0 0 0 0 0 11 9.82 0
2-3.c13579/1/7723.3calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 653.62 68.95 673.89 328.46 991.73 1086.48 752.92 963.27 836.25 181.75 125.54 206.89
2-3.c55975/2/2013 uncharacterized protein LOC734453 [Xenopus laevis]>gi|62740238|gb|AAH94156.1| MGC114718 protein [Xenopus laevis]148236097 NP_001089403.1 0.17 1.6 0 0 0 0 0 0 4.23 8.27 5.36 0
1-2.c40488/1/1684 PREDICTED: transmembrane protein 9B [Orycteropus afer afer]634827293 XP_007953146.1 0 0 0 5.98 0 0 5.81 13.25 5.19 40.09 46.34 29.02
1-2.c46373/1/1406 PREDICTED: DNA polymerase alpha subunit B isoform X1 [Xenopus (Silurana) tropicalis]847117617 XP_012816322.1 1.32 4.56 0.98 1.02 1.87 2.43 0 0 0 0 0 0
2-3.c25039/8/2243 novel protein containing three RNA recognition motifs. (a.k.a. RRM, RBD, or RNP domain) [Xenopus (Silurana) tropicalis]89269825 CAJ81625.1 0 39.22 0 0 1.77 2.63 0 0 0 0 0 0
2-3.c51481/29/2171LOC100038258 protein [Xenopus (Silurana) tropicalis]166796565 AAI58918.1 1.46 26.98 6.34 6.46 10.44 4.71 3.74 6.31 9.7 0.41 2.28 0.98
3-6.c13921/1/3620 LIM domain-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|38382920|gb|AAH62490.1| hypothetical protein MGC75668 [Xenopus (Silurana) tropicalis]45360839 NP_989095.1 4.79 1.41 17.11 15.31 16.88 15.96 19.32 9.95 19.65 2.91 1.15 5.23
1-2.c10270/19/1460RAD9 checkpoint clamp component A [Xenopus laevis]>gi|30060005|gb|AAP13339.1| PCNA-like DNA checkpoint protein Rad9 [Xenopus laevis]>gi|54311508|gb|AAH84872.1| Rad9 protein [Xenopus laevis]147905155 NP_001082600.1 13.34 26.1 11.21 9.97 12.17 16.37 11.5 12.68 7.06 2.81 3.2 0.58
2-3.c24441/1/2410 PREDICTED: cyclin-dependent kinase 11B isoform X5 [Xenopus (Silurana) tropicalis]847146277 XP_012822103.1 0 1.02 0 1.66 0.6 0.41 0 2.63 0.99 0 0 0
3-6.c8866/1/2769 MGC84250 protein [Xenopus laevis]>gi|51950293|gb|AAH82455.1| MGC84250 protein [Xenopus laevis]148225296 NP_001087906.1 5.97 0.47 7.21 15.61 7.88 5.91 9.18 8.98 4.51 3.01 1.35 1.23
3-6.c5830/1/3433.2 -- -- -- 1.23 14.2 0.79 3.92 1.09 5.11 14.28 1.66 2.17 41.07 62.32 88.52
1-2.c20364/1/1361 PREDICTED: male-specific lethal 1 homolog [Xenopus (Silurana) tropicalis]512874083 XP_002940260.2 0 0.12 2.49 0 0 0 0 4.61 3.96 7.21 0 11.53
1-2.c42490/5/1626 DBIRD complex subunit ZNF326 [Xenopus (Silurana) tropicalis]>gi|123910232|sp|Q28F29.1|ZN326_XENTR RecName: Full=DBIRD complex subunit ZNF326; AltName: Full=Zinc finger protein 326; AltName: Full=Zinc finger protein interacting with mRNPs [Xenopus (Silurana) tropicalis]>gi|89269004|emb|CAJ82513.1| zinc finger protein 326 [Xenopus (Silurana) tropicalis]349585177 NP_001016086.2 0 0 0 0 0 0 7.95 0 4.92 9.93 17.7 0
2-3.c21624/1/6482.4PREDICTED: beta-enolase-like isoform X1 [Lepisosteus oculatus]573878367 XP_006627414.1 1504.65 92.24 2789.49 4552.27 3214.19 701.47 1770.31 2150.31 3310.83 169.96 46.71 285.75
2-3.c30755/1/1949 PREDICTED: protein archease [Corvus brachyrhynchos]>gi|727055004|ref|XP_010406392.1| PREDICTED: protein archease [Corvus cornix cornix]669281586 XP_008633309.1 1 0 0 0 0 0.62 5.15 0 0.1 13.02 3.76 5.69



2-3.c63202/3/2163 folylpolyglutamate synthase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|134024517|gb|AAI36072.1| LOC100125018 protein [Xenopus (Silurana) tropicalis]156717746 NP_001096413.1 2.7 12.1 1.7 3.73 3.71 10.08 0.95 1.95 0.46 0.63 0.73 0.95
3-6.c4386/1/2742 -- -- -- 2.13 11.15 0.69 3.74 2.05 0.72 20.44 2.45 3.89 28.41 50.46 37.05
3-6.c10120/1/3260 PREDICTED: eukaryotic translation initiation factor 2-alpha kinase 4 isoform X2 [Xenopus (Silurana) tropicalis]847153589 XP_012823582.1 0.49 0.4 0.49 0.31 0.54 1.13 0.17 0.77 0.56 0 0 0
3-6.c13582/1/2762 PREDICTED: tetratricopeptide repeat protein 27 [Xenopus (Silurana) tropicalis]512843038 XP_002934504.2 1.56 2.17 0.65 0.76 0.65 3.51 0.46 0.73 0.66 0 0 0
1-2.c3351/1/1682 novel protein containing three RNA recognition motifs. (a.k.a. RRM, RBD, or RNP domain) [Xenopus (Silurana) tropicalis]89269825 CAJ81625.1 0 0 0 0 0 0 0 0 0 9.8 17.97 0
1-2.c27670/1/1245 ER lumen protein-retaining receptor 1 [Xenopus (Silurana) tropicalis]>gi|82197364|sp|Q5XHA2.1|ERD21_XENTR RecName: Full=ER lumen protein-retaining receptor 1; AltName: Full=KDEL endoplasmic reticulum protein retention receptor 1; Short=KDEL receptor 1 [Xenopus (Silurana) tropicalis]>gi|54037939|gb|AAH84170.1| hypothetical LOC496456 [Xenopus (Silurana) tropicalis]58332334 NP_001011046.1 0 0 0 0 0 0 0 0 0 16.6 32.49 0
2-3.c21229/1/2070 PREDICTED: glycogen phosphorylase, muscle form isoform 1 [Gorilla gorilla gorilla]426369041 XP_004051506.1 0.1 3.51 13.59 11.96 93.58 51.31 18.92 112.91 67.46 0 5.72 0
1-2.c43880/1/3449.2PREDICTED: elongation factor 1-gamma-like [Lepisosteus oculatus]573878959 XP_006627702.1 23.24 0 0 35.91 0 38.9 233.13 49.81 142.05 359.73 419.36 360.65
3-6.c13579/1/11992.5-- -- -- 108.08 0 4.2 88.24 63.36 2.77 108.85 80.2 70.82 785.93 1168.66 670.46
1-2.c17033/2/1311 PREDICTED: protein FAM3A isoform X2 [Monodelphis domestica]612057466 XP_007506953.1 0 0 0 0 0 0 0 0 0 8.76 11.79 0
1-2.c44228/1/1880 PREDICTED: notchless protein homolog 1 isoform X1 [Chrysemys picta bellii]530616974 XP_005298226.1 4.12 11.24 1.42 2.85 3.7 10.24 3.8 1.53 1.78 0.57 0.19 0.55
1-2.c25597/1/1369 PREDICTED: 14-3-3 protein epsilon isoform X1 [Nomascus leucogenys]821027291 XP_012356854.1 0 0 0 0 0 0 0 0 0 18.46 39.82 0
2-3.c44477/1/2652 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 1.06 0.01 24.66 15.04 11.14 0.08 27.54 12.75 13.06 0.19 0 0.15
2-3.c27237/1/1911 PREDICTED: 14-3-3 protein epsilon isoform X1 [Nomascus leucogenys]821027291 XP_012356854.1 55.9 23.71 56.62 74.93 59.29 70.18 54.88 40.08 38.56 0 16.02 26.37
2-3.c45408/3/2351 PREDICTED: beta-enolase-like isoform X1 [Lepisosteus oculatus]573878367 XP_006627414.1 0.26 0 0 1.55 1.04 0.14 0.17 0 1.37 0 0 0
1-2.c40367/1/1528 synaptophysin-like protein 2 [Xenopus (Silurana) tropicalis]>gi|49903467|gb|AAH76891.1| synaptophysin-like 2 [Xenopus (Silurana) tropicalis]54606873 NP_001006110.1 66.54 69.71 142.7 82.68 129.54 397.24 99.08 114.64 118.14 10.3 2.13 9.05
2-3.c48949/1/2025 phosphoethanolamine methyltransferase [Xenopus (Silurana) tropicalis]351720746 NP_001096276.2 0.95 1.27 1.16 0 1.95 2.08 0 0.37 0 0 0 0
1-2.c42795/38/1549ATP synthase subunit alpha, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60552664|gb|AAH91067.1| atp5a1 protein [Xenopus (Silurana) tropicalis]71896075 NP_001025610.1 74.43 72.95 135.83 105 178.88 157 121.45 71.51 161.05 31.14 46.67 24.18
1-2.c40827/1/1753 PREDICTED: ADP/ATP translocase 1 [Microcebus murinus]829867054 XP_012640391.1 6.95 1.58 5.75 8.3 5.37 7.39 4.5 2.51 3.46 0.6 2.07 0.49
2-3.c16307/1/2245 PREDICTED: integral membrane protein 2A [Columba livia]543742020 XP_005511872.1 1.66 0 0 0.18 0 0 2.41 0 0 45.12 86.07 0
1-2.c34319/1/1302 PREDICTED: uncharacterized protein LOC103476643 [Poecilia reticulata]658888975 XP_008427334.1 6.61 12.04 1.48 5.46 3.48 2.11 18.01 2.86 4.9 103.73 67.82 54.02
2-3.c49278/1/2455.1-- -- -- 0 44.55 0 2.75 1.96 4.16 0 0 0 56.9 77.15 34.09
3-6.c15160/1/2801 PREDICTED: cTAGE family member 5 isoform X3 [Xenopus (Silurana) tropicalis]847155129 XP_012824055.1 3.49 0 1.43 2.46 2 2.08 3.76 0.65 1.4 0.59 0 0
1-2.c41255/1/1571 PREDICTED: collagen alpha-6(IV) chain isoform X3 [Chrysemys picta bellii]641767075 XP_008168274.1 6.52 26.23 9.38 12.36 6.91 17.55 7.46 7.05 11.05 3.09 1.18 1.59
2-3.c63596/1/2512 proteasome activator complex subunit 3 [Xenopus (Silurana) tropicalis]>gi|134023961|gb|AAI35874.1| psme3 protein [Xenopus (Silurana) tropicalis]156717318 NP_001096200.1 0.49 2.66 0.25 0.83 0.96 0.8 0 0 0 0 0 0
2-3.c7709/4/2461 RecName: Full=Myb-related protein B; Short=B-Myb; AltName: Full=Myb-like protein 2; AltName: Full=Myb-related protein 1; AltName: Full=XMYB1 [Xenopus laevis]>gi|4079592|gb|AAC98701.1| myb-related protein 1 [Xenopus laevis]6226654 P52551.2 1.12 2.72 0.71 0.35 1.16 1.16 0.54 0.88 0.38 0 0 0
1-2.c49329/1/1659.1-- -- -- 0.18 4.23 0.01 3.76 3.48 0 22.09 3.84 0 59.95 50.17 48.54
1-2.c7569/2/1696 -- -- -- 3.29 4.46 1.35 1.07 3.03 0.62 1.26 1.02 2.43 18.5 33.06 42.52
1-2.c46152/1/1510 N-terminal kinase-like protein [Xenopus laevis]>gi|82229906|sp|Q561M0.1|NTKL_XENLA RecName: Full=N-terminal kinase-like protein; AltName: Full=SCY1-like protein 1 [Xenopus laevis]>gi|62533217|gb|AAH93531.1| LOC443710 protein [Xenopus laevis]148225212 NP_001085304.1 3.5 6.34 0 0 0 0 2.36 0.2 0.5 1.6 1.98 5.96
1-2.c19087/1/6532.1LOC100125139 protein [Xenopus (Silurana) tropicalis]140832681 AAI35415.1 15.36 9.82 9.73 3.98 3.4 8.01 3.46 16.84 0 0 0 0
1-2.c10850/11/1728LOC100144989 protein [Xenopus (Silurana) tropicalis]165971120 AAI58328.1 20.1 25.34 10.24 11.14 8.88 12.93 9.28 6.48 7 1.48 2.06 1.93
1-2.c17145/1/1938.1PREDICTED: beta-enolase [Anolis carolinensis]637381761 XP_008123931.1 569.1 39.38 778.55 1460.02 1042.33 298.87 976.88 965.32 1198.82 73.98 10.34 170.13
3-6.c18211/1/2784.1PREDICTED: collagen alpha-1(XIV) chain isoform X2 [Latimeria chalumnae]556973045 XP_005994616.1 2.01 37.68 10.3 4.4 1.15 6.89 1.94 2.42 4.9 0 0.14 0.17
1-2.c34277/1/3900.1PREDICTED: choline-phosphate cytidylyltransferase A [Manacus vitellinus]675418748 XP_008922760.1 0.42 0.4 1.05 5.91 9.09 5.63 0.42 4.57 0.71 0.47 0.56 0.9
1-2.c6546/2/1254.1 3-oxo-5-beta-steroid 4-dehydrogenase [Xenopus (Silurana) tropicalis]>gi|60688573|gb|AAH91066.1| MGC108342 protein [Xenopus (Silurana) tropicalis]71896073 NP_001025609.1 0 0.27 0 0.09 4.79 8.5 0 0 3.97 0 0 0
1-2.c1857/19/1873 SET and MYND domain containing 1 [Xenopus laevis]>gi|49118725|gb|AAH72803.1| MGC80131 protein [Xenopus laevis]148225404 NP_001085463.1 0 0 0 0 21.38 84.75 0 0 39.02 0 0 0
1-2.c7258/17/1550 succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial [Xenopus (Silurana) tropicalis]>gi|38969875|gb|AAH63370.1| succinate-CoA ligase, ADP-forming, beta subunit [Xenopus (Silurana) tropicalis]45361311 NP_989233.1 10.4 0 8.3 13.58 9.17 16.36 3.5 8.96 14.06 0 1.33 4.52
2-3.c21934/1/2107 PREDICTED: myosin-binding protein H-like [Takifugu rubripes]>gi|768914294|ref|XP_011600757.1| PREDICTED: myosin-binding protein H-like [Takifugu rubripes]>gi|768914296|ref|XP_011600758.1| PREDICTED: myosin-binding protein H-like [Takifugu rubripes]768914292 XP_011600756.1 1.82 1.26 4.64 3.55 2.44 2.2 1.51 4.51 2.92 0.35 0.41 0
2-3.c2236/16/2034 ras-related GTP-binding protein C [Scleropages formosus]820152711 KKX16856.1 0 4.7 0.32 1.2 3.49 0.5 1.2 0.85 0 0 0 0
1-2.c20127/3/1727 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 16.11 0 39.41 16.83 11.85 6.7 8.52 11.41 26.07 0 3.92 2.52
2-3.c6306/1/2092 -- -- -- 2.1 1.63 0 0.29 0 0.68 0.7 2.24 0.67 7.44 10.21 7.7
1-2.c28375/1/1750 PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104159|ref|XP_012813262.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104163|ref|XP_012813263.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104166|ref|XP_012813264.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104169|ref|XP_012813265.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104172|ref|XP_012813266.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104175|ref|XP_012813267.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104177|ref|XP_012813268.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]301610039 XP_002934577.1 0 4.61 3.4 2.34 2.65 1.76 1.98 2.15 0 0.28 0 0
2-3.c19452/1/2530 PREDICTED: LOW QUALITY PROTEIN: basement membrane-specific heparan sulfate proteoglycan core protein [Chrysemys picta bellii]641766329 XP_008168016.1 14.06 21.59 35.91 32.82 18.29 13.79 14.06 8.67 17.2 1.54 2.72 8.44
2-3.c49645/1/1859.1PREDICTED: DENN domain-containing protein 1A isoform X3 [Xenopus (Silurana) tropicalis]847169838 XP_012808479.1 0.17 0 0 0.95 0.16 0.2 5.54 0 0 52.66 64.58 278.44
1-2.c5975/1/3903.3 PREDICTED: NEDD8-conjugating enzyme UBE2F isoform X1 [Xenopus (Silurana) tropicalis]847163368 XP_012825817.1 6.31 11.31 4.97 2.41 7.5 11.82 0.07 0 5.29 0 0 0
2-3.c56289/2/2079 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 9.51 0.82 17.09 13.1 17.04 12.31 13.21 16.84 12.4 2.97 0.66 4.01
1-2.c48250/1/1363 Sec23 homolog B (S. cerevisiae) [Xenopus (Silurana) tropicalis]89266855 CAJ83841.1 2.41 0 3.97 3.14 2.69 0 16.66 5.32 1.04 43.91 41.66 32.91
1-2.c7004/2/1535 -- -- -- 0 0 0 0 0 0 0 0 0.39 9.88 9.66 0
1-2.c13020/1/1405 ER lumen protein-retaining receptor 2 [Xenopus (Silurana) tropicalis]>gi|82202339|sp|Q6P257.1|ERD22_XENTR RecName: Full=ER lumen protein-retaining receptor 2; AltName: Full=KDEL endoplasmic reticulum protein retention receptor 2; Short=KDEL receptor 2 [Xenopus (Silurana) tropicalis]>gi|40352845|gb|AAH64720.1| hypothetical protein MGC75957 [Xenopus (Silurana) tropicalis]45361615 NP_989381.1 0 0 0 1.94 0 0 0 2.99 0 14.87 23.64 13.06
2-3.c53509/1/6356.3-- -- -- 0 0 2.07 0 0 0 0 0 0 15.58 27.32 0
3-6.c2992/3/3198 nicotinamide nucleotide transhydrogenase [Xenopus laevis]>gi|51703526|gb|AAH81117.1| MGC83563 protein [Xenopus laevis]148231869 NP_001087704.1 38.19 22.59 29.45 28.99 30.49 23.04 25.25 32.6 31.42 7.72 3.52 6.5
2-3.c3061/1/2339.1 PREDICTED: uncharacterized protein LOC101734130 [Xenopus (Silurana) tropicalis]847164282 XP_012826094.1 2.12 0.21 5.16 3.27 4.46 8.79 3.2 5.03 8.92 0.69 0.64 0.33
1-2.c4358/1/1830 -- -- -- 0.94 2.23 0 0 0 0 0 0.77 0.58 2.73 3.31 1.35
1-2.c27458/1/1705 polypeptide N-acetylgalactosaminyltransferase 1 [Xenopus laevis]>gi|38014522|gb|AAH60419.1| MGC68664 protein [Xenopus laevis]147900163 NP_001083410.1 1.63 1.27 1.26 0.87 0 0.13 7.46 0.17 1.02 8.45 8.62 12.95
1-2.c33801/1/1212 PREDICTED: hypothetical protein LOC100425763 [Macaca mulatta]>gi|90081790|dbj|BAE90176.1| unnamed protein product [Macaca fascicularis]297293110 XP_002804197.1 2.15 0 0 0 0 0 0.49 0 4.17 12.79 22.65 0
1-2.c14191/1/1604 -- -- -- 0 0 0 0 0 0 0 0.45 0 5.04 0 4.99
2-3.c22823/1/2025 PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries]>gi|803208635|ref|XP_011964823.1| PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries musimon]803125841 XP_004013127.2 0 2.57 1.09 0 0 0 0.41 0 0 3.72 1.06 1.69
2-3.c48271/1/2321 PREDICTED: myosin-7B [Xenopus (Silurana) tropicalis]>gi|847168584|ref|XP_012808097.1| PREDICTED: myosin-7B [Xenopus (Silurana) tropicalis]512871888 XP_002932939.2 2.38 5.38 5.48 3.6 5.39 34.71 3.24 2.14 4.25 0 0 0



1-2.c51741/5/1474 PREDICTED: alpha-actinin-3 isoform X3 [Pelodiscus sinensis]558140034 XP_006118312.1 538.55 147.12 689.32 728.87 582.17 687.91 577.83 618.25 600.7 157.41 106.79 182.66
3-6.c18560/2/2925 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0.77 0 1.55 2.35 1.47 0 1.93 2.29 0.52 0 0 0
1-2.c46143/1/1833 -- -- -- 13.82 2.26 10.75 48.24 34.34 10.9 13.92 17.39 27.07 2.37 3.51 5.23
2-3.c40999/1/1986.1MGC84105 protein precursor [Xenopus laevis]>gi|49257646|gb|AAH74301.1| MGC84105 protein [Xenopus laevis]147904058 NP_001086185.1 0 8.9 2.34 0.95 1.36 3.83 0.68 0 1.03 0 0 0
2-3.c42247/1/2475 four and a half LIM domains protein 1 [Xenopus (Silurana) tropicalis]>gi|49522398|gb|AAH75413.1| four and a half LIM domains 1 [Xenopus (Silurana) tropicalis]55742067 NP_001006703.1 4.53 18.62 6.03 5.53 6.25 10.7 2.38 4.84 1.88 0 0 3.18
1-2.c11213/3/1769 probable threonine--tRNA ligase 2, cytoplasmic [Xenopus (Silurana) tropicalis]>gi|847162097|ref|XP_012825398.1| PREDICTED: probable threonine--tRNA ligase 2, cytoplasmic isoform X1 [Xenopus (Silurana) tropicalis]>gi|123909108|sp|Q0V9S0.1|SYTC2_XENTR RecName: Full=Probable threonine--tRNA ligase 2, cytoplasmic; AltName: Full=Threonyl-tRNA synthetase; Short=ThrRS; AltName: Full=Threonyl-tRNA synthetase-like protein 2 [Xenopus (Silurana) tropicalis]>gi|111307891|gb|AAI21418.1| tarsl2 protein [Xenopus (Silurana) tropicalis]156717366 NP_001096223.1 0 28.16 0.08 0 0 0 0 2.75 9.16 5.09 4.87 0
2-3.c9371/1/2437 PREDICTED: SUMO-activating enzyme subunit 2, partial [Colius striatus]>gi|677071338|gb|KFP26787.1| SUMO-activating enzyme subunit 2, partial [Colius striatus]706145739 XP_010204961.1 0 0 0 0 0 0 0 0 0 3.81 1.14 0.87
2-3.c54417/1/2126 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0.19 1.1 129.08 56.63 17.93 0.72 183.28 0 0.13 0 0.05 0
2-3.c20472/1/2390 heterogeneous nuclear ribonucleoprotein U (scaffold attachment factor A) [Xenopus laevis]>gi|4106370|gb|AAD02820.1| scaffold attachment factor A [Xenopus laevis]147904138 NP_001084218.1 0 0 0.92 0 0 0 0 0 0 8.81 0 5.16
2-3.c27428/3/2377 PREDICTED: laminin subunit alpha-2 [Xenopus (Silurana) tropicalis]512844752 XP_002936356.2 26.68 28.09 22.29 16.72 21.44 44.04 18.52 24.47 23.09 5.16 5.99 5.81
3-6.c17069/1/3326 Hermansky-Pudlak syndrome 3 [Xenopus laevis]>gi|49115404|gb|AAH73354.1| LOC398456 protein [Xenopus laevis]148226823 NP_001082416.1 13.23 5.78 11.34 8.38 12.21 6.34 4.12 8.19 11.15 1.36 1.18 2.57
3-6.c11132/1/2948.2PREDICTED: PDZ and LIM domain protein 5 isoform X11 [Xenopus (Silurana) tropicalis]847087387 XP_012817149.1 3.75 0.37 14.44 23.36 13.86 9.2 4.94 10.39 10.49 1.34 0.15 5.67
2-3.c15131/1/2112 PREDICTED: fibroblast growth factor 13 isoform X4 [Pelodiscus sinensis]558127197 XP_006115512.1 0 0 0 0 0 0 0 0 0 6.34 1.42 1.62
2-3.c19420/1/2212 zinc finger protein 326 [Xenopus (Silurana) tropicalis]>gi|213626079|gb|AAI70732.1| zinc finger protein 326 [Xenopus (Silurana) tropicalis]213624144 AAI70704.1 0 0 0 0 0 0 0 0 0 6.13 4.1 0
2-3.c23967/2/2044.1-- -- -- 2.33 0.36 4.4 3.57 2.47 0.68 2.43 0 7.15 0 0.34 0
2-3.c44973/22/2595LOC443574 protein, partial [Xenopus laevis]48734648 AAH72270.1 46.76 4.13 46.8 53.05 60.35 24.84 34.17 37.79 50.12 11.6 5.05 13.71
3-6.c14239/1/1545.1PREDICTED: glutamic acid-rich protein-like [Strongylocentrotus purpuratus]780154032 XP_011682115.1 5.69 8.2 3.37 5.3 5.09 11.78 19.02 4.04 5.12 97.54 145.37 110.35
2-3.c41298/2/2036 -- -- -- 3.47 8.89 3.66 3.22 2.73 5.09 9.41 4.5 3.99 59.57 68.23 51.98
1-2.c26587/28/1348secreted protein acidic and rich in cysteine [Rana catesbeiana]42407294 BAD10858.1 64.39 741.97 221.8 136.91 173.11 382.62 162.44 91.49 108.06 43.17 14.31 83.7
1-2.c39308/1/1549 -- -- -- 0.1 11.02 0.01 0 3.62 2.77 0 2.88 0.18 0 0 0
1-2.c44177/1/1133 aspartate aminotransferase 2 [Xenopus laevis]>gi|33585662|gb|AAH56110.1| Got2 protein [Xenopus laevis]>gi|76779515|gb|AAI06355.1| Got2 protein [Xenopus laevis]148232563 NP_001080255.1 0.48 67.95 0.43 157.82 135.12 84.38 159.68 114.8 185.22 0 100.79 0
2-3.c40433/1/2650 -- -- -- 14 2.6 0.52 0.34 0.03 0 15.57 1.42 9.18 1.19 15.75 20.92
3-6.c9503/1/2768.1 -- -- -- 1.43 4.81 0 0.59 0.66 2.39 0 0 1.05 22.81 28.38 28.24
1-2.c9579/1/1347.1 PREDICTED: mucin-4-like isoform X1 [Xenopus (Silurana) tropicalis]847172448 XP_012809472.1 46.62 12.84 43.28 14.35 28.58 7.01 11.63 26.36 10.98 2.42 0.26 1.32
2-3.c41066/1/2498 PREDICTED: dynein heavy chain 11, axonemal [Callorhinchus milii]632937914 XP_007901515.1 0.28 0 0.29 0 1.41 1.4 0 0 0.02 0 0 0
1-2.c45523/1/1441 REST corepressor 1 [Xenopus laevis]>gi|82245407|sp|Q90WN5.1|RCOR1_XENLA RecName: Full=REST corepressor 1; AltName: Full=Protein CoREST; Short=xCoREST [Xenopus laevis]>gi|15485636|emb|CAC67558.1| xCoREST protein [Xenopus laevis]148233554 NP_001082141.1 0 2.72 0 0 0 0.09 1.14 0 0 5.37 3.53 5.05
1-2.c32703/1/5049.3larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 14.32 4 4.7 5.64 12.61 3.14 9.33 2.4 7.86 0.87 0 0
1-2.c6334/2/1277 PREDICTED: dnaJ homolog subfamily C member 7 isoform X1 [Xenopus (Silurana) tropicalis]847168000 XP_012827094.1 1.04 0.19 3.16 1.94 6.98 1.26 0 0.96 0 0 0 0
2-3.c36097/1/2475 Putative transposase [Dicentrarchus labrax]317419774 CBN81810.1 19.16 9.96 30.7 22.82 28.36 53.93 22.84 23.02 32.44 9.46 6.52 6.56
2-3.c7528/3/2575 ena/VASP-like protein [Xenopus laevis]>gi|75571545|sp|Q64GL0.1|EVL_XENLA RecName: Full=Ena/VASP-like protein; AltName: Full=Ena/vasodilator-stimulated phosphoprotein-like [Xenopus laevis]>gi|51979524|gb|AAU20373.1| Ena/VASP-like protein H isoform [Xenopus laevis]147905674 NP_001089020.1 4.05 1.68 4.25 4.56 6.22 2.24 4.56 2.19 7.14 0.59 0.43 0.85
1-2.c12585/4/1522 PREDICTED: nicotinamide riboside kinase 2-like isoform X2 [Oreochromis niloticus]542206422 XP_005476657.1 35.21 25.14 22.8 6.46 29.39 13.45 2.32 20.76 42.69 0.51 2.31 0.27
1-2.c13547/1/1435 PREDICTED: nebulin isoform X11 [Xenopus (Silurana) tropicalis]847166512 XP_012826617.1 3.1 0 0 5.13 12.32 11.31 6.16 4.68 0 2.5 1.58 0
1-2.c37916/3/1339 gamma-sarcoglycan [Xenopus (Silurana) tropicalis]>gi|847101070|ref|XP_012812788.1| PREDICTED: gamma-sarcoglycan isoform X1 [Xenopus (Silurana) tropicalis]>gi|114107721|gb|AAI22993.1| gamma sarcoglycan [Xenopus (Silurana) tropicalis]118404980 NP_001072908.1 0 5.74 0 0 0 0 0 0.85 0 4.45 4.81 1.3
2-3.c32226/1/2467 transmembrane 9 superfamily member 2 precursor [Xenopus laevis]>gi|54648231|gb|AAH85025.1| LOC495462 protein [Xenopus laevis]147898405 NP_001088583.1 0 0 0 0 7.79 3.86 0 0.07 0 0 0 0
2-3.c22641/2/2177 fatty acyl-CoA reductase 1 [Xenopus laevis]>gi|82176578|sp|Q7ZXF5.1|FACR1_XENLA RecName: Full=Fatty acyl-CoA reductase 1; AltName: Full=Male sterility domain-containing protein 2 [Xenopus laevis]>gi|28277293|gb|AAH45017.1| MGC53145 protein [Xenopus laevis]148229551 NP_001079591.1 1.07 4.52 0.46 1.88 1.64 1.32 1.21 2.74 0.88 0 0.21 0
1-2.c49216/1/1273 RecName: Full=mRNA cap guanine-N7 methyltransferase; AltName: Full=RG7MT1; AltName: Full=mRNA (guanine-N(7)-)-methyltransferase; AltName: Full=mRNA cap methyltransferase; Short=xCMT1 [Xenopus laevis]>gi|7239236|gb|AAF43145.1|AF218795_1 mRNA (guanine-7-)-methyltransferase [Xenopus laevis]82114931 Q9I8S2.1 0 0 0 0 0 0 0 0 0 2.03 3.69 5.24
3-6.c15679/1/3575 PREDICTED: alpha-actinin-2-like isoform X2 [Latimeria chalumnae]556954562 XP_005988920.1 0.39 0 0.98 0.77 0.49 0.38 0.2 0.51 0.73 0 0 0
2-3.c44158/2/2112 Uba1a protein [Xenopus laevis]28958137 AAH47256.1 0 0 0 0 0 0 0 0 0 4.97 3.78 0
1-2.c42210/2/1570 Novel Ubiquitin carboxyl-terminal hydrolase, family 1 protein [Xenopus (Silurana) tropicalis]89272870 CAJ81966.1 1.38 8.34 1.26 4.5 0.66 0.58 4.97 0.96 3.12 32.7 53.19 24.07
3-6.c17218/10/3324PREDICTED: titin-like [Alligator mississippiensis]564226854 XP_006257898.1 67.8 50.64 142.39 86.31 131.91 222.96 108.7 107.73 217.36 22.83 6.37 61.76
1-2.c14317/1/1307 PREDICTED: casein kinase I isoform epsilon isoform X1 [Xenopus (Silurana) tropicalis]847117966 XP_012816439.1 0.46 2.63 0 0 0 0 1.46 0.5 1.1 7.6 24.66 3.05
2-3.c56448/1/1995 PREDICTED: NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial [Struthio camelus australis]>gi|678214242|gb|KFV81221.1| hypothetical protein N308_11102 [Struthio camelus australis]697482752 XP_009673055.1 104.31 24.27 99.72 91.72 62.33 24.13 55.4 80.59 83.92 0 3.45 19.76
1-2.c9252/2/1326 -- -- -- 9.42 4.6 1.18 12.32 0.06 0.68 24.77 10.45 6.33 90.29 84.49 52.44
1-2.c14190/1/1477.1-- -- -- 30.31 15.2 9.95 16.19 1.86 9.95 55.96 7.32 31.1 244.25 167.29 103.57
2-3.c34850/1/1970.1PREDICTED: meprin A subunit beta [Oreochromis niloticus]542223736 XP_005451320.1 0.87 0.89 0 0 0 0 0 0 0 4.41 5.96 0.81
3-6.c9499/1/3485 ryanodine receptor alpha isoform [Rana catesbeiana]538246 BAA04646.1 73.66 31.62 145.06 79.84 109.27 140.38 57.65 83.73 86.18 16.09 27.87 30.98
1-2.c30360/1/1757 -- -- -- 2.35 2.84 2.6 0 0 0 0 0 1.89 3.45 1.34 2.73
1-2.c3552/3/1500 glutamyl-prolyl-tRNA synthetase [Xenopus laevis]>gi|171846443|gb|AAI61719.1| LOC100158438 protein [Xenopus laevis]189217812 NP_001121346.1 0 0 0 0 0 0 0 0 0 0.06 22.17 11.68
2-3.c56691/1/2471 PREDICTED: nebulin isoform X11 [Xenopus (Silurana) tropicalis]847166512 XP_012826617.1 0.35 0.14 0 1.29 0.43 0.79 0.88 0.99 0 0 0 0
1-2.c5014/2/1358 PREDICTED: collagen alpha-3(VI) chain isoform X3 [Anolis carolinensis]637250524 XP_008112846.1 44.53 231.28 44.06 45.34 40.67 116.66 29.96 39.09 50.33 19.26 10.96 8.3
2-3.c49008/1/2174.1Na-K-2Cl cotransporter 1 [Xenopus laevis]>gi|124302110|gb|ABN05233.1| Na-K-2Cl cotransporter 1 [Xenopus laevis]147904042 NP_001091331.1 0.17 0 0 0 0 0 0 0 0 1.59 2.43 2.97
2-3.c56843/1/1977 PREDICTED: HIRA-interacting protein 3 isoform X2 [Xenopus (Silurana) tropicalis]512880191 XP_002940819.2 0.63 4.22 0.36 0 1.65 2.15 0 0.2 0.53 0 0 0
1-2.c28773/1/1648 -- -- -- 8.52 5.67 2.3 3.53 3.47 2.88 10.95 4.97 3.39 44.89 84.59 42.64
1-2.c34351/1/1306 uncharacterized protein LOC495465 [Xenopus laevis]>gi|54648501|gb|AAH85032.1| LOC495465 protein [Xenopus laevis]147902936 NP_001088586.1 1.29 2.33 0 0 0 0.14 8.71 3.58 0.65 7.69 7.77 0.83
1-2.c45466/1/1326 -- -- -- 0 0 0 0 0 0 0 0.78 0 8.44 6.69 0
3-6.c6106/1/7096 PREDICTED: transmembrane protein 131-like isoform X4 [Xenopus (Silurana) tropicalis]847095053 XP_012811073.1 4.59 2.38 1.55 1.03 3.57 1.37 1.88 3.39 2.44 0 0.06 0.25
1-2.c29347/1/2721.1larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 3093.57 497.45 1232.53 2384.93 2108.81 554.74 2548.23 1752.34 1689.95 241.89 384.73 174.34
2-3.c16695/1/2583 RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 0.93 0.34 3.83 3.42 2.68 1.63 2.4 3.5 2.48 0 0 0.69



1-2.c27882/2/1701 WD repeat and SOCS box-containing protein 1 [Xenopus (Silurana) tropicalis]>gi|82237435|sp|Q6P1V3.1|WSB1_XENTR RecName: Full=WD repeat and SOCS box-containing protein 1; Short=WSB-1>gi|40675657|gb|AAH64858.1| WD repeat and SOCS box-containing 1 [Xenopus (Silurana) tropicalis]45361625 NP_989387.1 7.48 20.32 12.97 4.06 12.7 13.2 9.44 3.92 6.15 0 0 4.21
2-3.c56455/1/2014.1PREDICTED: Kruppel-like factor 9 [Gallus gallus]363744516 XP_003643067.1 4.7 3.6 0.7 7.39 5.02 0.83 98.58 4.83 4.8 79.14 72.24 94.13
1-2.c34254/1/1421 -- -- -- 96.58 11.6 183.53 120.98 156.92 150.47 113.9 132.58 148.12 36.05 20.42 38.16
3-6.c18923/8/3235 PREDICTED: DNA ligase 1 [Chrysemys picta bellii]641783051 XP_008173935.1 0.57 6.35 0.31 0.31 1.69 0.96 0.36 0.24 0.7 0 0 0.08
2-3.c29142/1/2065 WD repeat-containing protein 1 [Xenopus (Silurana) tropicalis]>gi|82235990|sp|Q6DIF4.1|WDR1_XENTR RecName: Full=WD repeat-containing protein 1; AltName: Full=Actin-interacting protein 1; Short=AIP1>gi|49523180|gb|AAH75588.1| WD repeat domain 1 [Xenopus (Silurana) tropicalis]55742525 NP_001006781.1 8.95 13.25 6.47 0 0 0 0 3.49 0 5.86 0 4.16
3-6.c14138/2/4879 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 0 0.65 0.61 0.79 0 0.64 0.49 0.81 0 0 0
2-3.c26791/1/2238 -- -- -- 1.74 0 0 1.58 0 1.6 0.79 0 0 0 0 0
3-6.c7744/1/4048 PREDICTED: laminin subunit alpha-2 [Xenopus (Silurana) tropicalis]512844752 XP_002936356.2 0.63 0.94 1.79 0 1.24 2.51 0 0.71 2.96 0 0 0
2-3.c8534/1/2725.1 hypothetical protein CAPTEDRAFT_96371 [Capitella teleta]443682880 ELT87315.1 1.8 41.04 0.06 0 1.63 3.05 0.4 0 2.01 45.48 55.83 15.78
1-2.c43312/2/1802 -- -- -- 11.82 32.99 54.72 41.84 41.35 130.67 71.22 46.87 63.25 6.89 3.84 9.48
2-3.c40890/1/2553.1clusterin preproprotein [Bufo gargarizans]393717589 AFN21430.1 19.93 0.6 4.18 20.97 0.44 0 28.62 13.83 8.37 161.75 109.91 84.87
1-2.c36805/1/1598 -- -- -- 3.76 18.17 11.43 9.17 4.04 13.02 8.01 4.88 15.91 0.57 2.41 1.07
2-3.c49926/1/2414.2PREDICTED: complement component 1 Q subcomponent-binding protein, mitochondrial [Xenopus (Silurana) tropicalis]512820694 XP_002936868.2 0 18.87 0 0 13.21 30.86 7.47 3.83 0 0 0 0
2-3.c58936/1/2126 PREDICTED: ran-binding protein 3-like [Geospiza fortis]543278705 XP_005427415.1 0.62 0 0.32 0 0 0.11 1.14 1.06 0 4.61 3.62 1.36
3-6.c18497/1/4128 splicing factor 3B subunit 1 [Xenopus laevis]>gi|18202072|sp|O57683.1|SF3B1_XENLA RecName: Full=Splicing factor 3B subunit 1; AltName: Full=146 kDa nuclear protein; AltName: Full=Pre-mRNA-splicing factor SF3b 155 kDa subunit; Short=SF3b155; AltName: Full=Spliceosome-associated protein 155; Short=SAP 155 [Xenopus laevis]>gi|2791896|emb|CAA70201.1| 146kDa nuclear protein [Xenopus laevis]147905376 NP_001084150.1 2.57 0 1 0 0.74 0.78 0.54 1.95 2.35 0 0 0
1-2.c46666/1/1244 cathepsin D-like precursor [Xenopus (Silurana) tropicalis]>gi|159155417|gb|AAI54878.1| LOC613063 protein [Xenopus (Silurana) tropicalis]218847782 NP_001136375.1 3.45 0 0 0 0 0 0 0 2.82 10.69 18.04 0
2-3.c54007/1/2369.2-- -- -- 4.18 0 0 3.46 0 0.57 16.75 0 5.16 26.09 22.43 57.9
2-3.c42433/1/2065 PREDICTED: laminin subunit alpha-2 [Xenopus (Silurana) tropicalis]512844752 XP_002936356.2 10.63 17.1 8.34 4.92 4.83 11.8 4.35 6.14 5.25 1.03 0.05 1.91
3-6.c3874/1/3278 PREDICTED: ATP-dependent RNA helicase DDX19B-like isoform X2 [Mandrillus leucophaeus]795120083 XP_011832171.1 0.42 5.18 0.78 0.64 0 1.11 1.85 0.12 0.5 13.04 15.4 4.55
1-2.c34250/1/1402 hydroxyacid oxidase 2 (long chain) [Xenopus laevis]>gi|49257598|gb|AAH74200.1| MGC82107 protein [Xenopus laevis]148234656 NP_001086109.1 7.21 0.76 8.5 8.63 4.57 1.7 5.8 5.68 4.4 0 0 0.7
2-3.c14844/1/2111 Kruppel-like factor 11 [Xenopus laevis]>gi|49116010|gb|AAH73695.1| MGC83597 protein [Xenopus laevis]148222922 NP_001086010.1 22.76 8.68 1.82 5.66 1.6 0.94 19.69 33.1 12.88 20.21 93.26 90.34
2-3.c36164/2/1964 PREDICTED: uveal autoantigen with coiled-coil domains and ankyrin repeats isoform X5 [Xenopus (Silurana) tropicalis]512827341 XP_004912644.1 3.28 2.06 6.38 8.24 4.67 5.13 1.99 3.34 4.56 1.54 0 0.98
2-3.c36837/1/2221.2-- -- -- 5.14 10.13 3.8 1.96 3.58 6.03 1.19 1.33 4.96 0 0 0
2-3.c19300/1/2390.2-- -- -- 6.83 12.27 1.11 2.44 2.68 9.46 3.09 0.59 4.52 0 0 0.41
1-2.c43607/1/1622 electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|49257939|gb|AAH74616.1| electron-transferring-flavoprotein dehydrogenase [Xenopus (Silurana) tropicalis]54020771 NP_001005631.1 6.44 8.9 0 0.19 0 0 0 0.1 14.02 0.29 14.82 20.67
3-6.c16427/1/3493 PREDICTED: laminin subunit alpha-2 [Xenopus (Silurana) tropicalis]512844752 XP_002936356.2 6.77 3.47 6.07 1.6 4.98 3.78 0.11 5.87 3.47 0.23 0 1.17
1-2.c12109/2/1319 PREDICTED: T-complex protein 1 subunit alpha [Opisthocomus hoazin]700396110 XP_009938678.1 1.58 30.27 0 5.82 0 0 44 8.06 12.76 39.51 48.44 25.18
1-2.c39934/1/1859 -- -- -- 0.14 0.72 0.87 0.92 0.43 2.21 0 0.47 0 0 0 0
2-3.c1509/25/2579 PREDICTED: methylmalonyl-CoA mutase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|512845233|ref|XP_004915008.1| PREDICTED: methylmalonyl-CoA mutase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|512845237|ref|XP_004915009.1| PREDICTED: methylmalonyl-CoA mutase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|512845241|ref|XP_004915010.1| PREDICTED: methylmalonyl-CoA mutase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847133429|ref|XP_012819556.1| PREDICTED: methylmalonyl-CoA mutase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847133432|ref|XP_012819557.1| PREDICTED: methylmalonyl-CoA mutase, mitochondrial [Xenopus (Silurana) tropicalis]512845229 XP_002933609.2 22.49 22.24 19.61 23.85 22.11 14.79 14.79 12.36 21.41 3.82 3.24 5.88
2-3.c11789/7/2510 autocrine motility factor receptor, E3 ubiquitin protein ligase [Xenopus laevis]>gi|37805183|gb|AAH60333.1| MGC68459 protein [Xenopus laevis]147901912 NP_001083159.1 7.47 0 1.51 2.05 3.96 0 0 3.71 1.53 0 0 0
2-3.c4729/1/2425 PREDICTED: probable global transcription activator SNF2L2 isoform X2 [Xenopus (Silurana) tropicalis]847092406 XP_012808062.1 0.45 11.56 1.61 1.08 4.66 2.86 0.41 2.47 4.04 0 0 0.78
2-3.c62044/11/2308PREDICTED: myosin-binding protein C, cardiac-type-like [Alligator mississippiensis]564233250 XP_006260993.1 0.33 3.17 0 28.69 9.05 0 40.62 8.35 60.65 0 0 0.01
2-3.c13759/1/6896.3PREDICTED: serine/arginine-rich splicing factor 5-like isoform X3 [Latimeria chalumnae]556960768 XP_005990828.1 0 0 0 0 0 0 5.97 0 0 62.78 16.67 8.95
2-3.c16675/12/2169aryl hydrocarbon receptor nuclear translocator-like protein 2 [Xenopus (Silurana) tropicalis]>gi|134023843|gb|AAI35612.1| LOC100124875 protein [Xenopus (Silurana) tropicalis]156717516 NP_001096298.1 2.03 14.28 0.93 2.1 1.53 4.01 2.26 0.84 2.29 30.66 38.13 51.47
3-6.c8168/1/2699 PREDICTED: sarcalumenin [Heterocephalus glaber]861486921 XP_012920990.1 6.92 1.35 6.57 6.74 6.87 3.5 9.93 7 11.33 0.58 0.85 1.46
1-2.c50517/1/1681 SET and MYND domain containing 1 [Xenopus laevis]>gi|49118725|gb|AAH72803.1| MGC80131 protein [Xenopus laevis]148225404 NP_001085463.1 0 0 0 0 1.92 2.05 0 0 0.04 0 0 0
2-3.c49598/1/2045 Casp9-A protein [Xenopus laevis]>gi|213627647|gb|AAI70180.1| Casp9-A protein [Xenopus laevis]213623754 AAI70178.1 0 0 0 0 0 1.55 0.21 0 0 7.64 15.41 17.59
3-6.c3325/8/3377 PREDICTED: exportin-2 isoform X1 [Xenopus (Silurana) tropicalis]847167837 XP_012827002.1 4.25 22.37 6.37 3.73 6.96 7.89 3.94 3.64 3.77 0.66 0.58 1.96
1-2.c25797/3/1313 MGC52527 protein [Xenopus laevis]28838469 AAH47954.1 14.88 3.28 3.56 12.64 11.96 4.42 66.81 8.25 6.25 121.79 164.76 173.57
1-2.c44247/1/1329 PREDICTED: retinal dehydrogenase 1 [Cavia porcellus]348572972 XP_003472266.1 0 0 0 0 0 0 0 0 0 30.74 13.61 0
1-2.c4672/1/1548 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 2.24 1.53 1.12 1.45 0.87 2.13 0.24 0.24 1.63 0 0 0
2-3.c26877/1/1989 PREDICTED: myomegalin-like [Lepisosteus oculatus]573893936 XP_006634719.1 1.44 1.02 3.43 1.12 2.26 5.77 1.01 2.18 1.27 0.13 0 0.25
1-2.c24317/1/1371 keratin 5, gene 1 [Xenopus (Silurana) tropicalis]>gi|847153769|ref|XP_012823649.1| PREDICTED: keratin 5, gene 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847153771|ref|XP_012823650.1| PREDICTED: keratin 5, gene 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|49250524|gb|AAH74634.1| keratin 5, gene 1 [Xenopus (Silurana) tropicalis]54020785 NP_001005638.1 1.86 0 0 1.86 0 0 5.12 0.12 7.87 16.49 21.9 10.25
1-2.c36522/1/1461 -- -- -- 0 0 0 0 0 0 0 1.14 0 4.37 5.13 0.7
2-3.c35092/1/2101 replication factor C subunit 1 [Xenopus (Silurana) tropicalis]313760612 NP_001186496.1 0 0 0 0 1.56 2.33 0 0 0.81 0 0 0
3-6.c18647/2/3287 LIM domain-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|38382920|gb|AAH62490.1| hypothetical protein MGC75668 [Xenopus (Silurana) tropicalis]45360839 NP_989095.1 13.08 7.61 36.99 36.01 39.96 52.97 44.19 20.87 50.92 11.37 2.45 14.03
3-6.c16786/1/3080 PREDICTED: extracellular matrix protein 1 [Xenopus (Silurana) tropicalis]512865174 XP_002942617.2 0 0 0.13 0 0 0 1.48 0.14 0 2.41 2.96 0
1-2.c33418/1/1575 -- -- -- 1.87 5.89 5.69 2.7 16.13 11.04 0 6.28 13.42 0 0 1.86
3-6.c8762/1/3240 PREDICTED: titin isoform X2 [Xenopus (Silurana) tropicalis]847165031 XP_012826253.1 4.38 4.63 10.14 7.11 5.57 20.63 8.79 3.95 7.95 0.4 0.6 1.57
1-2.c33122/1/1377 PREDICTED: eukaryotic translation initiation factor 4B isoform X1 [Xenopus (Silurana) tropicalis]847099370 XP_012812217.1 0 0 0 0 0 0 0 0 0 13.5 28.58 0.01
1-2.c37933/2/1785 PREDICTED: arf-GAP domain and FG repeat-containing protein 1 isoform X3 [Xenopus (Silurana) tropicalis]847163505 XP_012825862.1 0 0 0 0 0 0 0 0 0 3.84 0 4.04
1-2.c49467/1/1545 MGC81975 protein [Xenopus laevis]>gi|51703898|gb|AAH81067.1| MGC81975 protein [Xenopus laevis]148223179 NP_001087672.1 0 0 0 1.59 0 0 5.1 0 9.48 9.88 16.83 14.67
2-3.c22976/1/1986 PREDICTED: beta-enolase isoform X3 [Ochotona princeps]837827704 XP_012785174.1 0 0 0.87 2.98 1.17 0.35 0 1.07 0.89 0 0 0
2-3.c4097/35/2421 tRNA methyltransferase 1 homolog (S. cerevisiae)-like [Xenopus laevis]>gi|52789427|gb|AAH83042.1| MGC98839 protein [Xenopus laevis]147899382 NP_001090259.1 2.71 3.17 1.34 0 1.59 2.79 0.45 1.13 0.9 0 0 0
2-3.c43589/1/2404 PREDICTED: dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A [Chelonia mydas]591383939 XP_007066428.1 7.8 0 8.42 8.21 13.62 22.42 4.55 0.04 1.42 3.25 1.67 3.68
2-3.c61126/1/2466 PREDICTED: nascent polypeptide-associated complex subunit alpha isoform X6 [Xenopus (Silurana) tropicalis]847099448 XP_012812242.1 0.26 1.37 1.42 1.71 1.32 0.39 0.64 0.21 1.87 0 0 0.08
1-2.c11274/1/1199 PREDICTED: laminin subunit alpha-3 [Xenopus (Silurana) tropicalis]512850282 XP_002934184.2 15.51 19.74 9.08 22.99 7.63 17.72 46.97 16.33 19.12 246.64 257.39 222.5
2-3.c7616/2/2430.1 beta-hexosaminidase subunit beta isoform 1 precursor [Xenopus (Silurana) tropicalis]>gi|171847009|gb|AAI61740.1| LOC100145770 protein [Xenopus (Silurana) tropicalis]187607505 NP_001120609.1 30 15.83 10.99 26.14 14.02 11.47 33.43 18.9 20.4 232.25 249.82 304.11



2-3.c41053/1/2526.1PREDICTED: abhydrolase domain-containing protein 15-like [Xenopus (Silurana) tropicalis]301613203 XP_002936096.1 0.1 1.8 0.2 0.4 0 0.23 0 0.13 0.11 6.97 4.25 8.64
2-3.c53210/1/2595 PREDICTED: neurogenic locus notch homolog protein 1-like isoform X1 [Xenopus (Silurana) tropicalis]>gi|512877939|ref|XP_002941921.2| PREDICTED: neurogenic locus notch homolog protein 1-like isoform X1 [Xenopus (Silurana) tropicalis]512877935 XP_004919304.1 3.61 13.76 3.67 4.62 1.12 6.46 1.65 3.69 3.53 0 0.27 0.94
3-6.c2443/15/3739 PREDICTED: alpha-actinin-3 [Python bivittatus]602667068 XP_007439100.1 164.69 9.15 190.41 158.77 274.7 211.58 231.35 264.79 245.81 59.75 32.38 60.29
1-2.c3899/1/1490 histone-binding protein RBBP7 [Xenopus laevis]>gi|82242619|sp|Q8AVH1.1|RBBP7_XENLA RecName: Full=Histone-binding protein RBBP7; AltName: Full=Retinoblastoma-binding protein 7; Short=RBBP-7 [Xenopus laevis]>gi|27503223|gb|AAH42283.1| Rbbp7-prov protein [Xenopus laevis]160420243 NP_001080364.1 0 0 0 0 0 0 0.01 0 0 1.73 5.77 1.58
2-3.c14016/1/2229 -- -- -- 0 33.24 0 0 0 0 0 0 10.55 34.1 12.16 0
1-2.c32948/1/1450.1-- -- -- 16.9 11.97 6.35 9.8 12.01 4.84 44.67 11.59 10.49 123.25 137.54 164.53
1-2.c43402/1/1454 -- -- -- 0.56 0 0.24 0 0 0 2.09 0 0.6 3.31 2.13 4.31
1-2.c48748/1/4054.1PREDICTED: creatine kinase M-type [Monodelphis domestica]126344225 XP_001364229.1 871 136.58 1208.24 1218.88 1023.33 548.77 471.69 835.99 1087.16 38.75 18.46 544.97
2-3.c11160/186/2568MGC84250 protein [Xenopus laevis]>gi|51950293|gb|AAH82455.1| MGC84250 protein [Xenopus laevis]148225296 NP_001087906.1 443.29 24.68 419.93 853.57 432.41 227.95 263.28 398.58 468.31 61.34 13.32 75.59
3-6.c18511/1/2726.1PREDICTED: nebulin isoform X1 [Xenopus (Silurana) tropicalis]512865746 XP_004917720.1 0.34 0.93 0 0 1.91 2.46 0.94 0 0 0 0 0
2-3.c23227/2/2303 PREDICTED: nucleolar protein 6 isoform X1 [Xenopus (Silurana) tropicalis]847087222 XP_012816696.1 2.12 4.76 0.88 2.06 1.69 3.92 1.23 0.28 0.34 0 0.27 0.39
2-3.c41745/1/2678 cyclic AMP-responsive element-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|159155183|gb|AAI54700.1| creb3 protein [Xenopus (Silurana) tropicalis]163915079 NP_001106391.1 0 6.21 0 0.16 0 0.08 10.07 0.15 6.7 36.75 0 28.75
2-3.c49988/1/1863 RecName: Full=60S ribosomal export protein NMD3 [Xenopus (Silurana) tropicalis]>gi|39849988|gb|AAH64238.1| 60S ribosomal export protein NMD3 [Xenopus (Silurana) tropicalis]>gi|51703739|gb|AAH81303.1| 60S ribosomal export protein NMD3 [Xenopus (Silurana) tropicalis]82186247 Q6P2Z6.1 42.98 56.72 22.59 18.31 17.92 38.91 25.3 18.68 14.28 4.86 4.65 5.89
2-3.c17993/1/2728 PREDICTED: NACHT, LRR and PYD domains-containing protein 12 [Charadrius vociferus]699666029 XP_009883591.1 0 1.09 0 0 0 0.02 7.71 0 0 7.64 0 16.27
1-2.c8694/2/1314.1 dehydrogenase/reductase SDR family member 7C precursor [Xenopus (Silurana) tropicalis]>gi|189027694|sp|A9UM79.1|DRS7C_XENTR RecName: Full=Dehydrogenase/reductase SDR family member 7C; AltName: Full=Short-chain dehydrogenase/reductase family 32C member 2; Flags: Precursor>gi|163915638|gb|AAI57554.1| dhrs7c protein [Xenopus (Silurana) tropicalis]166158027 NP_001107423.1 0 7.42 3.22 0 5.92 11.52 6.77 0 0 0 0 0
2-3.c51321/85/2577WD repeat-containing protein 1 [Xenopus (Silurana) tropicalis]>gi|82235990|sp|Q6DIF4.1|WDR1_XENTR RecName: Full=WD repeat-containing protein 1; AltName: Full=Actin-interacting protein 1; Short=AIP1>gi|49523180|gb|AAH75588.1| WD repeat domain 1 [Xenopus (Silurana) tropicalis]55742525 NP_001006781.1 0 11.07 3.57 7.31 21.42 44.31 9.61 4.55 9.85 0.41 5.18 0.25
2-3.c24391/1/2078 N-alpha-acetyltransferase 15, NatA auxiliary subunit [Xenopus (Silurana) tropicalis]>gi|189442623|gb|AAI67370.1| Unknown (protein for MGC:135844) [Xenopus (Silurana) tropicalis]282165843 NP_001017001.2 7.8 9.53 3.25 3.15 4.61 7.75 0.66 3.22 2.7 0.31 0.67 1.1
1-2.c14903/1/1151 PREDICTED: phosphate carrier protein, mitochondrial-like isoform X1 [Esox lucius]742180842 XP_010888072.1 0 2.2 0 0 0 0 0 0 0 73.9 22.87 2.44
2-3.c48401/1/2467.1-- -- -- 5.4 3.95 0.85 2.98 5.06 0.93 13.52 7.23 6.15 51.91 51.33 51.99
1-2.c30224/1/1451 PREDICTED: short-chain dehydrogenase/reductase 3 [Serinus canaria]683927591 XP_009093862.1 0 0 0 0 0 0 0 0 0 11.07 6.65 0
2-3.c34151/1/2124 zygotic Mcm3 protein [Xenopus laevis]693576206 BAP63985.1 0.37 12.09 0.01 0.95 0.84 3.32 0.1 0.58 1.37 0.11 0.12 0
3-6.c4380/2/3270.1 nuclear factor 7, ovary [Xenopus laevis]>gi|52783144|sp|Q91431.1|NF7O_XENLA RecName: Full=Nuclear factor 7, ovary; Short=xNF7-O [Xenopus laevis]>gi|1311667|gb|AAB35876.1| nuclear factor 7 [Xenopus laevis]284447304 NP_001079694.2 0.95 2.52 0.86 0 1.03 1.33 0.22 0.48 1.05 0 0 0
2-3.c22454/1/2571 serine/arginine-rich splicing factor 7 [Xenopus (Silurana) tropicalis]>gi|51262158|gb|AAH79925.1| splicing factor, arginine/serine-rich 7, 35kDa [Xenopus (Silurana) tropicalis]55926178 NP_001007487.1 0 0 0.65 1.11 0 1.43 0.91 0 0 0 0 0
3-6.c16738/1/3191 PREDICTED: muscular LMNA-interacting protein [Xenopus (Silurana) tropicalis]512844542 XP_002934909.2 39.99 2.41 13.08 18.11 20.97 6.28 8.52 13.57 18.47 1.94 5.89 2.96
2-3.c39725/1/2382 PREDICTED: transmembrane protein 2-like isoform X1 [Xenopus (Silurana) tropicalis]847111917 XP_002932301.3 0 4.27 0.13 0 0.21 2.9 0.5 0 0.21 37.51 57.69 11.77
3-6.c2412/8/2920 origin recognition complex, subunit 1 [Xenopus laevis]>gi|1621291|gb|AAC60033.1| origin recognition complex protein 1 [Xenopus laevis]148224764 NP_001081806.1 0.59 10.46 0.39 0.4 2.04 2.32 0 0.97 0.46 0 0 0.27
1-2.c13865/1/1478 PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 4.09 0.24 17.03 14.49 8.29 9.46 19.41 21.17 9.57 1.75 1.16 2.27
3-6.c2487/27/3469 incenp-prov protein, partial [Xenopus (Silurana) tropicalis]54038417 AAH84167.1 0 5.94 0.28 0.35 0.91 2.12 0.21 0.49 0.85 0 0.17 0
2-3.c55924/1/2251 nucleolar and coiled-body phosphoprotein 1 [Xenopus (Silurana) tropicalis]>gi|89271369|emb|CAJ81531.1| novel protein containing SRP40 C-terminal domain [Xenopus (Silurana) tropicalis]89886147 NP_001034819.1 15.44 34.39 4.44 9.52 10.1 15.1 7.1 9.33 4.45 1.56 3.2 2.18
1-2.c48929/1/1479 PREDICTED: CCR4-NOT transcription complex subunit 11 isoform X1 [Xenopus (Silurana) tropicalis]847103286 XP_012813123.1 0 0 0 0 0 0 0 0 0.52 2.71 5.42 0.99
2-3.c62226/22/2429ribosome biogenesis protein bop1 [Xenopus (Silurana) tropicalis]>gi|229621683|sp|A4IHS2.1|BOP1_XENTR RecName: Full=Ribosome biogenesis protein bop1; AltName: Full=Block of proliferation 1 protein [Xenopus (Silurana) tropicalis]>gi|134025504|gb|AAI35663.1| LOC100124887 protein [Xenopus (Silurana) tropicalis]156717538 NP_001096309.1 8.62 27.82 4.34 4.79 6.52 13.58 5.31 4.85 4.39 1.18 2.72 0.85
1-2.c1984/28/1918 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform X1 [Xenopus (Silurana) tropicalis]847127397 XP_012818361.1 131.21 14.5 53.73 92.56 107.07 25.02 28.85 88.35 79.04 20.98 10.14 6.45
3-6.c6481/1/3099 PREDICTED: uncharacterized protein LOC103692624 isoform X1 [Rattus norvegicus]672020665 XP_008774458.1 2.79 0 1.23 0 0.76 0.44 0 0 0.89 8.99 7.22 9.15
3-6.c9111/1/3781 PREDICTED: ubiquitin-protein ligase E3A isoform X1 [Xenopus (Silurana) tropicalis]847099174 XP_012812141.1 6.75 0.92 5.94 4.87 6.26 6.82 3.14 0.97 4.45 1.65 0.77 1.03
1-2.c34192/2/1617 PREDICTED: intercellular adhesion molecule 5 [Xenopus (Silurana) tropicalis]847169795 XP_012808457.1 17.87 2.78 8.41 11.36 13.81 3.68 1.97 10.84 10.17 0.36 0.7 3.67
2-3.c46671/1/2124 PREDICTED: transmembrane emp24 domain-containing protein 9 [Python bivittatus]602626865 XP_007420384.1 4.95 19.92 6.74 0 1.45 2.14 0 0 4.27 0 0 0
1-2.c3964/1/1248 -- -- -- 27.92 0 0 16.04 3.96 7.4 35.45 64.29 41.03 465.91 1240.26 314.65
2-3.c55632/1/2196.1cytidine monophospho-N-acetylneuraminic acid synthetase [Xenopus (Silurana) tropicalis]>gi|114649509|emb|CAK18992.1| putative CMP-sialic acid synthetase [Xenopus (Silurana) tropicalis]148227318 NP_001090750.1 0.34 1.38 1.13 0.71 2.54 1.06 0.03 0 3.65 0 0 0
1-2.c24998/1/1762 isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial [Xenopus (Silurana) tropicalis]>gi|39850137|gb|AAH64220.1| isocitrate dehydrogenase 3 (NAD+) alpha [Xenopus (Silurana) tropicalis]45361551 NP_989352.1 108.43 15.1 47.81 93.84 71.62 47.11 58.71 21.48 32.28 14.03 0.11 31.71
2-3.c61366/8/2558 PREDICTED: anaphase-promoting complex subunit 5 isoform X1 [Chrysemys picta bellii]530617968 XP_005298709.1 0.73 1.97 0.4 0.95 1.12 1.99 0 1.11 1.57 0 0.19 0
2-3.c16796/5/2676 LOC414460 protein, partial [Xenopus laevis]46250336 AAH68818.1 4.68 19.16 2.86 3.39 4.45 10.4 4.73 2.63 3.07 1.06 1.02 0.99
2-3.c16350/1/2354.1-- -- -- 26.31 13.44 3.32 16.77 0.9 6.31 25.03 14.99 37.04 159.65 181.84 92.74
2-3.c34115/1/2116.1-- -- -- 0 4.54 1.52 0 0 0 0 0 0 3.22 3.24 1.88
1-2.c30817/1/1152 solute carrier family 7 member 7 [Xenopus (Silurana) tropicalis]>gi|38648965|gb|AAH63340.1| solute carrier family 7 (cationic amino acid transporter, y+ system), member 7 [Xenopus (Silurana) tropicalis]45361265 NP_989210.1 30.72 6.92 13.55 61.89 9.21 0.94 28.9 59.83 48.02 256.33 542.45 318.51
2-3.c13511/1/2113.1conserved hypothetical protein [Culex quinquefasciatus]>gi|167863834|gb|EDS27217.1| conserved hypothetical protein [Culex quinquefasciatus]170067775 XP_001868614.1 7.34 0.16 0.39 2.48 7.24 0.13 23.34 3.31 4.82 94 51.11 50.7
2-3.c21618/1/1967.1PREDICTED: ras-related protein Rab-11A isoform X3 [Aquila chrysaetos canadensis]768342989 XP_011593912.1 0 0 0 0 0 0 0 0 0 68.34 216.57 0
1-2.c11480/1/1682.1LOC733374 protein [Xenopus laevis]76779620 AAI06554.1 216.25 109.1 97.13 106.98 63.11 54.8 40.06 100.09 103.95 17.69 18.72 13.82
2-3.c30661/1/2621 -- -- -- 20.02 28.34 19.94 11.52 18.94 33.1 22.6 14.02 22.84 2.71 4.9 5.93
1-2.c41119/1/1557.1von Willebrand factor A domain containing 5A [Xenopus laevis]>gi|34784616|gb|AAH57735.1| MGC68953 protein [Xenopus laevis]148228482 NP_001079962.1 20.73 21.83 18.07 16.04 21.01 12.21 29.4 13.29 19.09 228.2 231.85 332.83
2-3.c40469/1/2089 mothers against decapentaplegic homolog 1 [Xenopus (Silurana) tropicalis]>gi|49523156|gb|AAH75458.1| SMAD family member 1 [Xenopus (Silurana) tropicalis]55926152 NP_001007481.1 0 15.43 1.35 1.01 1.14 0.81 0 1.98 0.2 0 0 0
2-3.c49992/1/2073.1-- -- -- 0 3.18 0 0 0 0 0 0 2.98 10.04 12.48 0
1-2.c24386/5/1731 PREDICTED: protein PFC0760c-like [Latimeria chalumnae]556961274 XP_005990987.1 3.74 2.8 9.69 4.49 5.52 22.97 5.3 4.44 7.73 0.25 0 0.21
1-2.c15630/1/1562 ubiquitin-like domain-containing CTD phosphatase 1 [Xenopus laevis]>gi|82180960|sp|Q641F1.1|UBCP1_XENLA RecName: Full=Ubiquitin-like domain-containing CTD phosphatase 1; AltName: Full=Nuclear proteasome inhibitor UBLCP1 [Xenopus laevis]>gi|51950004|gb|AAH82386.1| MGC81798 protein [Xenopus laevis]148231101 NP_001087860.1 2.94 3.26 0.55 1.64 0.86 1.41 3.19 1.98 3.1 25.01 34.78 15.6
1-2.c36842/2/1375 -- -- -- 11.88 198.12 12.75 14.92 13.87 38.05 7.88 12.39 19.62 4.77 2.28 5.58
2-3.c17272/18/1977PREDICTED: alpha-aminoadipic semialdehyde dehydrogenase [Astyanax mexicanus]597777684 XP_007252494.1 12.84 14.06 22.79 5.85 22.08 42.28 16.86 10.2 12.26 2.01 2.93 0
1-2.c41160/1/1501.1-- -- -- 1.3 1.44 0.51 0.84 1.12 0.34 0.48 0.63 0.95 44.33 26.2 22.35
2-3.c9619/3/2210.1 E3 ubiquitin-protein ligase MGRN1 [Xenopus (Silurana) tropicalis]62858193 NP_001016911.1 7.5 9.39 6.88 4.62 7.79 5.99 0.92 3.18 3.08 0 0 1.76
3-6.c7025/1/3178 -- -- -- 12.01 2.41 14.93 8.73 18.36 41.62 13.45 11.23 11.25 2.36 1.99 1.96



1-2.c40202/1/1606 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform, partial [Mesitornis unicolor]677443430 KFQ38846.1 1.78 2.49 0 0 0 0 0.25 0.49 0 4.97 1.66 1.44
1-2.c4317/1/1346.1 PREDICTED: target of rapamycin complex subunit lst8 isoform X1 [Xenopus (Silurana) tropicalis]847163389 XP_012825824.1 0 0 0 0 0 0 0 0 0 23.75 43.84 0.09
2-3.c53370/1/2190.1-- -- -- 0 0 0 0 1.91 2.59 1.35 0 0 0 0 0
3-6.c15037/1/5322 staphylococcal nuclease and tudor domain containing protein 1 [Xenopus laevis]>gi|28175411|gb|AAH45115.1| MGC53332 protein [Xenopus laevis]148234849 NP_001079606.1 2.47 0 0 0 0 0 0 0 0 1 1.24 2.85
2-3.c20184/1/1791 PREDICTED: adipocyte enhancer-binding protein 1 isoform X1 [Alligator sinensis]557297871 XP_006031235.1 0 27.4 0 0 0 0 0 0 7.26 10.09 5.62 0
1-2.c12917/2/1731 -- -- -- 0.78 3.15 0.72 0.85 0.58 2.54 0 0 0 0 0 0
1-2.c29263/1/1833 -- -- -- 11.9 5.4 10 7.57 11.38 6.12 9.16 8.9 8.5 2.17 2.2 0.47
2-3.c1464/77/1952 PREDICTED: voltage-dependent anion-selective channel protein 1 isoform X1 [Odobenus rosmarus divergens]823417697 XP_012419592.1 88.9 37.76 74.38 60.4 68.81 106.22 73.47 82.67 64.3 13.32 11.07 28.1
1-2.c19914/1/1673.1PREDICTED: serine/arginine-rich splicing factor 5 [Aquila chrysaetos canadensis]768366525 XP_011580556.1 0 0 0 0 0 0 0 0 0 27.81 70.27 0
1-2.c49552/1/1183 PREDICTED: titin-like [Python bivittatus]602631486 XP_007422644.1 6.56 0.13 100.6 28.65 51.18 83.12 31.43 38.97 18.04 0 0 30.63
1-2.c26986/2/1646 PREDICTED: microtubule-actin cross-linking factor 1 isoform X5 [Clupea harengus]831279932 XP_012670970.1 3.14 28.36 1.05 0.89 0.01 1.57 0 0 3.18 17.58 16.96 14.52
1-2.c35145/1/1621 PREDICTED: polyadenylate-binding protein-interacting protein 2B [Cuculus canorus]696972430 XP_009556157.1 36.61 37.09 23.72 29.71 40.79 16.43 19.32 20.04 34.33 4.19 5.49 9.54
2-3.c42919/1/2172 PREDICTED: glucose-6-phosphate 1-dehydrogenase isoform X1 [Xenopus (Silurana) tropicalis]847118565 XP_012816652.1 0.92 3.89 0.46 0.82 0.5 1.66 6.19 0.63 0.44 15.42 10.78 25.33
3-6.c13045/2/2981 PREDICTED: serine/threonine-protein kinase ULK2 [Xenopus (Silurana) tropicalis]512819921 XP_004911684.1 1.03 0.59 0.26 0.93 0.38 0.4 14.76 1.15 0.49 14.75 10.09 9.09
2-3.c12584/5/2220 PREDICTED: schwannomin interacting protein 1 isoform X3 [Xenopus (Silurana) tropicalis]847126599 XP_012818103.1 2.33 3.21 5.64 0.95 4.29 17.61 1.18 4.6 5.12 0 0 0
2-3.c29453/1/2784 PREDICTED: uncharacterized protein LOC105948242 [Xenopus (Silurana) tropicalis]847159899 XP_012824977.1 3.44 0.02 1.04 1.78 2.51 0.45 2.99 0 0 0 0 0.3
1-2.c26140/1/1459 protein archease [Xenopus (Silurana) tropicalis]62857601 NP_001016791.1 0 0 0 0 0 0 0.22 0 0 4.14 10.63 1.25
2-3.c29827/1/1848.1PREDICTED: tenascin isoform X4 [Xenopus (Silurana) tropicalis]512858291 XP_004916770.1 19.89 72.22 42.67 20.54 25.12 40.47 19.1 18.75 23.55 10.56 3.49 3.83
1-2.c39101/1/1218 tomm22 protein [Xenopus (Silurana) tropicalis]169642622 AAI60473.1 15.66 21.64 8.47 7.6 5.94 11.9 0.57 0.32 5.8 0.51 0 2.51
1-2.c51053/5/1453 protein disulfide isomerase family A, member 3 precursor [Xenopus laevis]>gi|28302197|gb|AAH46707.1| Grp58-prov protein [Xenopus laevis]148226947 NP_001080051.1 0 0 0 0 0 0 3.82 0 0 21.63 58.92 0
1-2.c13765/1/1210 -- -- -- 114.42 79.63 176.84 110.57 118.74 272 137.51 160.25 154.52 46.06 28.74 40.26
1-2.c24570/3/1494 PREDICTED: methionine-R-sulfoxide reductase B3 [Tarsius syrichta]640823407 XP_008068729.1 0 0 0 0 0 0 0 0 0 5.07 5.84 0
2-3.c34629/1/2074 -- -- -- 4.7 5.42 4.68 12.27 7.38 6.33 7.12 5.9 6.85 1.43 2.52 1.06
1-2.c16804/1/1505 PREDICTED: atrial natriuretic peptide receptor 2 isoform X4 [Esox lucius]742130720 XP_010876167.1 0 17.22 3.07 0 0 0 7.1 0 13.03 16.56 0 8.61
1-2.c31003/1/1397 -- -- -- 2.73 0.46 8.17 3.51 3.09 2.07 2.23 3.37 3.6 0.39 0 0
1-2.c35832/1/1303 PREDICTED: LOW QUALITY PROTEIN: actin, muscle-like [Haliaeetus albicilla]700363815 XP_009926521.1 0 794.57 0 0 0 0 54.7 0 944.15 121.27 98.02 1770.21
1-2.c46263/1/6247.4larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 4229.17 786.65 1022.45 2490.96 2269.79 421.38 2452.1 1186.35 1052.22 142.64 225.67 171.43
1-2.c51758/3/1422 ATP synthase subunit alpha, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60552664|gb|AAH91067.1| atp5a1 protein [Xenopus (Silurana) tropicalis]71896075 NP_001025610.1 0 0 0 0 0 0 3.97 0.06 0 21.86 0.03 71.12
2-3.c24449/1/2240 tripeptidyl-peptidase 1 precursor [Xenopus (Silurana) tropicalis]>gi|134023873|gb|AAI35588.1| LOC100124868 protein [Xenopus (Silurana) tropicalis]156717508 NP_001096294.1 0 0.15 1.1 8.66 3.64 0 1.77 0.23 2.17 0 0 0
2-3.c37395/1/2492 microtubule-associated protein 1 light chain 3 alpha [Xenopus laevis]>gi|27694816|gb|AAH43946.1| Map1lc3a-prov protein [Xenopus laevis]148232096 NP_001080542.1 1.83 0.64 0.57 0.94 0.97 0 4.36 3.71 0 34.23 37.44 6.13
2-3.c32298/2/2537 PREDICTED: ralBP1-associated Eps domain-containing protein 1 isoform X2 [Xenopus (Silurana) tropicalis]847128049 XP_012818572.1 0.12 4.92 6.29 7.08 11.06 6.58 0.63 7.33 5.58 0 1.83 2.86
2-3.c43021/1/2102 PREDICTED: polynucleotide 5'-hydroxyl-kinase NOL9 [Xenopus (Silurana) tropicalis]512854490 XP_002933893.2 0 0 0 0 0 0 2.06 0 0 2.62 2.72 0.49
1-2.c49081/1/1290 PREDICTED: tetratricopeptide repeat protein 22 [Xenopus (Silurana) tropicalis]512840241 XP_002931509.2 2.02 0.84 1.82 0.59 1.44 1.41 10.21 0.12 1.56 25.77 24.44 24.52
3-6.c13351/1/3275 elongation factor Tu GTP binding domain containing 2 [Xenopus laevis]>gi|27882632|gb|AAH44041.1| MGC53479 protein [Xenopus laevis]148225911 NP_001079536.1 7.94 17.4 4.16 3.01 5.91 6.45 1.8 3.05 2.38 0.92 0.44 1.31
2-3.c34000/1/2484 -- -- -- 4.31 12.14 4.72 2.07 3.19 11.86 0 1.17 0 0.29 0 0
1-2.c32267/11/1442calsequestrin-2 precursor [Xenopus (Silurana) tropicalis]>gi|38511783|gb|AAH61441.1| similar to calsequestrin 2 (cardiac muscle) [Xenopus (Silurana) tropicalis]45360999 NP_989136.1 258.21 73.88 638.77 264.16 316.27 79.27 426.34 131.21 391.29 56.63 46.45 26.41
1-2.c12339/1/1403 tropomodulin 4 (muscle) [Xenopus laevis]>gi|51593525|gb|AAH78623.1| MGC85587 protein [Xenopus laevis]148233551 NP_001087366.1 241.63 129.02 489.05 349.39 348.08 414.4 303.42 341.07 404.11 117.81 51.22 97.85
1-2.c8721/2/1375 protein FAM192A [Xenopus (Silurana) tropicalis]>gi|169642171|gb|AAI60456.1| LOC100145298 protein [Xenopus (Silurana) tropicalis]187608361 NP_001120247.1 6 12.64 5.83 2.8 5.5 6.61 3.3 5.77 1.31 0.21 0.28 0.83
1-2.c34731/1/1599 ADP-ribosyltransferase 1 precursor [Xenopus laevis]>gi|157423175|gb|AAI53780.1| LOC100126635 protein [Xenopus laevis]>gi|213623238|gb|AAI69472.1| Hypothetical protein LOC100126635 [Xenopus laevis]>gi|213624942|gb|AAI69470.1| Hypothetical protein LOC100126635 [Xenopus laevis]160420185 NP_001104209.1 20.07 6.57 18.26 20.39 37.24 17.99 3.49 30.56 22.37 2.7 0 12.24
1-2.c33213/1/1521 -- -- -- 0 2.56 0 0 0 0.4 1.46 0.4 0.17 2.06 10.45 6.11
2-3.c12588/1/2552.1PREDICTED: asparagine synthetase domain-containing protein 1 [Xenopus (Silurana) tropicalis]301603748 XP_002931571.1 0 0 0 0 0 0 0.52 0.25 0 4.58 7.35 0
1-2.c41256/1/1477 vasohibin-1 [Xenopus (Silurana) tropicalis]>gi|197246689|gb|AAI68537.1| Unknown (protein for MGC:181325) [Xenopus (Silurana) tropicalis]213982977 NP_001135650.1 0.32 3.22 0.82 0.55 0.39 0 1.19 0.55 0.83 9.97 13.8 6.24
3-6.c8592/1/3030 tax1-binding protein 1 homolog [Xenopus (Silurana) tropicalis]>gi|82186334|sp|Q6P3P1.1|TAXB1_XENTR RecName: Full=Tax1-binding protein 1 homolog [Xenopus (Silurana) tropicalis]>gi|39645669|gb|AAH63916.1| Tax1 (human T-cell leukemia virus type I) binding protein 1 [Xenopus (Silurana) tropicalis]45361339 NP_989247.1 6.5 4.68 7.17 5.51 8.99 4.48 3.57 4.95 3.97 0.66 0.46 2.27
1-2.c15735/1/3362.2PREDICTED: DCN1-like protein 2 isoform X3 [Xenopus (Silurana) tropicalis]847098455 XP_012811892.1 0 0 0 0 0 0 0 0 0 10.13 5.42 0.54
1-2.c12815/1/1636 PREDICTED: dedicator of cytokinesis protein 1 [Leptosomus discolor]700433889 XP_009955862.1 0 0 0 0 0 0 1.91 0 0.19 4.33 4.83 0
1-2.c17657/1/1218 PREDICTED: rho GTPase-activating protein 32 isoform X6 [Xenopus (Silurana) tropicalis]847148811 XP_012822583.1 1.45 1.35 0.83 1.06 0 0 1.3 0 2.72 11.34 31.07 10.26
2-3.c14572/2/1965 PREDICTED: myosin-4-like [Xenopus (Silurana) tropicalis]301611451 XP_002935254.1 0 0 5.59 1.38 1.87 0 0.97 1.88 0.71 0 0 0
2-3.c33357/1/2167 uncharacterized protein LOC432094 [Xenopus laevis]>gi|72679736|gb|AAI00203.1| LOC432094 protein [Xenopus laevis]148222298 NP_001085027.1 0.22 1.71 1.89 0 1.27 1.76 0 0 0.92 0 0 0
2-3.c9416/1/2462 PREDICTED: translocation protein SEC63 homolog [Otolemur garnettii]831212036 XP_012659896.1 0 0 0 0 0 0 0 0 0 2.63 0 4.29
1-2.c19076/3/1506 RecName: Full=UPF0489 protein C5orf22 homolog [Xenopus (Silurana) tropicalis]>gi|89273851|emb|CAJ81638.1| novel protein [Xenopus (Silurana) tropicalis]123893185 Q28H30.1 4.7 10.6 4.8 4.27 4.99 9.6 1.49 2.84 3.07 1.12 0.06 1.05
2-3.c14240/1/2490.2secreted protein acidic and rich in cysteine [Rana catesbeiana]42407294 BAD10858.1 97.8 883.51 246.33 179.09 245.63 500.28 226.45 108.12 137.68 74.64 27.58 96.25
2-3.c6626/1/2125 -- -- -- 2.34 4.6 0.58 3.09 0 0.74 2.21 2.48 2.93 29.46 20.09 18.72
2-3.c27015/1/2555.2-- -- -- 0 1.01 1.47 1.67 2.33 2.93 1.71 1.16 0.94 42.93 76.65 36.57
1-2.c8562/2/1334 matriptase a [Xenopus laevis]>gi|49257232|gb|AAH71077.1| St14-A-prov protein [Xenopus laevis]148228853 NP_001081066.1 16.72 5.35 11.81 13.46 3.59 2.22 25.97 7.36 15.65 91.97 116.69 94.23
1-2.c44212/1/1259.1-- -- -- 64.82 6.29 18.05 30.28 37.63 4.22 53.93 64.68 72.88 330.75 435.71 336.92
2-3.c11765/26/2074U3 small nucleolar RNA-associated protein 15 homolog [Xenopus laevis]>gi|73920295|sp|Q7ZXZ2.1|UTP15_XENLA RecName: Full=U3 small nucleolar RNA-associated protein 15 homolog [Xenopus laevis]>gi|27694862|gb|AAH44048.1| Flj12787-prov protein [Xenopus laevis]147905015 NP_001080168.1 3.09 9.64 2.2 2.9 2.7 5.84 2.79 1.46 1.18 0.55 0.15 0.57
2-3.c4253/1/2522 PREDICTED: creatine kinase M-type [Monodelphis domestica]126344225 XP_001364229.1 15689.85 1857.43 39160.21 27110.1 29684.49 15442.67 18055.52 36723.1 30214.51 67.71 52.61 15858.65
1-2.c21603/1/1337 baculoviral IAP repeat containing 2 [Xenopus laevis]>gi|50417488|gb|AAH77368.1| Birc2-prov protein [Xenopus laevis]148228259 NP_001086733.1 117.89 18.99 18.51 41.28 13.22 17.83 73.86 123.07 43.13 321.67 515.32 232.61



2-3.c14953/1/2242 -- -- -- 8.47 288.36 17.68 38.53 13.37 71.57 30.46 20.21 46.54 485.93 862.33 363.26
2-3.c47350/1/2139 PREDICTED: LOW QUALITY PROTEIN: filamin-C [Xenopus (Silurana) tropicalis]512830904 XP_002931884.2 3.71 14.36 0 3.77 1.42 18.41 1.45 0 0.07 0 0 0
1-2.c14384/1/1556 alpha-actinin-4 [Xenopus (Silurana) tropicalis]>gi|49903350|gb|AAH76687.1| actinin, alpha 4 [Xenopus (Silurana) tropicalis]55741892 NP_001006810.1 3.96 3.36 2.27 10.15 0 6.9 25.35 2.23 15.75 133.74 226.56 60.89
2-3.c30934/1/1851 PREDICTED: protein PFC0760c-like [Latimeria chalumnae]556961274 XP_005990987.1 0.31 0 0 0.42 0.95 2.19 0.23 0.42 0.69 0 0 0
2-3.c6292/1/2537 -- -- -- 1.38 35.84 7.37 2.46 1.02 5.58 3.29 4.24 3.39 0.26 0.18 0.18
2-3.c7762/3/2228.2 -- -- -- 0.21 42.16 0 4.35 5.39 15.42 7.12 4.42 6.68 136.5 213.38 66.38
2-3.c43189/1/2239.1cingulin [Xenopus laevis]>gi|6636514|gb|AAF20208.1|AF207901_1 cingulin [Xenopus laevis]148237354 NP_001081970.1 9.59 2.63 4.35 6.14 5.97 1.89 12.5 5.21 3.03 59.22 68.98 89.37
1-2.c25517/3/1770.2PREDICTED: leukotriene B4 receptor 2 [Xenopus (Silurana) tropicalis]512817971 XP_002934370.2 17.24 26.97 6.04 14.91 7.01 6.68 26.23 12.95 15.75 178.23 159.26 155.88
1-2.c17190/1/1919 PREDICTED: protein SET isoform X2 [Xenopus (Silurana) tropicalis]847153649 XP_012823606.1 32.06 112.66 32.21 14.83 24.51 27.53 16.9 15.39 23.14 0 3.03 10.43
1-2.c2092/29/1416 PREDICTED: 2-oxoisovalerate dehydrogenase subunit beta, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]512841749 XP_002936254.2 23.47 30 25.19 21.35 19.62 25.73 19.1 14.84 21.27 4.43 5.53 4.05
3-6.c10780/1/2885 PREDICTED: PDZ and LIM domain protein 5 isoform X11 [Xenopus (Silurana) tropicalis]847087387 XP_012817149.1 0.66 0.43 1.1 3.79 2.97 4.56 2.55 1.72 2.35 0.43 0.25 0.98
2-3.c9059/2/2298 succinate dehydrogenase [ubiquinone] flavoprotein subunit A, mitochondrial precursor [Xenopus laevis]>gi|82237610|sp|Q6PA58.1|SDHAA_XENLA RecName: Full=Succinate dehydrogenase [ubiquinone] flavoprotein subunit A, mitochondrial; AltName: Full=Flavoprotein subunit of complex II A; Short=Fp; Flags: Precursor [Xenopus laevis]>gi|38014407|gb|AAH60446.1| MGC68518 protein [Xenopus laevis]148237169 NP_001083473.1 0 7.56 0.24 0 0 0 0 0 0 0 12.51 6.25
2-3.c1703/41/2564 von Willebrand factor A domain containing 5A [Xenopus laevis]>gi|34784616|gb|AAH57735.1| MGC68953 protein [Xenopus laevis]148228482 NP_001079962.1 45.37 17.96 33.35 33.11 47.39 20.6 32.02 25.91 22.76 6.73 6.06 11.27
2-3.c4247/1/1873 tln2 protein [Xenopus (Silurana) tropicalis]166796755 AAI59153.1 58.72 34.59 54.54 40.6 34.7 41.77 56.6 36.23 37.69 1.06 9.95 15.42
1-2.c7224/1/1644 -- -- -- 21.06 0 0 0 11.37 0 4.9 51.18 11.03 130.76 63.6 308.83
3-6.c4847/1/2806 Glycogen phosphorylase, muscle form [Chelonia mydas]465954282 EMP25833.1 216.14 4.33 252.43 328.45 164.99 85.76 103.7 203.5 168.64 0 2.99 49.33
1-2.c41960/1/1601 PREDICTED: pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial isoform X2 [Chrysemys picta bellii]530574466 XP_005281630.1 103.17 67.69 152.07 26.01 90.09 78.65 65.1 24.99 96.7 25.07 3.53 16.61
2-3.c27242/1/2599 MGC84250 protein [Xenopus laevis]>gi|51950293|gb|AAH82455.1| MGC84250 protein [Xenopus laevis]148225296 NP_001087906.1 51.84 2.96 40.61 98.39 65.23 39.74 71.23 75.14 99.7 26.92 14.43 10.85
2-3.c33014/1/2256.1PREDICTED: carnosine synthase 1 isoform X1 [Xenopus (Silurana) tropicalis]847171322 XP_004919268.2 3.95 5.78 5.41 3.99 5.19 12.88 3.45 3.2 4.64 1.41 0.51 1.23
1-2.c29999/2/1408 PREDICTED: NADP-dependent malic enzyme [Xenopus (Silurana) tropicalis]301618178 XP_002938500.1 19.61 0.93 2.53 9.51 4.69 8.81 14.88 9.73 9.54 81.04 98.85 150.32
2-3.c16068/5/2313 CMYA4 protein, partial [Xenopus (Silurana) tropicalis]51261725 AAH80138.1 0.27 0 1.76 0.98 1.2 6.5 0 0.28 0 0 0 0
1-2.c21179/1/1630 DNA replication licensing factor mcm2 [Xenopus laevis]>gi|2231169|gb|AAC60223.1| MCM2p [Xenopus laevis]147898891 NP_001080759.1 2.06 25.67 2.05 0.96 4.4 7.46 0.27 0.66 1.73 0.16 0 0.57
3-6.c18437/1/3149.1-- -- -- 13.19 4.49 3.42 1.98 7.51 5.04 14.69 11.02 7.18 94.17 83.48 76.99
1-2.c19791/3/1563 phosphorylase phosphatase [Xenopus laevis]963087 CAA56714.1 11.51 14.92 0 0 0 4.71 4.78 4.83 0 17.2 25.67 32.17
2-3.c7237/5/2079 PREDICTED: calpain-3 isoform X2 [Xenopus (Silurana) tropicalis]>gi|847158574|ref|XP_012824746.1| PREDICTED: calpain-3 isoform X1 [Xenopus (Silurana) tropicalis]512862211 XP_002935381.2 6.08 15.56 9.77 9.59 11.39 43.86 6.88 3.25 1.26 0.56 0 1.16
1-2.c2794/3/1695 ubiquitin carboxyl-terminal hydrolase 14 [Xenopus (Silurana) tropicalis]>gi|49522029|gb|AAH74641.1| ubiquitin specific peptidase 14 (tRNA-guanine transglycosylase) [Xenopus (Silurana) tropicalis]54020791 NP_001005641.1 7.15 1.04 2.07 0 5.09 2.95 3.11 0 1.32 0 0 0
1-2.c31478/1/1144 V-type proton ATPase subunit F [Xenopus (Silurana) tropicalis]>gi|49523007|gb|AAH75390.1| MGC89120 protein [Xenopus (Silurana) tropicalis]52345764 NP_001004928.1 13.36 8.56 0.12 12.09 12.85 5.19 2.69 5.08 0.12 0 0 3.96
1-2.c43290/1/1412.1PREDICTED: lysosome-associated membrane glycoprotein 1 isoform X1 [Xenopus (Silurana) tropicalis]847098867 XP_012812038.1 11.93 9.75 0.68 21.45 8 0.85 0 6.12 7.89 0 0 0
2-3.c14397/1/2304.2-- -- -- 3.48 1 5.53 3.23 3.55 9.54 1.79 2.44 1.71 0.14 0.16 0.55
2-3.c50318/1/2527.1PREDICTED: WD repeat-containing protein 55 isoform X1 [Xenopus (Silurana) tropicalis]512828612 XP_004912816.1 1.47 11.1 1.47 1.22 2.84 6.74 1.25 1.29 0.82 0.36 0.33 0
2-3.c7688/1/2006 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 108.79 6.88 110.43 13.93 55.68 0 0 303.11 96.06 0 0 0.01
3-6.c14902/1/3185 PREDICTED: U5 small nuclear ribonucleoprotein 200 kDa helicase [Xenopus (Silurana) tropicalis]512827234 XP_002932581.2 0.85 10.37 0.7 0.55 1.83 2.54 1.65 1.05 2.22 0 0 0.36
1-2.c5194/1/1341 PREDICTED: dystrobrevin beta isoform X3 [Alligator sinensis]557318474 XP_006032426.1 0 0 0 0 0 0 0.26 0.13 0 1.83 2.36 5.33
2-3.c1223/82/2519 lamin B1 [Xenopus (Silurana) tropicalis]89272234 CAJ83381.1 0.36 0 0.4 0 3.05 1.8 0 0 0.01 0 0 0
1-2.c29009/1/3551.1-- -- -- 104.16 72.86 107.8 147.94 347.64 937.79 393.23 172.88 442.49 30.11 22.65 8.03
2-3.c50127/1/2236.1-- -- -- 0.97 14.9 0.93 1.23 1.13 5.82 3.67 0.63 1.86 56.7 42.15 27.77
1-2.c34000/1/5930.1PREDICTED: sarcalumenin isoform X1 [Xenopus (Silurana) tropicalis]847166841 XP_012826700.1 2.47 1.28 4.03 3.63 7.46 2.07 3.26 4.48 4.04 0 0 1.24
2-3.c32678/1/2482 PREDICTED: protein tyrosine phosphatase type IVA 2 [Ornithorhynchus anatinus]149638430 XP_001506703.1 20.62 10.19 15.06 17.48 12.94 4.47 5.36 9.25 9.72 0.31 0 4.68
2-3.c34714/1/1985.1-- -- -- 0 0 0 0 0 0 0 1.77 0.73 20.59 14.3 5.41
1-2.c12734/5/1417 PREDICTED: histone deacetylase 1 isoform X1 [Alligator sinensis]>gi|557268094|ref|XP_006019412.1| PREDICTED: histone deacetylase 1 isoform X2 [Alligator sinensis]>gi|557268096|ref|XP_006019413.1| PREDICTED: histone deacetylase 1 isoform X3 [Alligator sinensis]>gi|557268098|ref|XP_006019414.1| PREDICTED: histone deacetylase 1 isoform X4 [Alligator sinensis]>gi|557268100|ref|XP_006019415.1| PREDICTED: histone deacetylase 1 isoform X5 [Alligator sinensis]>gi|557268102|ref|XP_006019416.1| PREDICTED: histone deacetylase 1 isoform X6 [Alligator sinensis]557268092 XP_006019411.1 2.63 25.51 1.48 0.99 0 1.6 3.22 1.9 0.57 16.38 19.49 16.95
2-3.c48237/1/2174 phosphoglucomutase-1 [Xenopus (Silurana) tropicalis]>gi|45786134|gb|AAH68033.1| phosphoglucomutase 1 [Xenopus (Silurana) tropicalis]>gi|49670667|gb|AAH75554.1| phosphoglucomutase 1 [Xenopus (Silurana) tropicalis]47575814 NP_001001251.1 0 1.3 0 0 26.44 8.89 21.86 28.96 0 0 0 0
1-2.c45042/1/1418 PREDICTED: LOW QUALITY PROTEIN: creatine kinase M-type, partial [Anolis carolinensis]637377851 XP_008123239.1 42.85 28.37 81.25 74.05 92.76 42.63 18.57 52.87 153.4 4.91 2.15 39
1-2.c43448/1/1398 PREDICTED: uncharacterized protein C6orf132 homolog [Xenopus (Silurana) tropicalis]512834006 XP_004913525.1 8.84 0.83 78.02 3.58 39.72 31.9 21.64 31.09 7.44 0 1.55 2.24
2-3.c23886/1/2264.1-- -- -- 0.52 20.42 0.7 0.95 0.3 3.32 2.75 0.68 0.95 22.78 21.55 28.88
1-2.c33214/2/1561 PREDICTED: isocitrate dehydrogenase [NAD] subunit beta, mitochondrial isoform X3 [Xenopus (Silurana) tropicalis]847172685 XP_012809572.1 28.6 7.93 40.67 16.32 43.93 20.34 26.52 38.05 30.32 8.03 5.96 3.12
2-3.c17501/1/2025.1-- -- -- 3.13 0 0.66 1.57 0 1.42 11.19 9.37 2.4 32.69 34.83 21.06
3-6.c3539/3/3225 PREDICTED: uveal autoantigen with coiled-coil domains and ankyrin repeats isoform X5 [Xenopus (Silurana) tropicalis]512827341 XP_004912644.1 61.02 72.58 108.73 94.4 90.46 94.24 47.15 58.14 92.57 16.58 20.85 31.37
2-3.c26092/1/2252.1deoxyribonuclease II, lysosomal precursor [Xenopus laevis]>gi|50414772|gb|AAH77286.1| Dnase2-prov protein [Xenopus laevis]147904975 NP_001086671.1 4.83 1 2.76 4.55 3.77 0.68 3.05 4.62 4.06 44.34 66.8 51.59
2-3.c52164/1/2212 PREDICTED: phosphoribosylformylglycinamidine synthase isoform X2 [Xenopus (Silurana) tropicalis]847162833 XP_012825646.1 5.7 14.98 2.53 4.14 1.99 2.79 7.02 3.95 7.47 27.13 41.43 66.96
1-2.c19896/1/1318 PREDICTED: cathepsin F [Esox lucius]742212064 XP_010896687.1 13.42 0.01 0 0 0 0 0 9.5 3.97 9.44 0.15 5.86
1-2.c4874/5/1366 HLA class II histocompatibility antigen gamma chain [Xenopus (Silurana) tropicalis]308193352 NP_001184039.1 8.5 5 7.11 5.03 7.23 4.24 2.77 3.45 2.94 1.4 0 0.51
3-6.c13269/1/7498.2-- -- -- 26.07 9.03 0.1 0.28 5.41 3.4 23.92 13.07 6.69 40.48 55.62 60.73
1-2.c21935/5/1755 transglutaminase 2 (C polypeptide, protein-glutamine-gamma-glutamyltransferase) [Xenopus laevis]>gi|48734650|gb|AAH72304.1| MGC82568 protein [Xenopus laevis]147903280 NP_001085410.1 0.94 0 0 0.51 0 0 0 0 0.61 8.94 7.07 3.3
3-6.c14296/1/2681.115 kDa selenoprotein precursor [Danio rerio]>gi|172046121|sp|Q802F3.2|SEP15_DANRE RecName: Full=15 kDa selenoprotein; Flags: Precursor>gi|29165356|gb|AAO65272.1| 15 kDa selenoprotein SeP15 [Danio rerio]30231240 NP_840079.1 0 5.29 0.63 0.16 2.23 5.91 0 0.09 0.52 0 0 0
1-2.c13946/9/1454 PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries]>gi|803208635|ref|XP_011964823.1| PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries musimon]803125841 XP_004013127.2 8.33 5.65 12.27 10.56 17.32 8.51 10.08 10.03 7.3 2.97 0.64 3.02
1-2.c17753/1/1235 hypothetical protein [Plasmodium vivax Sal-1]>gi|148802136|gb|EDL43535.1| hypothetical protein PVX_098010 [Plasmodium vivax]156094450 XP_001613262.1 12.75 1.88 9.11 13.22 16.42 6.93 19.46 10.94 22.11 3.04 2.31 1.32
2-3.c16433/1/8592.1transcription factor IIIB 90 kDa subunit [Xenopus (Silurana) tropicalis]307344666 NP_001182550.1 0.49 1.55 0 0.65 0.92 1.07 0.35 0 0.19 0 0 0
3-6.c7352/1/2719 -- -- -- 1.68 18.76 7.31 9.39 10.42 41.14 6.72 2.88 6.36 0.25 0 1.42



2-3.c2293/6/2187 PREDICTED: acyl-coenzyme A thioesterase 11 [Xenopus (Silurana) tropicalis]>gi|512837957|ref|XP_002931507.2| PREDICTED: acyl-coenzyme A thioesterase 11 [Xenopus (Silurana) tropicalis]>gi|847120150|ref|XP_012817070.1| PREDICTED: acyl-coenzyme A thioesterase 11 [Xenopus (Silurana) tropicalis]512837953 XP_004914074.1 0 0 3.52 0 2.07 1.5 0 0 0 0 0 0
1-2.c32774/1/1421 PREDICTED: transmembrane protein 176B-like isoform X1 [Monodelphis domestica]>gi|612054826|ref|XP_007504672.1| PREDICTED: transmembrane protein 176B-like isoform X2 [Monodelphis domestica]612054824 XP_007504671.1 233.12 88.91 175.32 114.19 195.12 32.43 70.69 273.67 94.52 10.23 6.91 8.93
2-3.c3712/2/2280 glyceraldehyde-3-phosphate dehydrogenase [Polypedates maculatus]>gi|358029473|gb|AEU04529.1| glyceraldehyde-3-phosphate dehydrogenase [Polypedates maculatus]300679438 ADK27487.1 1.37 0 11.78 8.9 13.34 3.84 1.35 2.4 8.14 2.32 2.62 0.78
2-3.c45390/3/2360.1Fos-related antigen-2 [Xenopus laevis]213626733 AAI69992.1 11.94 31.38 2.1 5.24 3.11 1.84 17.47 11.48 3.97 51.83 57.02 64.05
3-6.c4836/1/2998 PREDICTED: polypyrimidine tract-binding protein 2 isoform X1 [Xenopus (Silurana) tropicalis]847118922 XP_012816778.1 0 6.03 0.99 0.59 0.3 1.07 0 0 0 0 0 0
1-2.c15790/2/1471.1FXYD domain-containing ion transport regulator 3 precursor [Rana catesbeiana]226372508 ACO51879.1 30.88 20.68 26 33.18 27.58 28.14 46.25 28.42 24.38 251.38 598.27 416.93
2-3.c15842/1/3437.1-- -- -- 8.64 4.87 2.72 8.53 4.87 2.11 10.12 10.84 9.5 80.87 92.51 87.23
1-2.c34792/1/1524.1PREDICTED: titin [Strongylocentrotus purpuratus]780140340 XP_011680553.1 0.94 0.82 1.75 4.17 2.35 3.88 1.91 2.15 1.45 0 0.38 0
2-3.c16370/4/1979 protein kinase C and casein kinase substrate in neurons protein 3 [Xenopus (Silurana) tropicalis]>gi|847172498|ref|XP_012809491.1| PREDICTED: protein kinase C and casein kinase substrate in neurons protein 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847172500|ref|XP_012809492.1| PREDICTED: protein kinase C and casein kinase substrate in neurons protein 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847172502|ref|XP_012809493.1| PREDICTED: protein kinase C and casein kinase substrate in neurons protein 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|189442647|gb|AAI67419.1| pacsin3 protein [Xenopus (Silurana) tropicalis]194018590 NP_001123383.1 1.45 3.01 0.41 0.65 1.29 1.09 0 0 0 0 0 0
3-6.c18349/1/3028 PREDICTED: bifunctional glutamate/proline--tRNA ligase isoform X1 [Xenopus (Silurana) tropicalis]512844004 XP_002936063.2 10.96 13.08 9.53 6.74 7.67 16.62 6.56 8.18 13.17 2.33 2.02 2.21
3-6.c4952/1/3593.1 -- -- -- 0.09 1.11 0.96 0.39 0.68 1.59 0.62 0.83 1.87 0 0 0
2-3.c29736/1/2669 PREDICTED: cullin-2 [Zonotrichia albicollis]542142665 XP_005480433.1 5.21 8.47 3.74 4.56 6.56 8.43 3.86 2.99 3.44 1.4 0.2 1.86
3-6.c15968/1/2729 uncharacterized protein LOC100127794 [Xenopus (Silurana) tropicalis]>gi|160773884|gb|AAI55404.1| LOC100127794 protein [Xenopus (Silurana) tropicalis]163915221 NP_001106582.1 2.29 0.65 1.27 0.93 2.5 0.46 0.83 2.07 1.3 0 0 0.06
3-6.c8242/2/3196 epithelial membrane protein 3 [Xenopus (Silurana) tropicalis]>gi|54038260|gb|AAH84511.1| epithelial membrane protein 3 [Xenopus (Silurana) tropicalis]58331827 NP_001011113.1 5.58 21.82 3.66 4.64 5.99 6.1 1.24 5.42 2.7 1.75 0.24 1.13
1-2.c19804/2/1648 transforming growth factor-beta-induced protein ig-h3 precursor [Xenopus (Silurana) tropicalis]>gi|111309036|gb|AAI21404.1| transforming growth factor, beta-induced, 68kDa [Xenopus (Silurana) tropicalis]118403632 NP_001072329.1 0 12.75 0 5.63 0 3.17 4.04 0 0.2 0 0 0
1-2.c26063/3/1878 Uncharacterized protein B0403.1, partial [Merops nubicus]677429359 KFQ30293.1 1.38 0 0.74 0.94 1.22 0.26 3.94 0.49 0.7 15.64 25.05 8.65
2-3.c6424/12/1923 phosphatidylethanolamine binding protein 1 [Xenopus laevis]>gi|49118094|gb|AAH73043.1| MGC82659 protein [Xenopus laevis]148232176 NP_001085626.1 17.54 54.45 33.84 15.45 26.28 65.03 17.98 21.42 28.85 6.7 0.87 3.29
1-2.c18013/1/1256 regulator of G-protein signaling 19 [Xenopus (Silurana) tropicalis]>gi|166796981|gb|AAI59035.1| LOC100145150 protein [Xenopus (Silurana) tropicalis]187608191 NP_001120125.1 0 0 0 0 0 0 0 0 0 12.74 7.54 0
2-3.c59331/1/2215 PREDICTED: lysosome membrane protein 2 [Cuculus canorus]696995434 XP_009564464.1 1.63 0.12 1.23 0.16 0.48 0.64 2.7 1.52 0.19 11.2 4.73 11.42
2-3.c9807/1/2350.2 PREDICTED: NFU1 iron-sulfur cluster scaffold homolog, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]847146530 XP_012822187.1 32.06 17.62 28.88 26.68 27.69 19.55 14.24 20.03 20.61 2.87 3.13 8.65
1-2.c51219/5/1501 LOC397919 protein [Xenopus laevis]213625217 AAI70091.1 40.06 175.82 28.96 25.94 40.33 83.15 46.22 32.15 42.3 12.16 7.34 14.18
2-3.c21324/1/2288.1RNA-directed DNA polymerase from mobile element jockey [Larimichthys crocea]808880956 KKF28667.1 5.58 7.48 1.77 3.36 1.66 1.75 6.58 6.03 3.65 38.23 46.06 27.81
2-3.c30193/1/2397.1PREDICTED: alpha-2,8-sialyltransferase 8E isoform X1 [Xenopus (Silurana) tropicalis]847084430 XP_012812330.1 1.16 2.51 2.97 2.06 2.89 8.09 3.08 1.78 1.6 0.43 0.93 0
1-2.c12399/1/1906 PREDICTED: myomesin-2 isoform X4 [Xenopus (Silurana) tropicalis]847130012 XP_012818937.1 49.98 26 61.74 102.29 83.65 146.16 101.18 91.02 106.89 39.84 19.79 22.91
2-3.c24276/1/2130 3-hydroxyisobutyrate dehydrogenase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60552661|gb|AAH91056.1| MGC108315 protein [Xenopus (Silurana) tropicalis]71896099 NP_001025604.1 0 2.64 0.25 0 2.64 6.44 0 0 0 0 0 0
1-2.c32903/1/1219 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 16.18 1.9 29.47 23.57 31.76 23.82 17.38 26.81 25.87 4.65 3.69 8.36
2-3.c38624/8/2139 aspartyl/asparaginyl beta-hydroxylase [Xenopus (Silurana) tropicalis]>gi|58476328|gb|AAH89668.1| MGC107896 protein [Xenopus (Silurana) tropicalis]62751990 NP_001015734.1 1.64 0.67 2.31 2.27 3.29 5.41 2.19 2.64 1.56 0.55 0 0.73
1-2.c1792/30/1431 PREDICTED: enoyl-CoA delta isomerase 2, mitochondrial isoform X2 [Xenopus (Silurana) tropicalis]847134418 XP_012819854.1 21.26 30.75 16.21 18.39 23.83 24.66 10.1 18.16 20.4 5.62 2.36 5.81
1-2.c22076/1/1323 kunitz-type protease inhibitor 2 precursor [Xenopus (Silurana) tropicalis]>gi|89273870|emb|CAJ82013.1| novel protein similar to spint2 (serine protease inhibitor, Kunitz type, 2 [Xenopus (Silurana) tropicalis]>gi|114108039|gb|AAI23084.1| novel protein similar to spint2 (serine protease inhibitor, Kunitz type, 2 [Xenopus (Silurana) tropicalis]113931260 NP_001039077.1 16 9.39 14.59 9.93 3.59 3.52 30.21 12.97 18.01 71.86 85.77 96.99
1-2.c2779/14/1330 fast troponin I [Rana catesbeiana]58397794 AAW73073.1 102.06 116.9 127.46 138.92 158.09 419.76 316.99 104.09 167.07 21.76 78.39 37.81
2-3.c16882/2/1922 PREDICTED: uncharacterized protein LOC101072575 [Takifugu rubripes]768943650 XP_011611480.1 1.2 2.79 1.04 0.79 2.64 6.18 0.47 1.21 0.23 0 0 0.26
1-2.c17307/1/1378 PREDICTED: creatine kinase M-type [Monodelphis domestica]126344225 XP_001364229.1 31.55 6.01 67.12 427.38 625.19 231.04 37.92 33.41 776.82 144.75 155.44 59.02
2-3.c26211/1/2402.1-- -- -- 10.79 9.45 2.69 4.59 4.73 2.41 20.75 13.29 10.71 49.4 52.01 92.38
2-3.c58065/6/2127 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 22.51 4.82 39.83 34.2 39.47 30.27 24.63 33.45 29.95 8.7 7.08 9.43
2-3.c33251/1/2219.2-- -- -- 0.35 5.71 0 2.56 0 1.59 2.96 0 3.93 33.7 38.23 23.96
1-2.c26192/1/1561 aconitase 2, mitochondrial [Xenopus laevis]>gi|49522169|gb|AAH74399.1| MGC84375 protein [Xenopus laevis]147904130 NP_001086263.1 101.2 30.48 85.55 81.47 97.68 56.58 63.59 74.63 65.8 12.21 13.88 30.05
2-3.c46682/1/2358.2-- -- -- 2.73 25.58 3.19 3.42 3.84 6.65 12.01 3.04 2.34 75.39 90.4 49.45
2-3.c59547/1/2155 PREDICTED: sodium-independent sulfate anion transporter [Xenopus (Silurana) tropicalis]512873189 XP_002937354.2 1.01 0 0 0 0 0 0 0 0 0.87 1.57 2.96
2-3.c32641/1/2664.1PREDICTED: keratin, type II cytoskeletal 6B [Cercocebus atys]795536447 XP_011903571.1 66.36 0 0 0 20.06 12.89 0 0 0 0 0 0
3-6.c13040/2/3940 LIM domain-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|38382920|gb|AAH62490.1| hypothetical protein MGC75668 [Xenopus (Silurana) tropicalis]45360839 NP_989095.1 1.9 5.77 25.92 9.41 19.94 52.07 18.31 9.54 13.54 0.74 0 3.2
1-2.c20205/1/1455 WD repeat and SOCS box-containing protein 1 [Xenopus (Silurana) tropicalis]>gi|82237435|sp|Q6P1V3.1|WSB1_XENTR RecName: Full=WD repeat and SOCS box-containing protein 1; Short=WSB-1>gi|40675657|gb|AAH64858.1| WD repeat and SOCS box-containing 1 [Xenopus (Silurana) tropicalis]45361625 NP_989387.1 1.57 4.36 2.99 2.91 0 2.26 3.01 0 0 0 0 0
2-3.c55486/1/2083 PREDICTED: exostosin-like 3 [Chrysemys picta bellii]>gi|530594222|ref|XP_005290700.1| PREDICTED: exostosin-like 3 [Chrysemys picta bellii]530594220 XP_005290699.1 1.17 7.11 2.42 1.85 1.41 5.57 1.63 2.71 1.58 0.55 0 0.06
1-2.c47974/155/1846PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries]>gi|803208635|ref|XP_011964823.1| PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries musimon]803125841 XP_004013127.2 184.31 21.18 217.06 218.65 232.95 122.08 224.11 120.36 8.72 108.85 29.65 16.94
1-2.c44450/1/1420 -- -- -- 0 15.14 0 0.87 0 0 0 3.09 0 26.78 32.06 2.98
1-2.c11766/1/1259 THUMP domain-containing protein 1 [Xenopus (Silurana) tropicalis]>gi|38174056|gb|AAH61320.1| hypothetical protein MGC75804 [Xenopus (Silurana) tropicalis]45360771 NP_989059.1 2.5 12.34 2.22 2.32 4.28 7.51 3.68 1.72 1.08 0.6 0.18 0.38
2-3.c35127/1/2286.1PREDICTED: sarcalumenin isoform X2 [Meleagris gallopavo]733909809 XP_010717664.1 0 0 6.22 6.63 5.97 3.26 4.6 7.66 3.03 0.98 0 0.97
2-3.c3861/2/2061 -- -- -- 23.42 0.56 17.53 10.51 26.46 23.38 14.13 15.98 0 0 3.46 9.45
2-3.c8610/1/2391 -- -- -- 79.78 4.79 20.34 37.55 42.56 10.22 35.14 19.06 29.5 4.7 8.29 4.8
2-3.c16487/7/2622 wdr18-prov protein, partial [Xenopus (Silurana) tropicalis]56971199 AAH88047.1 5.58 23.55 3.04 3.59 5.6 8.32 3.93 2.56 3.43 0.48 1.1 1.57
1-2.c13606/1/1310 MGC82089 protein [Xenopus laevis]51950276 AAH82410.1 5.49 4.35 0.15 2.86 0 1.4 3.57 6.49 7.76 27.24 21.4 28.79
2-3.c8841/1/10846.1propionyl CoA carboxylase, alpha polypeptide [Xenopus laevis]>gi|59862015|gb|AAH90253.1| Pcca protein [Xenopus laevis]148227451 NP_001089298.1 0.97 0 0 0 0 0 2.14 0.67 1.87 5.99 2.54 3.59
2-3.c46002/4/2152 PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104159|ref|XP_012813262.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104163|ref|XP_012813263.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104166|ref|XP_012813264.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104169|ref|XP_012813265.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104172|ref|XP_012813266.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104175|ref|XP_012813267.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]>gi|847104177|ref|XP_012813268.1| PREDICTED: diacylglycerol kinase alpha [Xenopus (Silurana) tropicalis]301610039 XP_002934577.1 1.28 0 0 0.11 0 0 0 0.6 0.91 1.95 4.42 2.79
2-3.c53771/1/2303 TC1-like transposase [Cyprinus carpio]357575246 AET85182.1 0 0 0.11 0.59 0 1 2.31 0 0.48 8.71 12.35 9.51
2-3.c5157/1/2333.1 -- -- -- 2.09 0 1.96 1.94 0 3.8 5.25 8.67 7.96 21.85 53.62 23.93
2-3.c13762/1/2290 transposase [Rana pipiens]>gi|39753972|tpg|DAA01561.1| TPA_exp: transposase [Rana pipiens]37678182 AAP49009.1 0.86 0 0 0.2 0.15 0 2.33 0 2.05 6.57 13.95 3.05
2-3.c1327/46/2417 myc proto-oncogene protein [Xenopus (Silurana) tropicalis]>gi|847134681|ref|XP_012819928.1| PREDICTED: myc proto-oncogene protein isoform X1 [Xenopus (Silurana) tropicalis]>gi|40675347|gb|AAH64880.1| hypothetical protein MGC76254 [Xenopus (Silurana) tropicalis]45361629 NP_989390.1 29.24 33.3 18.74 17.46 18.09 21.8 27.06 17.78 28.92 7.28 2.66 3.46
1-2.c26161/1/1443.2-- -- -- 0 0 0 0 0 0 0 0 0 16.66 39.59 3.01
1-2.c6864/1/1165 Tubulin alpha-1C chain [Larimichthys crocea]808859777 KKF11870.1 1.4 63.83 0 2.51 0 19.34 33 26.08 8.17 121.78 76.54 90.56



2-3.c46474/1/2345 TFIIH basal transcription factor complex helicase XPD subunit [Xenopus (Silurana) tropicalis]>gi|51703768|gb|AAH81339.1| ercc2 protein [Xenopus (Silurana) tropicalis]56118508 NP_001008131.1 3.97 7.53 0.07 0 0 0.1 2.96 0 0 6.81 8.45 0.19
1-2.c26277/3/1463 mindbomb E3 ubiquitin protein ligase 2 [Xenopus laevis]>gi|171846995|gb|AAI61703.1| LOC100158426 protein [Xenopus laevis]189217792 NP_001121336.1 0 2.39 0.41 1.97 0 1.29 1.75 2.69 0 35.3 24.35 8.51
2-3.c52334/1/2434.1-- -- -- 3.09 1.46 1.84 2.74 1.18 1.49 4.55 1.19 3.47 36.36 54.01 20.23
1-2.c19078/1/1665 -- -- -- 3.48 1.41 1.32 6.8 1.39 0.92 4.97 4.18 1.3 46.71 36.12 56.39
2-3.c32369/1/2639.1PREDICTED: clathrin interactor 1 [Xenopus (Silurana) tropicalis]301620587 XP_002939649.1 1.15 0.48 0.37 1.29 0 0 4.1 0.46 0 20.22 24.92 4.31
1-2.c33573/1/1443.1PREDICTED: TSC22 domain family protein 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847153190|ref|XP_012823447.1| PREDICTED: TSC22 domain family protein 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|170284998|gb|AAI61218.1| LOC100145535 protein [Xenopus (Silurana) tropicalis]847153187 XP_012823446.1 2.83 0 0 1.08 0 0 0.69 0 0 114.9 193.73 0
2-3.c57097/2/2045 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 2.18 0 24.01 15.79 14.21 0.09 26.7 11.89 14.53 0.33 0.68 0
2-3.c59991/1/2138 PREDICTED: ataxin-3 isoform X5 [Xenopus (Silurana) tropicalis]847154356 XP_012823857.1 0 1.05 0.36 0.71 1.48 0.45 0.38 0.87 0 0 0 0
2-3.c15409/1/2262 PREDICTED: exocyst complex component 6B [Pelodiscus sinensis]558179412 XP_006126920.1 0 0.2 0.21 0.04 0 0 0.86 0 0.29 2.73 2.49 1.16
2-3.c33480/1/2145 PREDICTED: integral membrane protein 2A, partial [Phalacrocorax carbo]695151462 XP_009503442.1 2.54 9.26 0 0 0 0 6.76 0 0 8.83 4.41 0
2-3.c45677/1/2334 vigilin [Xenopus (Silurana) tropicalis]>gi|49899939|gb|AAH76949.1| high density lipoprotein binding protein (vigilin) [Xenopus (Silurana) tropicalis]55742112 NP_001006854.1 56.31 58.93 73.99 50.11 57.72 43.45 54.01 66.35 47.85 1.68 1.6 30.19
1-2.c34794/1/6686.1Actin, alpha cardiac muscle 1 [Bos mutus]440908718 ELR58708.1 12.77 1.19 56.79 20.18 25.3 37.31 62.26 60.34 38.16 8.75 6.52 4.01
2-3.c22719/1/2715 electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|49257939|gb|AAH74616.1| electron-transferring-flavoprotein dehydrogenase [Xenopus (Silurana) tropicalis]54020771 NP_001005631.1 5.13 0.82 4.27 11.24 7.63 3.45 1.44 5.89 1.26 3.49 0.79 0.56
1-2.c48560/1/1269 PREDICTED: spermatid perinuclear RNA-binding protein [Trichechus manatus latirostris]471370382 XP_004375703.1 0.48 0 0 1.15 0 0 1.33 2.01 4.2 10.23 7.35 16.18
2-3.c38835/1/2382 -- -- -- 4.83 4.95 8.47 4.19 9.44 9.68 5.97 3.3 6.4 1.84 0.22 2.3
2-3.c47937/1/2574.2predicted protein [Nematostella vectensis]>gi|156209521|gb|EDO30790.1| predicted protein [Nematostella vectensis]156353049 XP_001622890.1 4.99 8.87 0.7 2.44 2.48 2.34 1.91 3.54 4.51 35.03 56.86 36.98
3-6.c15531/1/11745.2myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 0.67 0 7.17 4.06 3.6 0 3.7 2.34 4.2 0 0 0.13
3-6.c6427/1/3121 Ribosome-binding protein 1 [Columba livia]449268937 EMC79765.1 3.97 0.23 1.92 2.23 5.59 1.02 2.17 1.47 1.03 0 0 0.25
3-6.c6672/1/3709.1 PREDICTED: atrial natriuretic peptide-converting enzyme isoform X1 [Xenopus (Silurana) tropicalis]512816528 XP_004911266.1 0.48 7.96 1.1 0.59 0.78 2.17 0 0.46 0.66 0.15 0 0
2-3.c29586/1/2080.1ORF2 [Acanthochelys spixii] 6576738 BAA88337.1 2.4 12.33 2.27 1.85 2.43 6.88 10.6 2.44 3.8 60.71 75.92 66.05
2-3.c61430/1/1892 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 0 5.8 1.19 0.74 0.67 3.68 0.78 0 0.64 0 0 0
2-3.c38140/63/2537arrestin domain-containing protein 2 [Xenopus (Silurana) tropicalis]>gi|115313764|gb|AAI24043.1| arrestin domain containing 2 [Xenopus (Silurana) tropicalis]>gi|169642375|gb|AAI60577.1| arrestin domain containing 2 [Xenopus (Silurana) tropicalis]118404458 NP_001072699.1 8.3 10.68 0.79 4.68 1.28 1.06 9.38 9.91 5.07 18.95 38.74 46.36
2-3.c54016/1/2486 PREDICTED: 5'-nucleotidase domain-containing protein 2 [Aquila chrysaetos canadensis]>gi|768395963|ref|XP_011593743.1| PREDICTED: 5'-nucleotidase domain-containing protein 2 [Aquila chrysaetos canadensis]>gi|768395965|ref|XP_011593744.1| PREDICTED: 5'-nucleotidase domain-containing protein 2 [Aquila chrysaetos canadensis]768395961 XP_011593742.1 7.67 5.81 9.38 9.69 7.57 10.28 9.38 6.76 11.76 0.33 0.76 4.11
1-2.c27330/3/1729 PREDICTED: N-lysine methyltransferase SMYD2-like [Lepisosteus oculatus]573875669 XP_006626142.1 32.44 5.96 35.8 24.2 17.45 13.96 25.55 29.46 24.41 2.32 5.99 4.49
1-2.c43885/1/1689 -- -- -- 4.07 1.92 3.83 2.41 3.12 5.14 4.61 4.98 2.72 0 0.15 0.85
2-3.c42257/1/1873 PREDICTED: phosphoglucomutase-1 isoform X1 [Xenopus (Silurana) tropicalis]847117435 XP_012816250.1 32.3 9.26 56.87 20.52 13.73 30.94 20.59 4.09 41.34 2.56 9.08 3.89
2-3.c34539/1/2618 tyrosine aminotransferase [Xenopus (Silurana) tropicalis]>gi|847117608|ref|XP_012816319.1| PREDICTED: tyrosine aminotransferase isoform X1 [Xenopus (Silurana) tropicalis]>gi|49522535|gb|AAH75603.1| tyrosine aminotransferase [Xenopus (Silurana) tropicalis]55742474 NP_001006790.1 3.38 0.81 1.65 1.83 1.46 1.4 16.02 1.78 1.73 0 0.39 0
1-2.c25284/1/4147.1Malate dehydrogenase, cytoplasmic [Rana catesbeiana]226372118 ACO51684.1 38.8 59.23 74.13 81.7 42.25 75.29 81.5 61.83 82.91 16.92 23.42 10.74
1-2.c34646/1/1313 -- -- -- 0.12 0.46 0 0 0 0 0 0.29 1.1 4.55 6.16 0.04
1-2.c39392/1/1756 myosin X [Xenopus (Silurana) tropicalis]89268944 CAJ81959.1 2.64 7.5 2.36 2.59 1.73 5.82 3.26 2.76 5.76 47.78 42.55 53.21
1-2.c19142/1/1395 actin, alpha skeletal muscle B-like isoform 1 [Scleropages formosus]820145793 KKX13565.1 581.72 105.55 1907.31 857.22 669.37 1164.74 2158.99 2149.94 1054.1 241.11 237.52 223.89
1-2.c23118/1/1751 PREDICTED: uncharacterized protein LOC101733273 isoform X2 [Xenopus (Silurana) tropicalis]847137252 XP_012820648.1 4.97 8.03 1.66 3.56 2.19 1.81 2.1 2.74 4.97 18.13 58.54 43.03
2-3.c35240/1/2155 low density lipoprotein receptor adapter protein 1-A [Xenopus laevis]>gi|73921716|sp|Q801G1.1|ARHA_XENLA RecName: Full=Low density lipoprotein receptor adapter protein 1-A; AltName: Full=Autosomal recessive hypercholesterolemia protein homolog alpha; Short=ARH alpha; Short=xARH alpha; AltName: Full=Phosphotyrosine-binding protein; AltName: Full=Xcat4 [Xenopus laevis]>gi|28628315|gb|AAN78447.1| phosphotyrosine binding protein [Xenopus laevis]>gi|37962713|gb|AAR05662.1| autosomal recessive hypercholesterolemia alpha [Xenopus laevis]148225746 NP_001082560.1 0 0 0 0 0 0 1.77 0 0 3.29 0.5 1.65
1-2.c10976/1/1595 activating transcription factor 5, gene 2 [Xenopus laevis]>gi|50414976|gb|AAH77877.1| Atf5-prov protein [Xenopus laevis]147902692 NP_001086999.1 9.64 20.1 6.95 11.9 7.49 4.79 1.14 2.47 1.87 0 2.42 1.92
1-2.c13781/1/1613 PREDICTED: nesprin-2 isoform X2 [Xenopus (Silurana) tropicalis]847157071 XP_012824494.1 14.14 11.79 6.31 8.83 7.86 4.19 12.36 8.98 8.72 82.99 110.01 107
2-3.c48517/1/1908 PREDICTED: titin-like [Chelonia mydas]591350793 XP_007069849.1 0 0 0 1.43 0 1.73 0.27 0.14 0 0 0 0
1-2.c18270/1/1323.1keratin 14, type I [Xenopus laevis]>gi|260063818|dbj|BAI43372.1| Ouroboros 2 [Xenopus laevis]262050515 NP_001159913.1 78.46 15.52 97.89 62.69 34.51 1.17 29.39 71.05 35.87 1.17 0 0
2-3.c36046/3/2226 PREDICTED: non-canonical poly(A) RNA polymerase PAPD5 isoform X2 [Xenopus (Silurana) tropicalis]512834531 XP_002937419.2 0.82 8.44 2.34 2.42 2.09 4.48 1.76 1.79 2.75 0.32 0.35 0.38
2-3.c26540/1/2476 GI17572 [Drosophila mojavensis]>gi|193913360|gb|EDW12227.1| GI17572 [Drosophila mojavensis]195116485 XP_002002785.1 0.16 60.38 20.95 13.63 19.85 33.5 7.42 17.62 0 0 3.34 11.16
2-3.c3284/1/2142 PREDICTED: ectonucleotide pyrophosphatase/phosphodiesterase family member 1 [Xenopus (Silurana) tropicalis]847130990 XP_012819124.1 3.03 14.81 0.8 2.98 2.13 4.17 1.42 1.77 3.07 44.01 50.12 40.2
1-2.c25258/1/1493 -- -- -- 0.85 0 1.34 1.5 0.37 0 0 0 1.87 21.67 8.73 11.18
1-2.c33032/1/1342 NPL4 homolog, ubiquitin recognition factor [Xenopus laevis]>gi|33585642|gb|AAH56013.1| Npl4 protein [Xenopus laevis]147898562 NP_001080427.1 0 6.86 0.56 5.65 0.86 6.36 21.64 1.3 11.45 68.59 84.63 36.47
2-3.c2106/43/2489 MGC83764 protein [Xenopus laevis]>gi|49899761|gb|AAH76809.1| MGC83764 protein [Xenopus laevis]148237259 NP_001086561.1 2.64 12.3 3.18 2.4 3.55 3.44 1.28 1.87 1.47 0.68 0 0.56
1-2.c20637/1/1516 -- -- -- 1.47 0 0 2.24 0.33 0.39 2.14 1.25 4.64 17.59 28.29 12.84
2-3.c47226/1/1917 tripeptidyl-peptidase 1 precursor [Xenopus (Silurana) tropicalis]>gi|134023873|gb|AAI35588.1| LOC100124868 protein [Xenopus (Silurana) tropicalis]156717508 NP_001096294.1 0 0 0 0 0 0.05 8.46 0 0 46.6 17.07 0.09
1-2.c13011/1/1207 BCL2-like 1 [Xenopus (Silurana) tropicalis]>gi|49257925|gb|AAH74505.1| BCL2-like 1 [Xenopus (Silurana) tropicalis]53749666 NP_001005428.1 0.33 0.94 0.87 0 0.25 0 0 0 0 8.66 7.7 3.74
1-2.c39771/1/1345 serpin peptidase inhibitor, clade B (ovalbumin), member 6 [Xenopus (Silurana) tropicalis]>gi|51513476|gb|AAH80439.1| serpin peptidase inhibitor, clade B (ovalbumin), member 6 [Xenopus (Silurana) tropicalis]>gi|113197674|gb|AAI21565.1| serpin peptidase inhibitor, clade B (ovalbumin), member 6 [Xenopus (Silurana) tropicalis]56118698 NP_001007932.1 0 2.11 1.2 0.47 0 0 2.19 0 1.82 1.76 8.1 11.71
1-2.c43400/1/1608 LOC494840 protein [Xenopus laevis]83318459 AAI08848.1 0 11.31 0.16 0 0 0 7.58 0 0.08 14.39 38.71 0
2-3.c18940/1/2571.2PREDICTED: vacuolar protein sorting-associated protein 52 homolog isoform X2 [Xenopus (Silurana) tropicalis]847157353 XP_012824537.1 1.55 0.27 0 0 0 0 0.86 0 0 7.03 9.02 0
2-3.c27201/1/2774 CCR4-NOT transcription complex subunit 1 [Xenopus (Silurana) tropicalis]>gi|166216078|sp|A0JP85.1|CNOT1_XENTR RecName: Full=CCR4-NOT transcription complex subunit 1; AltName: Full=CCR4-associated factor 1>gi|117557968|gb|AAI27297.1| cnot1 protein [Xenopus (Silurana) tropicalis]148228213 NP_001090658.1 1.48 5 3.72 0 0 0 1.37 0 0 0.31 4.62 15.06
2-3.c15206/1/2410 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0.36 0.08 1.93 1.22 2.14 0 1.42 2.16 1.84 0 0 0
2-3.c20244/1/2388 -- -- -- 10.71 7.42 11.31 15.07 8.03 20.05 15.95 6.92 15.12 3.63 4.63 1.89
2-3.c59393/1/1897 PREDICTED: tyrosine-protein phosphatase non-receptor type 11 isoform X1 [Xenopus (Silurana) tropicalis]847087706 XP_012818337.1 0.46 6.45 0.53 3.57 4.01 4.46 0.24 2.15 0 0.55 0 0.89
2-3.c30924/2/1922 ATP-dependent RNA helicase DDX18, partial [Ophiophagus hannah]565321822 ETE72588.1 44.37 34.08 11.38 23.83 22.35 23.15 9.97 11.47 0.46 5.09 7.97 4.11
1-2.c24128/4/1485 -- -- -- 54.97 7.59 8.9 29.62 9.93 5.88 57.57 28.34 25.66 231.11 396.87 132.17
2-3.c13982/1/1939 PREDICTED: keratin, type II cytoskeletal cochleal [Gavia stellata]698421871 XP_009813749.1 45.12 56.95 31.44 27.22 156.15 35.01 85.58 62.1 33.13 0.95 0 0.74
2-3.c41197/1/2392 S-adenosyl-L-methionine-dependent tRNA 4-demethylwyosine synthase [Xenopus laevis]>gi|123910325|sp|Q2KHP8.1|TYW1_XENLA RecName: Full=S-adenosyl-L-methionine-dependent tRNA 4-demethylwyosine synthase; AltName: Full=Radical S-adenosyl methionine and flavodoxin domain-containing protein 1; AltName: Full=tRNA wybutosine-synthesizing protein 1 homolog; AltName: Full=tRNA-yW-synthesizing protein [Xenopus laevis]>gi|86577718|gb|AAI12955.1| MGC132211 protein [Xenopus laevis]148224710 NP_001089965.1 0.79 2.1 0.65 1.17 1.56 2.79 1.07 0.35 0.36 0.42 0 0
2-3.c54148/1/2398.1-- -- -- 0.05 0 0.95 0.27 0 0 2.06 0 0 8.04 12.77 7.53



1-2.c24309/1/1541 -- -- -- 5.3 4.84 1.81 11.57 5.47 4.29 4.42 4.19 4.16 1.16 1.1 1.19
3-6.c4733/1/4374 Dnmt1 protein [Xenopus laevis]49117032 AAH72774.1 1.19 4.56 1.38 0.87 1.81 1.87 0.43 1.13 1.14 0.08 0.08 0.36
1-2.c26359/1/1805.1-- -- -- 16.48 16.44 3.57 5.2 3.55 9.38 95.19 12.06 6.27 108.17 122.66 46.56
1-2.c51460/338/1818mitochondrial ATP synthase beta subunit [Xenopus laevis]>gi|28436792|gb|AAH46741.1| Atp5b protein [Xenopus laevis]148223359 NP_001080126.1 430.14 256.33 339.14 330.45 438.75 261.33 241.33 357.5 466.53 62.96 110.5 106.5
1-2.c14204/1/2470.1-- -- -- 29.6 38.98 77.04 49.27 102.75 362.93 59.42 39.16 130.1 2.07 5.44 1.88
1-2.c52125/1/1442 lumican precursor [Xenopus (Silurana) tropicalis]>gi|52138989|gb|AAH82719.1| lumican [Xenopus (Silurana) tropicalis]58332414 NP_001011006.1 3.9 1.41 5.76 5.13 2.83 4.69 2.51 3.42 0 0 0 1.11
1-2.c1667/70/1628 adenylosuccinate synthetase isozyme 1 A [Xenopus laevis]>gi|82229905|sp|Q561L1.1|PUA1A_XENLA RecName: Full=Adenylosuccinate synthetase isozyme 1 A; Short=AMPSase 1 A; Short=AdSS 1 A; AltName: Full=Adenylosuccinate synthetase, basic isozyme A; AltName: Full=Adenylosuccinate synthetase, muscle isozyme A; Short=M-type adenylosuccinate synthetase A; AltName: Full=IMP--aspartate ligase 1 A [Xenopus laevis]>gi|62533188|gb|AAH93568.1| MGC115169 protein [Xenopus laevis]148236946 NP_001090012.1 636.41 147.94 569.89 592.17 566.4 169.16 470.89 528.38 658.11 124.36 51.57 134.97
2-3.c52773/1/4411.1-- -- -- 56.36 1.7 49.9 124.85 57.43 28.56 43.36 54.87 24.69 3.28 0.46 10.63
2-3.c10634/1/2132 PREDICTED: myb-binding protein 1A [Xenopus (Silurana) tropicalis]512820645 XP_004911766.1 0.78 0 0 1.59 0.36 0.74 0.21 0.21 0 0 0 0
1-2.c39795/1/1840 1-acylglycerol-3-phosphate O-acyltransferase 6 (lysophosphatidic acid acyltransferase, zeta) [Xenopus laevis]>gi|62739307|gb|AAH94146.1| LOC443578 protein [Xenopus laevis]148222154 NP_001085270.1 0 5.36 0 0 0 0 0 0 3.04 5.69 11.22 0
1-2.c50654/3/1755 X-box binding protein 1 [Xenopus laevis]>gi|27696349|gb|AAH43852.1| Xbp1-prov protein [Xenopus laevis]147905550 NP_001080523.1 0 0 0 0 0 0 0 0 0 6.43 13.19 0
2-3.c20949/1/2254.1-- -- -- 0 0.02 0.3 0 0 2.4 0 0 0 9.5 30.32 14.86
2-3.c39072/1/2271.1glutamate oxaloacetate transaminase [Rugosa rugosa]333805525 BAK26556.1 185.99 12.49 85.66 149.97 133.44 48.73 80.73 108.79 145.87 27.74 12.86 44.61
2-3.c15003/1/2253 PREDICTED: vacuolar protein sorting-associated protein 41 homolog isoform X3 [Xenopus (Silurana) tropicalis]847111178 XP_012814859.1 0 0 0 0 0 0 0 0 0 3 0 2.34
1-2.c50142/1/1422 -- -- -- 5.55 31.59 7.05 10.33 8.12 17.16 6.45 5.1 8.31 2.52 1.83 2.3
1-2.c14282/2/1384 -- -- -- 6.84 114.67 36.41 20.53 6.8 38.34 20.53 22.53 26.93 3.93 3.13 0.82
2-3.c1801/24/2518 PREDICTED: ATP-binding cassette sub-family F member 3 [Chrysemys picta bellii]641776196 XP_008171375.1 2.37 3.43 0 0 1.68 1.16 2.46 1.58 0.38 0 0 0
1-2.c48991/1/1427 72 kDa type IV collagenase [Xenopus laevis]>gi|18031736|gb|AAL01591.1| matrix metalloproteinase [Xenopus laevis]148231336 NP_001080697.1 3.52 24.34 2.42 0 0 0 10.02 3.38 0 40.9 0 15.14
2-3.c52304/1/2352 spastin [Xenopus laevis]>gi|82235616|sp|Q6AZT2.1|SPAST_XENLA RecName: Full=Spastin [Xenopus laevis]>gi|50603653|gb|AAH77358.1| Spg4-prov protein [Xenopus laevis]148231546 NP_001086725.1 0.94 0 0 0.55 0 0 3.2 2.15 1.72 5.81 5.81 4.51
1-2.c30026/1/1350 peroxisome proliferator-activated receptor delta [Xenopus laevis]>gi|585720|sp|P37233.1|PPARD_XENLA RecName: Full=Peroxisome proliferator-activated receptor delta; Short=PPAR-delta; AltName: Full=Nuclear receptor subfamily 1 group C member 2; AltName: Full=Peroxisome proliferator-activated receptor beta; Short=PPAR-beta [Xenopus laevis]>gi|214666|gb|AAA49936.1| peroxisome proliferator activated receptor beta [Xenopus laevis]148233022 NP_001081310.1 1.94 2.05 2.38 1.88 2.08 0.53 1.33 2.17 2.21 0 0 0
1-2.c44744/1/1769 coenzyme Q-binding protein COQ10 homolog A, mitochondrial precursor [Xenopus laevis]>gi|82182835|sp|Q6DFA6.1|CQ10A_XENLA RecName: Full=Coenzyme Q-binding protein COQ10 homolog A, mitochondrial; Flags: Precursor [Xenopus laevis]>gi|49899100|gb|AAH76834.1| MGC83854 protein [Xenopus laevis]148235208 NP_001086581.1 3.56 0 0 0 0 0 0 0 1.8 0.51 2.91 3.01
2-3.c7703/2/2065 PREDICTED: E3 ubiquitin-protein ligase UHRF1 [Xenopus (Silurana) tropicalis]>gi|512842588|ref|XP_004914675.1| PREDICTED: E3 ubiquitin-protein ligase UHRF1 [Xenopus (Silurana) tropicalis]>gi|847131185|ref|XP_012819159.1| PREDICTED: E3 ubiquitin-protein ligase UHRF1 [Xenopus (Silurana) tropicalis]512842584 XP_002940183.2 0 0.3 0 0 1.16 1.71 0 0 0 0 0 0
1-2.c7804/7/1612 POLD3 protein, partial [Xenopus laevis]50415212 AAH77426.1 0 0 2.31 0 0 0 13.27 5.88 0 0.62 6.94 21.49
1-2.c13557/1/1455 -- -- -- 0 3.08 0.48 0 0.06 0.07 0.37 0 0 4.6 4.96 3.28
1-2.c6174/1/1447 annexin A1 [Xenopus laevis]>gi|49522910|gb|AAH75151.1| LOC398427 protein [Xenopus laevis]147900738 NP_001082368.1 2.44 0 0 3.17 2.08 0 0 0 0 0 0 0
1-2.c45896/1/1223 -- -- -- 2.85 2.59 0.55 1.17 1.51 2.81 1.43 2.75 3.65 37.28 27.23 27
2-3.c38158/13/2296delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|49522300|gb|AAH75277.1| enoyl Coenzyme A hydratase 1, peroxisomal [Xenopus (Silurana) tropicalis]54020920 NP_001005704.1 1.74 8.55 0.53 1.49 0 3.04 0.58 4.34 0.89 0 0 0
1-2.c2460/5/1468 GDP dissociation inhibitor 2 [Xenopus laevis]>gi|50415312|gb|AAH78017.1| Gdi2-prov protein [Xenopus laevis]148234617 NP_001080236.1 0 0 0 0 0 0 0 0 0 2.44 1.16 4.7
1-2.c47115/2/1204 crystallin, lambda 1 [Xenopus laevis]>gi|120537908|gb|AAI29742.1| LOC100036971 protein [Xenopus laevis]148224534 NP_001091202.1 0 0 0 7.61 0.89 0 9.38 11.3 2.87 41.36 47.92 49.33
2-3.c61869/1/2045 inner-ear cytokeratin [Rana catesbeiana]6980088 AAF34720.1 26.17 22.16 19.97 13.04 14.79 32.24 16.46 16.7 21.59 3.05 4.66 5.96
2-3.c21937/1/2475.2-- -- -- 0 0 0 0 0 0 0 0 0 8.88 12.06 0
2-3.c60080/1/2119 -- -- -- 8.58 17.01 9.56 9.99 8.15 19.35 9.86 4.07 9.18 2.78 2.91 2.46
1-2.c5155/1/1647.2 -- -- -- 7.44 13.04 4.23 6.98 4 4.43 8.41 4.52 6.04 72.25 101.19 80.33
1-2.c15459/1/1398 PREDICTED: Down syndrome critical region protein 3 [Xenopus (Silurana) tropicalis]512823845 XP_002941576.2 0 1.17 0 0 0 0 0.69 0 0 2.66 1.47 5.01
1-2.c30336/1/3382.1Y-box-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|59861901|gb|AAH90361.1| cold shock domain protein A [Xenopus (Silurana) tropicalis]62751871 NP_001015855.1 1425.6 1049.68 1531.75 1231.93 1533.4 4096.78 1133.39 1482.47 1301.27 399.92 195.87 454.9
2-3.c19034/2/2239 bystin [Xenopus (Silurana) tropicalis]>gi|59808959|gb|AAH90127.1| MGC97811 protein [Xenopus (Silurana) tropicalis]62752053 NP_001015838.1 2.35 3.79 0.59 1.71 0.79 3.03 1.65 1.86 1.37 0 0.44 0
2-3.c30092/1/2403.1hypothetical protein N312_01496, partial [Balearica regulorum gibbericeps]676249687 KFO13559.1 1 2.68 0.77 0.59 0.77 1.85 22.87 1.04 1.2 13.49 22.23 24.51
2-3.c34905/1/2313.2ORF2 [Acanthochelys spixii] 6576738 BAA88337.1 1.29 4.97 1.56 1.71 1.24 2.69 6.18 2.15 1.33 35.91 34.07 33.84
1-2.c34945/2/1665 tln2 protein [Xenopus (Silurana) tropicalis]166796755 AAI59153.1 0 0 0 0 0 0.01 4.44 0 0 5.62 10.67 0
1-2.c41072/1/1360 -- -- -- 0 7.93 0 0.23 0 0.32 0.89 2.27 5.59 16.75 13.75 1.47
1-2.c31272/1/1332 synapse associated protein 1 [Xenopus laevis]>gi|47506918|gb|AAH71003.1| MGC80031 protein [Xenopus laevis]147899972 NP_001085040.1 5.87 0.46 3.62 7.06 0 5.85 11.74 6.67 9.72 64.29 70.25 50.36
2-3.c61212/1/2146 -- -- -- 6 13.4 4.39 11.76 9.68 10.79 4.94 5.46 9.9 2.73 2.14 2.16
2-3.c14127/1/2577 MGC82791 protein [Xenopus laevis]>gi|49116812|gb|AAH73530.1| MGC82791 protein [Xenopus laevis]147906957 NP_001085916.1 0 0 0 1.09 0 2.02 0 0.61 0 0 0 0
1-2.c7608/1/1220 T-cell, immune regulator 1, ATPase, H+ transporting, lysosomal V0 protein A3 [Xenopus (Silurana) tropicalis]60422792 AAH90359.1 2.06 2.07 0 1.3 0 0.03 1.5 2.43 0.53 9.73 17.34 10.39
2-3.c29408/1/2079 -- -- -- 52.99 3.92 28.14 100.09 105.08 8.1 277.09 88.79 93.31 892.2 901.6 1084.06
2-3.c39976/1/2109.1-- -- -- 0 0 0 0 0 0 0 0 2.21 17 38.5 0
1-2.c21596/3/1468 staphylococcal nuclease and tudor domain containing protein 1 [Xenopus laevis]>gi|27697028|gb|AAH43884.1| 2e999-prov protein [Xenopus laevis]147905764 NP_001080500.1 21.39 81.66 14.62 16.25 18.17 35.73 7.31 9.49 15.99 0 1.38 12.55
1-2.c24007/1/1310 ST3 beta-galactoside alpha-2,3-sialyltransferase 4 [Xenopus laevis]>gi|66912031|gb|AAH97611.1| MGC114856 protein [Xenopus laevis]147899298 NP_001089462.1 0.84 14.24 0.83 1.44 2.12 7.11 1.96 1.01 1.86 54.74 51.15 46.56
3-6.c2838/10/3582 solute carrier family 25 member 11 [Xenopus laevis]>gi|114108131|gb|AAI23334.1| MGC154791 protein [Xenopus laevis]147905724 NP_001090497.1 53.75 10.78 42 52.43 31.81 12.15 24.15 44.27 41.35 4.19 4.92 4.83
2-3.c43219/1/1970 fibronectin precursor [Xenopus laevis]>gi|49114987|gb|AAH72841.1| Fibronectin protein [Xenopus laevis]148237139 NP_001081270.1 160.23 387.28 104.8 87.34 71.78 85.46 114.81 83.7 85.18 964.76 804.56 1318.49
1-2.c26171/1/1387 uncharacterized protein KIAA0930 homolog [Xenopus (Silurana) tropicalis]>gi|163916295|gb|AAI57244.1| LOC100135200 protein [Xenopus (Silurana) tropicalis]>gi|213624521|gb|AAI71214.1| hypothetical protein LOC100135200 [Xenopus (Silurana) tropicalis]>gi|213625733|gb|AAI71216.1| hypothetical protein LOC100135200 [Xenopus (Silurana) tropicalis]166157929 NP_001107374.1 0 0.44 0 3.42 0 3.09 4.25 0.14 5.22 38.28 47.75 17.56
2-3.c1656/27/2260 ATPase family AAA domain-containing protein 3 [Xenopus (Silurana) tropicalis]>gi|82185696|sp|Q6NVR9.1|ATAD3_XENTR RecName: Full=ATPase family AAA domain-containing protein 3 [Xenopus (Silurana) tropicalis]>gi|45709700|gb|AAH67935.1| ATPase family, AAA domain containing 3A [Xenopus (Silurana) tropicalis]47498020 NP_998849.1 5.01 9.69 3.3 5.56 11.7 11.59 4.95 3.9 6.62 2.17 2.08 2.03
1-2.c13529/5/1615 CDK5 regulatory subunit-associated protein 3 [Xenopus (Silurana) tropicalis]>gi|56971903|gb|AAH88507.1| CDK5 regulatory subunit associated protein 3 [Xenopus (Silurana) tropicalis]58332734 NP_001011442.1 9.55 15.85 7.81 9.06 6.45 13.41 6.01 5.59 5.4 1.42 2.37 1.82
1-2.c40892/1/4041.2alpha-cardiac actin, partial [Mus musculus domesticus]553858 AAA37165.1 66876.38 9995.89 92150.49 66368.86 83817.09 69615.86 53212.6 91864.33 56266.36 21610.39 11275.31 24241.46
2-3.c43293/1/2455.1MGC78980 protein [Xenopus laevis]>gi|48734624|gb|AAH72080.1| MGC78980 protein [Xenopus laevis]>gi|80479208|gb|AAI08462.1| MGC78980 protein [Xenopus laevis]147901711 NP_001085390.1 0 0.24 0.51 0 0 3.18 11.48 2.09 7.14 30.82 29.76 16.65
2-3.c60794/2/2103 PREDICTED: ETS translocation variant 4 isoform X1 [Alligator mississippiensis]564254896 XP_006266428.1 4.46 14.17 4.85 2.95 6.02 10.23 1.2 1.49 6.06 0 1.28 2.05
2-3.c18947/4/2004 PREDICTED: calcium-binding protein 39 isoform X1 [Equus przewalskii]664741920 XP_008528263.1 8.61 12.15 0.01 4.84 8.96 8.55 3.15 1.54 0 4.35 0 0.07
2-3.c25592/1/2547 glutamyl-prolyl-tRNA synthetase [Xenopus laevis]>gi|171846443|gb|AAI61719.1| LOC100158438 protein [Xenopus laevis]189217812 NP_001121346.1 5.05 6.29 7.44 4.97 4.6 8.41 3.47 4.22 7.38 1.09 1.13 1.25



2-3.c46954/1/2338.1-- -- -- 31.84 13.51 14.23 26.11 12.95 6.07 45.6 35.54 23.72 224.02 187.69 194.11
2-3.c53822/1/2185 PREDICTED: fibronectin type III and SPRY domain-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847111732|ref|XP_012814962.1| PREDICTED: fibronectin type III and SPRY domain-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847111735|ref|XP_012814963.1| PREDICTED: fibronectin type III and SPRY domain-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]512827549 XP_002939671.2 45.92 13.25 37.16 27.61 31.6 22.1 21.97 33.43 28.5 5.76 10.71 5.25
2-3.c48169/1/2278.1-- -- -- 1.71 4.77 1.6 2.87 2.46 3.57 13.29 1.99 2.54 46.85 54.66 47.94
2-3.c59915/1/2270.1zinc finger protein-like 1 [Xenopus laevis]>gi|215277036|sp|A1L2S8.1|ZFPL1_XENLA RecName: Full=Zinc finger protein-like 1 [Xenopus laevis]>gi|120538020|gb|AAI29692.1| LOC100036939 protein [Xenopus laevis]147907246 NP_001091178.1 0 0 0 0 0 0 1.31 0 0.54 5.28 7.57 0
2-3.c25665/1/1969 PREDICTED: glucosidase, beta, acid 3 (gene/pseudogene) isoform X1 [Xenopus (Silurana) tropicalis]847088564 XP_012820715.1 12.86 31.18 6.68 11.04 8.68 15.98 9.37 4.04 3.02 1.71 1.96 3.7
1-2.c12067/11/1910PREDICTED: splicing factor U2AF 65 kDa subunit [Chrysemys picta bellii]641783658 XP_008174202.1 4.58 46.79 5.27 0 1.65 3.23 0 1.61 2.73 0 0 0
2-3.c2164/13/2368 PREDICTED: translation factor GUF1, mitochondrial [Xenopus (Silurana) tropicalis]>gi|512816554|ref|XP_004911270.1| PREDICTED: translation factor GUF1, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847095511|ref|XP_012811147.1| PREDICTED: translation factor GUF1, mitochondrial [Xenopus (Silurana) tropicalis]301607837 XP_002933495.1 2.72 5 1.99 1.9 5.86 6.58 1.74 1.45 3.57 0.58 0.42 1.31
2-3.c8247/12/1975 PREDICTED: 3-ketoacyl-CoA thiolase, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]847088369 XP_012820301.1 16.75 35.71 20.02 27.15 20.78 35.87 19.79 13.12 12.68 3.92 2.69 12.44
1-2.c13235/5/1851 PREDICTED: probable ATP-dependent RNA helicase DDX56 isoform X1 [Xenopus (Silurana) tropicalis]847108646 XP_012814063.1 10.93 26.64 4.74 8.19 7.62 17.45 9.46 5.21 4.13 2.45 2.9 1.7
1-2.c27244/25/1464lumican precursor [Xenopus (Silurana) tropicalis]>gi|52138989|gb|AAH82719.1| lumican [Xenopus (Silurana) tropicalis]58332414 NP_001011006.1 16.45 6.99 10.27 10.57 18.22 5.38 1.6 4.97 10.85 2.55 0 3.69
1-2.c15638/4/1681 Myozenin-1-like [Xenopus laevis]>gi|27552832|gb|AAH42928.1| MGC53296 protein [Xenopus laevis]148237556 NP_001079457.1 18.87 0.21 20.11 23.02 20.21 10.49 22.37 18.51 19.57 2.94 3.47 5.93
1-2.c20352/1/1504 PREDICTED: glutamine synthetase-like [Falco cherrug]541978789 XP_005442057.1 114.73 50.51 28.78 175.79 62.06 1.44 6.79 79.99 78.45 0 0 0.74
1-2.c23240/1/1661 -- -- -- 7.75 106.1 4.33 7.84 3.63 41.71 7.41 9.35 13.94 280.81 112.51 236.78
1-2.c30283/1/1375 PREDICTED: collagen alpha-2(XI) chain-like [Xenopus (Silurana) tropicalis]512850191 XP_002938724.2 0.03 0 0.51 5.01 2.65 0 6.49 3.09 4.49 0 0 0
1-2.c45263/1/1636 PREDICTED: trafficking protein particle complex subunit 8 isoform X1 [Xenopus (Silurana) tropicalis]847136021 XP_012820411.1 1.45 1.06 3.85 1.46 2.26 0 0.02 0 0 0 0 0
1-2.c47868/56/1528PREDICTED: intracellular hyaluronan-binding protein 4 isoform X5 [Xenopus (Silurana) tropicalis]847086348 XP_012814372.1 3.98 9.78 3.84 5.53 4.69 6.61 4.54 2.14 4.01 0.73 0 1.42
1-2.c7256/1/1317 -- -- -- 0 34.06 2.47 2.24 0 6.18 7.91 1.55 3.93 42.8 114.65 43.94
2-3.c11560/2/2306.1PREDICTED: protein FAM189A2 isoform X1 [Xenopus (Silurana) tropicalis]847092350 XP_002935642.3 0 0.74 2.05 1.51 0.78 0.19 0.78 0.45 1.83 0 0 0
2-3.c36846/1/2727 PREDICTED: ras-GEF domain-containing family member 1B isoform X2 [Xenopus (Silurana) tropicalis]847087760 XP_012818491.1 2.46 0 0.68 0 0 0 1.95 1.47 0 3.98 1.94 0.16
3-6.c16219/1/3172 voltage dependent calcium channel beta subunit [Rana catesbeiana]11414922 BAB18553.1 0.1 0.7 0.36 1.84 1.13 4.17 2.38 1.26 1.02 0 0 0.82
1-2.c25996/1/1331 PREDICTED: enoyl-CoA hydratase domain-containing protein 2, mitochondrial [Sarcophilus harrisii]821486130 XP_012405707.1 6.3 88.93 11.2 7.28 6.8 13.24 4.2 5.76 6.53 2.2 0.82 1.61
1-2.c8712/1/1530 legumain precursor [Xenopus (Silurana) tropicalis]>gi|49523231|gb|AAH75316.1| legumain [Xenopus (Silurana) tropicalis]54020950 NP_001005720.1 67.52 20.65 15.38 33.64 28.62 11.21 49.07 36.39 55.59 336.17 240.01 389.44
2-3.c40482/1/2104 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 4.46 0.83 5.19 4.73 3.08 3.75 3.89 3.46 4.17 0.23 1.11 0.45
1-2.c18353/1/1783 tropomodulin 4 (muscle) [Xenopus laevis]>gi|51593525|gb|AAH78623.1| MGC85587 protein [Xenopus laevis]148233551 NP_001087366.1 46.67 22.52 79.96 52.51 51.48 76.66 44.86 58.79 59.91 23.36 16.78 8.42
1-2.c6580/5/1363 UBA domain containing 1 [Xenopus laevis]>gi|62471529|gb|AAH93557.1| MGC115132 protein [Xenopus laevis]148235257 NP_001089374.1 7.72 0 3.66 9.31 6.35 7.75 2 2.69 0 1.52 2.77 0
1-2.c2878/14/1585 ribonucleotide reductase m2 polypeptide [Xenopus (Silurana) tropicalis]>gi|89269815|emb|CAJ81580.1| ribonucleotide reductase m2 polypeptide [Xenopus (Silurana) tropicalis]89268988 CAJ81953.1 4.48 20.29 0.59 5.02 7.71 16.35 3.85 2.54 9.61 3.16 2.82 0
2-3.c33225/1/2406 PREDICTED: ataxin-2 isoform X2 [Xenopus (Silurana) tropicalis]512811031 XP_004910564.1 0 0 0 0 0 0 0.43 0 0 1.04 0.54 3.07
2-3.c39106/2/2450 HEAT repeat-containing protein 3 [Xenopus (Silurana) tropicalis]>gi|56971897|gb|AAH88495.1| hypothetical LOC496925 [Xenopus (Silurana) tropicalis]58332728 NP_001011439.1 7.15 7.14 5.03 3.78 5.53 7.74 2.59 4.07 3.97 0.59 1.03 1.52
2-3.c44096/1/1962 aspartyl/asparaginyl beta-hydroxylase [Xenopus (Silurana) tropicalis]>gi|58476328|gb|AAH89668.1| MGC107896 protein [Xenopus (Silurana) tropicalis]62751990 NP_001015734.1 3.22 1.85 5.29 3.1 5.46 9.97 4.15 4.39 4.53 0.98 1.85 0.63
1-2.c38748/1/1522 -- -- -- 7.17 6.65 4.59 4.51 4.81 6.79 12.7 0.9 1.86 66.16 62.2 89.32
1-2.c4420/1/1487.1 -- -- -- 0 0 0 0 0.39 0.64 0 0 0.31 7.71 17.43 8.37
3-6.c13094/2/2812 structural maintenance of chromosomes 3 [Xenopus laevis]>gi|27263154|emb|CAD59446.1| structural maintenance of chromosomes protein 3 [Xenopus laevis]147900881 NP_001083742.1 0 0 0 0 0 0 0 0 0 1.61 0.03 2.91
1-2.c38549/1/1415 protein phosphatase 1 regulatory subunit 27-like [Scleropages formosus]820146588 KKX13916.1 11.77 30.38 26.76 10.66 11.85 53.72 8.94 5.1 7.92 0.24 0.73 0.59
1-2.c35667/1/1583 -- -- -- 3.04 0 0 1.82 1.41 1.56 0.07 1.01 1.94 0 0.17 0
1-2.c43909/1/1400 PREDICTED: protein kinase C beta type isoform X1 [Papio anubis]685612499 XP_009194430.1 0 0 0 5.15 0 0 1.34 3.45 1.73 33.09 41.23 14.57
1-2.c5097/2/1899 dehydrogenase/reductase SDR family member 7C precursor [Xenopus (Silurana) tropicalis]>gi|189027694|sp|A9UM79.1|DRS7C_XENTR RecName: Full=Dehydrogenase/reductase SDR family member 7C; AltName: Full=Short-chain dehydrogenase/reductase family 32C member 2; Flags: Precursor>gi|163915638|gb|AAI57554.1| dhrs7c protein [Xenopus (Silurana) tropicalis]166158027 NP_001107423.1 20.56 8.37 20.07 16.5 14.27 10.85 12.69 8.16 20.15 0.48 0.82 7.23
1-2.c32192/101/1469voltage-dependent anion channel 3 [Xenopus laevis]>gi|49256046|gb|AAH71123.1| MGC81430 protein [Xenopus laevis]147906224 NP_001085356.1 202.43 134.99 136.81 135.43 110.24 63.49 79.6 102.18 102.3 23.47 5.82 48.59
1-2.c13616/2/1421.1-- -- -- 6.64 12.86 7.33 9.12 6.37 14.13 14.46 4.02 10.42 119.38 144.58 143.56
2-3.c15871/11/2666PREDICTED: elongation factor G, mitochondrial [Xenopus (Silurana) tropicalis]301607385 XP_002933285.1 6.26 6.38 3.14 5.4 6.56 10.04 2.9 2.26 3.05 1.52 0.93 2.06
2-3.c63546/3/2210 myosin heavy chain, partial [Rana catesbeiana]4249697 AAD13770.1 0 0 4.17 1.34 1.06 0 2.56 0.25 1.22 0 0 0
2-3.c2630/2/2575.2 -- -- -- 34.62 32.57 0.09 1.03 0 0 76.87 0 0 0 254.57 140.55
2-3.c5324/4/2056 PREDICTED: tenascin isoform X4 [Xenopus (Silurana) tropicalis]512858291 XP_004916770.1 1.63 0.51 7.86 1.53 2.99 0 1.62 1.11 1.23 0.01 0 0
3-6.c14911/1/2839.2-- -- -- 9.35 51.35 8.98 6.64 7.82 9.43 16.27 7.69 11.23 146.64 130.57 59.63
2-3.c5710/2/1883 PREDICTED: RAC-alpha serine/threonine-protein kinase isoform X2 [Xenopus (Silurana) tropicalis]301622901 XP_002940763.1 3.65 9.72 1.68 2.16 1.98 3.18 0.31 0.41 0.79 0 0.17 0.38
1-2.c14515/1/1815 PREDICTED: elongation factor 1-alpha 1-like isoform X1 [Ovis aries]803119291 XP_012040812.1 338.49 333.5 234.32 110.16 219.58 314.94 138.61 158.1 188.46 59.87 25.21 79.84
1-2.c22857/1/1624 embryonal Fyn-associated substrate [Xenopus laevis]>gi|54038353|gb|AAH84637.1| LOC495224 protein [Xenopus laevis]148235363 NP_001088375.1 0 0 0 0.4 0 0 1.32 3.11 0 8.79 7.44 1.2
1-2.c46046/1/1421 -- -- -- 4.16 10.44 0 0 0 0 0 3.95 5.44 0 28.66 11.94
2-3.c48914/3/2386.1PREDICTED: protein LZIC [Pterocles gutturalis]>gi|678131108|gb|KFV00295.1| Protein LZIC [Pterocles gutturalis]704504142 XP_010078755.1 2.83 0.86 3.46 2.92 2.48 1.92 1.08 0.73 0.44 0.25 0 0.39
2-3.c49018/1/2587.1Mimitin, mitochondrial precursor [Rana catesbeiana]226372810 ACO52030.1 6.13 8.88 6.86 7.37 4.25 5.76 5.17 5.9 4.82 0.4 1.23 1.49
3-6.c14157/1/2691 Cysteine--tRNA ligase, cytoplasmic, partial [Buceros rhinoceros silvestris]676706853 KFO84757.1 11.4 14.79 10.43 7.17 11.12 15.37 8.94 9.96 8.57 2.07 0.57 4.59
2-3.c19888/1/2406.1-- -- -- 0 0.38 0.15 0 2.5 1.63 0 1.59 0 0 0 0
2-3.c27193/1/2161.1PREDICTED: transmembrane protein 2 [Xenopus (Silurana) tropicalis]>gi|847092323|ref|XP_012827160.1| PREDICTED: transmembrane protein 2 [Xenopus (Silurana) tropicalis]301612255 XP_002935631.1 3.34 2 1.48 1.38 0.68 0.61 0 3.39 3.76 42.06 31.07 7.31
1-2.c39431/2/1389 -- -- -- 5.83 10.34 2.07 4.68 1.43 6.43 6.72 4.64 7.16 44.47 48.72 78.83
1-2.c49606/1/1305 -- -- -- 0 4.35 1.31 0 2.19 3.82 0 0 0 0 0 0
1-2.c5788/18/1677 PREDICTED: nucleolar complex protein 4 homolog isoform X1 [Xenopus (Silurana) tropicalis]847086891 XP_012815758.1 4.82 16.74 2.32 2.86 3.54 7.52 3.59 4.19 2.48 0.78 0.48 0.6
2-3.c36998/1/2078 Transmembrane BAX inhibitor motif-containing protein 4 [Osmerus mordax]225708156 ACO09924.1 0.06 16.39 0.12 0 0.03 0 0 0 26.81 19.56 8.73 0
2-3.c55627/1/2144.2PREDICTED: poliovirus receptor-related protein 1 isoform X2 [Gallus gallus]513222218 XP_004948086.1 0 4.19 1.79 2.37 1.94 3.2 3.15 0.68 1.72 0 0 0.14
3-6.c13530/4/4075 protein-arginine deiminase type-2 [Xenopus (Silurana) tropicalis]>gi|134254257|gb|AAI35444.1| LOC100125112 protein [Xenopus (Silurana) tropicalis]156717898 NP_001096490.1 7.49 0.64 12.18 16.56 17.69 12.16 22.5 1 1.47 1.87 8.09 3



3-6.c19073/1/3623 PREDICTED: DNA-directed RNA polymerase II subunit RPB2-like [Saccoglossus kowalevskii]291241363 XP_002740582.1 0.32 3.41 0 0.86 2.7 3.36 0 0.57 1.05 0 0.65 0.44
2-3.c48135/1/2112 -- -- -- 3.13 3.18 1.74 1.52 2.17 0.62 6.06 0.61 0.8 20.2 11.07 34.9
1-2.c3595/4/1873 eukaryotic translation initiation factor 2A [Xenopus (Silurana) tropicalis]>gi|171846319|gb|AAI61516.1| LOC100145715 protein [Xenopus (Silurana) tropicalis]187608058 NP_001120561.1 38.13 60.95 26.48 19.37 18.98 40.8 17.77 24.13 20.27 5.51 4.36 8.75
1-2.c9606/1/1525.1 PREDICTED: calcium uptake protein 1, mitochondrial isoform X2 [Xenopus (Silurana) tropicalis]847172778 XP_012809602.1 2.43 3.89 8.66 4.23 8.17 4.82 2.02 3.56 2.73 0.61 0 0.26
1-2.c29178/1/11718.1tripartite motif containing 54 [Xenopus laevis]>gi|47939944|gb|AAH72166.1| MGC80214 protein [Xenopus laevis]147905260 NP_001085095.1 65.24 12.79 21.08 20.97 40.44 26.48 25.79 42.17 18.87 2.09 10.94 5.69
2-3.c32781/1/2469 3-hydroxyisobutyrate dehydrogenase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60552661|gb|AAH91056.1| MGC108315 protein [Xenopus (Silurana) tropicalis]71896099 NP_001025604.1 7.82 2.69 4.16 7.37 3.85 1.49 7.05 5.33 3.71 0.86 0.19 0.14
1-2.c1713/18/1645 PREDICTED: fumarate hydratase, mitochondrial [Xenopus (Silurana) tropicalis]512842641 XP_002935862.2 27.07 0.68 0 0.25 28.3 27.23 10.18 0 44.23 1.15 0.89 0
2-3.c37219/1/2338 -- -- -- 0.18 0 0 0 4.16 7.23 0.42 0 7.65 0 0.19 0
2-3.c58217/38/2132high density lipoprotein binding protein (vigilin) [Xenopus laevis]>gi|27882206|gb|AAH44314.1| Hdlbp protein [Xenopus laevis]160420251 NP_001080165.1 30.62 35.13 31.71 34.39 23.84 25.52 42.49 13.44 27.71 3.25 0 15.81
1-2.c30722/2/1799 15 kDa selenoprotein precursor [Danio rerio]>gi|172046121|sp|Q802F3.2|SEP15_DANRE RecName: Full=15 kDa selenoprotein; Flags: Precursor>gi|29165356|gb|AAO65272.1| 15 kDa selenoprotein SeP15 [Danio rerio]30231240 NP_840079.1 8.74 15.85 5.97 3.41 6.83 8.28 1.86 2.52 3.77 0 0.51 2.36
1-2.c32601/2/1413 -- -- -- 7.78 0.44 5.76 84.94 0 5.71 105.78 41.34 43.57 324.64 365.69 478.36
2-3.c57925/3/2302 PREDICTED: 60 kDa heat shock protein, mitochondrial [Aquila chrysaetos canadensis]>gi|768339287|ref|XP_011574412.1| PREDICTED: 60 kDa heat shock protein, mitochondrial [Aquila chrysaetos canadensis]768339285 XP_011574404.1 0.2 1.39 0 0 1.39 1.07 0 0 0 0 0 0
1-2.c25403/1/1833 PREDICTED: protein tyrosine phosphatase type IVA 2 [Ornithorhynchus anatinus]149638430 XP_001506703.1 29.56 1.61 11.52 22.9 36.09 9.8 13 11.4 14.4 0 0 10.82
2-3.c48822/1/2116.1-- -- -- 32.83 3.45 14.21 16.52 15.96 9.72 9.18 9.93 17.58 1.83 4.56 2.68
2-3.c5120/2/2021 -- -- -- 4.57 0 8.9 25.17 6.93 0.07 0 0.83 4.71 0 0 0
3-6.c16923/1/3292 voltage dependent calcium channel beta subunit [Rana catesbeiana]11414922 BAB18553.1 12.44 7.08 15.33 15.29 15.12 24.79 20.2 15.88 15.41 3.73 4.3 5.78
2-3.c42447/1/2277.1von Willebrand factor A domain containing 5A [Xenopus laevis]>gi|34784616|gb|AAH57735.1| MGC68953 protein [Xenopus laevis]148228482 NP_001079962.1 4.54 6.9 2.56 2.45 5.65 11.54 10.48 3.23 3.31 59.77 81.82 107.48
2-3.c10111/4/2472 PREDICTED: long-chain fatty acid transport protein 4 [Xenopus (Silurana) tropicalis]512839272 XP_004914245.1 1.03 0 1.68 2.29 0.35 0.69 0 0 0 0 0 0
2-3.c48426/1/4415 PREDICTED: beta-enolase [Anolis carolinensis]637381761 XP_008123931.1 0 0 0.02 0 0 0 0 0 0 71.25 17.54 0
1-2.c28936/2/1245 nucleolar protein family A, member 2 (H/ACA small nucleolar RNPs) [Xenopus (Silurana) tropicalis]89271893 CAJ82850.1 9.15 55.6 8.45 10.79 10.89 31.68 19.73 7.16 6.36 4.14 2.51 2.96
1-2.c36779/1/1350 transforming, acidic coiled-coil containing protein 3 [Xenopus laevis]>gi|116487817|gb|AAI25979.1| Tacc3 protein [Xenopus laevis]147905121 NP_001090422.1 4.87 13.2 1.65 0.01 0 0 4.68 2.47 0 2.59 1.24 4.67
2-3.c2248/10/1935 rrp1b protein [Xenopus (Silurana) tropicalis]60552498 AAH91594.1 34.8 66.49 22.54 18.2 18.75 37.07 24.06 19.97 16.83 5.09 10.62 3.53
1-2.c50413/1/1221 PREDICTED: ubiquitin-protein ligase E3C isoform X2 [Anolis carolinensis]637309248 XP_008110495.1 3.72 0.59 0.17 1.43 0.76 0 4.53 1.28 2.01 26.99 8.52 13.67
2-3.c13202/2/2332 aquaporin [Hyla japonica] 148356713 BAF63030.1 39.06 16.69 11.71 16.96 31.76 0.24 24.2 18.93 14.12 0 0 0.62
2-3.c41661/1/2205 PREDICTED: serine/threonine-protein kinase MARK1 isoform X2 [Xenopus (Silurana) tropicalis]512844020 XP_004914847.1 4.29 3.54 4.65 4.24 3.63 5.06 1.93 3.06 4.73 0.58 0.34 1.07
3-6.c7691/1/3994 translocating chain-associated membrane protein 1-like 1 [Xenopus laevis]>gi|82182635|sp|Q6DED0.1|TR1L1_XENLA RecName: Full=Translocating chain-associated membrane protein 1-like 1 [Xenopus laevis]>gi|50414523|gb|AAH77197.1| Tram1l1-prov protein [Xenopus laevis]147905532 NP_001086625.1 1.58 1.98 1.19 1.9 1.45 1.87 0.17 0.79 0.64 0.35 0 0.34
1-2.c34246/1/1383 MAM domain-containing protein 2 precursor [Xenopus (Silurana) tropicalis]>gi|112419363|gb|AAI21970.1| MAM domain containing 2 [Xenopus (Silurana) tropicalis]118403772 NP_001072841.1 0 0 0 0.38 0 0 0.96 0.52 0 7.91 5.26 5.14
2-3.c48540/1/1999 zyxin [Xenopus laevis]>gi|187668015|sp|A5H447.1|ZYX_XENLA RecName: Full=Zyxin [Xenopus laevis]>gi|122831054|gb|ABM66816.1| zyxin [Xenopus laevis]148886688 NP_001092151.1 14.34 29.93 5.64 9.9 5.45 6.96 21.15 10.44 6.47 112.04 116.48 69.77
2-3.c25377/1/2261.1-- -- -- 0.97 2.31 0 1.68 0 1.78 0 0 1.79 0 0 0
1-2.c51625/6/1680 GI12770 [Drosophila mojavensis]>gi|193918748|gb|EDW17615.1| GI12770 [Drosophila mojavensis]195125345 XP_002007139.1 1.78 3.31 0 0 0 3.99 0.9 0.77 0 15.66 23.56 20.07
1-2.c2716/15/1806 PREDICTED: solute carrier family 2, facilitated glucose transporter member 9-like [Xenopus (Silurana) tropicalis]>gi|512851879|ref|XP_004915911.1| PREDICTED: solute carrier family 2, facilitated glucose transporter member 9-like [Xenopus (Silurana) tropicalis]>gi|512851883|ref|XP_004915912.1| PREDICTED: solute carrier family 2, facilitated glucose transporter member 9-like [Xenopus (Silurana) tropicalis]512851875 XP_002936818.2 8.21 2.07 5.01 1.66 4.02 1.69 4.19 1.93 4.02 0.29 0 0.24
2-3.c25610/1/2248.1PREDICTED: liprin-beta-2 isoform X3 [Struthio camelus australis]697434073 XP_009678436.1 0 4.07 5.03 0 2.87 0 5.16 6.71 10.33 17.84 23.26 18.74
1-2.c1840/18/1740 cystathionine gamma-lyase [Xenopus laevis]>gi|52138922|gb|AAH82653.1| LOC494673 protein [Xenopus laevis]148238287 NP_001087988.1 103.05 25.28 49.54 68.13 121.71 25.39 131.89 139.94 119.73 6.24 12.32 8.02
2-3.c19950/1/2474.1PREDICTED: ubiquitin-associated domain-containing protein 1 isoform X2 [Latimeria chalumnae]556949722 XP_005987440.1 0 0 2.54 5.8 1.59 2.01 1.54 1.36 2.15 0.31 0 0
3-6.c11523/1/3006.1PREDICTED: acidic leucine-rich nuclear phosphoprotein 32 family member E isoform X1 [Aquila chrysaetos canadensis]768401936 XP_011596924.1 5.98 24.37 9.68 6.53 12.99 9.21 2.05 3.61 3.49 1.3 1.7 2.89
1-2.c27381/2/1371 acyl-CoA-binding domain-containing protein 4 [Xenopus (Silurana) tropicalis]577861032 NP_001072822.2 0 2.12 1 0 0 0 2.73 0 0.01 3.59 4.89 0.65
2-3.c3893/2/2463.3 -- -- -- 1.52 5.41 0 3.21 0.73 2.67 6.85 1.28 0.45 39.76 49.08 53.47
2-3.c35192/1/2163 -- -- -- 0.2 1.07 0.07 0.57 0.23 0.36 2.19 0.15 0.48 10.04 5.77 8.37
1-2.c36197/1/1377 cullin-3 [Xenopus (Silurana) tropicalis]>gi|254766448|sp|A4IHP4.1|CUL3_XENTR RecName: Full=Cullin-3; Short=CUL-3>gi|134023875|gb|AAI35617.1| cul3 protein [Xenopus (Silurana) tropicalis]134085433 NP_001015975.2 0 0.17 0.51 1.39 0 0 6.22 0 1.74 12.18 12.77 9.16
2-3.c39062/1/2545 PREDICTED: unconventional myosin-XVIIIa isoform X1 [Xenopus (Silurana) tropicalis]847102432 XP_012812988.1 11.49 0.02 7.13 0.31 15.31 4.4 0 0 2.09 0 0 0
2-3.c56794/1/2394 DNA polymerase epsilon [Xenopus laevis]11493740 AAG35631.1 0 7.14 0.4 0.1 0.98 1.22 0.07 0.09 0.33 0 0 0
1-2.c25105/2/1389 heterogeneous nuclear ribonucleoprotein A3 homolog 2 [Xenopus laevis]>gi|1710626|sp|P51992.1|RO32_XENLA RecName: Full=Heterogeneous nuclear ribonucleoprotein A3 homolog 2; AltName: Full=hnRNP A3(B) [Xenopus laevis]>gi|214747|gb|AAA49950.1| ribonucleoprotein [Xenopus laevis]147905111 NP_001081320.1 17.96 51.24 14.24 16.34 19.8 30.72 9.09 11.57 0 0 3.91 10.41
3-6.c6979/1/3014 PREDICTED: GSK-3-binding protein FRAT2 [Xenopus (Silurana) tropicalis]512846394 XP_004915200.1 0.39 0.2 0 0 0 0 0.26 0 0.14 0.86 1.91 0.69
1-2.c13856/1/1283 -- -- -- 0.88 2.84 1.74 2.89 0 1.59 6.81 6.42 4.5 26.75 30.3 21.46
2-3.c34147/3/2254 transmembrane BAX inhibitor motif containing 4 [Xenopus laevis]>gi|58701947|gb|AAH90219.1| MGC85171 protein [Xenopus laevis]147899637 NP_001089282.1 0.04 21.49 0 0 0 0 0 0 9.79 3.6 2.41 0
1-2.c32562/2/1570 PMCA1bx [Rana catesbeiana] 12963455 AAK11272.1 13.6 29.41 0.05 0 0.45 23.51 20.64 4.9 0 81.16 80.87 118.03
1-2.c2379/7/1573 PREDICTED: dimethyladenosine transferase 2, mitochondrial [Xenopus (Silurana) tropicalis]512842699 XP_004914681.1 0 2.11 1.48 1.98 1.25 4.31 0 1.38 0.78 0 0 0.41
2-3.c27589/1/2256 -- -- -- 2.43 10.04 1.88 2.72 2.87 7.48 3.13 1.62 1 0.85 0.37 0.86
1-2.c38391/1/1234 -- -- -- 20.33 0.36 3.88 17.2 4.71 14.25 29.44 15.25 23.38 159.2 219.92 100.31
2-3.c20226/1/2163 PREDICTED: protein Shroom2 isoform X1 [Xenopus (Silurana) tropicalis]847100721 XP_012812669.1 2.52 1.03 0.68 0.85 1.09 1.52 0.84 0.09 0.11 13.33 14.84 24.86
2-3.c56465/1/2009.1uncharacterized protein LOC414716 [Xenopus laevis]>gi|46329507|gb|AAH68899.1| MGC83093 protein [Xenopus laevis]>gi|49522861|gb|AAH74470.1| MGC83093 protein [Xenopus laevis]148222510 NP_001084745.1 0 0.41 0 0 0 0 0 0 0 8.06 17 0
1-2.c26095/1/1421 PREDICTED: exosome complex component RRP45 isoform X2 [Camelus ferus]>gi|743714594|ref|XP_010950891.1| PREDICTED: exosome complex component RRP45 [Camelus bactrianus]>gi|744580870|ref|XP_010983843.1| PREDICTED: exosome complex component RRP45 [Camelus dromedarius]560908898 XP_006180761.1 2.4 17 2.57 3.27 3.82 6.94 2.47 1.73 2.27 0.81 0.62 0.25
2-3.c43426/1/2453 PREDICTED: tubulin polyglutamylase TTLL5 isoform X1 [Xenopus (Silurana) tropicalis]847153386 XP_012823512.1 1.48 3.22 0.27 1.24 1.07 0.7 3.34 1.08 1.36 16.87 19.3 13.27
1-2.c41750/1/1608 PREDICTED: protein phosphatase 1G isoform X2 [Odobenus rosmarus divergens]823396584 XP_012415931.1 0 15.36 0 0 1.5 2.6 0 0 0 0 0 0
2-3.c29258/1/1823 DNA replication licensing factor mcm4-A [Xenopus laevis]>gi|2231173|gb|AAC60225.1| cdc21p [Xenopus laevis]148236609 NP_001079069.1 2.71 28.24 1.63 1.2 4.83 9.65 0.14 1.76 2.16 0.36 0.21 0.42
1-2.c20667/1/5740.3PREDICTED: basic leucine zipper and W2 domain-containing protein 1 isoform X1 [Eptesicus fuscus]641711076 XP_008144693.1 138.49 102.22 49.2 37.6 84.76 63.19 43.46 32.51 45.13 38.67 0 2.86
1-2.c30567/1/1501 ubiquinol-cytochrome c reductase core protein I [Xenopus laevis]>gi|29351607|gb|AAH49288.1| Uqcrc1 protein [Xenopus laevis]147902934 NP_001079714.1 143.38 101.86 177.86 158.13 108.49 32.77 58.38 61.58 78.21 0 0 34.88
1-2.c36723/1/1293 Putative uncharacterized transposon-derived protein ZK1236.4, partial [Columba livia]449282618 EMC89440.1 0.28 0.19 0 0.19 0 0 0 0 0.32 8.87 11.23 0.5



1-2.c50474/1/1101 sodium/potassium-transporting ATPase subunit beta-1-interacting protein 4 precursor [Xenopus (Silurana) tropicalis]>gi|82182748|sp|Q6DEX3.1|NKAI4_XENTR RecName: Full=Sodium/potassium-transporting ATPase subunit beta-1-interacting protein 4; Short=Na(+)/K(+)-transporting ATPase subunit beta-1-interacting protein 4 [Xenopus (Silurana) tropicalis]>gi|49899958|gb|AAH76970.1| MGC89467 protein [Xenopus (Silurana) tropicalis]52346048 NP_001005067.1 68.83 25.1 34.39 28.33 25.95 10.15 5.37 30.05 14.96 4.82 3.17 6.24
2-3.c63373/15/2144PREDICTED: glycogen phosphorylase, muscle form isoform X2 [Sorex araneus]505849981 XP_004618444.1 0 0 0 0 0 0.18 12.1 0 17.35 12.23 17.03 0
2-3.c3061/1/2339.2 -- -- -- 4.18 1.31 11.11 10.78 12.45 23.78 10.61 12.49 21.52 3 3.11 1.82
2-3.c15583/1/2134 UTP18 small subunit (SSU) processome component homolog [Xenopus laevis]>gi|66910848|gb|AAH97862.1| MGC115621 protein [Xenopus laevis]147898751 NP_001090056.1 9.63 34.02 5.64 6.44 8.6 15.88 8.85 5.69 5.35 0.92 1.29 4.03
1-2.c40948/1/1437 PREDICTED: glutamic acid-rich protein-like [Strongylocentrotus purpuratus]780154032 XP_011682115.1 1.88 5.03 0.68 1.84 1.14 3.41 5.82 1.55 1.32 23.82 32.9 37.77
1-2.c27020/27/1611PREDICTED: lupus La protein [Chelonia mydas]591363494 XP_007056651.1 17.47 113.4 11.7 15.25 21.37 53.65 20.5 14.16 18.3 5.81 5.46 4.72
1-2.c9042/2/1267 -- -- -- 13.26 14.64 8.08 11.04 10.69 14.46 8.74 7.82 8.71 2.45 3.17 1.65
2-3.c20037/1/2462 -- -- -- 4.11 0 7.76 9.23 10.71 0 0 4.8 5.66 0.67 0 0
2-3.c29896/1/2588 -- -- -- 17.72 4.29 17.74 16.21 10.85 7.72 11.33 10.61 19.49 4.42 2.56 1.83
2-3.c9385/1/2521.1 -- -- -- 1.57 7.42 2.02 2.29 2.59 3.72 4.01 2.14 1.27 0.61 0.16 0
3-6.c4323/1/2780 PREDICTED: spectrin beta chain, erythrocytic [Xenopus (Silurana) tropicalis]>gi|512862392|ref|XP_004917321.1| PREDICTED: spectrin beta chain, erythrocytic [Xenopus (Silurana) tropicalis]512862388 XP_002936942.2 11.86 20.75 10.75 5.68 7.87 19.11 4.59 7.09 9.47 1.71 3.33 1.78
1-2.c26338/1/1639 PREDICTED: endothelial lipase isoform X2 [Xenopus (Silurana) tropicalis]847089272 XP_012822194.1 0.78 3.89 1.69 0.12 3.44 3.57 0.71 0.26 0.7 0 0.31 0
1-2.c4860/1/1038 PREDICTED: family with sequence similarity 3, member D isoform X1 [Xenopus (Silurana) tropicalis]847117708 XP_012816355.1 5.86 4.62 3.07 3.01 7.21 1.89 6.67 5.78 3.26 52.5 51.85 90.35
2-3.c39397/3/1976 aspartyl/asparaginyl beta-hydroxylase [Xenopus (Silurana) tropicalis]>gi|58476328|gb|AAH89668.1| MGC107896 protein [Xenopus (Silurana) tropicalis]62751990 NP_001015734.1 2.19 5 7.64 5.18 7.38 24.27 5.01 5.65 6.68 1.02 0 0.86
1-2.c24835/1/1678.1potassium channel subfamily K member 6 [Xenopus (Silurana) tropicalis]>gi|847153286|ref|XP_012823476.1| PREDICTED: potassium channel subfamily K member 6 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847153289|ref|XP_012823477.1| PREDICTED: potassium channel subfamily K member 6 isoform X1 [Xenopus (Silurana) tropicalis]>gi|170284847|gb|AAI61169.1| LOC100145504 protein [Xenopus (Silurana) tropicalis]187607255 NP_001120420.1 3.57 2.81 1.66 4.07 3.89 2.15 2.48 2.75 4.85 59.2 39.7 60.92
1-2.c45212/1/1917.2-- -- -- 7.94 4.22 7.39 4.41 4.16 0.55 10.43 6.09 6.15 0 0 0
1-2.c35048/7/1569 histone-binding protein RBBP4 [Xenopus (Silurana) tropicalis]>gi|89268697|emb|CAJ82718.1| OTTXETP00000010326 [Xenopus (Silurana) tropicalis]89886120 NP_001011394.2 2.16 36.1 2.4 2.8 5.05 6.86 1.53 4.27 2 0 0 1.78
2-3.c27095/1/2698 PREDICTED: polypeptide N-acetylgalactosaminyltransferase 2 [Xenopus (Silurana) tropicalis]847131447 XP_012819205.1 0 0 0.18 0 9.29 8.21 0 0.83 8.05 0 0.6 0
3-6.c18468/1/2862 formin-binding protein 1 [Xenopus (Silurana) tropicalis]>gi|115313451|gb|AAI23952.1| formin-binding protein 17 [Xenopus (Silurana) tropicalis]118404564 NP_001072662.1 3.04 0 4.17 3.76 4.45 1.56 1.69 2.31 0 0.58 0 1.02
3-6.c9383/2/3808 adaptor-related protein complex 3, beta 1 subunit [Xenopus laevis]>gi|62739294|gb|AAH94141.1| LOC443724 protein [Xenopus laevis]147900121 NP_001085309.1 12.44 6.1 6.69 4.39 8.69 3.09 1.51 5.3 1.91 0.45 0.53 2.44
2-3.c60255/1/2399.1-- -- -- 3.99 12.83 4.06 4.83 3.22 5.03 1.1 2.72 3.36 0.96 0.41 0.2
1-2.c11463/1/1346 PREDICTED: peroxiredoxin-1-like [Lepisosteus oculatus]573894288 XP_006634894.1 136.18 110.62 64.32 135.68 115.27 45.48 312.23 89.82 96.65 1016.99 1570.37 1234.02
1-2.c29446/1/1669 PREDICTED: lamina-associated polypeptide 2, isoforms alpha/zeta-like [Xenopus (Silurana) tropicalis]847176929 XP_012810936.1 0 13.46 0 1.24 0 0.1 0 0 2.26 13.48 23.88 5.37
3-6.c16117/1/3156.1signal transducer and activator of transcription 5B [Xenopus laevis]>gi|46249546|gb|AAH68769.1| MGC81286 protein [Xenopus laevis]148232026 NP_001084677.1 10.86 0.19 2.41 3.44 4.15 1.18 5.62 6.7 5.41 48.82 34.92 42.05
1-2.c14124/2/1303 Tubulin alpha-1C chain [Larimichthys crocea]808859777 KKF11870.1 13.29 0 0 1.29 0 12.4 18.55 4.02 7.23 51.97 83.35 42.01
2-3.c26785/1/2444 -- -- -- 7.03 3.79 20.18 14.14 20.66 17.16 13.39 9.98 16.95 3.64 0.99 7.6
3-6.c4999/1/3536 collagen alpha-1(I) chain precursor [Xenopus (Silurana) tropicalis]>gi|52139099|gb|AAH82718.1| hypothetical LOC496414 [Xenopus (Silurana) tropicalis]58332412 NP_001011005.1 24.8 597.92 128.04 72.61 119.25 424.5 48.61 40.4 83.21 7.89 4.83 6.11
2-3.c24403/1/2592.1-- -- -- 1.52 0 0 1.51 0.25 0 3.95 0.23 0 16.67 20.84 8.8
1-2.c7347/2/1466 -- -- -- 0 0 0 0 0 0 0 0 0 3.14 4.16 0.7
3-6.c10550/1/3567.2RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 1.48 0.36 2.41 2.34 3.13 1.72 2.38 2.52 1.77 0 0.16 0.35
2-3.c60674/1/4149 PREDICTED: protein phosphatase 1 regulatory subunit 3G [Xenopus (Silurana) tropicalis]512847586 XP_004915359.1 0 1.53 0 0 0 0 0.38 0 0 0 6.24 18.83
3-6.c14134/1/3117 PREDICTED: eukaryotic translation initiation factor 5B, partial [Larimichthys crocea]734641821 XP_010749813.1 0 11.45 4.31 5.2 5.88 10.91 9.77 2.85 0 5.1 0 0
2-3.c25918/1/1985.1Unknown (protein for MGC:160365) [Xenopus laevis]120538440 AAI29682.1 2.02 0 0.67 2.27 3.61 0 13.52 2.19 12.23 34.61 17.57 65.16
3-6.c3223/2/2906 TGF-beta-activated kinase 1 and MAP3K7-binding protein 2 [Xenopus (Silurana) tropicalis]>gi|847126208|ref|XP_012817985.1| PREDICTED: TGF-beta-activated kinase 1 and MAP3K7-binding protein 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|125857987|gb|AAI29002.1| LOC100037849 protein [Xenopus (Silurana) tropicalis]147905935 NP_001090763.1 0 0.82 0.4 0.24 0.79 0.79 0 0.04 0.43 0 0 0
2-3.c2343/27/2592 PREDICTED: translation initiation factor eIF-2B subunit epsilon isoform X1 [Xenopus (Silurana) tropicalis]512840815 XP_002935185.2 8.96 17.07 3.86 4.2 6.65 16.54 4.64 3.63 0.79 0.62 0 2.58
2-3.c32721/1/10210.4-- -- -- 7.2 15.38 11.28 6.87 10.97 12.99 4.79 5.66 11.53 1.05 0.31 0.89
2-3.c5582/1/2418 -- -- -- 25.27 31 24.02 16.68 20.16 23.17 18.11 16.21 22.04 4.61 3.3 6.97
3-6.c18530/1/3121 ZZ-type zinc finger-containing protein 3, partial [Struthio camelus australis]678212196 KFV79175.1 0 3.67 0.61 0 0.79 1.52 0.63 0 0 0 0 0
1-2.c27491/1/1562.2-- -- -- 20 6.9 5.59 16.03 5.1 2.39 24.95 15.54 13.83 115.93 148.12 111.47
2-3.c2615/19/1916 Unknown (protein for IMAGE:4031600), partial [Xenopus laevis]76779686 AAI06679.1 34.89 25.35 29.66 17.56 20.45 6.42 61.19 13.02 20.89 3.61 3.54 3.99
1-2.c10827/5/1557 glycogen phosphorylase, brain form [Xenopus (Silurana) tropicalis]>gi|46329455|gb|AAH68296.1| phosphorylase, glycogen; brain [Xenopus (Silurana) tropicalis]50054411 NP_001001904.1 11.83 20.26 10.48 53.84 32.92 34.33 32.79 15.81 41.81 15.55 9.55 7.61
1-2.c24777/1/1365 PREDICTED: glycogen debranching enzyme isoform X2 [Xenopus (Silurana) tropicalis]847125952 XP_012817928.1 8.55 2.6 5.89 23.68 15.21 9.21 14.32 13.53 30.41 4.36 4.88 2.27
2-3.c36416/2/2367 PREDICTED: PAB-dependent poly(A)-specific ribonuclease subunit PAN2 [Xenopus (Silurana) tropicalis]512822114 XP_002934576.2 0 3.62 0.74 0.7 0.97 0.59 0.83 0.52 0 0 0 0
2-3.c44825/161/2504dual specificity mitogen-activated protein kinase kinase 1 [Xenopus (Silurana) tropicalis]>gi|51703675|gb|AAH80944.1| mitogen-activated protein kinase kinase 1 [Xenopus (Silurana) tropicalis]56118586 NP_001008058.1 55.27 66 50.67 18.34 41.85 53.37 16.05 19.6 16.67 7.43 5.7 15.75
2-3.c29832/1/2400.2-- -- -- 0 0 0 0 0 0 0 0 0 25.55 0 13.95
2-3.c51277/184/2248PREDICTED: nucleolar GTP-binding protein 1 [Xenopus (Silurana) tropicalis]512849296 XP_002935223.2 17.7 10.11 17.61 11.39 3.15 18.65 3.43 9.37 11.04 4.45 0 0
2-3.c8471/7/2213 pyruvate kinase PKM isoform 2 [Xenopus (Silurana) tropicalis]>gi|847145916|ref|XP_012822050.1| PREDICTED: pyruvate kinase PKM isoform X1 [Xenopus (Silurana) tropicalis]>gi|115292052|gb|AAI22008.1| hypothetical protein MGC146985 [Xenopus (Silurana) tropicalis]118405080 NP_001072532.1 3.02 0.99 12.28 8.17 8.73 4.58 3.1 8.58 7.95 2.19 1.05 1.45
3-6.c16944/1/3404 tax1-binding protein 1 homolog [Xenopus (Silurana) tropicalis]>gi|82186334|sp|Q6P3P1.1|TAXB1_XENTR RecName: Full=Tax1-binding protein 1 homolog [Xenopus (Silurana) tropicalis]>gi|39645669|gb|AAH63916.1| Tax1 (human T-cell leukemia virus type I) binding protein 1 [Xenopus (Silurana) tropicalis]45361339 NP_989247.1 0 0.18 0 0 0 0 0 0 0 1.77 0.2 1.01
1-2.c4143/14/1638 cleavage stimulation factor subunit 2 [Xenopus (Silurana) tropicalis]>gi|189442601|gb|AAI67314.1| LOC100170457 protein [Xenopus (Silurana) tropicalis]194332803 NP_001123707.1 0 0 0 0 2 1.45 0 0 0 0 0 0
2-3.c2868/11/2363 agmatine ureohydrolase (agmatinase) [Xenopus laevis]>gi|57920942|gb|AAH89134.1| MGC85123 protein [Xenopus laevis]147900416 NP_001089210.1 20.63 9.91 28.12 23.84 23.68 23.2 18.7 16.67 21.7 5.6 8.96 4.81
2-3.c54205/1/2507.2-- -- -- 1.26 2.77 6.54 0.31 4.35 9.13 1.93 1.35 4.24 0 0 0
1-2.c36338/1/1758.1-- -- -- 0 0 0 0 0 0.19 0 0 0 5.49 11.56 2.41
1-2.c33609/1/10505.2PREDICTED: actin, alpha cardiac muscle 1-like [Anolis carolinensis]327288034 XP_003228733.1 8832.52 1536 16941.28 12918.23 12995.92 9205.59 8650.7 13191.73 10153.76 2765.41 1491.55 5364.32
2-3.c1148/118/2211glycine amidinotransferase (L-arginine:glycine amidinotransferase) [Xenopus (Silurana) tropicalis]89272889 CAJ82904.1 0 39.92 0 10.35 0.23 54.9 3.64 0 1.8 0 0 0
3-6.c16496/1/2877.1-- -- -- 62.92 26.18 8.6 32.24 22.07 13.52 39.22 17.36 23.53 299.74 571.26 197.29
1-2.c49811/1/1411 stearoyl-CoA desaturase (delta-9-desaturase) [Xenopus laevis]>gi|51703617|gb|AAH81254.1| MGC86272 protein [Xenopus laevis]147901446 NP_001087809.1 0 0.38 0.58 0 0.53 0.54 1.03 0.31 0.48 13.89 8.98 5.83
2-3.c50147/1/2073 -- -- -- 4.84 6.59 4.98 8.34 4.2 2.01 21.2 5.58 5.94 68.62 48.27 76.4
2-3.c8493/2/1960 PREDICTED: ankyrin-1 isoform X15 [Xenopus (Silurana) tropicalis]847110220 XP_012814608.1 20.13 1.36 15.93 52.29 11.76 26.48 52.31 11.96 27.83 4.9 5.73 0



1-2.c27738/1/1672 PREDICTED: collagen alpha-3(IX) chain [Equus przewalskii]664740187 XP_008527394.1 2.63 26.56 9.59 8.95 0.89 2.35 0.08 5.47 1.87 0 0 0
1-2.c7319/1/1713 reverse transcriptase, partial [Gallus gallus]347227 AAA49027.1 2.75 6.28 1.9 1.14 1.02 1.73 3.86 1.37 0.74 18.91 24.21 27.58
1-2.c12407/5/1663 PREDICTED: protein SET isoform X2 [Xenopus (Silurana) tropicalis]847153649 XP_012823606.1 10.18 26.56 8.19 0.86 8.23 2.12 0.36 5.48 0 0 0 0
2-3.c11600/3/2314 -- -- -- 3.94 29.36 3.23 1.69 2.28 16.43 0.87 2.08 0 0 0 0
3-6.c9838/1/4837 tetratricopeptide repeat protein 37 [Xenopus laevis]>gi|82235853|sp|Q6DFB8.1|TTC37_XENLA RecName: Full=Tetratricopeptide repeat protein 37; Short=TPR repeat protein 37; Short=Thespin homolog [Xenopus laevis]>gi|49904097|gb|AAH76821.1| MGC83808 protein [Xenopus laevis]148224016 NP_001086571.1 2.5 3.25 1.54 1.07 1.39 3.45 1.03 1.13 1.01 0.52 0.21 0.27
1-2.c28173/1/1300 -- -- -- 0 2.28 0 0 1.3 0 0.49 0 1.72 13.26 13.09 9.64
2-3.c14683/1/2360 -- -- -- 0 2.24 0 2.09 1.19 0 0 1.1 0 0 0 0
1-2.c17756/1/1804 DBIRD complex subunit ZNF326 [Xenopus (Silurana) tropicalis]>gi|123910232|sp|Q28F29.1|ZN326_XENTR RecName: Full=DBIRD complex subunit ZNF326; AltName: Full=Zinc finger protein 326; AltName: Full=Zinc finger protein interacting with mRNPs [Xenopus (Silurana) tropicalis]>gi|89269004|emb|CAJ82513.1| zinc finger protein 326 [Xenopus (Silurana) tropicalis]349585177 NP_001016086.2 3.61 18.27 2.45 3.05 10.44 10.31 3.7 0.84 1.76 1.04 1.11 2.43
1-2.c34011/1/1250 alpha-actinin-3 [Xenopus (Silurana) tropicalis]>gi|195539819|gb|AAI67932.1| Unknown (protein for MGC:135778) [Xenopus (Silurana) tropicalis]213983245 NP_001135513.1 831.69 182.88 1047.65 1126.8 1010.7 1265.15 1158.25 1057.01 1063.2 381.55 262.82 323.09
1-2.c36944/1/1370.2-- -- -- 5.08 70.4 10.8 13.27 4.78 5.32 28.89 23.31 27.77 187.65 110.38 63.32
1-2.c51854/1/1686 PREDICTED: serine--tRNA ligase, cytoplasmic [Python bivittatus]602647281 XP_007430068.1 35.57 96.07 42.39 33.19 27.04 87.22 32.28 32.35 30.8 5.44 8.79 13.2
2-3.c36746/1/2056 PREDICTED: protein-tyrosine sulfotransferase 1 isoform X2 [Xenopus (Silurana) tropicalis]847100370 XP_012812547.1 0 0 0 0.29 0 0 2.49 0 0.42 5.27 4.76 2.41
2-3.c42938/1/1892.1PREDICTED: saccharopine dehydrogenase-like oxidoreductase [Xenopus (Silurana) tropicalis]512842692 XP_002931533.2 4.95 28.43 4.51 1.11 6.93 7.71 0 4.77 0 0 0 0
3-6.c15981/1/2918 -- -- -- 3.73 8.52 2.86 11.66 2.19 7.94 2.35 4.56 5.09 1.04 1.47 0.5
3-6.c5648/1/3103.2 PREDICTED: N-alpha-acetyltransferase 20-like [Python bivittatus]602661561 XP_007436430.1 1.15 5.35 3.4 1.85 1.83 6.6 0.21 2.51 2.62 0 0.21 0.16
1-2.c2708/15/1716 PREDICTED: tubulin beta-5 chain-like isoform X2 [Pelodiscus sinensis]558136461 XP_006117555.1 33.58 86.58 10.82 17.87 18.4 35.16 10.29 18.23 10.74 9.04 0.62 7.21
2-3.c9373/3/2072 OTTXETP00000002159 [Xenopus (Silurana) tropicalis]89272520 CAJ83768.1 0.46 8.03 0 2.98 0.45 2.93 5.77 2.69 3.37 31.33 33.06 23.72
1-2.c21044/1/1472 PREDICTED: LOW QUALITY PROTEIN: SWI/SNF complex subunit SMARCC1 [Xenopus (Silurana) tropicalis]512849980 XP_002942764.2 3.58 4.48 0 0 0 0 3.05 2.62 0 5.93 11.61 0
2-3.c7732/3/2477 PREDICTED: spectrin beta chain, erythrocytic [Xenopus (Silurana) tropicalis]>gi|512862392|ref|XP_004917321.1| PREDICTED: spectrin beta chain, erythrocytic [Xenopus (Silurana) tropicalis]512862388 XP_002936942.2 10.18 35.32 17.56 5.65 8.07 13.03 5.31 14.39 8.23 0 1.83 3.91
1-2.c13076/1/1464 -- -- -- 0.65 4.74 0.68 0.83 0.35 1.23 3.46 0.41 1.9 14.16 23.17 7.83
2-3.c34489/1/2472 PREDICTED: myoferlin isoform X3 [Xenopus (Silurana) tropicalis]847141448 XP_012821276.1 0 0.97 0 1.28 0.81 0 1.36 0.37 0 0 0 0
1-2.c18725/2/1523 PREDICTED: cytosolic 5'-nucleotidase 1A [Xenopus (Silurana) tropicalis]301624828 XP_002941700.1 11.79 1.21 6.47 25.58 22.34 6.9 13.39 9.63 12.5 2.68 6.04 5.19
2-3.c21510/1/2540 Nek2A [Xenopus laevis] 4760557 BAA77339.1 0 0.14 0 0 1.05 2.09 0 1.23 0 0 0 0
2-3.c42098/1/2682 PREDICTED: calcium uniporter protein, mitochondrial-like, partial [Xenopus (Silurana) tropicalis]847175711 XP_004920488.2 25.01 22.45 23.27 17.69 20.13 27.09 12.45 14.16 14.11 3.5 4.29 8.63
2-3.c25484/4/2544 RNA helicase II/Gu [Xenopus laevis]>gi|82247068|sp|Q9DF35.2|DD21A_XENLA RecName: Full=Nucleolar RNA helicase 2-A; AltName: Full=DEAD box protein 21-A; AltName: Full=Gu-alpha-A; AltName: Full=Nucleolar RNA helicase Gu-A; Short=xGu-1; AltName: Full=Nucleolar RNA helicase II-A; AltName: Full=RH II/Gu-A [Xenopus laevis]>gi|16975508|gb|AAG22819.2|AF302423_1 RNA helicase II/Gu [Xenopus laevis]147899364 NP_001082035.1 16.34 261.89 50.69 0.02 0.68 73.67 44.37 54.09 56.06 0 0 0
2-3.c62711/5/2197 ATP-binding cassette sub-family F member 1 [Xenopus laevis]>gi|51703659|gb|AAH81034.1| MGC81714 protein [Xenopus laevis]148226825 NP_001087643.1 0 0.16 16.24 22.28 0.14 0.06 22.55 19.37 15.16 0 0 0
1-2.c20946/1/1362 -- -- -- 0 0.69 24.7 30.71 0 0.14 45.47 28.9 19.33 0 0 0
2-3.c36559/1/2016.1-- -- -- 134.01 13.29 776.57 284.44 674.28 24.82 1306.57 1788.63 1198.09 22.36 21.22 26.28
1-2.c13270/1/1732 RecName: Full=Large proline-rich protein bag6; AltName: Full=BCL2-associated athanogene 6; AltName: Full=HLA-B-associated transcript 3>gi|134023811|gb|AAI35336.1| bat3 protein [Xenopus (Silurana) tropicalis]317374854 A4IH17.1 0 0 10.53 14.48 0 0 13.53 14.03 14.17 0 0 0
3-6.c9618/1/5618 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 1.97 0.22 20.25 10.61 8.56 0.06 23.81 13.03 16.14 0.54 0.23 0.04
1-2.c32537/27/1410periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 54.1 0 38.17 88.45 21.88 0 84.8 77.69 126.87 5.56 0 0
3-6.c9552/1/4253.1 myosin-binding protein C, cardiac-type [Xenopus (Silurana) tropicalis]>gi|160773834|gb|AAI55457.1| mybpc3 protein [Xenopus (Silurana) tropicalis]163915017 NP_001106379.1 63.23 2.21 97.85 211.78 138.55 0 147.26 102.2 186.53 0.88 0.24 9.23
1-2.c1981/40/1644 PREDICTED: 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]847152594 XP_012823253.1 0 21.68 10.46 11.49 0.22 0 10.81 8.03 9.47 0 0 0
3-6.c17820/2/3854 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 1.01 0.06 9.24 5.7 3.2 0.07 12.48 8.18 8.83 0.01 0.07 0.46
2-3.c20612/1/2325 abhydrolase domain-containing protein 16A [Xenopus (Silurana) tropicalis]>gi|89266803|emb|CAJ83993.1| HLA-B associated transcript 5 [Xenopus (Silurana) tropicalis]349501031 NP_001006774.2 0.12 0 3.52 3.35 0.07 0.08 4.71 5.09 6.07 0 0 0
2-3.c35777/1/2117.1-- -- -- 0.79 86.91 0.65 0.45 0.66 26.77 0.85 0.17 0.96 121.57 51.14 135.76
1-2.c7335/1/1871 PREDICTED: reticulon-4 isoform X7 [Xenopus (Silurana) tropicalis]847127971 XP_012818543.1 0 8.25 0 0 0 7.7 0 0 0 12.18 18.12 14.46
3-6.c19096/10/2961PREDICTED: myosin-binding protein C, cardiac-type-like [Alligator mississippiensis]564233250 XP_006260993.1 130.77 3.9 241.13 247.47 119.81 0 201.39 133.05 167.88 9 5.22 7.3
3-6.c16742/1/2778 PREDICTED: myosin-binding protein C, cardiac-type [Chaetura pelagica]701407466 XP_009997829.1 82.24 0.02 38.86 157.98 83.39 0 148.81 80.66 187.8 6.27 0 11.09
1-2.c52068/1/1916 PREDICTED: lymphocyte antigen 6A-2/6E-1-like [Xenopus (Silurana) tropicalis]301620254 XP_002939497.1 0 0.84 9.55 15.48 0 0.38 18.01 10.93 17.88 0.71 0 0.23
1-2.c42924/2/1448 PREDICTED: 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]847152594 XP_012823253.1 0.2 13.17 5.06 8.58 0.13 0 9.18 6.66 8.27 0 0 0
2-3.c35753/1/2219 -- -- -- 3.25 0 16.92 8.72 1.18 0 4.78 8.59 7.54 0 0 0.16
2-3.c50575/1/2194.1nitrogen fixation cluster-like [Xenopus laevis]>gi|32450375|gb|AAH53823.1| Nifu-pending protein [Xenopus laevis]147903789 NP_001080701.1 23.24 0.42 44.11 0.22 36.76 24.09 18.8 16.64 13.28 1.43 0 0
2-3.c13340/1/2000 PREDICTED: valine--tRNA ligase [Xenopus (Silurana) tropicalis]>gi|512859730|ref|XP_004916968.1| PREDICTED: valine--tRNA ligase [Xenopus (Silurana) tropicalis]>gi|512859734|ref|XP_004916969.1| PREDICTED: valine--tRNA ligase [Xenopus (Silurana) tropicalis]>gi|512859738|ref|XP_004916970.1| PREDICTED: valine--tRNA ligase [Xenopus (Silurana) tropicalis]512859726 XP_002939512.2 0.05 0 3.69 3.89 0.04 0.01 9.03 4.38 3.02 0 0 0
2-3.c16992/1/1989 PREDICTED: lymphocyte antigen 6A-2/6E-1-like [Xenopus (Silurana) tropicalis]301620254 XP_002939497.1 17.52 53.92 9.34 8.43 32.88 140.84 14.73 4.22 8.97 466.67 597.46 570.38
2-3.c7869/1/2116 -- -- -- 11.22 0.05 0.04 0.1 14.85 110.29 0.12 0.05 0.18 23.12 19.37 17.62
2-3.c1891/31/2009 kelch-like protein 41 [Xenopus (Silurana) tropicalis]>gi|38648955|gb|AAH63333.1| kelch repeat and BTB (POZ) domain containing 10 [Xenopus (Silurana) tropicalis]45361273 NP_989214.1 50.87 136.44 117.72 39.89 69.76 328.6 57.67 59.29 84.6 2.09 8.09 2.67
2-3.c33847/3/2274 -- -- -- 2.94 5.09 6.96 3.63 5.74 47.04 3.81 4.18 6.05 0.09 0 0
1-2.c29294/1/1849 PREDICTED: tropoelastin 2 isoform X6 [Xenopus (Silurana) tropicalis]847162855 XP_012825652.1 186.5 1.72 80.1 157.23 42.1 0.39 174.4 288.63 212.35 21.7 4.32 19.68
2-3.c6342/1/2749 PREDICTED: ankyrin repeat and SOCS box protein 14 [Xenopus (Silurana) tropicalis]512839176 XP_002935095.2 37.23 3.03 13.37 13.78 21.54 0.65 13.25 25.4 22.89 0.88 1.6 0.97
1-2.c20717/1/1367 chaperonin containing TCP1, subunit 2 (beta) [Xenopus laevis]>gi|27503862|gb|AAH42347.1| Cct2-prov protein [Xenopus laevis]148232533 NP_001080388.1 480.04 25.92 2514.53 823.93 1767.23 52.94 505.84 768.69 498.63 49.29 7.49 66.87
1-2.c20014/5/1404 PREDICTED: creatine kinase B-type isoform X1 [Xenopus (Silurana) tropicalis]>gi|847154916|ref|XP_012823988.1| PREDICTED: creatine kinase B-type isoform X1 [Xenopus (Silurana) tropicalis]847154911 XP_012823987.1 12.78 6.9 23.99 28.49 18.19 0.39 49.14 39.84 20.15 3.82 0 1.55
2-3.c9170/2/2393 LOC446249 protein, partial [Xenopus laevis]50418068 AAH78090.1 9 0.66 0.1 0 3.43 4.25 5.42 12.17 8.7 0 0 0.34
1-2.c7655/1/1844 -- -- -- 12.27 0.59 38.15 34.77 7.98 0.27 17.7 34.27 27.83 3 0.85 0.5
1-2.c33303/3/1401 PREDICTED: valine--tRNA ligase [Xenopus (Silurana) tropicalis]>gi|512859730|ref|XP_004916968.1| PREDICTED: valine--tRNA ligase [Xenopus (Silurana) tropicalis]>gi|512859734|ref|XP_004916969.1| PREDICTED: valine--tRNA ligase [Xenopus (Silurana) tropicalis]>gi|512859738|ref|XP_004916970.1| PREDICTED: valine--tRNA ligase [Xenopus (Silurana) tropicalis]512859726 XP_002939512.2 0.11 0 4.53 3.67 0 0 9.29 4.97 4.57 0 0 0
3-6.c16111/1/4289 myosin-binding protein C, cardiac-type [Gallus gallus]767806579 NP_990447.2 15.86 0 39.21 14.65 12.99 0 12.22 10.47 12.98 0 0 1.72
1-2.c17930/1/1384 plasminogen activator inhibitor 1 RNA-binding protein isoform 1 [Xenopus (Silurana) tropicalis]>gi|45708914|gb|AAH67912.1| SERPINE1 mRNA binding protein 1 [Xenopus (Silurana) tropicalis]47575766 NP_001001227.1 0 219.29 136.15 0.01 105.77 116.87 74.68 95.61 158.46 0.96 0 19.08
3-6.c8043/1/2777.1 uncharacterized protein LOC100170419 [Xenopus (Silurana) tropicalis]>gi|847162731|ref|XP_012825613.1| PREDICTED: uncharacterized protein LOC100170419 isoform X1 [Xenopus (Silurana) tropicalis]>gi|187469756|gb|AAI66956.1| LOC100170419 protein [Xenopus (Silurana) tropicalis]194332743 NP_001123669.1 811.39 41.64 3809.8 1711.11 3050.95 72.73 3310.86 5812.12 3318.67 155.18 55.94 136.71



1-2.c25247/1/1321 RecName: Full=Large proline-rich protein bag6; AltName: Full=BCL2-associated athanogene 6; AltName: Full=HLA-B-associated transcript 3>gi|134023811|gb|AAI35336.1| bat3 protein [Xenopus (Silurana) tropicalis]317374854 A4IH17.1 11.58 12.14 0 0 1.51 11.52 2.27 0 0 48.03 68.17 46.53
3-6.c17084/1/7453 myosin-binding protein C, cardiac-type [Gallus gallus]767806579 NP_990447.2 26.82 0.57 0.44 51.54 33.27 4.35 68.81 38.13 72.92 5.07 4.53 4.38
1-2.c31108/1/1528 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 275.41 6.97 408.64 229.4 293.81 0.93 337.82 352.98 353.89 20.35 19.19 45.74
1-2.c20658/2/1592 -- -- -- 0 13.18 0.64 43.04 3.5 0 10.99 8.45 27.18 0 0 0
3-6.c3344/2/3579 PREDICTED: myosin-4-like [Xenopus (Silurana) tropicalis]301611451 XP_002935254.1 163.81 5.89 227.26 127.92 165.26 1.33 243.04 246.22 224.81 12.12 18.77 30.92
1-2.c48927/1/1618.1uncharacterized protein LOC100170419 [Xenopus (Silurana) tropicalis]>gi|847162731|ref|XP_012825613.1| PREDICTED: uncharacterized protein LOC100170419 isoform X1 [Xenopus (Silurana) tropicalis]>gi|187469756|gb|AAI66956.1| LOC100170419 protein [Xenopus (Silurana) tropicalis]194332743 NP_001123669.1 1589.89 56.96 9491.02 3491.42 5942.57 93.13 2876.26 5086.85 3116.36 189.16 25.39 265.38
2-3.c51093/3/2154.1PREDICTED: beta-enolase [Anolis carolinensis]637381761 XP_008123931.1 1073.05 66.64 2429.69 4350.59 2514.65 638.64 1872.93 1860.06 3596.95 234.32 12.63 361.6
3-6.c15132/1/2685 PREDICTED: myosin-4-like [Xenopus (Silurana) tropicalis]301611451 XP_002935254.1 1.64 0.26 16.6 10 6.79 0 13.3 6.78 7.39 0.44 0.44 0.37
1-2.c48018/53/1468PREDICTED: beta-enolase [Anolis carolinensis]637381761 XP_008123931.1 140.16 0 22.06 90.19 58.17 18.3 431.92 242.14 218.92 53.03 32.88 0.2
2-3.c26384/1/2382.1PREDICTED: ankyrin repeat and SOCS box protein 14 [Xenopus (Silurana) tropicalis]512839176 XP_002935095.2 8 2.07 2.45 3.69 4.43 0 4.06 4.75 7.76 0 0 0.28
1-2.c40274/1/1440 -- -- -- 0 5.63 3.18 1.56 0 0 0 0 0 13.16 15.91 6
2-3.c13240/1/2285 myosin, heavy chain 2, skeletal muscle, adult [Xenopus (Silurana) tropicalis]>gi|50368680|gb|AAH76678.1| myosin, heavy polypeptide 13, skeletal muscle [Xenopus (Silurana) tropicalis]55742222 NP_001006805.1 17.78 0.63 25.99 12.1 21.05 0.22 29.9 36.01 21.97 1.51 2.28 2.94
2-3.c24309/1/2344 -- -- -- 1.27 64.39 2.21 1.16 0.55 19.51 0.35 0.75 1.43 38.56 31.54 60.53
1-2.c50845/5/1507 -- -- -- 15.76 4.95 21.26 93.46 42.83 4.98 82.1 64.86 71.27 9.84 0 7.28
2-3.c17603/1/2111 abhydrolase domain-containing protein 16A [Xenopus (Silurana) tropicalis]>gi|89266803|emb|CAJ83993.1| HLA-B associated transcript 5 [Xenopus (Silurana) tropicalis]349501031 NP_001006774.2 0 0 3.81 5.84 0.02 0 3.01 3.23 3.33 0 0 0
2-3.c9545/1/2343.2 -- -- -- 48.73 10.5 5.84 7.33 0 0 0 0 0.12 36.33 30.48 12.84
1-2.c35180/1/7192.3uncharacterized protein LOC100170419 [Xenopus (Silurana) tropicalis]>gi|847162731|ref|XP_012825613.1| PREDICTED: uncharacterized protein LOC100170419 isoform X1 [Xenopus (Silurana) tropicalis]>gi|187469756|gb|AAI66956.1| LOC100170419 protein [Xenopus (Silurana) tropicalis]194332743 NP_001123669.1 3719.61 149.71 17741.66 7230.35 12951.88 229.82 6655.07 10108.39 5762 709.5 127.96 678.45
3-6.c13888/1/2922.1PREDICTED: myosin-binding protein C, cardiac-type [Meleagris gallopavo]733889284 XP_010709734.1 47.33 0 58.07 148.22 59.79 0 116.93 62.97 120.7 5.69 4.46 16.67
1-2.c12422/1/1659 -- -- -- 3.06 20.99 31.07 17.76 24.77 106.5 53.14 18.94 34.69 2.95 0.68 3.33
3-6.c2723/1/3922 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0.27 0 3.45 1.18 0.74 0 3.48 1.56 1.3 0 0 0.06
1-2.c18770/1/1544 Unknown (protein for MGC:197115) [Xenopus laevis]213626057 AAI70388.1 46.02 0 45.97 63.79 16.63 0 23.67 25.77 37.59 3.56 0 2.6
2-3.c17128/1/2579 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 158.54 61.85 92.26 40.97 67.32 8.62 58.63 71.68 55.98 7.18 11.48 2.49
2-3.c54300/1/2079.1probable C->U-editing enzyme APOBEC-2 [Xenopus (Silurana) tropicalis]>gi|49523039|gb|AAH75459.1| apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 2 [Xenopus (Silurana) tropicalis]55741924 NP_001006722.1 38.82 61.75 80.95 35.88 50.39 267.75 31.3 41.57 50.88 3.33 2.99 3.41
2-3.c27739/1/1741 breast cancer anti-estrogen resistance protein 3 homolog [Xenopus laevis]>gi|82184840|sp|Q6INP9.1|BCAR3_XENLA RecName: Full=Breast cancer anti-estrogen resistance protein 3 homolog>gi|47937646|gb|AAH72225.1| MGC81454 protein [Xenopus laevis]147906605 NP_001085199.1 2.35 2.59 0 0 2.77 1.13 3.05 4.85 2.1 0 0 0
3-6.c3860/2/4633 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 1.44 0 5.28 1.73 2.39 0 3.27 4.48 3.5 0.16 0 0.39
3-6.c3365/2/3324 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 11.8 161.14 43.36 39.17 41.65 315.78 46.06 31.92 50.46 5.99 3.6 3.85
2-3.c20093/1/1862 PREDICTED: lymphocyte antigen 6A-2/6E-1-like [Xenopus (Silurana) tropicalis]301620254 XP_002939497.1 0.11 0 3.3 6.96 0 0 9.4 3.63 5.91 0.32 0 0.18
1-2.c3756/7/1301 APG4A protein [Xenopus laevis]213626921 AAI70397.1 12.64 1.78 3.48 1.29 11.22 0.16 4.15 4.06 7.02 0 0 0
2-3.c24303/1/2299.2PREDICTED: beta-enolase [Anolis carolinensis]637381761 XP_008123931.1 297.14 25.9 869.63 1540.29 876.68 182.03 761.25 586.06 1184.84 135.2 34.09 116.47
1-2.c45413/1/1426 mitochondrial 2-oxoglutarate/malate carrier protein [Xenopus (Silurana) tropicalis]>gi|62205006|gb|AAH93472.1| MGC97830 protein [Xenopus (Silurana) tropicalis]71895777 NP_001025683.1 126.01 35.02 140.03 151.66 73.17 23.96 46.04 83.39 82.77 5.92 4.17 11.84
3-6.c3464/2/3022 PREDICTED: collagen alpha-3(VI) chain isoform X2 [Xenopus (Silurana) tropicalis]847166754 XP_012826675.1 3.75 52.7 8.23 5.39 0 17.95 1.67 4.19 2.62 0 0.12 0
2-3.c7871/6/2737 PREDICTED: CD99 antigen-like isoform X2 [Xenopus (Silurana) tropicalis]301623490 XP_002941048.1 12.81 0 0 8.94 0 0 9.38 13.48 11.34 0 0 2.39
1-2.c16487/6/1579 -- -- -- 0 0 0 0 0 4.72 0 0 0 9.01 11.55 5.76
2-3.c10107/21/2517Unknown (protein for IMAGE:7852980) [Xenopus (Silurana) tropicalis]197246230 AAI68800.1 325.06 6.02 230.65 493.05 307.98 29.68 181.81 262.7 316.14 18.71 14.78 55.95
1-2.c18043/3/1368 PREDICTED: complement component 1 Q subcomponent-binding protein, mitochondrial [Xenopus (Silurana) tropicalis]512820694 XP_002936868.2 6.46 0 0 0 6.17 0 10.74 8.01 4.41 0 0 0.46
2-3.c25818/1/2190.1PREDICTED: collagen alpha-1(XXII) chain-like isoform X2 [Xenopus (Silurana) tropicalis]847138882 XP_012820866.1 13.32 0.49 29.96 29 5.58 0 17.46 31.85 25.63 3.46 0.2 1.52
2-3.c36786/1/2098.1uncharacterized protein LOC100036938 [Xenopus laevis]>gi|120538018|gb|AAI29691.1| LOC100036938 protein [Xenopus laevis]148232016 NP_001091177.1 380.96 12.62 82.59 291.34 298.11 28.71 161.1 305.04 344.83 0.01 103.79 2.77
1-2.c21168/1/1364 LOC100037225 protein [Xenopus laevis]125858810 AAI29772.1 77.37 81.54 116.02 76.96 23.39 20.13 40.92 84.02 58.49 5.52 2.41 3.47
1-2.c1846/27/1308 PREDICTED: tenomodulin [Xenopus (Silurana) tropicalis]847171214 XP_012809016.1 46.74 172.8 65.57 24.49 20.02 101.73 21.85 31.88 31.56 2.33 3.9 1.72
1-2.c48429/1/1775 PREDICTED: myosin-binding protein C, cardiac-type [Ficedula albicollis]524998837 XP_005047173.1 78.86 0 26.47 151.89 82.64 0 92.12 60.18 133.48 18.63 5.45 9.76
1-2.c18849/1/1796 phosphatidylethanolamine binding protein 1 [Xenopus laevis]>gi|49118094|gb|AAH73043.1| MGC82659 protein [Xenopus laevis]148232176 NP_001085626.1 0.14 1.86 1.36 0 1.4 4.67 3.64 1.85 3.9 0 0 0
2-3.c22369/1/2361.1PREDICTED: mRNA-decapping enzyme 1B isoform X1 [Xenopus (Silurana) tropicalis]512826563 XP_002938149.2 0 0 0 4.08 0 0.56 0 0 0 4.76 12.29 5.5
2-3.c36559/1/2016.2uncharacterized protein LOC100170419 [Xenopus (Silurana) tropicalis]>gi|847162731|ref|XP_012825613.1| PREDICTED: uncharacterized protein LOC100170419 isoform X1 [Xenopus (Silurana) tropicalis]>gi|187469756|gb|AAI66956.1| LOC100170419 protein [Xenopus (Silurana) tropicalis]194332743 NP_001123669.1 793.38 47.57 4469.58 1495.21 2854.04 73.99 2694.28 5840.58 2881.9 59.21 20.36 90.88
2-3.c39771/1/2258 -- -- -- 0.65 0 0 2.76 0 0 0 0 0 6.7 2.03 6.48
3-6.c13952/1/5500.2PREDICTED: myosin, heavy chain 7, cardiac muscle, beta isoform X1 [Xenopus (Silurana) tropicalis]847172850 XP_012809631.1 32.06 4229.42 30.68 35.28 27.17 24866.5 29.21 19.58 26.62 4.86 3.38 0.56
1-2.c29423/2/1350 -- -- -- 2 0 0 0 0 10.68 0 0 0.51 31.73 39.02 12.23
1-2.c22130/1/1428 -- -- -- 0 0 2.45 2.95 0 0 4.58 3.43 3.88 0 0 0
1-2.c4006/1/1598 PREDICTED: nebulin isoform X9 [Xenopus (Silurana) tropicalis]847166508 XP_012826615.1 50.43 26.36 4.33 64.49 0 0 24.23 15.41 29.38 1.84 0.9 3.27
2-3.c54140/1/2109 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 824.62 26.86 884.1 804.22 701.34 6.04 1045.01 1111.32 944.94 133.92 133.74 161.83
1-2.c52026/3/1548 -- -- -- 21.36 72.74 34.59 22.57 12.39 68.07 21.17 31.97 31.19 5.91 1.33 1.53
2-3.c36849/1/2078 PREDICTED: target of Nesh-SH3 isoform X1 [Xenopus (Silurana) tropicalis]847100396 XP_012812555.1 3.79 20.24 4.34 4.53 4.03 30.75 3.46 4.74 5.97 0 0.24 0.21
2-3.c42999/1/2072 nicotinamide nucleotide transhydrogenase [Xenopus laevis]>gi|51703526|gb|AAH81117.1| MGC83563 protein [Xenopus laevis]148231869 NP_001087704.1 37.76 29.97 0.38 58.81 0.47 0.19 25.56 51.04 24.97 2.35 0.36 0
2-3.c50513/2/2030 myosin heavy chain, partial [Rana catesbeiana]4249697 AAD13770.1 0 0.32 12.89 4.77 4.82 0.09 9.44 2.7 5.05 0.47 0 0
3-6.c5852/1/3083 claudin 4 [Bufo japonicus]>gi|407031624|gb|AFS68372.1| claudin 4 [Bufo japonicus]407031622 AFS68371.1 19.09 4.96 0 17.52 0 0 20.82 24.89 12.23 0 0 5.93
2-3.c36986/3/2484 PREDICTED: collagen alpha-1(XI) chain isoform X4 [Chelonia mydas]591360730 XP_007055283.1 4.76 49.33 9.29 4.01 4.87 28.25 3.11 5.12 7.34 0 0 0.71
2-3.c34195/1/2653.1PREDICTED: G0/G1 switch protein 2 [Pterocles gutturalis]>gi|678137549|gb|KFV06721.1| G0/G1 switch protein 2 [Pterocles gutturalis]704472928 XP_010071575.1 4.82 30.19 6.25 18.76 14.17 29.66 9.21 5.03 8.09 225.84 218.83 242.59
3-6.c16458/1/6542 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 2.15 0 9.17 5.51 4.8 0 9.26 5.81 5.19 0.46 1.29 0.18
2-3.c6649/1/1974 solute carrier family 41, member 3 [Xenopus laevis]>gi|49114958|gb|AAH72818.1| MGC80162 protein [Xenopus laevis]147907304 NP_001085474.1 35.69 51.07 55.37 26.46 34.22 122.96 49.8 36.55 56.11 7.27 6.28 4.45



3-6.c18298/1/3309 calpain 1, large subunit [Xenopus (Silurana) tropicalis]>gi|51704019|gb|AAH80987.1| CAPN2 protein [Xenopus (Silurana) tropicalis]61889135 NP_001013631.1 9.28 0.63 3.62 0.72 8.44 6.03 2.79 6.33 5.89 0.68 0 0.38
2-3.c19688/1/2393.1isovaleryl-CoA dehydrogenase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|56788857|gb|AAH88561.1| isovaleryl Coenzyme A dehydrogenase [Xenopus (Silurana) tropicalis]58332612 NP_001011380.1 23.37 8.86 11.14 8.35 0.66 3.2 11.1 9.63 13.42 0 3 0
1-2.c25617/1/1485 -- -- -- 0 3.09 0.22 0.43 0.39 3.3 0.25 0 0.74 18.81 20.3 18.88
1-2.c50742/1/1284 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 28.17 0 0.13 36.71 4.77 0 28.6 33.62 29.92 0.96 4.21 4.81
2-3.c32515/1/2162 PREDICTED: H/ACA ribonucleoprotein complex subunit 4 [Python bivittatus]602655291 XP_007433395.1 16.93 0.41 14.13 0 12.32 29.89 14.19 15.4 11.74 1.88 2.91 0
1-2.c17584/1/1489 PREDICTED: tropoelastin 2 isoform X4 [Xenopus (Silurana) tropicalis]847162847 XP_012825650.1 168.73 3.63 71.73 96.93 56.63 1.01 176.95 252.61 185.74 33.72 30.53 29.83
1-2.c48185/2/1779 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 923.63 27.09 983.84 1013.07 816.66 7.54 1399.17 1326.36 1163.81 206.48 196.08 206.34
2-3.c62798/10/2219PREDICTED: integrin beta-like protein 1 [Xenopus (Silurana) tropicalis]512821557 XP_002937131.2 8.75 0 8.71 0.5 3.51 0 3.56 4.88 4.77 0.38 0.22 0
1-2.c13485/3/1428 -- -- -- 12.02 2.29 0 3.34 0 9.62 3.76 9.38 11.6 1.14 0 0
1-2.c37153/7/1450 -- -- -- 6.84 50.48 7.94 1.17 4.01 48.79 8.97 5.61 6.47 0.84 0 0
1-2.c50366/1/1808.1uncharacterized protein LOC414708 [Xenopus laevis]>gi|46329615|gb|AAH68930.1| MGC83173 protein [Xenopus laevis]147906248 NP_001084738.1 0.48 14.39 0.95 1.08 0 0 0 0 0 6.74 3.22 8.32
1-2.c8908/13/1602 PREDICTED: pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial isoform X1 [Chrysemys picta bellii]530574464 XP_005281629.1 14.82 3.43 27.86 8.2 22.73 4.29 14.92 10.13 12.21 1.4 0 1.56
1-2.c10740/6/1348 glioma tumor suppressor candidate region gene 2 [Xenopus laevis]>gi|62740123|gb|AAH94192.1| MGC115044 protein [Xenopus laevis]148228700 NP_001090022.1 79.3 124.94 66.51 82.23 0.95 0.18 90.74 75.73 65.43 0.35 0 28.21
2-3.c41897/1/2274 myosin, heavy chain 2, skeletal muscle, adult [Xenopus (Silurana) tropicalis]>gi|50368680|gb|AAH76678.1| myosin, heavy polypeptide 13, skeletal muscle [Xenopus (Silurana) tropicalis]55742222 NP_001006805.1 12.17 6.39 8.42 2.7 6.99 1.29 5.66 7.35 2.85 0.38 0.54 0
1-2.c19900/1/1332 ectonucleotide pyrophosphatase/phosphodiesterase 2 [Xenopus laevis]>gi|83405199|gb|AAI10925.1| MGC132047 protein [Xenopus laevis]147901695 NP_001090160.1 1.5 35.65 0 0.08 0 8.58 1.32 0 1.33 39.55 24.96 34.92
3-6.c15820/1/2998 PREDICTED: myomegalin-like [Jaculus jaculus]847014351 XP_012804350.1 17.05 30.46 21.62 9.37 23.59 57.5 15.04 22.6 12.13 2.9 1.66 2.03
2-3.c45527/1/2271 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 1.88 0 8.46 7.68 7.92 0 5.84 8.44 7.47 0.43 0.59 0.74
1-2.c13297/4/1763 PREDICTED: chordin-like protein 1 isoform X1 [Xenopus (Silurana) tropicalis]847153124 XP_012823425.1 13.32 1.35 16.27 4.64 11.3 1.54 7.99 5.5 7.1 0.02 1.23 0
2-3.c11963/1/2084 -- -- -- 0 0 0 0.04 3.13 3.53 3.15 4 3.86 0 0.43 0
1-2.c34152/1/1435 LOC100101331 protein [Xenopus laevis]148921625 AAI46634.1 6.06 0.01 5.82 0 0.32 0.46 0 0 0 8.77 4.69 7.81
2-3.c19423/1/6971.1PREDICTED: beta-enolase [Anolis carolinensis]637381761 XP_008123931.1 775.67 71.59 1492.86 3194.74 1659.55 453.69 1279.76 1126.69 2261.9 299.76 117.16 325.19
3-6.c19043/1/2909 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0.98 0.37 4.91 2.29 1.75 0 5.21 2.59 1.86 0.19 0 0.2
2-3.c55363/1/2084 -- -- -- 2.98 5.97 5.02 0 2.9 5.81 2.37 2.32 4.12 0.14 0 0
3-6.c18354/1/3309 PREDICTED: myozenin-2 isoform X1 [Xenopus (Silurana) tropicalis]847087249 XP_012816756.1 15.39 29.16 25.28 10.41 12.96 40.92 19.05 20.58 18.77 3.88 1.94 2.62
2-3.c5846/1/2071 PREDICTED: protein Wnt-5a isoform X1 [Dasypus novemcinctus]821108369 XP_012379370.1 0.2 0.02 0 0 0 0.99 0 0 0 3.93 2.92 6.94
1-2.c7623/1/1812 -- -- -- 0 0 2.81 5.07 0 0 2.78 2.64 4.15 0.1 0 0
2-3.c33743/1/2566 -- -- -- 0 0 0 1.25 0 0.22 0.01 0 0 3.83 2.75 4.09
2-3.c9413/1/1914 PREDICTED: tropoelastin 2 isoform X2 [Xenopus (Silurana) tropicalis]847162839 XP_012825648.1 49.39 4.05 43.77 99.91 9.97 0.75 71.95 85.19 110.08 6.56 3.22 29.09
1-2.c17576/1/1462 PREDICTED: LOW QUALITY PROTEIN: RNA-directed DNA polymerase from mobile element jockey-like, partial [Cuculus canorus]696973019 XP_009556368.1 0 0 0.08 5.57 4.05 0 0.01 0 0 35.38 30.37 25.36
2-3.c51195/2/2196 PREDICTED: glycogen debranching enzyme isoform X1 [Xenopus (Silurana) tropicalis]>gi|847125944|ref|XP_012817925.1| PREDICTED: glycogen debranching enzyme isoform X1 [Xenopus (Silurana) tropicalis]>gi|847125946|ref|XP_012817926.1| PREDICTED: glycogen debranching enzyme isoform X1 [Xenopus (Silurana) tropicalis]>gi|847125949|ref|XP_012817927.1| PREDICTED: glycogen debranching enzyme isoform X1 [Xenopus (Silurana) tropicalis]847125942 XP_012817924.1 27.27 2.06 18.7 57.86 34.38 8.89 29.2 29.82 60.81 6.33 4.6 5.75
3-6.c15947/1/3380.2myosin, heavy chain 2, skeletal muscle, adult [Xenopus (Silurana) tropicalis]>gi|50368680|gb|AAH76678.1| myosin, heavy polypeptide 13, skeletal muscle [Xenopus (Silurana) tropicalis]55742222 NP_001006805.1 64.29 34.14 33.34 13.42 26.32 2.24 18.56 33.66 15.09 1.92 0 0.21
2-3.c55224/1/2053 PREDICTED: glucocorticoid receptor isoform X1 [Xenopus (Silurana) tropicalis]>gi|847109996|ref|XP_012814528.1| PREDICTED: glucocorticoid receptor isoform X1 [Xenopus (Silurana) tropicalis]847109993 XP_012814527.1 2.36 3.22 2.64 0.84 0 3.03 3.6 1.71 1.7 0 0 0
2-3.c60141/1/2047 MGC84135 protein precursor [Xenopus laevis]>gi|49256257|gb|AAH74313.1| MGC84135 protein [Xenopus laevis]148228231 NP_001086195.1 0 0.69 0 0 1.24 5.52 0 0 1.45 22.34 22.49 10.77
2-3.c59709/1/2634.1uncharacterized protein LOC100036845 precursor [Xenopus laevis]>gi|120538599|gb|AAI29065.1| LOC100036845 protein [Xenopus laevis]147905311 NP_001090602.1 0.11 2.37 0 0 2.48 3.27 0 0.32 0 6.12 10.65 17.08
2-3.c20067/2/2196 PREDICTED: collagen alpha-1(XI) chain-like, partial [Nestor notabilis]701292594 XP_010022192.1 9.08 191.84 22.02 10.03 16.35 113.54 16.49 26.26 24.81 8.69 0 1.04
3-6.c12471/173/3779RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 905.22 371.15 591.84 519.54 696.89 642.54 1345.42 860.84 978.31 64.09 0 421.88
1-2.c1272/230/1630uncharacterized protein LOC100036938 [Xenopus laevis]>gi|120538018|gb|AAI29691.1| LOC100036938 protein [Xenopus laevis]148232016 NP_001091177.1 1073.96 32.41 119.87 566.2 477.44 45.17 1186.48 775.36 705.34 134.53 282.93 77.8
1-2.c20135/1/1549 PREDICTED: myosin-3-like isoform X2 [Xenopus (Silurana) tropicalis]847172866 XP_012809639.1 2.15 477.2 2.58 3.27 2.49 2904.74 3.45 2.35 4.26 0.04 0 0
3-6.c13190/2/3804 RecName: Full=Alcohol dehydrogenase 1; AltName: Full=Alcohol dehydrogenase, major [Pelophylax perezi]113364 P22797.1 7.47 33.41 16.55 3.21 6.17 26.46 2.03 3.75 3.73 0.37 0 0.3
1-2.c13194/1/1379 epiphycan precursor [Xenopus (Silurana) tropicalis]>gi|847109199|ref|XP_012814253.1| PREDICTED: epiphycan isoform X1 [Xenopus (Silurana) tropicalis]>gi|847109202|ref|XP_012814254.1| PREDICTED: epiphycan isoform X1 [Xenopus (Silurana) tropicalis]>gi|847109205|ref|XP_012814255.1| PREDICTED: epiphycan isoform X1 [Xenopus (Silurana) tropicalis]>gi|49522049|gb|AAH74612.1| dermatan sulfate proteoglycan 3 [Xenopus (Silurana) tropicalis]54020763 NP_001005627.1 5.25 18.24 18.74 14.52 2.86 2.09 7.94 20.31 14 1.18 0.49 0.28
2-3.c39649/1/2357.1myosin heavy chain, partial [Rana catesbeiana]4249697 AAD13770.1 56.73 4.86 763.91 469.41 243.54 6.45 924.67 238.3 344.31 4.43 6.61 4.16
1-2.c16610/3/1383 -- -- -- 1.04 1.52 0 1.17 0 0 0 0 0 9.06 4.42 10.12
1-2.c30525/1/1433 myosin heavy chain, partial [Rana catesbeiana]4249695 AAD13769.1 62.53 0.95 78.09 92.62 60.86 0.42 156.09 118.72 117.27 19.41 26.01 20.39
1-2.c49882/1/1439 -- -- -- 15.42 0.32 38.31 32.64 10.72 0.4 28.14 35.77 39.53 7.19 5.4 2.4
1-2.c28080/1/3919.2glyceraldehyde-3-phosphate dehydrogenase [Polypedates maculatus]>gi|358029473|gb|AEU04529.1| glyceraldehyde-3-phosphate dehydrogenase [Polypedates maculatus]300679438 ADK27487.1 24689.39 1262.15 19346.98 20729.1 26959.91 3442.12 15946.37 20298.43 23019.78 2990.8 1041.54 5625.32
1-2.c52493/1/1209 myosin heavy chain, partial [Rana catesbeiana]4249703 AAD13773.1 34.55 4977.22 31.49 46.69 34.37 29892.13 34.22 21.69 27.92 7.25 2.6 0.64
2-3.c29621/1/4590.1PREDICTED: uncharacterized protein LOC100170549 isoform X1 [Xenopus (Silurana) tropicalis]847117050 XP_012816120.1 0 1.13 0 1.74 0.41 0.03 0 0.43 0 7.38 12.02 10.73
3-6.c16357/3/3055 LIM domain binding 3 [Xenopus laevis]>gi|27769393|gb|AAH42340.1| Ldb3-prov protein [Xenopus laevis]147903867 NP_001080237.1 1.98 10.76 17.31 15.25 23.46 92.06 34.28 17.06 19.79 1.44 0.2 7.84
3-6.c6802/2/3280 PREDICTED: DDB1- and CUL4-associated factor 5 [Xenopus (Silurana) tropicalis]512862186 XP_002935378.2 7.22 9.68 1.14 4.36 5.05 0.7 6.51 3.37 7.69 0.32 0.35 1.01
1-2.c51337/6/1392 PREDICTED: pyruvate kinase PKM isoform X2 [Alligator mississippiensis]564240659 XP_006277159.1 231.32 0 329.54 400.08 292 0 269.39 304.27 422.81 73.5 0 91.56
2-3.c49297/1/2496 solute carrier family 38, member 2 [Xenopus laevis]>gi|50417754|gb|AAH77990.1| Slc38a2-prov protein [Xenopus laevis]147900233 NP_001087075.1 3.83 6.68 4.65 4.35 25.92 0.72 8.59 2.86 7.91 0.54 0.7 0.5
1-2.c37690/6/1591 collagen, type II, alpha 1, partial [Spea bombifrons]374533626 AEZ53726.1 18.03 445.47 109.73 54.12 20.08 152.45 53.83 52.07 70.07 13.52 8.97 6.8
1-2.c45632/2/1804 PREDICTED: alpha-actinin-3 isoform X1 [Pelodiscus sinensis]558140024 XP_006118310.1 47.45 37.69 28.54 23.12 10.43 27.62 155.44 83.92 147.63 25.51 4.54 32.77
3-6.c2417/1/3782 PREDICTED: DNA-directed RNA polymerase II subunit RPB2-like [Saccoglossus kowalevskii]291241363 XP_002740582.1 1.54 1.55 1.63 0.5 0.95 0 1.43 1 0.61 0 0 0
1-2.c40213/1/1738 Phytanoyl-CoA hydroxylase-interacting protein-like, partial [Tauraco erythrolophus]678148140 KFV17291.1 0.69 4 1.01 1.49 1.06 6.56 1.09 1.24 1.55 21.92 54.13 39.61
1-2.c35594/1/9297.3PREDICTED: myosin binding protein H isoform X1 [Xenopus (Silurana) tropicalis]847128061 XP_012818576.1 48.57 29.47 0 93.81 154.24 204.73 306.69 220.07 259.38 69.77 43.74 19.14
1-2.c34119/1/1516 unnamed protein product [Oncorhynchus mykiss]642019941 CDQ95350.1 12.16 19.58 0.92 39.53 31.97 29.58 106.2 78.11 59.63 24.16 3.5 12.87
1-2.c30374/1/1204 PREDICTED: probable E3 ubiquitin-protein ligase HERC1 isoform X6 [Xenopus (Silurana) tropicalis]847147395 XP_012822331.1 0 0 0 0 0 2.13 0 0 0 19.59 24.15 3.89



2-3.c30410/1/6158.1PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 18.99 4.38 608.76 428.14 200.75 2.78 811.68 251.43 323.14 13.67 15.17 12.6
2-3.c61486/3/2434 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 11.96 0 16.68 12.97 13.49 0 9.91 9.32 7.25 1.65 0 1.22
2-3.c25467/2/2494 -- -- -- 1.43 0.11 5.06 1.89 1.32 7.72 4.33 4.25 3.08 0.35 0.12 0.24
1-2.c29603/1/1517.1troponin T [Hyla chrysoscelis] 69219560 AAZ04163.1 1184.56 155.77 2502.06 2198.22 1677.28 119.94 2669.35 2302.93 1995.19 420.4 300 553.63
1-2.c4923/1/1137 tropomyosin alpha, partial [Hyla chrysoscelis]69219511 AAZ04161.1 111.27 11.23 251.79 208.96 167.27 30.26 108.37 175.79 139.61 34.78 30.56 15.07
1-2.c24376/3/1290 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, theta polypeptide [Bufo gargarizans]89515082 ABD75373.1 42.51 66.77 24.47 66.42 0 0 65.2 18.95 48.65 0 0 11.18
2-3.c58783/1/2350.1-- -- -- 0.21 3.68 0.34 50.86 0 0.1 0.34 100.07 95.65 0 0.08 0
3-6.c17965/1/3534 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 2.95 0 5.99 5.11 4.13 0.05 4.51 6.08 4.85 0.32 1.02 0.53
1-2.c34265/1/5396.2larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 1941.06 462.95 1476.77 1202.38 772.7 216.62 1301.2 1671.4 1444.84 252.9 383.68 240.83
3-6.c15288/3/6232.2PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 2.07 0 12.67 10.39 8 0 9.62 6.84 7.64 1.69 0.18 0.29
2-3.c35770/1/2386 PREDICTED: collagen alpha-1(XI) chain isoform X2 [Chelonia mydas]591360726 XP_007055281.1 0.01 36.14 9.07 5.12 4.03 23.67 5.67 4.38 5.26 1.28 0 0
1-2.c50267/3/1430 PREDICTED: sarcalumenin isoform X2 [Xenopus (Silurana) tropicalis]512868459 XP_004918084.1 5.43 3.4 7.65 8.36 1.71 2.22 7.34 7.91 5.24 1.29 0 0
1-2.c25674/1/1296 PREDICTED: glypican-5-like isoform X2 [Xenopus (Silurana) tropicalis]301607624 XP_002933421.1 0 33.51 0 0 0 14.31 3.26 0.28 0 34.3 47.08 22.75
2-3.c41073/1/2023 PREDICTED: ubiquitin carboxyl-terminal hydrolase 25 isoform X1 [Xenopus (Silurana) tropicalis]847100581 XP_012812623.1 1.53 0 0 0.65 1.92 0 2.84 1.57 1.46 0 0 0
1-2.c20368/1/1284.1-- -- -- 0.22 0 0 0 0 13.35 0.18 0.32 0 171.89 257.6 36.11
2-3.c61166/1/2522 PREDICTED: nuclear receptor subfamily 4 group A member 1 isoform X1 [Xenopus (Silurana) tropicalis]847100804 XP_012812696.1 2.38 10.43 0.71 1.09 2.56 2.16 2.36 5.17 6.69 0 1.45 0.01
1-2.c34000/1/5930.2PREDICTED: sarcalumenin isoform X1 [Xenopus (Silurana) tropicalis]847166841 XP_012826700.1 61.89 0 34.47 17.69 84.17 0 92.9 96.32 69.99 17.97 17.18 13.99
2-3.c29850/1/2612.2-- -- -- 0 0 4.57 1.56 0 0 8.7 3.87 8.15 0 0 0
1-2.c13847/1/1263 uncharacterized protein LOC100145149 [Xenopus (Silurana) tropicalis]>gi|166796159|gb|AAI59034.1| LOC100145149 protein [Xenopus (Silurana) tropicalis]187608167 NP_001120124.1 17.32 1.7 18.21 17.78 18.18 2.61 14.45 18.68 22.04 2.03 3.19 1.44
3-6.c10833/1/3027 PREDICTED: collagen alpha-1(XI) chain isoform X2 [Chelonia mydas]591360726 XP_007055281.1 0.38 8.78 2.96 1.08 0.58 9.12 1.4 2.2 1.71 0.17 0 0
3-6.c18811/1/2977 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0.52 0 1.89 0.65 0.18 0 2.34 1.64 1.15 0 0.12 0
2-3.c42079/1/2305.1PREDICTED: tyrosine-protein phosphatase non-receptor type 13 isoform X2 [Xenopus (Silurana) tropicalis]847094360 XP_012810881.1 1.45 11.69 0.47 0 0.26 2.24 0.33 0.32 0 9.79 9.72 12.86
1-2.c6800/1/1622 nuclear export mediator factor Nemf [Cricetulus griseus]537152771 ERE72278.1 0.86 2.94 0.81 0.81 1.29 0.92 0 0 0 2.42 6.21 7.84
1-2.c35872/1/1500.1-- -- -- 0.6 6.43 0.61 75.29 0.9 0 0 157.57 143.33 0 0 0
1-2.c19159/1/1431 PREDICTED: large neutral amino acids transporter small subunit 2 [Microtus ochrogaster]532055639 XP_005370532.1 52.1 0 24.6 75.8 91.95 0 47.21 35.05 44.51 0 0 17.83
1-2.c6516/1/1608 -- -- -- 0.89 64.35 1.44 1.35 0.95 24.75 1.68 1.08 1.86 33.81 40.04 43.47
2-3.c32705/1/2033 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0.96 0 7.3 5.21 3.57 0 5.92 2.79 3.37 0.44 0 0.13
1-2.c31601/6/1344 PREDICTED: NAD(P) transhydrogenase, mitochondrial [Colius striatus]>gi|677077897|gb|KFP27814.1| hypothetical protein N325_10014 [Colius striatus]706104795 XP_010198492.1 10.89 9.91 10.32 13.6 3.87 0.29 17.23 7.74 5.79 1.84 0 0
1-2.c43348/1/1359.1PREDICTED: nuclear receptor subfamily 4 group A member 1 isoform X1 [Xenopus (Silurana) tropicalis]847100804 XP_012812696.1 35.13 177.77 39.42 17.14 110.55 19.69 21.57 28.02 51.39 6.69 3.51 4.27
2-3.c20492/1/2499 PREDICTED: general vesicular transport factor p115 isoform X4 [Xenopus (Silurana) tropicalis]512815393 XP_004911137.1 0 0 0 0 0 1.63 1.53 1.86 0.94 0 0 0
2-3.c26550/1/4673 -- -- -- 11.13 12.99 19.13 11.19 13.12 1.97 20.24 6.25 11.72 1.91 0.15 1.51
3-6.c3337/6/3018 protein unc-45 homolog B [Xenopus (Silurana) tropicalis]>gi|847099431|ref|XP_012812234.1| PREDICTED: protein unc-45 homolog B isoform X1 [Xenopus (Silurana) tropicalis]>gi|338819722|sp|D7REX8.1|UN45B_XENTR RecName: Full=Protein unc-45 homolog B; Short=Unc-45B>gi|296399284|gb|ADH10457.1| sarcomeric myosin heavy chain chaperone [Xenopus (Silurana) tropicalis]297591951 NP_001172057.1 2.73 10.39 1.14 0.15 1.17 30.67 2.03 0.37 1.32 0 0 0
1-2.c6890/1/1639 PREDICTED: dnaJ homolog subfamily B member 6 isoform X2 [Xenopus (Silurana) tropicalis]847134514 XP_012819878.1 1.92 0 2.17 3.17 2.91 0 0 0 0 12.81 17.34 2.6
2-3.c27188/1/2344 PREDICTED: target of Nesh-SH3 isoform X1 [Xenopus (Silurana) tropicalis]847100396 XP_012812555.1 0 14.98 4.72 0.63 1.9 18.14 1.13 1.52 2.08 0 0 0
1-2.c35872/1/1500.2-- -- -- 0.51 3.1 0.26 79.08 0.22 0 0.66 131.75 129.01 0 0 0
3-6.c9671/2/3157 RecName: Full=Aquaporin FA-CHIP [Pelophylax esculentus]>gi|404779|gb|AAC38016.1| chip aquaporin [Pelophylax esculentus]>gi|745404|prf||2016242A water channel FA-CHIP1703359 P50501.1 5.93 12.67 4.04 5.48 11.41 22.39 0.36 0.59 3.08 35.77 14.63 34.64
1-2.c35227/1/8313.3RecName: Full=Actin, alpha skeletal muscle, partial [Pleurodeles waltl]>gi|64249|emb|CAA28753.1| alpha skeletal actin fragment (AA 250-374) [Pleurodeles waltl]113288 P10994.1 0 0 0 35.65 0 0 0 0 0 109.09 18.75 62.51
2-3.c59770/1/2338.1PREDICTED: phosphorylase b kinase gamma catalytic chain, liver/testis isoform isoform X1 [Xenopus (Silurana) tropicalis]847163876 XP_012825992.1 0 0.88 2.53 2.23 1.22 3.04 0 0 0.44 13.87 18.88 8.56
2-3.c60695/1/2472.1PREDICTED: mitochondrial 10-formyltetrahydrofolate dehydrogenase [Danio rerio]326666498 XP_002661418.2 3.06 10.59 2.03 1.83 1.97 10.3 3.31 3.5 7.62 0.33 0 0.56
3-6.c8576/1/3834 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 1.19 0 2.4 2.14 1.85 0 3.11 2.74 1.95 0.21 0.2 0.24
1-2.c23378/1/1329.1PREDICTED: mitochondrial uncoupling protein 2-like [Xenopus (Silurana) tropicalis]>gi|512824556|ref|XP_004912281.1| PREDICTED: mitochondrial uncoupling protein 2-like [Xenopus (Silurana) tropicalis]>gi|512824563|ref|XP_004912282.1| PREDICTED: mitochondrial uncoupling protein 2-like [Xenopus (Silurana) tropicalis]>gi|847106260|ref|XP_012813527.1| PREDICTED: mitochondrial uncoupling protein 2-like [Xenopus (Silurana) tropicalis]301626778 XP_002942565.1 42.23 1.96 22 33.3 50.02 1.84 87.88 36.86 45.46 2.5 9.31 15.07
2-3.c45849/1/2087 -- -- -- 36.67 10.82 29.98 21.14 20.09 4.46 19.74 31.12 30.17 4.56 3.51 6.34
3-6.c7451/1/2842.1 RecName: Full=Collagen alpha-2(I) chain; AltName: Full=Alpha-2 type I collagen; Flags: Precursor>gi|2443342|dbj|BAA22380.1| alpha 2 type I collagen [Rana catesbeiana]18202034 O42350.1 39.08 1297.31 200.62 131.64 129.35 561.17 53.28 57.55 120 11.87 8.91 11.38
1-2.c41428/1/1311 -- -- -- 0 0 0 0.84 0 0 0 0 0 9.3 4.11 6.46
2-3.c63592/1/2016 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 158.82 4023.54 525.27 297.81 297.79 3160.37 396.06 236.51 483.38 120.1 44.86 65.1
3-6.c5318/1/3951.1 PREDICTED: endogenous retrovirus group 3 member 1 Env polyprotein-like [Fundulus heteroclitus]831566752 XP_012733475.1 0 0 0.66 0 0.36 1.68 2.57 1.4 1.18 0 0 0
1-2.c43062/1/1671.1Htra1 protein [Xenopus laevis] 56270034 AAH87471.1 1.04 0 0.9 2.35 3.27 7.15 2.59 0.25 0.77 42.67 40.94 20.82
2-3.c37366/1/2450 hypothetical protein LOTGIDRAFT_137357, partial [Lottia gigantea]>gi|556114721|gb|ESP03373.1| hypothetical protein LOTGIDRAFT_137357, partial [Lottia gigantea]676430378 XP_009045906.1 2.13 0.51 0 1.46 0 0.27 0 0 0 1.46 4.12 3.61
3-6.c3238/2/2848 kelch-like protein 30 [Xenopus (Silurana) tropicalis]>gi|847162129|ref|XP_012825408.1| PREDICTED: kelch-like protein 30 isoform X1 [Xenopus (Silurana) tropicalis]>gi|134024435|gb|AAI35430.1| LOC100124817 protein [Xenopus (Silurana) tropicalis]156717430 NP_001096255.1 8.75 15.34 8.94 5.03 7.65 42.11 5.26 5.83 5.39 0.37 0.99 0.67
3-6.c16484/1/4818 PREDICTED: transmembrane protein 131-like isoform X3 [Xenopus (Silurana) tropicalis]847095050 XP_012811072.1 4.04 2.7 1.77 0.19 1.99 2.1 2.55 3.77 4.59 0 0 0.54
1-2.c49046/1/1592.1-- -- -- 1.98 22.7 2.06 2.51 2.22 15.68 4.88 2.76 2.6 96.56 77.74 67.24
3-6.c18821/1/2932 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 1.86 0 4.81 3 2.85 0.04 4.49 3.84 3.09 0.44 0.26 0.33
1-2.c19370/1/6020.3PREDICTED: nuclease-sensitive element-binding protein 1 [Ictidomys tridecemlineatus]532064616 XP_005318171.1 0 0 0 50.55 0 0 0 154.67 157.98 0 0 0
1-2.c17348/3/1795 PREDICTED: asparagine--tRNA ligase, cytoplasmic [Xenopus (Silurana) tropicalis]512809930 XP_002934488.2 18.99 0.77 0.09 0.22 4.51 22.53 0.36 0.15 0.18 15.26 35.97 14.99
1-2.c1947/17/1359 calsequestrin-2 precursor [Xenopus (Silurana) tropicalis]>gi|38511783|gb|AAH61441.1| similar to calsequestrin 2 (cardiac muscle) [Xenopus (Silurana) tropicalis]45360999 NP_989136.1 218.79 59.46 8.03 214.68 268.29 46.09 230.92 439.71 294.23 27.91 51.06 84.85
2-3.c33303/2/2304 ryanodine receptor beta isoform [Rana catesbeiana]29501272 BAA04647.2 3.12 3.31 21.12 10.17 12.55 14.99 18 15.5 21.8 6.68 0.61 2.27
3-6.c5570/1/3274 -- -- -- 9.54 0.49 7.44 15.82 15.99 1.11 4.39 5.93 10.65 1.66 0.64 0.8
3-6.c16332/1/3513.1myosin, heavy chain 2, skeletal muscle, adult [Xenopus (Silurana) tropicalis]>gi|50368680|gb|AAH76678.1| myosin, heavy polypeptide 13, skeletal muscle [Xenopus (Silurana) tropicalis]55742222 NP_001006805.1 31.49 5.09 15 6.94 18.52 0 8.48 7.15 15.56 1.07 0.65 0.59



1-2.c1161/47/1713 phosphoglycerate kinase 1 [Xenopus (Silurana) tropicalis]62858027 NP_001016545.1 661.22 64.4 659.36 999.62 716.43 195.89 582.27 614.93 833.03 163.41 82.15 187.49
2-3.c393/429/2195 transketolase-like protein 1 [Xenopus (Silurana) tropicalis]>gi|38969927|gb|AAH63226.1| transketolase [Xenopus (Silurana) tropicalis]45361299 NP_989227.1 60.71 544.77 51 26.02 50.26 169.91 32.76 39.15 42.19 6.81 4.9 10.36
2-3.c51503/2/2736 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 3.44 0 47.18 15.01 22.68 2.63 22.37 7.48 10.2 0 0 2.62
1-2.c37398/1/1661 PREDICTED: 6-phosphofructokinase, muscle type [Bubalus bubalis]594036326 XP_006042828.1 0 0 0 3.74 0.48 0 4.08 0.61 2.4 0 0 0
2-3.c10563/1/1916 Unknown (protein for IMAGE:7852980) [Xenopus (Silurana) tropicalis]197246230 AAI68800.1 216.81 8.24 146.72 384.39 200.97 45.78 181.57 174.77 273.35 59.55 24.19 50.03
1-2.c41161/1/4386.4keratin, type I cytoskeletal 47 kDa [Xenopus laevis]>gi|67677949|gb|AAH97543.1| LOC398464 protein [Xenopus laevis]147899009 NP_001082432.1 3136.78 562.95 2082.86 2317.74 1657.67 536.14 2263.64 2585.54 2809.59 484.52 820.68 369.94
2-3.c21738/1/2493 PREDICTED: myosin-binding protein C, fast-type [Latimeria chalumnae]556961300 XP_005990995.1 2.76 10.91 4.7 3.34 2.18 259.5 2.2 6.09 5.48 0.04 0.32 0.72
1-2.c6102/2/1412 homogentisate 1,2-dioxygenase [Xenopus laevis]>gi|51261445|gb|AAH80022.1| MGC82288 protein [Xenopus laevis]148230238 NP_001087504.1 6.18 3.5 1.82 3.5 0 3.2 5.59 4.67 8.48 0.44 0.09 0.53
1-2.c34161/1/1654 -- -- -- 0 13.59 0 10.43 0 5.03 0 0 0 76.32 2.44 51.86
3-6.c18716/1/2695 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 1.6 0.02 6.87 3.95 4.68 0 3.49 6.35 3.53 0.5 0.44 0.53
3-6.c10359/1/3816 hexokinase 1 [Xenopus laevis]>gi|49114981|gb|AAH72832.1| Hk1-A protein [Xenopus laevis]160420247 NP_001096656.1 1.85 0 1.89 0.07 3.83 3.88 5.9 4.87 8.34 0 3.54 0
2-3.c53852/1/2381 PREDICTED: dual specificity protein phosphatase CDC14B isoform X3 [Xenopus (Silurana) tropicalis]847088131 XP_012819593.1 0.85 1.53 0.77 0 1.01 2.92 3.58 1.1 1 0 0 0
1-2.c16775/1/1866 serine protease HTRA1 precursor [Xenopus laevis]>gi|380876924|sp|A6YFB5.1|HTRA1_XENLA RecName: Full=Serine protease HTRA1; AltName: Full=High-temperature requirement A serine peptidase 1; AltName: Full=Serine protease 11; Flags: Precursor [Xenopus laevis]>gi|150409835|gb|ABR68659.1| high temperature required A1 [Xenopus laevis]350276150 NP_001088796.2 5.28 155.73 2.82 3.92 4.23 48.94 2.47 7.27 5.07 78.98 80.24 124.98
1-2.c15912/30/1420-- -- -- 2.55 5.13 5.69 3.68 8.89 28.43 5.67 4.7 11.51 0.59 1.15 0.15
2-3.c47911/1/2529.1regulator of cell cycle RGCC [Xenopus (Silurana) tropicalis]>gi|134024064|gb|AAI35487.1| LOC100124833 protein [Xenopus (Silurana) tropicalis]156717456 NP_001096268.1 543.81 60.5 439.04 653.34 790.14 31.89 995.01 494.08 366.81 64.41 153.7 58.87
2-3.c52177/1/6339.2PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 5.19 0.78 43.02 42.75 18.43 0 48.12 17.97 26.35 6.75 0 2.01
2-3.c10462/1/2112.2-- -- -- 338.55 8.58 84.73 103.72 242.32 4.23 215 305.34 211.99 48.19 20.94 68.91
1-2.c32802/1/4797.1PREDICTED: actin, alpha cardiac muscle 1 [Anas platyrhynchos]874446319 XP_012954088.1 620.52 206.42 1524.5 1415.16 718.82 1424.04 2566.03 2510.56 1097.33 307.25 406.62 397.15
2-3.c11688/3/2609 -- -- -- 16.48 0.15 10.61 25.73 15.42 1.83 11.54 10.53 13.82 3.21 1.4 1.57
2-3.c25244/2/2645 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 456.07 21.74 1557.31 902.72 1226.32 11.89 877.27 1635.47 977.16 172.38 110.85 246.84
2-3.c13378/2/1998 PREDICTED: segment polarity protein dishevelled homolog DVL-3 isoform X1 [Xenopus (Silurana) tropicalis]847126719 XP_012818150.1 0 1.63 0 0 0 2.77 0 0 0 5.99 1.79 3.14
2-3.c28216/1/1972 PREDICTED: collagen alpha-1(XI) chain-like, partial [Nestor notabilis]701292594 XP_010022192.1 12.39 115.65 29.88 26.52 15.39 109.99 11.26 13.9 28.31 0.75 0.02 4.4
3-6.c2685/8/3619 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 52.01 1.51 21.99 57.22 27.37 0.34 34.46 52.51 27 6.77 4 9.12
2-3.c34127/1/2521 PREDICTED: nebulin-like isoform X4 [Latimeria chalumnae]557018863 XP_006009803.1 14.96 3.93 14.01 5.8 1.57 2.8 21.59 13.04 11.48 0.62 5.08 2.98
1-2.c24401/1/1580 pre-mRNA cleavage complex 2 protein Pcf11 [Xenopus (Silurana) tropicalis]>gi|189442711|gb|AAI67611.1| pcf11 protein [Xenopus (Silurana) tropicalis]194018660 NP_001123416.1 4.76 14.69 3.84 2.26 1.72 5.99 0 0.6 0 7.6 14.06 12.52
2-3.c43869/1/2241.1-- -- -- 2.32 12.73 9.29 1.66 3.26 17.02 1.13 2.76 3.53 0.06 0 0.09
1-2.c23600/1/1565 -- -- -- 3.94 66.03 1.52 5.97 2.11 10.16 2.56 1.62 2.42 41.82 63.11 34.29
2-3.c10627/10/2082lysyl-tRNA synthetase [Xenopus laevis]>gi|28302358|gb|AAH46578.1| Kars-prov protein [Xenopus laevis]147898923 NP_001080050.1 30.61 22.69 11.6 6.1 6.9 7.27 28.34 14.81 23.14 6.26 3.02 3.09
1-2.c13992/6/1370 unnamed protein product [Oncorhynchus mykiss]642126608 CDQ60726.1 23.36 5.34 36.61 31.16 21.3 4.77 18.36 26.8 25.15 0.74 1.11 8.93
1-2.c2352/9/1630 PREDICTED: cytochrome P450 2G1-like [Python bivittatus]602675207 XP_007443086.1 0 0.54 0.07 0 0 3.17 0.09 0 0.64 22.78 14.88 10.72
1-2.c5402/1/1526 alpha1 type II collagen [Cynops pyrrhogaster]5360532 BAA82043.1 10.05 235.7 79.06 31.17 9.28 86.69 27.22 23.57 24.78 5.31 0.85 6.69
3-6.c7024/2/3169 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 2.93 84.8 10.83 9.21 7.04 72.86 10.97 7.07 16.93 2.76 0.91 2.45
1-2.c26203/2/1584 PREDICTED: nucleolar GTP-binding protein 1 [Xenopus (Silurana) tropicalis]512849296 XP_002935223.2 17.84 30.54 0 24.04 0 1.93 26.46 17.75 17.03 4.05 6.26 1.17
1-2.c40189/1/1472 PREDICTED: collagen alpha-3(IX) chain [Equus caballus]194224629 XP_001915094.1 7.6 12.11 23.29 8.58 3.54 6.64 12.53 9.25 16.99 3.13 1.07 1.21
2-3.c55586/1/2472 -- -- -- 109.39 4.5 24.85 32.08 75.51 0.65 62.7 93.43 63.69 17.56 10.03 21.82
2-3.c9965/4/2240 PREDICTED: serine-rich coiled-coil domain-containing protein 2 isoform X5 [Xenopus (Silurana) tropicalis]847147000 XP_012822287.1 14.41 0.85 5.44 7.39 11.56 0 12.78 6.23 5.87 1.48 0.26 1.56
1-2.c50878/2/1422 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, theta polypeptide [Bufo gargarizans]89515082 ABD75373.1 0 0 34.98 0 4.92 0 0 0 0 83.65 0 138.15
3-6.c7488/1/3425 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 0.05 0.05 2.76 1.76 1.15 0 4.84 1.92 1.14 0.12 0 0
1-2.c41161/1/4386.1larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 1716.14 452.29 990.88 788.12 474.86 41.92 866.49 767.21 566.21 161.09 151.52 203.16
3-6.c8993/1/2680 PREDICTED: nexilin isoform X5 [Xenopus (Silurana) tropicalis]512837277 XP_004913974.1 35.01 75.35 40.04 22.34 35.26 175.21 19.94 27.74 37.57 2.09 11.03 6
2-3.c22138/1/2331.2-- -- -- 36.27 10.18 49.03 44.73 37.7 6.08 57.5 29.5 46.23 14.9 3.48 5.77
1-2.c4233/4/1280 tetraspanin-2 [Xenopus (Silurana) tropicalis]>gi|159155423|gb|AAI54903.1| LOC100127723 protein [Xenopus (Silurana) tropicalis]163915095 NP_001106532.1 31.54 134.42 74.83 27.74 71.71 340.13 33.74 46.29 43.19 11.78 6.09 6.97
3-6.c3497/3/2851 matrilin-2 precursor [Xenopus (Silurana) tropicalis]>gi|39645939|gb|AAH63920.1| matrilin 2 [Xenopus (Silurana) tropicalis]45361321 NP_989238.1 11.56 12.65 4.69 4.74 2.45 14.99 4.22 8.21 6.09 0 0.47 2.02
2-3.c59107/1/2602.2-- -- -- 8.08 9.75 7.21 2.77 3.11 7.9 28.09 4.45 15.44 0.37 0.22 0
2-3.c33887/1/1925 PREDICTED: ATP-binding cassette sub-family A member 2 [Xenopus (Silurana) tropicalis]847161447 XP_012825252.1 0.15 1.03 0 0.48 0 0 0 0 0 4.5 2.12 4.43
2-3.c36298/1/2238.1PREDICTED: ankyrin repeat and SOCS box protein 14 [Xenopus (Silurana) tropicalis]512839176 XP_002935095.2 9.21 0.06 4.53 4.08 3.98 0.75 9.15 7.94 20.36 0 3.45 0.5
3-6.c17414/1/2742 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 0 2.31 0.96 0.67 0 1.83 0.89 0.78 0 0 0
3-6.c16042/1/3035.1PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 1.33 0 3.16 2.74 2.91 0 4.67 2.26 1.85 0.23 0 0
2-3.c20452/1/2029.1PREDICTED: triosephosphate isomerase [Pelodiscus sinensis]558167186 XP_006124207.1 3009.12 438 3851.57 3503.49 3060.06 684.46 3752.26 3100.59 4640.99 1130.73 890.18 729.04
2-3.c46431/1/2168 PREDICTED: serine--tRNA ligase, mitochondrial [Xenopus (Silurana) tropicalis]301622150 XP_002940400.1 0 2.44 0.59 2.96 0 0 2.27 1.03 1.25 0 0 0
2-3.c50941/2/2381.1-- -- -- 0.59 0 2.61 0.85 3.14 14.59 1.28 2.23 2.21 0 0 0
1-2.c52410/1/1354 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 192.9 2278.91 535 338.81 303.56 3225.02 306.77 249.59 457.38 109.55 43.36 81.54
3-6.c18258/1/2976 PREDICTED: caveolin-2-like [Xenopus (Silurana) tropicalis]301611463 XP_002935258.1 6.17 6.37 0.12 3.69 0 4.1 1.23 3.57 2.58 0.25 0.25 0.01
2-3.c54531/1/1984 -- -- -- 11.92 3.59 53.86 22.33 5.69 0.15 12.06 33.37 24.56 2.38 0.26 2.8
3-6.c16873/1/3147 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0.58 0 2.7 2.17 1.47 0.09 2.61 1.5 1.98 0 0.15 0.18
2-3.c5210/3/2110 -- -- -- 8.28 62.05 20.28 17.03 20.85 94.22 19.52 16.72 20.58 3.78 0.26 6.19
2-3.c59218/1/2521 Brg1 [Xenopus laevis] 56474875 AAV91782.1 1.97 15.92 1.99 1.96 0 0.31 0 0.08 0.73 7.99 6.88 11.39
1-2.c36994/4/1771 Basic leucine zipper and W2 domain-containing protein 2, partial [Apaloderma vittatum]677309152 KFP91580.1 44.1 1.38 26.28 10.55 22.31 4.84 11.97 17.4 11.58 0 5.41 2.06



1-2.c30442/1/1583.1-- -- -- 37.25 6.42 22.24 21.57 24.9 2.35 56.65 28.16 26.69 7.14 9.71 6.03
2-3.c30410/1/6158.2PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 0.5 7.45 5.21 1.19 0.07 5.96 0.97 4.24 0.16 0 0.14
1-2.c28349/1/1495 TRH4 protein [Xenopus laevis]>gi|19526448|gb|AAL89720.1|AF483906_1 TRH4 [Xenopus laevis]>gi|47938696|gb|AAH72190.1| TRH4 protein [Xenopus laevis]148226933 NP_001083908.1 2.64 0 0 5.98 0 0 0.87 0.55 2.64 29.45 43.33 20.19
1-2.c40465/1/3661.1actin, alpha skeletal muscle B-like isoform 1 [Scleropages formosus]820145793 KKX13565.1 4.88 17.99 2.37 9.16 14.93 50.36 7.08 4.29 19.43 171.9 89.57 219.2
1-2.c11974/3/1520 PREDICTED: ornithine aminotransferase, mitochondrial [Aquila chrysaetos canadensis]>gi|768381363|ref|XP_011588315.1| PREDICTED: ornithine aminotransferase, mitochondrial [Aquila chrysaetos canadensis]768381361 XP_011588314.1 25.41 10.87 16.3 18.08 3.52 9.42 28.36 18 22.19 7.09 5.6 0.79
2-3.c27287/1/2364 hypothetical protein CAPTEDRAFT_96371 [Capitella teleta]443682880 ELT87315.1 1.75 47.73 2.77 2.82 1.69 6.99 3.29 0 4.56 44.78 62.99 28.38
1-2.c7105/4/1683 transketolase-like protein 1 [Xenopus (Silurana) tropicalis]>gi|38969927|gb|AAH63226.1| transketolase [Xenopus (Silurana) tropicalis]45361299 NP_989227.1 0 0 0 10.34 0 18.16 7.26 6.61 9.19 0 3.26 0
2-3.c55918/1/2505 myosin, heavy chain 2, skeletal muscle, adult [Xenopus (Silurana) tropicalis]>gi|50368680|gb|AAH76678.1| myosin, heavy polypeptide 13, skeletal muscle [Xenopus (Silurana) tropicalis]55742222 NP_001006805.1 1.52 0.16 3.39 1.11 2.63 0 1.82 3.55 1.44 0 0 0.24
2-3.c45694/1/2236 unnamed protein product [Oncorhynchus mykiss]642130802 CDQ57637.1 1.52 12.15 0.82 1.73 1.18 4.63 0.29 1.41 1.17 20.79 21.22 23.08
3-6.c16047/1/3033 PREDICTED: collagen alpha-3(VI) chain isoform X3 [Xenopus (Silurana) tropicalis]847166756 XP_012826677.1 8.63 73.36 18.34 8.57 12.6 53.53 5.24 10.54 7.17 1.79 0.75 1.57
1-2.c16133/380/1505mitochondrial inorganic phosphate carrier [Rana sylvatica]22653426 AAN04052.1 164.23 113.79 120.43 221.81 148.83 139.69 135.59 226.17 282.96 46.65 71.98 45.45
1-2.c40861/2/1438 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 5.82 147.08 18.13 10.22 10.59 117.08 12.51 8.98 21.74 2.87 0.71 2.77
1-2.c28747/1/1357.1-- -- -- 3.36 29.7 3.15 4.38 1.76 8.83 2.06 2.27 4.83 93.94 70.54 48.86
1-2.c35444/1/1643 -- -- -- 11.42 5.05 11.14 8.36 7.45 5.16 17.2 8.61 10.12 1.44 3.31 1.32
1-2.c24923/1/1601 probable threonine--tRNA ligase 2, cytoplasmic [Xenopus (Silurana) tropicalis]>gi|847162097|ref|XP_012825398.1| PREDICTED: probable threonine--tRNA ligase 2, cytoplasmic isoform X1 [Xenopus (Silurana) tropicalis]>gi|123909108|sp|Q0V9S0.1|SYTC2_XENTR RecName: Full=Probable threonine--tRNA ligase 2, cytoplasmic; AltName: Full=Threonyl-tRNA synthetase; Short=ThrRS; AltName: Full=Threonyl-tRNA synthetase-like protein 2 [Xenopus (Silurana) tropicalis]>gi|111307891|gb|AAI21418.1| tarsl2 protein [Xenopus (Silurana) tropicalis]156717366 NP_001096223.1 19.34 1.34 19.72 12.58 16.18 89.95 25.67 9.05 9.46 0.13 0 2.27
2-3.c24676/1/2629 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 210.91 5562.29 726.64 447.07 519.22 4587.38 413.12 284.85 604.26 154.48 61.12 103.29
2-3.c56150/1/2330.1ORF2 [Acanthochelys spixii] 6576738 BAA88337.1 2.47 21.7 2.97 2.77 2.49 4.04 0.8 0.22 0 21.03 26.15 11.33
3-6.c8248/1/2910 methionine--tRNA ligase, cytoplasmic [Xenopus (Silurana) tropicalis]>gi|195539926|gb|AAI67909.1| Unknown (protein for MGC:135671) [Xenopus (Silurana) tropicalis]283945504 NP_001017000.2 3.44 26.42 4.67 2.99 5.07 55.26 13.72 6.4 4.11 0.71 0 0.95
3-6.c7840/2/3476 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 2.57 0.12 5.15 6.12 0 0 4.23 12.05 8.3 0 0 1.51
2-3.c10758/1/2030 -- -- -- 0 0 0.8 1.12 0 0 1.67 1.5 1.12 0 0 0
2-3.c38690/2/2654 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 28.64 670.87 157.95 120.19 93.47 1038.32 97.85 42.27 99.88 21.34 7.44 26.03
3-6.c14577/2/3047 eukaryotic translation initiation factor 2 subunit 1 [Xenopus laevis]>gi|82188311|sp|Q7ZTK4.1|IF2A_XENLA RecName: Full=Eukaryotic translation initiation factor 2 subunit 1; AltName: Full=Eukaryotic translation initiation factor 2 subunit alpha; Short=eIF-2-alpha; Short=eIF-2A; Short=eIF-2alpha [Xenopus laevis]>gi|28302360|gb|AAH46576.1| Eif2s1 protein [Xenopus laevis]148232020 NP_001080752.1 1.9 0 19.43 1.31 0 0.54 0 0 0 18.2 18.5 0
1-2.c51845/2/1449 -- -- -- 7.21 5.75 17.37 10.26 1.16 3.61 11.17 7.3 2.27 0 0 0.74
1-2.c11185/2/1325 -- -- -- 268.79 8.49 145.51 426.23 250.39 147.1 307.75 326.81 335.33 133.53 43.72 66.5
3-6.c17958/3/2910 PREDICTED: myosin-4-like [Xenopus (Silurana) tropicalis]301611451 XP_002935254.1 0.62 0.05 3.05 1.96 1.73 0 2.52 3.04 1.56 0.32 0.03 0.17
1-2.c43801/1/1761 PREDICTED: fructose-bisphosphate aldolase A [Chrysemys picta bellii]>gi|530658312|ref|XP_005314681.1| PREDICTED: fructose-bisphosphate aldolase A [Chrysemys picta bellii]530658308 XP_005314680.1 158.74 4.55 125.18 158.21 174.43 7.79 124.64 124.78 193.81 33.38 28.89 44.98
1-2.c18977/1/1550 -- -- -- 17.57 0.63 9.6 15.5 17.23 4.1 20.93 25.85 28.19 0 13.47 3.34
1-2.c5405/1/1572 PREDICTED: paired amphipathic helix protein Sin3b isoform X2 [Xenopus (Silurana) tropicalis]847088488 XP_012820552.1 2.02 0.33 0.23 5.33 0.8 1.26 0 0 0 5.31 4.53 3.92
1-2.c6549/3/1869 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 921.16 45.88 3850.3 2374.4 3210.27 5.79 1508.02 1748.93 924.53 318.24 212.94 523.7
2-3.c47157/1/2706.1-- -- -- 0 123.83 2.19 10.17 0 7.93 0 0 9.73 88.42 111.45 50.87
3-6.c18644/4/3577 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0.52 0 7.68 1.83 2.47 0.12 2.66 1.02 3.14 0.24 0.22 0.13
1-2.c24322/1/1583 PREDICTED: paraplegin [Xenopus (Silurana) tropicalis]301608280 XP_002933705.1 0 1.03 0 1.64 0.81 0 0.38 0 0 7.8 11.21 5.08
1-2.c38496/1/1234 synaptophysin-like protein 2 [Xenopus (Silurana) tropicalis]>gi|49903467|gb|AAH76891.1| synaptophysin-like 2 [Xenopus (Silurana) tropicalis]54606873 NP_001006110.1 65.33 16.16 58.06 85.53 60.7 208.84 126.37 89.43 115.64 31.42 22.36 25.22
2-3.c55609/1/2067 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 60.41 24.85 165.27 125.25 55.71 1.82 92.14 114.47 89.39 16.97 6.73 45.45
2-3.c21582/1/2184 Keratin, type II cytoskeletal cochleal, partial [Opisthocomus hoazin]677541627 KFR03099.1 918.22 25.07 788.42 580.59 614.37 76.89 607.28 628.02 572 179.3 64.31 207.63
1-2.c17608/1/1986 PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 7.2 4.09 35.01 13.1 6.4 20.93 52.04 51.25 29.49 15.24 9.16 6.69
1-2.c52214/1/1542 RecName: Full=Voltage-dependent L-type calcium channel subunit alpha-1S; AltName: Full=FGalpha1S; AltName: Full=Voltage-gated calcium channel subunit alpha Cav1.1>gi|2708678|gb|AAC36126.1| dihydropyridine receptor [Rana catesbeiana]46576355 O57483.1 19.22 18.22 89.39 35.74 44.9 45.13 36 45.51 71.46 8.44 7.63 17.97
1-2.c28775/1/1440 PREDICTED: sarcalumenin isoform X1 [Xenopus (Silurana) tropicalis]847166841 XP_012826700.1 89.99 7.62 116.33 176.26 90.3 27.8 28.12 58.46 68.96 0 0 24.82
1-2.c39217/1/1601 PREDICTED: ADP/ATP translocase 1 [Microcebus murinus]829867054 XP_012640391.1 16.03 2.44 17.92 20.44 21.27 10.49 29.2 18.85 24.44 6.23 9.52 0.64
1-2.c29435/1/1242 -- -- -- 20.6 694.22 67.72 25.77 46.56 412.74 55.21 19.73 46.62 16.58 2.83 5.7
3-6.c11334/1/2761 PREDICTED: obscurin isoform X2 [Xenopus (Silurana) tropicalis]847141066 XP_012821198.1 20.97 14.44 24.53 16.64 16.68 26.12 44.21 40.2 71.42 22.98 8.31 7.66
1-2.c24693/1/702 myosin essential light chain fast [Rana pipiens]52699568 AAU86906.1 11202.45 3553.47 20626.33 15488.03 19497.57 18092.79 21451.4 20247.19 18746.27 6268.58 5089.03 4527.12
2-3.c43665/1/2600 dehydrogenase/reductase SDR family member 7C precursor [Xenopus (Silurana) tropicalis]>gi|189027694|sp|A9UM79.1|DRS7C_XENTR RecName: Full=Dehydrogenase/reductase SDR family member 7C; AltName: Full=Short-chain dehydrogenase/reductase family 32C member 2; Flags: Precursor>gi|163915638|gb|AAI57554.1| dhrs7c protein [Xenopus (Silurana) tropicalis]166158027 NP_001107423.1 9.33 10.55 10.22 7.26 9.55 15.96 21.54 9.48 16.68 1.4 1.94 5.92
3-6.c11995/2/3177 PREDICTED: ectonucleotide pyrophosphatase/phosphodiesterase family member 2 isoform X3 [Xenopus (Silurana) tropicalis]>gi|183985645|gb|AAI66149.1| enpp2 protein [Xenopus (Silurana) tropicalis]>gi|213626313|gb|AAI71239.1| enpp2 protein [Xenopus (Silurana) tropicalis]847135215 XP_012820113.1 0.23 4.77 0.76 0 0.76 1 0 0 0.32 6.3 1.7 5.76
2-3.c11756/5/2320 PREDICTED: schwannomin interacting protein 1 isoform X1 [Xenopus (Silurana) tropicalis]847126593 XP_012818101.1 0.76 0.17 2.04 0.97 1.03 0 0.26 1.75 1.72 0 0 0
2-3.c9294/1/2336 PREDICTED: eukaryotic translation initiation factor 4E transporter isoform X2 [Xenopus (Silurana) tropicalis]>gi|847089034|ref|XP_012821801.1| PREDICTED: eukaryotic translation initiation factor 4E transporter isoform X2 [Xenopus (Silurana) tropicalis]>gi|847089037|ref|XP_012821808.1| PREDICTED: eukaryotic translation initiation factor 4E transporter isoform X2 [Xenopus (Silurana) tropicalis]847089031 XP_012821799.1 0.26 0 0 1.25 0 0 0 0 0 4.99 2.24 1.24
3-6.c3069/5/2948 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 1.63 0 3.16 1.56 2.68 0 2.04 3.47 1.35 0 0.08 0.31
2-3.c61064/1/2551 -- -- -- 21.14 0.53 5.05 4.01 11.6 0.99 9.62 6.87 12.4 0 4.13 1.57
2-3.c34950/2/2605 dehydrogenase/reductase SDR family member 7C precursor [Xenopus (Silurana) tropicalis]>gi|189027694|sp|A9UM79.1|DRS7C_XENTR RecName: Full=Dehydrogenase/reductase SDR family member 7C; AltName: Full=Short-chain dehydrogenase/reductase family 32C member 2; Flags: Precursor>gi|163915638|gb|AAI57554.1| dhrs7c protein [Xenopus (Silurana) tropicalis]166158027 NP_001107423.1 59.58 23.29 45.96 48.9 43.12 42.17 87.36 42.96 82.48 10.8 12.84 26.69
3-6.c14479/1/2867 -- -- -- 1.93 23.04 16.74 4.3 4.89 105.17 1.02 2.09 6.07 0 0 0
3-6.c18237/1/2784 PREDICTED: protein FAM184B isoform X1 [Xenopus (Silurana) tropicalis]512816747 XP_004911294.1 17.67 0 14.31 6.2 12.9 2.66 8.07 5.99 13.67 0 2.91 2.37
1-2.c45531/1/1634.1-- -- -- 0 2.49 2.04 1.82 1.95 0 0 0 0 16.7 23.11 3.56
1-2.c18325/5/1432 PREDICTED: WNT1-inducible-signaling pathway protein 1 [Xenopus (Silurana) tropicalis]512845805 XP_002939562.2 2.66 23.3 4.18 3.36 4.77 21.58 2.97 3.54 7.65 75.21 87.54 71.39
3-6.c13175/2/3112 kinectin [Xenopus (Silurana) tropicalis]>gi|189441583|gb|AAI67328.1| ktn1 protein [Xenopus (Silurana) tropicalis]194018594 NP_001123384.1 9.31 0 8.33 0.02 10.63 4.56 10.72 9.47 9.47 2.43 4.39 0
1-2.c23459/2/1495 hedgehog acyltransferase-like [Xenopus laevis]>gi|27694798|gb|AAH43836.1| MGC53261 protein [Xenopus laevis]147901798 NP_001079492.1 102.02 36.59 280.04 135.68 124.14 104.84 204.28 264.03 266.88 98.83 55.64 42.37
2-3.c49774/1/2087 PREDICTED: guanine deaminase isoform X1 [Xenopus (Silurana) tropicalis]512813022 XP_004910825.1 0.62 0 0.23 0.1 0.44 0.93 0.09 0 0.1 5.85 1.65 7.54
1-2.c12973/2/1297 PREDICTED: AMP deaminase 1 [Cuculus canorus]697003755 XP_009568067.1 49.33 20.2 17.32 9.1 13.09 26.87 49.1 23.65 60.81 5.45 18.39 7.17
1-2.c24854/1/1866 -- -- -- 49.8 29.78 74.32 46.93 47.24 4.96 84.21 26.36 49.52 13.68 2.68 9.52



3-6.c3321/2/2731 uncharacterized protein LOC100036938 [Xenopus laevis]>gi|120538018|gb|AAI29691.1| LOC100036938 protein [Xenopus laevis]148232016 NP_001091177.1 33.6 0.75 0.5 7.15 13.71 0.22 15.76 17.35 13.08 1.6 8.42 1.42
2-3.c9855/11/2246 disks large-associated protein 4 [Xenopus (Silurana) tropicalis]>gi|197246549|gb|AAI68475.1| Unknown (protein for MGC:172737) [Xenopus (Silurana) tropicalis]213982915 NP_001135624.1 1.42 1.69 1.35 0 0.44 4.37 1.38 1.57 1.05 0 0 0
2-3.c43334/1/8595.3PREDICTED: AMP deaminase 1 isoform X2 [Xenopus (Silurana) tropicalis]847091857 XP_012826291.1 22.2 0 26.99 5.87 15.4 7.64 17.92 10.38 17.44 0 2.18 1.22
2-3.c46968/1/2099.1-- -- -- 16.18 3.15 6.34 22.1 14.19 2.79 9.26 11.16 12.08 207.86 195.98 125.41
2-3.c19815/4/2170 PREDICTED: nebulin isoform X11 [Xenopus (Silurana) tropicalis]847166512 XP_012826617.1 83.01 40.89 284.93 64.06 0 0 143.98 90.11 216.42 32.14 31.55 48.99
2-3.c52988/1/2462 -- -- -- 0 53.59 0.33 0.32 0.12 14.16 0.52 0.09 0.14 28.13 5.28 31.02
2-3.c12461/1/2048 -- -- -- 39.05 190.15 29.76 33.66 20.84 100.15 32.99 26.47 47.13 524.68 444.66 521.28
2-3.c22138/1/2331.1-- -- -- 3.22 2.07 7.22 4.64 7.08 0.97 7.15 3.48 8.19 0.56 0 0.58
2-3.c8411/1/2519 PREDICTED: filamin-A-interacting protein 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847130204|ref|XP_012818955.1| PREDICTED: filamin-A-interacting protein 1 isoform X1 [Xenopus (Silurana) tropicalis]512841708 XP_004914570.1 5.44 4.65 3.43 1.87 1.45 9.14 0.84 2.38 3.1 0.22 0 0.1
1-2.c43099/1/1631 PREDICTED: titin-like [Chelonia mydas]591350793 XP_007069849.1 1.11 0 0.8 0.04 0.94 0.11 2.42 1.93 1.2 0 0 0
1-2.c16800/2/1415 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 0 0 0 0 0 129.08 0 0 0 41.94 12.14 9.46
2-3.c22261/2/2050 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 37.44 1006.54 112.28 84.82 59.48 735.14 85.22 56.81 128.94 32.49 19.03 17.61
1-2.c29226/1/9331.3PREDICTED: 14-3-3 protein zeta-like [Clupea harengus]831273285 XP_012678990.1 80.42 14.95 1.55 36.2 1.36 0 34.18 40.01 40.09 0 17.37 0
1-2.c39671/1/1383 -- -- -- 5.68 21.88 5.46 4.61 5.72 14.45 6.15 4.62 6.54 78.73 74.68 117.22
2-3.c11566/9/2336 dehydrogenase/reductase SDR family member 7C precursor [Xenopus (Silurana) tropicalis]>gi|189027694|sp|A9UM79.1|DRS7C_XENTR RecName: Full=Dehydrogenase/reductase SDR family member 7C; AltName: Full=Short-chain dehydrogenase/reductase family 32C member 2; Flags: Precursor>gi|163915638|gb|AAI57554.1| dhrs7c protein [Xenopus (Silurana) tropicalis]166158027 NP_001107423.1 70.48 26.65 58.69 60.94 50.31 45.78 92.61 49.53 105.85 13.66 13.77 32.59
3-6.c10238/4/3210 PREDICTED: F-box-like/WD repeat-containing protein TBL1X [Chlamydotis macqueenii]705676379 XP_010116987.1 3.55 4.73 1.44 0 0.64 0.96 1.14 0.84 0.68 0 0 0
3-6.c8757/1/3647 PREDICTED: protein CDV3 homolog isoform X1 [Xenopus (Silurana) tropicalis]847134819 XP_012819977.1 0 11.59 1.45 3.89 0 3.2 2.55 1.09 1.78 0 0.47 0
1-2.c11682/1/1235 Receptor-transporting protein 3 [Salmo salar]>gi|304376670|gb|ACI68123.2| Receptor-transporting protein 3 [Salmo salar]304434768 NP_001134588.2 22.76 6.94 21.04 29.3 15.95 4.69 29.92 15.32 34.01 4.51 7.42 4.24
1-2.c27511/1/1632 -- -- -- 101.41 8.8 24.79 40.83 41.25 13.13 51.51 36.01 37.56 9.94 17.09 4.74
1-2.c34954/1/6762.4PREDICTED: fructose-bisphosphate aldolase A [Loxodonta africana]>gi|731506123|ref|XP_010596802.1| PREDICTED: fructose-bisphosphate aldolase A [Loxodonta africana]731506121 XP_010596800.1 1630.23 14.48 705.15 482.24 1275.25 147.58 1334.5 1110.94 1845.5 417 447.75 283.01
1-2.c41169/1/1446 -- -- -- 13.45 65.3 8.24 11.54 7.85 18.21 9.23 9.21 12.24 161.97 165.96 130.69
2-3.c7363/15/1872 tropomodulin 4 (muscle) [Xenopus laevis]>gi|51593525|gb|AAH78623.1| MGC85587 protein [Xenopus laevis]148233551 NP_001087366.1 50.19 23.35 84.05 60.52 56.1 67.15 55.22 73.07 83.82 18.99 16.84 19.08
3-6.c18549/1/2690 myosin heavy chain, partial [Rana catesbeiana]4249697 AAD13770.1 0.72 0 3.36 2.5 2.02 0.09 3.65 2.91 2.29 0.68 0.16 0.12
1-2.c17304/1/1684 PREDICTED: collagen alpha-1(IX) chain [Xenopus (Silurana) tropicalis]847130150 XP_012818951.1 4.89 66.37 28.61 14.27 1.16 3.6 14.59 3.88 14.51 2.86 0.31 0.82
1-2.c46371/1/1797 PREDICTED: tropomyosin alpha-1 chain isoform X4 [Xenopus (Silurana) tropicalis]847143254 XP_012821872.1 7.1 0 6.11 7.53 2.35 0 5.06 3.54 18.61 0 0 0
3-6.c3051/7/2950 kinectin [Xenopus (Silurana) tropicalis]>gi|189441583|gb|AAI67328.1| ktn1 protein [Xenopus (Silurana) tropicalis]194018594 NP_001123384.1 43.95 10.71 21.35 15.49 31.76 19.16 31.35 33.18 32.94 12.28 8.39 4.9
1-2.c17885/2/1573 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 18.08 351.55 35.08 0.65 13.11 116.16 28.3 16.52 23.94 5.84 1.07 6.81
1-2.c22457/1/1698 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 4.31 0 7.18 4.63 7 0 6.19 8.76 4.87 0.36 0.34 1.66
1-2.c51822/7/1689 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 137.31 23.99 2420.63 1479.71 772.02 19.61 3905.99 922.63 1288.43 46.88 36.82 26.93
2-3.c60498/1/2566.1-- -- -- 10.63 1.1 27.11 23.9 8.24 2.07 13.29 30.77 23.37 7.86 2.28 1.99
2-3.c30807/1/2242 -- -- -- 1.65 5.74 2.4 0.49 3.25 0 0.77 1.98 4.94 0 0 0
3-6.c19112/1/3714 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 4.62 0.14 8.16 5.63 6.17 0.04 6.01 11.3 7.51 2.32 2.16 1.25
3-6.c17411/1/3023 PREDICTED: obscurin isoform X1 [Xenopus (Silurana) tropicalis]847141062 XP_012821197.1 23.42 13.65 31.36 36.46 30.14 38.68 59.08 53.35 82.14 17.41 17.82 16.56
1-2.c37266/1/1382 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 234.09 42.48 387.26 330.33 190.89 178.84 270.66 398 313.1 118.56 46.5 99.83
1-2.c44007/1/1492.1-- -- -- 0.47 0 1.85 1.83 1.81 0 3.95 4.37 6.3 0 0 0
2-3.c9333/5/2420 abhydrolase domain-containing protein 16A [Xenopus (Silurana) tropicalis]>gi|89266803|emb|CAJ83993.1| HLA-B associated transcript 5 [Xenopus (Silurana) tropicalis]349501031 NP_001006774.2 0.82 2 0 0 0.95 0.44 0 0 0 2.07 2.96 2.41
2-3.c23039/1/2333 -- -- -- 14.08 1.92 15.31 4.95 14.61 0.45 31.44 35.9 50.29 0 9.38 18.78
2-3.c56611/1/2203.1PREDICTED: matrix Gla protein [Xenopus (Silurana) tropicalis]>gi|512837174|ref|XP_004913962.1| PREDICTED: matrix Gla protein [Xenopus (Silurana) tropicalis]301612298 XP_002935654.1 21.46 54.88 224.99 0 149.91 7.08 122.66 23.89 125.08 0 5.39 9.56
3-6.c14807/1/3174 phosphofructokinase, muscle [Xenopus laevis]>gi|50414585|gb|AAH77756.1| MGC79063 protein [Xenopus laevis]148224874 NP_001086921.1 26.85 0 2.34 28.96 15.46 1.63 11.82 18.57 16.29 8.22 0.51 2.4
1-2.c30144/1/1287 -- -- -- 7.13 10.61 5.81 2.62 10.33 11.93 3.85 3.3 1.79 72.55 46.95 39.97
1-2.c19898/1/1180 endophilin-A2 [Xenopus (Silurana) tropicalis]>gi|38511937|gb|AAH61395.1| SH3-domain GRB2-like 1 [Xenopus (Silurana) tropicalis]>gi|113197648|gb|AAI21507.1| SH3-domain GRB2-like 1 [Xenopus (Silurana) tropicalis]45360901 NP_989126.1 0 0 0 2.32 0 0 0 0 0.32 13.33 6.01 7.62
1-2.c18541/1/1911.1RecName: Full=Gelsolin; AltName: Full=Actin-depolymerizing factor; Short=ADF; AltName: Full=Brevin, partial [Xenopus laevis]>gi|64716|emb|CAA31694.1| gelsolin (AA=417) [Xenopus laevis]>gi|214176|gb|AAA49725.1| gelsolin, partial [Xenopus laevis]121119 P14885.1 0 64.91 42.65 20.01 0 0 0 35.46 41.85 0 0 0
1-2.c18852/3/1040 PREDICTED: tropomyosin alpha-1 chain isoform X2 [Fundulus heteroclitus]831547267 XP_012726885.1 26065.16 1187.26 40659.96 30607.13 34230.61 855.77 31324.35 37199.42 25119.95 8768.28 9305.26 8479.72
1-2.c48528/1/1622 -- -- -- 0 29.53 0 0.4 0 1.58 0 0 0 15.86 10.8 1.25
3-6.c13597/1/3044 mitochondrial 2-oxoglutarate/malate carrier protein [Xenopus (Silurana) tropicalis]>gi|62205006|gb|AAH93472.1| MGC97830 protein [Xenopus (Silurana) tropicalis]71895777 NP_001025683.1 1.68 0 4.52 2.47 2.9 1.87 6.11 4.2 8.42 0 0.49 2.56
2-3.c33216/1/4581.3-- -- -- 454.24 36 270.47 869.35 1013.26 509.78 2442.02 1262.42 2788.25 684.78 656.86 390.45
2-3.c56842/1/2665.1-- -- -- 0.43 6.13 0.44 2.31 2.52 8.76 2.93 1.86 1.92 35.08 31.21 64.58
1-2.c38894/1/1686.2-- -- -- 31.17 20.01 18.09 71.53 23.25 1.54 6.41 31.47 24.57 0 0.93 0.46
2-3.c38261/113/2383PREDICTED: ras GTPase-activating protein-binding protein 1 isoform X2 [Pelodiscus sinensis]558228880 XP_006138325.1 114.3 130.79 75.38 50 61.25 184.57 54.22 55.07 25.68 14.6 6.55 13.5
2-3.c19426/1/2158 phosphoglucose isomerase [Duttaphrynus melanostictus]20067633 CAC83783.1 594.49 92 548.43 749.4 745.04 179.2 481.16 616.03 705.45 176.09 100.3 212.43
1-2.c14466/1/1247 -- -- -- 3.22 3.19 1.52 0.46 3.25 4.76 0 1.42 2.26 26.54 42.21 17.73
1-2.c28632/1/1999 Myozenin-1-like [Xenopus laevis]>gi|27552832|gb|AAH42928.1| MGC53296 protein [Xenopus laevis]148237556 NP_001079457.1 85.23 4.12 98.2 90.9 93.61 83.16 99.82 84.98 103.46 20.63 21.69 31.94
1-2.c40683/1/1740 cebpd, CCAAT/enhancer binding protein (C/EBP), delta [Xenopus (Silurana) tropicalis]89273345 CAJ81462.1 0 0 0 3.07 0 0.93 24.72 12.84 0 0 0 0
2-3.c25619/1/1937 -- -- -- 3.63 11.72 9.41 8.26 6.36 33.68 12.42 3.79 8.15 0.79 0.51 2.18
3-6.c11376/2/3083 PREDICTED: long-chain fatty acid transport protein 4 [Xenopus (Silurana) tropicalis]512839272 XP_004914245.1 0 0.6 0.11 0.2 1.72 1.3 0 0.28 0 4.26 2.92 6.82
1-2.c50641/1/1491 PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 199.98 143.05 424.36 206.93 206.18 192.76 192.47 260.37 268.43 83.06 45.48 68.44
2-3.c24429/1/2023 autocrine motility factor receptor, E3 ubiquitin protein ligase [Xenopus laevis]>gi|37805183|gb|AAH60333.1| MGC68459 protein [Xenopus laevis]147901912 NP_001083159.1 0 0 2.86 0 2.98 0 1.71 0.93 1.67 0 0 0
2-3.c3894/5/2641 solute carrier family 38, member 5 [Xenopus (Silurana) tropicalis]>gi|54037943|gb|AAH84176.1| solute carrier family 38, member 3 [Xenopus (Silurana) tropicalis]58332320 NP_001011051.1 59.89 38.36 58.23 34.19 43.65 40.86 36.59 45.74 49.86 12.06 7.51 14.45



2-3.c62846/1/2652 phosphofructokinase, muscle [Xenopus laevis]>gi|50414585|gb|AAH77756.1| MGC79063 protein [Xenopus laevis]148224874 NP_001086921.1 20.56 0.9 8.73 33.15 20.67 3.92 17.52 19.28 20.19 7.07 0 5.92
1-2.c52348/2/1575 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 9.48 295.55 38.78 38.22 23.73 270.47 38.41 34.95 80.76 13.6 9.09 9.04
2-3.c56664/1/2240 Transposable element Tcb1 transposase [Dicentrarchus labrax]317419272 CBN81309.1 20.78 5.52 19.41 11.23 24.09 9.8 17.76 32.52 20.33 7.78 2.8 6.43
2-3.c16384/1/2164.1PREDICTED: collagen alpha-1(IX) chain-like [Xenopus (Silurana) tropicalis]512841609 XP_002934906.2 1.19 0 3.57 1.66 0.04 0 2.6 2.86 2.81 0 0 0.31
1-2.c41069/1/4687.1PREDICTED: tenomodulin [Xenopus (Silurana) tropicalis]847171214 XP_012809016.1 19.31 134.35 32.86 7.39 5.68 78.73 5.98 10.58 10.46 0.54 0.97 0
2-3.c54780/1/2294 -- -- -- 1.76 1.21 2.31 2.19 1.89 1.87 2.86 2.14 5.56 0.2 0.38 0.42
2-3.c35881/1/2098 -- -- -- 9.85 3.63 13.69 14.04 19.43 3.48 14.84 18.49 23.65 2.93 5.34 5.08
2-3.c13811/2/2143 PREDICTED: RNA-binding protein 20 [Xenopus (Silurana) tropicalis]512850834 XP_002942947.2 10.37 3.72 10.71 7.67 8.04 4.34 12.46 6.81 8.63 1.94 1.87 0.96
2-3.c27449/1/2134 pecanex-like protein 4 [Xenopus laevis]>gi|82179198|sp|Q5HZQ9.1|PCX4_XENLA RecName: Full=Pecanex-like protein 4 [Xenopus laevis]>gi|57033132|gb|AAH88921.1| LOC398632 protein [Xenopus laevis]148228914 NP_001082661.1 0.53 0 2.25 1.05 0.51 0.83 0 0 0.12 2.66 5.93 3.32
1-2.c51966/42/1541PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 8104.8 176.65 14502.74 11822.71 11262.28 55.03 6946.93 14122.91 11306.84 3808.04 2510.81 3153.79
1-2.c26750/6/1428 eukaryotic translation elongation factor 1 epsilon 1 [Xenopus laevis]>gi|54311191|gb|AAH84764.1| LOC495305 protein [Xenopus laevis]148231139 NP_001088441.1 6.83 27.34 12.95 10.89 6.54 34.71 8.32 7.79 12.32 0 0 3.55
1-2.c26283/2/1257 transgelin [Xenopus (Silurana) tropicalis]>gi|60688407|gb|AAH91023.1| transgelin [Xenopus (Silurana) tropicalis]71896187 NP_001025579.1 21.62 23.84 10.9 19.79 27.67 16.35 19.4 10.09 21.01 269.42 145.85 257.75
3-6.c18762/4/3676 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 1.42 0.1 5.04 3.75 3.2 0 3.87 3.35 3.12 0.76 0.34 0.52
2-3.c10570/1/2121 -- -- -- 2.19 26.88 1.42 2.62 1.02 5.18 2.2 1.65 2.71 28.35 39.44 37.97
1-2.c29283/1/1662 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 196.44 26.38 339.23 249.64 337.05 279.46 303.78 334.4 328.1 94.8 62.98 111.99
3-6.c18307/1/3608 PREDICTED: myosin-4 [Ailuropoda melanoleuca]301771630 XP_002921230.1 1.86 0.12 3.67 2.92 3.75 0 1.81 3.02 3.53 0.5 0.42 0.28
2-3.c2689/6/2296 PREDICTED: phosphoglucomutase-1 isoform X1 [Xenopus (Silurana) tropicalis]847117435 XP_012816250.1 15.54 17.28 23.7 7.47 10.23 93.67 8.29 13.07 16.58 3.01 3.12 2.5
1-2.c1815/52/1651 PREDICTED: F-actin-capping protein subunit beta isoforms 1 and 2 isoform X1 [Ficedula albicollis]>gi|525020625|ref|XP_005057825.1| PREDICTED: F-actin-capping protein subunit beta isoforms 1 and 2 isoform X2 [Ficedula albicollis]525020623 XP_005057824.1 195.57 65.3 224.59 190.02 191.68 180.45 156.24 243.18 160.08 51.75 3.58 93.24
1-2.c12059/1/1401.1-- -- -- 18.35 28.99 24.36 5.04 16.75 10.18 6.01 5.11 4.77 75.55 54 129.27
2-3.c18648/2/2420.2-- -- -- 80.95 12.64 57.16 73.35 65.51 53.47 51.78 74.63 94.78 19.52 15.75 20.81
2-3.c60691/1/2168.1Putative uncharacterized transposon-derived protein ZK1236.4, partial [Columba livia]449282618 EMC89440.1 0.81 115.53 0 13.75 2.33 37.6 8.1 8.15 0.73 115.8 160.47 85.51
2-3.c20637/1/1909 -- -- -- 0.35 0 0.29 0 0.52 0 0 0 0 8.5 5.53 31.75
1-2.c43170/1/1459 -- -- -- 2.53 3.63 0 0 1.84 2.75 0.24 0.84 1.19 19.86 16.72 19.04
1-2.c16454/4/1563 glioma tumor suppressor candidate region gene 2 [Xenopus laevis]>gi|62740123|gb|AAH94192.1| MGC115044 protein [Xenopus laevis]148228700 NP_001090022.1 0 0 0 0 0 13.02 0 0 0 26.2 33.63 0
1-2.c4799/1/1485.1 PREDICTED: matrix Gla protein [Xenopus (Silurana) tropicalis]>gi|512837174|ref|XP_004913962.1| PREDICTED: matrix Gla protein [Xenopus (Silurana) tropicalis]301612298 XP_002935654.1 34.25 18.52 70.75 24.03 48.65 6.2 87.32 24.31 63.44 11.17 14.56 8.35
2-3.c5036/3/2673 autocrine motility factor receptor, E3 ubiquitin protein ligase [Xenopus laevis]>gi|37805183|gb|AAH60333.1| MGC68459 protein [Xenopus laevis]147901912 NP_001083159.1 3.37 1.69 0 1.44 0 0 0 0 0 1.04 3.27 1.92
2-3.c16237/5/1967 voltage dependent calcium channel gamma subunit [Rana catesbeiana]11414934 BAB18559.1 20.8 43.43 17.6 11.45 10.75 91.54 5.06 13.32 23 1 0 1.03
2-3.c27016/3/2200 PREDICTED: mothers against decapentaplegic homolog 2 isoform X3 [Pelodiscus sinensis]558224886 XP_006136812.1 0 2.57 0.9 2.35 0 0 1.47 0.84 1.36 0 0 0
2-3.c17616/1/2253 PREDICTED: polyadenylate-binding protein 4 isoform X2 [Xenopus (Silurana) tropicalis]847099772 XP_012812352.1 38.45 15.37 19.58 13.35 8.59 9.91 10.04 20.91 13.04 1.12 2.87 4.09
1-2.c28311/1/1870 collagen, type II, alpha 1, partial [Spea multiplicata]374533628 AEZ53727.1 0 0 0.01 0 0 6.44 0 6.93 7.02 0 0 0
1-2.c46162/1/1377.1PREDICTED: protein FAM214B [Xenopus (Silurana) tropicalis]512809591 XP_002941124.2 0 1.12 0.64 0.76 1.5 0 0.83 0 0 12.99 18.63 6.02
2-3.c9923/1/2342 interferon-related developmental regulator 2 [Xenopus laevis]>gi|50603769|gb|AAH78111.1| Ifrd2 protein [Xenopus laevis]148227722 NP_001090241.1 0 0 2.02 0 0 6.04 11.3 4.65 0.62 0 0 0
3-6.c10236/1/2796 alpha1 type II collagen [Cynops pyrrhogaster]5360532 BAA82043.1 4.62 106.08 14.08 3.44 2.46 23.11 3.52 8.1 5.12 0.7 0.2 1.36
1-2.c45202/1/5025.3actin, alpha skeletal muscle B-like isoform 1 [Scleropages formosus]820145793 KKX13565.1 8109.88 2538.92 15521.19 10206.97 12636.96 12546.45 11456.8 16400.85 11023.89 5663.65 3384.59 2384.91
2-3.c62222/3/2164 RecName: Full=Voltage-dependent L-type calcium channel subunit alpha-1S; AltName: Full=FGalpha1S; AltName: Full=Voltage-gated calcium channel subunit alpha Cav1.1>gi|2708678|gb|AAC36126.1| dihydropyridine receptor [Rana catesbeiana]46576355 O57483.1 29.49 12.96 14.48 1.04 29.45 36.29 20.45 27.95 39.24 8.96 0.63 11.85
1-2.c45071/1/1432 PREDICTED: collagen alpha-1(V) chain isoform X1 [Calypte anna]663272682 XP_008495480.1 0 0 0 0 3.04 3.07 0 0 0 3.6 3.16 5.86
2-3.c34375/1/4375 transforming growth factor-beta-induced protein ig-h3 precursor [Xenopus (Silurana) tropicalis]>gi|111309036|gb|AAI21404.1| transforming growth factor, beta-induced, 68kDa [Xenopus (Silurana) tropicalis]118403632 NP_001072329.1 56.69 20.15 66.62 58.74 41.39 29.23 55.03 68.54 55.64 20.6 9.41 19.25
2-3.c4015/4/1943 cysteine-rich secretory protein LCCL domain-containing 2 precursor [Xenopus (Silurana) tropicalis]>gi|82226201|sp|Q4V9Y5.1|CRLD2_XENTR RecName: Full=Cysteine-rich secretory protein LCCL domain-containing 2; Flags: Precursor [Xenopus (Silurana) tropicalis]>gi|66794549|gb|AAH96629.1| hypothetical protein mgc107747 [Xenopus (Silurana) tropicalis]73853836 NP_001027499.1 0 3.18 0.47 10.03 13.34 2.1 21.04 10.75 15.47 0.39 11.42 0.42
3-6.c9821/1/2700.1 -- -- -- 0 6.16 0.8 0 0.08 6.39 0 0 0 2.4 1.92 4.49
1-2.c3263/1/1649 nuclear receptor subfamily 4, group A, member 1 [Xenopus laevis]>gi|33416666|gb|AAH56025.1| Nr4a1 protein [Xenopus laevis]147903779 NP_001080159.1 65.79 249.91 26.51 37.97 82.5 19.33 33.53 53.07 76.05 23.25 17.87 5.63
3-6.c5415/1/3098 PREDICTED: glycogen phosphorylase, muscle form [Xenopus (Silurana) tropicalis]512834332 XP_002935410.2 2.91 0 1.93 1.63 0.64 0.5 1.49 1.69 1.96 0 0.43 0
1-2.c14999/1/1522 larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 2.48 0.67 2.34 0.95 2.12 0.31 2.08 2.17 1.26 0 0 0
1-2.c29748/1/1749 -- -- -- 17.65 6.78 13.28 12.12 10.04 6.51 25.56 13.17 16.1 4.32 5.99 2.62
3-6.c19130/1/3587 PREDICTED: myosin heavy chain, fast skeletal muscle isoform X4 [Clupea harengus]>gi|831281477|ref|XP_012671826.1| PREDICTED: myosin heavy chain, fast skeletal muscle isoform X4 [Clupea harengus]831281475 XP_012671825.1 1.14 0.14 4.33 3.67 3.35 0 3.14 3.6 3.39 0.34 0.54 0.75
2-3.c26151/2/2484 PREDICTED: E3 ubiquitin-protein ligase RNF123 isoform X1 [Xenopus (Silurana) tropicalis]512849807 XP_002936521.2 10.82 16.53 17.81 8.22 8.36 6.27 10.76 10.1 20.92 2.61 0 6.3
3-6.c4959/2/3186 ubiquitin-conjugating enzyme E2-32k, partial [Oryctolagus cuniculus]1381181 AAB02656.1 0.01 0 1.15 0.41 0 0 2.65 5.6 0.77 0 0 0
3-6.c10070/1/3331 alanyl-tRNA synthetase [Xenopus laevis]>gi|171846704|gb|AAI61712.1| LOC100158432 protein [Xenopus laevis]189217804 NP_001121342.1 17.72 60.85 22.2 15.02 16.76 74.38 22.68 19.3 14.04 3.69 4.34 6.66
1-2.c2623/12/1821 IMP (inosine 5'-monophosphate) dehydrogenase 2 [Xenopus laevis]>gi|27769229|gb|AAH42315.1| MGC53627 protein [Xenopus laevis]148222892 NP_001082410.1 282.34 104.02 173.91 121.71 136.03 84.82 99.27 140.99 184.4 33.75 65.65 30.83
1-2.c22377/1/1530 popeye domain containing 2 [Xenopus laevis]>gi|52139133|gb|AAH82614.1| LOC494649 protein [Xenopus laevis]148222019 NP_001087966.1 6.81 1.56 3.69 0 2.34 5.58 2.08 2.64 7.64 0 0 0.19
1-2.c20819/1/4155.1PREDICTED: actin, alpha skeletal muscle [Cercocebus atys]795473616 XP_011891472.1 0 0 0 0 0 50.18 29.08 2.89 34.52 0 1.26 0
3-6.c7302/1/2638 PREDICTED: glypican-5-like isoform X1 [Xenopus (Silurana) tropicalis]512866823 XP_004917861.1 75.7 6.62 46.08 66.97 55.3 9 52.98 42.35 84.47 10.68 19.61 20.41
1-2.c11857/1/6131.1PREDICTED: myosin binding protein H isoform X1 [Xenopus (Silurana) tropicalis]847128061 XP_012818576.1 38.65 43.3 136.97 87.93 0 5.83 159.41 85.96 89.48 31.98 22.6 20.77
1-2.c16104/49/1495PDZ and LIM domain 7 (enigma) [Xenopus laevis]>gi|32450610|gb|AAH54240.1| Enigma-prov protein [Xenopus laevis]148223185 NP_001080734.1 25.6 76.88 42.32 66.67 31.9 96.32 99.64 98.31 42.86 35.09 24.22 9.85
3-6.c4130/2/4538 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 18.75 0 21.82 9.43 56.78 384.05 18.43 15.05 55.69 0.09 0 1.69
1-2.c3251/2/782 myosin light chain, phosphorylatable, fast skeletal muscle [Xenopus laevis]>gi|27371289|gb|AAH41503.1| Mylpf-prov protein [Xenopus laevis]>gi|32450381|gb|AAH53808.1| Mylpf-prov protein [Xenopus laevis]148225444 NP_001084009.1 54118.92 10066.39 85775.33 65433.59 79178.71 65694.52 70435.63 88657.82 66214.14 27276.37 19717.48 21593.25
1-2.c16998/1/1254 PREDICTED: phospholipid-metabolizing enzyme A-C1 [Xenopus (Silurana) tropicalis]>gi|847129292|ref|XP_012818840.1| PREDICTED: phospholipid-metabolizing enzyme A-C1 [Xenopus (Silurana) tropicalis]301614897 XP_002936925.1 10.47 0.55 11.84 9.82 9.05 0.31 5.59 11.67 8.79 1.56 0.36 1.3
1-2.c2512/9/1569 LOC100145085 protein [Xenopus (Silurana) tropicalis]165971391 AAI58516.1 12.05 7.3 10.87 19.01 14.57 3.8 13.5 8.11 15.1 0.7 2.5 3.63
2-3.c62312/2/2410 PREDICTED: myosin-4 isoform X2 [Callorhinchus milii]632943616 XP_007887043.1 1.9 0 4.13 2 3.55 0 3.04 3.8 3.11 0.43 0.37 0.38



1-2.c25999/1/1500 diacylglycerol O-acyltransferase 2 [Xenopus laevis]>gi|82186830|sp|Q6PAZ3.1|DGAT2_XENLA RecName: Full=Diacylglycerol O-acyltransferase 2; AltName: Full=Diglyceride acyltransferase 2 [Xenopus laevis]>gi|37748589|gb|AAH59991.1| MGC68683 protein [Xenopus laevis]147901247 NP_001083204.1 0.11 0.2 0 0.14 0.18 0.05 0 0 0.05 4.5 1.54 7.94
1-2.c21512/33/1379calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 1982.77 297.69 2724.14 2315.88 3049.35 2869.18 2746.11 3165.15 2794.53 1001.12 658.31 966.07
1-2.c52264/8/1347 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 137.61 26.52 2612.32 2146.33 1051.88 14.96 5462.36 1251.06 1522.71 70.28 49.13 0
3-6.c8036/1/2732 -- -- -- 30.16 2.04 10.06 25.84 15.46 2.81 18.29 16.57 19.9 3.35 2.73 7.55
1-2.c46410/1/1648 PREDICTED: sialic acid synthase [Xenopus (Silurana) tropicalis]301612838 XP_002935918.1 1.89 0 0 3.67 2.37 2.2 0 0 0.36 7.84 8.29 3.88
1-2.c44248/1/1429 PREDICTED: cytosolic non-specific dipeptidase isoform X2 [Chelonia mydas]591359345 XP_007054652.1 27.68 0 3.66 40.22 6.28 0 0 20.33 11.23 204.2 110.82 135.55
3-6.c15514/1/3134 PREDICTED: angio-associated migratory cell protein [Python bivittatus]602656532 XP_007433999.1 0.35 4.17 0.2 0.33 0.27 0.56 1.69 1.84 1.61 0.27 0 0.1
1-2.c52471/1/1434 Myozenin-1-like [Xenopus laevis]>gi|27552832|gb|AAH42928.1| MGC53296 protein [Xenopus laevis]148237556 NP_001079457.1 576.91 44.31 668.79 774.85 814.46 621.95 828.81 792.86 784.05 264.47 233.52 236.76
1-2.c43476/1/1419 ubiquitin thioesterase zranb1 [Xenopus (Silurana) tropicalis]>gi|221228724|sp|B1H2Q2.1|ZRAN1_XENTR RecName: Full=Ubiquitin thioesterase zranb1; AltName: Full=Zinc finger Ran-binding domain-containing protein 1>gi|170284776|gb|AAI61086.1| zranb1 protein [Xenopus (Silurana) tropicalis]183986621 NP_001116900.1 0 14.62 27.91 36.85 24.01 1.15 14.67 7.45 19.34 7.9 0 0.08
1-2.c22654/3/1153 troponin T [Hyla chrysoscelis] 69219560 AAZ04163.1 10122.26 2073.04 17965.94 14147.51 14757.52 11129.84 13493.94 17624.33 12549.12 5273.14 3959.14 4385.19
2-3.c13804/1/2225 PREDICTED: nebulin isoform X11 [Xenopus (Silurana) tropicalis]847166512 XP_012826617.1 11.15 0 36.25 2.49 15.18 0 47.98 17.58 0 0 0 0
3-6.c8447/1/6433.3 -- -- -- 10.51 177.42 5.42 25.46 5.4 24.73 11.36 4.77 10.78 161.06 295.8 123.95
2-3.c39659/1/2162 PREDICTED: UTP--glucose-1-phosphate uridylyltransferase isoform X1 [Xenopus (Silurana) tropicalis]847127397 XP_012818361.1 198.01 14.37 97.18 183.91 155.72 23.49 174.48 159.15 184.01 52.9 42.17 58.82
1-2.c25374/1/1478 PREDICTED: rho GTPase-activating protein 32 isoform X5 [Xenopus (Silurana) tropicalis]847148808 XP_012822582.1 3.25 10.44 1.95 5.89 2.18 4.92 3.9 3.5 3.18 43.72 65.83 50.32
2-3.c13258/1/2172 PREDICTED: cytoplasmic dynein 1 light intermediate chain 2 [Chrysemys picta bellii]530648788 XP_005310934.1 0 0.63 0 1.01 0.99 0.46 0.65 0 0 9.44 4.43 6.52
3-6.c2720/1/3163 myosin heavy chain, partial [Rana catesbeiana]4249697 AAD13770.1 1.27 0 4.48 3.18 3.38 0 3.8 3.51 3.79 0.72 0.77 0.45
1-2.c27238/36/1638Hepatoma-derived growth factor [Rana catesbeiana]226372168 ACO51709.1 0 0 0 0 0 2.02 0 0 0 15.27 0 15.97
1-2.c17518/1/1484 PREDICTED: UAP56-interacting factor-like isoform X1 [Xenopus (Silurana) tropicalis]512859648 XP_004916958.1 12.79 12.04 17.34 22.3 18.44 73.95 40.54 15.67 23.18 4.7 10.43 4.83
2-3.c3125/5/2074 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 49.69 17.41 0.89 35.76 25.31 2.82 61.61 76.61 56.17 14.72 44.77 4.72
2-3.c51962/2/2315 tln2 protein [Xenopus (Silurana) tropicalis]166796755 AAI59153.1 16.48 6.8 20.23 21.01 15.83 11.84 22.75 15.33 24.53 9.05 4.54 3.15
3-6.c16377/1/3543 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 1.22 0 3.15 2.26 1.15 0.04 2.3 1.55 1.74 0.16 0.13 0.25
2-3.c4190/2/2570.1 -- -- -- 0 0 0 0 0.64 0 0 0 0 2.65 8.78 13.12
3-6.c14606/1/3830 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 1.38 0.12 3.23 1.91 2.21 0 1.17 3 2.19 0.29 0.11 0.42
2-3.c5041/1/2291 PREDICTED: collagen alpha-3(VI) chain isoform X2 [Xenopus (Silurana) tropicalis]847166754 XP_012826675.1 5.65 79.3 18.6 13.42 13.81 108.81 19.12 11.15 17.8 6.53 2.57 2.89
2-3.c50572/2/2187 -- -- -- 11.8 18.8 8.48 6.28 0 0 0 0 0 10.89 0 10.96
1-2.c13300/5/1445 PREDICTED: chondroadherin [Xenopus (Silurana) tropicalis]>gi|847169060|ref|XP_012808245.1| PREDICTED: chondroadherin [Xenopus (Silurana) tropicalis]512871774 XP_004918540.1 37.37 30.31 61.06 47.24 15.89 22.7 23.62 47.41 36.05 14.39 11.69 4.76
1-2.c6247/1/1538 LOC100144989 protein [Xenopus (Silurana) tropicalis]165971120 AAI58328.1 3.46 0.42 1.96 2.55 1.09 1.77 8.17 5.44 4.31 1.59 0 0.68
2-3.c36665/1/2620.1von Willebrand factor A domain containing 5A [Xenopus laevis]>gi|34784616|gb|AAH57735.1| MGC68953 protein [Xenopus laevis]148228482 NP_001079962.1 3.85 3.52 1.91 1.08 3.27 3.58 4.76 1.46 1.33 25.1 29.78 49.2
3-6.c10857/1/3453.1-- -- -- 53.88 3.2 5.23 17.63 25.33 0 14.83 35.39 41.28 0 0 13.93
1-2.c24095/1/6125.1isocitrate dehydrogenase 2 (NADP+), mitochondrial [Xenopus laevis]>gi|32450377|gb|AAH54241.1| MGC64442 protein [Xenopus laevis]148227256 NP_001080321.1 246.57 126.31 221.86 212.81 166.21 200.52 272.81 182.83 260.56 61.43 89.2 58.35
1-2.c2224/21/1361 LOC100126641 protein [Xenopus laevis]213625404 AAI70536.1 83.34 12.28 71.04 82.33 67.31 46.34 55.75 71.79 73.02 21.15 21.34 16.28
3-6.c18664/2/3307 PREDICTED: C-Maf-inducing protein isoform X2 [Xenopus (Silurana) tropicalis]512834466 XP_002938182.2 4.16 10.99 5.17 2.88 6.59 2.58 0.6 0 1.26 8.78 13.02 9.68
1-2.c24920/1/1755 PREDICTED: phosphorylase b kinase regulatory subunit beta isoform X1 [Xenopus (Silurana) tropicalis]>gi|847120374|ref|XP_012817099.1| PREDICTED: phosphorylase b kinase regulatory subunit beta isoform X1 [Xenopus (Silurana) tropicalis]>gi|847120378|ref|XP_012817100.1| PREDICTED: phosphorylase b kinase regulatory subunit beta isoform X1 [Xenopus (Silurana) tropicalis]512838308 XP_002931715.2 0.97 0 0.9 0.68 1.98 0 2.15 2.55 3.08 0 0.5 0
3-6.c5151/1/2988.1 -- -- -- 12.47 1.03 3.3 19.38 5.14 1.18 11.09 3.84 6.92 1.71 0.38 1.35
2-3.c3096/1/2595 -- -- -- 12.57 1.29 1.53 5.26 4.34 0.44 1.87 6.23 5.7 0.2 0.98 0.39
2-3.c7037/1/2274 exocyst complex component 7 [Xenopus laevis]>gi|115528267|gb|AAI24871.1| LOC100158346 protein [Xenopus laevis]189217627 NP_001121264.1 5.43 0.71 4.46 1.57 1.65 0 1.22 3.08 3.08 0 0 0.5
2-3.c40175/1/2071 serine hydroxymethyltransferase 1 (soluble) [Xenopus laevis]>gi|27503887|gb|AAH42276.1| Shmt1 protein [Xenopus laevis]148231095 NP_001080356.1 2.29 16.56 6.17 3.1 3.49 0 3.13 2.27 4.22 0.95 0 0
1-2.c22016/2/1687 phosphofructokinase, muscle [Xenopus laevis]>gi|50414585|gb|AAH77756.1| MGC79063 protein [Xenopus laevis]148224874 NP_001086921.1 66.86 7.06 19.64 71.16 39.36 17.24 70.87 45.28 89.85 17.21 19.06 22.66
1-2.c45402/1/6314.2PREDICTED: actin, alpha cardiac muscle 1 [Anolis carolinensis]637243920 XP_003214525.2 129.93 16.16 184.13 331.63 190.68 751.4 425.39 344.31 258.08 71.17 27.27 183.01
2-3.c35042/1/1961.1-- -- -- 1.1 0 0 0 0 2.95 0 0 0 8.61 13.13 1.55
3-6.c18588/1/3218 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0.89 0 2.89 1.81 1.82 0 2.27 2.19 1.83 0.23 0.14 0.32
1-2.c5812/2/1262 -- -- -- 18.66 30.12 13.83 18.1 16.88 63.05 13.91 18.51 19.93 237.62 282.82 156.67
2-3.c63531/2/2181 PREDICTED: myomesin-2 isoform X4 [Xenopus (Silurana) tropicalis]847130012 XP_012818937.1 3.71 2.35 4.82 6.2 4.74 9.97 8.96 5 11.09 2.81 0.79 1.45
3-6.c18765/1/2900 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 7.44 0.06 14.11 8.89 11.04 0.11 7.87 14.66 10.66 3.47 2.33 2.94
1-2.c36266/1/1185 PREDICTED: cathepsin L isoform X1 [Xenopus (Silurana) tropicalis]847145572 XP_012821992.1 1.89 45.25 0.17 3.11 1.14 64.27 0.88 0.89 1.92 38.62 22.29 16.06
1-2.c7055/2/1286 hexokinase 2 [Xenopus laevis]>gi|120537871|gb|AAI29527.1| LOC100036846 protein [Xenopus laevis]148230649 NP_001090603.1 0 0.08 0 0 0 0.41 0 0 0 4.03 5.49 4.44
1-2.c52446/3/1680 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 4545.7 115.76 8029.94 6320.53 6440.73 47.91 4541.1 8667.25 5312.41 2052.55 1302.31 1499.33
2-3.c32335/1/1823 Chain B, Structure Of The Ciap2 Ring Domain Bound To Ubch5b198443360 3EB6 2.91 4.33 1.43 0.68 0.71 0.68 2.44 2.12 4.48 0.69 0 0
2-3.c50438/1/2064.1-- -- -- 0.97 2.2 1.7 0.32 0.3 0 0.37 1.72 2.4 0 0 0
2-3.c45452/2/2478 PREDICTED: phosphorylase b kinase regulatory subunit beta isoform X2 [Xenopus (Silurana) tropicalis]847120381 XP_012817101.1 5.6 1.61 2.48 13.29 5.69 2.27 8.07 6.38 10.65 1.48 2.74 1.56
3-6.c16262/1/3102 -- -- -- 24.65 0.99 18.47 36.51 40.87 4.27 11.8 21.95 35.22 4.54 2.15 5.82
1-2.c36782/1/1589.1Keratin, type I cytoskeletal 19 [Pterocles gutturalis]678146122 KFV15273.1 1525.24 432.52 1017.38 1398.28 525.66 312.37 1266.33 1403.73 1096.37 584.44 272.73 339.58
1-2.c46183/1/1981 actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 0 0.5 2.67 0.37 2.09 0 1.79 3.42 1.49 0 0 0
1-2.c5100/9/1726 plasminogen activator inhibitor 1 RNA-binding protein isoform 1 [Xenopus (Silurana) tropicalis]>gi|45708914|gb|AAH67912.1| SERPINE1 mRNA binding protein 1 [Xenopus (Silurana) tropicalis]47575766 NP_001001227.1 377.45 38.59 287.35 334.22 198.05 308.35 324.37 219.91 353.34 96.44 114.52 73.86
3-6.c19042/4/3303 alanyl-tRNA synthetase [Xenopus laevis]>gi|171846704|gb|AAI61712.1| LOC100158432 protein [Xenopus laevis]189217804 NP_001121342.1 4.96 12.26 3.47 1.51 2.81 14.42 4.09 2.73 2.17 0.23 0.2 0.84
1-2.c39495/2/1625 PREDICTED: laminin subunit alpha-2 [Xenopus (Silurana) tropicalis]512844752 XP_002936356.2 32.15 32.31 29.61 24.33 13.71 26.69 21.24 30.1 15.45 7.02 2.18 7.96
2-3.c28428/1/1913 PREDICTED: tropoelastin 2 isoform X2 [Xenopus (Silurana) tropicalis]847162839 XP_012825648.1 60.97 1.05 37.3 82.95 25.88 0.34 57.1 48.47 30.1 13.73 11.43 14.58
1-2.c46644/1/1707.1cytosolic 5'-nucleotidase 3A [Xenopus (Silurana) tropicalis]>gi|166796197|gb|AAI59083.1| LOC100145170 protein [Xenopus (Silurana) tropicalis]187607205 NP_001120137.1 13.9 1.79 25.52 49.67 29.72 15.56 39.24 32.93 39.94 2.62 6.41 18.93



1-2.c50494/1/1564 PREDICTED: retinoic acid receptor gamma isoform X1 [Xenopus (Silurana) tropicalis]847104579 XP_012813310.1 6.57 45.93 7.53 9.03 3.33 14.67 10.66 5.33 9.21 91.5 119.81 106.7
2-3.c26792/1/2570 LOC734179 protein [Xenopus laevis]84570116 AAI10785.1 154.01 173.49 142.2 108.04 123.5 148.59 108.3 114.18 134.52 35.34 23.55 49.68
2-3.c48518/1/2135 PREDICTED: LOW QUALITY PROTEIN: histone H3.3 [Fukomys damarensis]731286412 XP_010611509.1 0 0 0 0 2.59 7.73 0 4.71 4.35 0 0 0
2-3.c48098/1/1874 PREDICTED: band 4.1-like protein 1 isoform X4 [Xenopus (Silurana) tropicalis]847168904 XP_012808199.1 9.59 0.16 8.84 1.34 0.99 0 7.22 3.19 7.67 0 0 2.43
1-2.c35435/1/7811.3uncharacterized protein LOC379489 [Xenopus laevis]>gi|76780024|gb|AAI06623.1| MGC64482 protein [Xenopus laevis]148226670 NP_001079799.1 11576.77 210.62 13763.67 16985.47 10917.86 576.36 7839.12 8821.66 18449.94 3988.51 1522.33 2571.07
2-3.c16841/1/2252.1PREDICTED: metastasis-associated protein MTA2 isoform X2 [Xenopus (Silurana) tropicalis]512877662 XP_004919267.1 0 0 3.28 1.52 0 1.08 0.86 0 0 5.64 10.39 8.55
2-3.c42759/1/2146 -- -- -- 13.06 168.2 29.22 21.78 15.51 62.56 16.56 19.71 25.62 7.86 4.67 4.49
1-2.c20805/3/1418 tripartite motif-containing protein 72 [Xenopus (Silurana) tropicalis]>gi|82198019|sp|Q640S6.1|TRI72_XENTR RecName: Full=Tripartite motif-containing protein 72; AltName: Full=Mitsugumin-53; Short=Mg53 [Xenopus (Silurana) tropicalis]>gi|51950258|gb|AAH82513.1| MGC89245 protein [Xenopus (Silurana) tropicalis]56118797 NP_001008188.1 22.06 14.74 24.81 23.39 19.69 39.49 32.82 33.03 28.44 8.31 16.96 2.7
1-2.c26073/8/1390 thrombospondin-4 precursor [Xenopus (Silurana) tropicalis]>gi|847088835|ref|XP_012821233.1| PREDICTED: thrombospondin-4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|115312958|gb|AAI24001.1| thrombospondin 4 [Xenopus (Silurana) tropicalis]118404528 NP_001072673.1 65.13 76.06 81.75 45.44 34.2 47.18 31.65 48.47 50.36 11.62 13.78 12.47
1-2.c6780/1/1630 PREDICTED: uncharacterized protein LOC100170549 isoform X1 [Xenopus (Silurana) tropicalis]847117050 XP_012816120.1 0.28 1.58 0 0.03 0.05 2.22 0 0 1.27 10.72 10.58 12.13
2-3.c39403/1/2577.1tubb4 protein [Xenopus (Silurana) tropicalis]39794463 AAH64270.1 9.05 3.45 0.75 3.44 1 0 5.4 4.45 0 0 0 0
1-2.c45716/1/1583 PREDICTED: flotillin-2 isoform X1 [Xenopus (Silurana) tropicalis]847099593 XP_012812292.1 20.57 0 9.9 5.76 4.47 0.17 7.85 10.68 17.21 0 0 6.64
2-3.c2925/1/2146.1 -- -- -- 5.95 6.22 4.68 4.88 8.75 10.31 7.88 8.24 13.76 1.25 2.26 1.14
1-2.c8806/8/1658 LRRN4 C-terminal like [Xenopus (Silurana) tropicalis]>gi|160774123|gb|AAI55438.1| LOC100127825 protein [Xenopus (Silurana) tropicalis]163914763 NP_001106604.1 7.91 13.63 14.28 21.65 21.59 10.81 32.41 9.72 15.45 226.26 226.84 217.3
1-2.c39777/1/1466.1carbonyl reductase 3 [Xenopus laevis]>gi|49256050|gb|AAH71128.1| MGC81473 protein [Xenopus laevis]160420331 NP_001085361.1 1.2 0 3.3 0 1.14 0 7.2 1.69 1.91 0 0 0
3-6.c13122/2/3182 PREDICTED: collagen alpha-1(XXII) chain-like isoform X1 [Xenopus (Silurana) tropicalis]512847530 XP_004915353.1 2.73 0 5.15 3.74 0.61 0 3.57 9.01 3.02 0 0 0.34
1-2.c20977/1/1258 PREDICTED: aminoacyl tRNA synthase complex-interacting multifunctional protein 1 isoform X1 [Xenopus (Silurana) tropicalis]847087804 XP_012818679.1 34.66 81.13 68.35 28.34 46.5 262.48 44.21 31.71 34.15 12.41 5.42 11.04
1-2.c52443/4/1318 PREDICTED: complement factor H-like isoform X4 [Xenopus (Silurana) tropicalis]847125972 XP_012817933.1 0 0 1.31 0.69 0.85 1.71 1.08 0 0 6.66 11.29 16.68
3-6.c13377/1/3989 PREDICTED: obscurin isoform X6 [Xenopus (Silurana) tropicalis]847141081 XP_012821203.1 15.02 5.08 23.88 21.96 18.5 25.24 21.97 19.75 31.81 6.35 6.1 9.29
1-2.c43239/1/1284 PREDICTED: serine/threonine-protein phosphatase PP1-beta catalytic subunit [Mandrillus leucophaeus]795092231 XP_011827966.1 0 0 0 6.93 0 0 0 0 0 4.82 5.32 3.2
2-3.c24246/1/2185 PREDICTED: sarcalumenin isoform X2 [Meleagris gallopavo]733909809 XP_010717664.1 4.01 0 0.86 1.91 0.96 0.56 1.71 2.3 4.22 0.38 0 0.35
2-3.c4983/1/2188 microtubule-associated protein tau [Xenopus laevis]>gi|20530830|gb|AAK56390.1| tau-like protein-1 [Xenopus laevis]147902447 NP_001082230.1 15.4 1.52 9.48 7.83 10 0.64 3.57 10.18 13.13 1.62 2.35 0
2-3.c54427/1/2105.1S-adenosylmethionine mitochondrial carrier protein [Xenopus (Silurana) tropicalis]>gi|82200952|sp|Q6GLA2.1|SAMC_XENTR RecName: Full=S-adenosylmethionine mitochondrial carrier protein; AltName: Full=Mitochondrial S-adenosylmethionine transporter; AltName: Full=Solute carrier family 25 member 26 [Xenopus (Silurana) tropicalis]>gi|49250406|gb|AAH74600.1| MGC69323 protein [Xenopus (Silurana) tropicalis]52345544 NP_001004820.1 4.23 5.59 1.45 0 0.38 2.16 1.73 1.32 2.09 0 0 0
2-3.c55056/1/2345 -- -- -- 4.68 1.66 5.55 6.11 3.95 3.52 3.19 6.56 6.87 0.55 0.41 2
1-2.c49998/1/1339 immunoglobulin superfamily member 3 precursor [Xenopus (Silurana) tropicalis]>gi|189045116|sp|A0JPB1.1|IGSF3_XENTR RecName: Full=Immunoglobulin superfamily member 3; Short=IgSF3; Flags: Precursor [Xenopus (Silurana) tropicalis]>gi|117558097|gb|AAI27337.1| igsf3 protein [Xenopus (Silurana) tropicalis]148226668 NP_001090681.1 0.57 2.2 0.3 0.85 0.35 1.18 0 0.83 0 14.45 13 5.5
2-3.c40633/1/2734 -- -- -- 0.16 0 0.02 1.24 0 0 0 0 0 2.69 0.76 2.02
2-3.c63445/11/1962myosin heavy chain, partial [Rana catesbeiana]4249697 AAD13770.1 11.8 3.68 432.58 328.89 111.81 0 845.98 182.31 296.92 11.66 18.62 8.87
1-2.c44796/1/1824 olfactory receptor family C subfamily 2 member 2 [Salmo salar]329130754 AEB77813.1 1.56 0.18 1.21 0.38 0.67 1.18 1.14 2.4 2.95 0 0 0.27
3-6.c19155/1/4056 PREDICTED: myosin-4-like [Latimeria chalumnae]557022470 XP_006011490.1 1.62 0.14 3.96 2.88 3.08 0 3.04 4.26 2.85 0.93 0.69 0.5
1-2.c32939/1/1565 -- -- -- 1.19 4.67 1.22 1.57 2.98 1.95 2.3 1.32 1.05 21.39 17.17 36.63
1-2.c43414/1/1140 coronin, actin binding protein, 1C [Xenopus laevis]>gi|5821393|dbj|BAA83802.1| coronin homolog [Xenopus laevis]>gi|46249498|gb|AAH68698.1| Coro1c protein [Xenopus laevis]148230198 NP_001083772.1 3.22 12.75 5 11.75 6.08 10.01 11.15 0.85 8.47 113.07 76.42 70.3
1-2.c29211/1/1556.1nucleolar protein 16 [Xenopus laevis]>gi|82184384|sp|Q6GP80.1|NOP16_XENLA RecName: Full=Nucleolar protein 16 [Xenopus laevis]>gi|49255993|gb|AAH73261.1| MGC80623 protein [Xenopus laevis]147902850 NP_001085731.1 0 11.53 0.2 9.69 0 0 0 9.98 8.71 0 0 0
3-6.c4057/1/3596 PREDICTED: proline-rich nuclear receptor coactivator 1 [Taeniopygia guttata]224048441 XP_002198087.1 15.42 5.96 5.61 6.72 8.61 1.91 3.96 9.35 7.47 2.44 0.76 1.73
1-2.c4205/2/1195.2 PREDICTED: dual adapter for phosphotyrosine and 3-phosphotyrosine and 3-phosphoinositide isoform X1 [Xenopus (Silurana) tropicalis]847087333 XP_012817057.1 16.7 15.45 2.13 9.39 0 6.05 8.65 0.57 0 62.42 35.31 100.95
2-3.c21559/1/2315.2-- -- -- 19.21 227.27 13.84 24.04 21.66 92.82 26.89 26.8 34.18 427.38 345.02 311.6
2-3.c22471/1/2756 PREDICTED: uncharacterized protein LOC103692624 isoform X2 [Rattus norvegicus]672020667 XP_008774459.1 3.56 0.04 1.86 0 1.77 2.08 0.03 0 3.53 16.61 12.59 21.85
2-3.c34931/1/2250 PREDICTED: collagen alpha-1(IX) chain [Xenopus (Silurana) tropicalis]847130150 XP_012818951.1 2.02 30.37 6.88 3.45 0.86 0 3.81 3.24 2.94 1.01 0.3 0
3-6.c6699/1/2765.1 PREDICTED: glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic [Anolis carolinensis]637265166 XP_008102172.1 246.6 11.34 179.34 349.57 215.93 74.31 156.61 187.27 273.18 66.2 35.13 90.32
1-2.c40054/1/1441 -- -- -- 0 10.68 3.81 1.47 3.51 4.55 0 0 0.82 10.82 8.48 9.63
2-3.c3107/1/2035 -- -- -- 7.39 66.55 3.63 5.32 9.07 26.24 5.51 4.82 7.28 84.66 55.53 78.22
1-2.c39075/1/2153 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 24.45 3.19 41.87 26.55 42.83 36.44 35.48 40.78 40.68 15.31 11.94 8.36
1-2.c41615/1/4512.1-- -- -- 27.36 170.96 23.75 35.19 21.9 121.07 78 34.16 38.51 673.05 656.58 442.33
3-6.c14818/1/3070 PREDICTED: myomegalin-like [Jaculus jaculus]847014351 XP_012804350.1 2.15 2.99 3.6 4.47 2.14 6.46 2.39 6.2 7.11 0.62 1.05 1.4
1-2.c28878/1/1600 PREDICTED: caveolin-2-like [Xenopus (Silurana) tropicalis]301611463 XP_002935258.1 3.36 4.48 6.53 0.91 2.66 14.81 2.08 2.5 2.7 0.17 0.13 0
1-2.c14110/1/1280 PREDICTED: myosin-4-like [Xenopus (Silurana) tropicalis]301611451 XP_002935254.1 7.69 0.55 11.58 8.75 9.91 0 7.46 12.57 11.94 2.29 1.85 2.01
1-2.c41790/1/1707 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 25.56 0 59.93 50.96 46.42 0 31.94 53.81 48.01 20.14 10.82 10.62
3-6.c14798/1/3775 actinin, alpha 4 [Xenopus laevis]>gi|50418010|gb|AAH77918.1| Actn4-prov protein [Xenopus laevis]147901835 NP_001087030.1 0 7.16 1.92 3.05 0 0 4.63 2.6 1.74 1.66 0 0
2-3.c33756/1/1891 PREDICTED: phospholipase DDHD1 isoform X2 [Xenopus (Silurana) tropicalis]512861567 XP_002936953.2 0.64 0 0 0 0 0.94 0.01 0.14 0 16.59 26.87 2.89
1-2.c48539/1/1240 Map2k3 protein [Xenopus laevis]50604142 AAH77760.1 0 0 0 3.3 0 0 0 0 0 8.37 16.03 2.08
3-6.c11195/1/2917 -- -- -- 25.85 1.18 12.8 23.41 18.18 4.73 16.55 16.46 21.93 5.03 2.93 7.49
2-3.c43740/1/2261 GTP-binding protein 2 [Xenopus (Silurana) tropicalis]>gi|116487426|gb|AAI25671.1| GTP binding protein 2 [Xenopus (Silurana) tropicalis]118404418 NP_001072714.1 36.35 9.39 14.93 15.06 34.81 5.86 38.76 31.35 44.66 9.62 13.28 12.28
1-2.c43822/1/1783.1-- -- -- 29.69 0.87 7.89 14.78 13.94 3.54 11.04 18.61 21.54 2.59 1.86 3.02
1-2.c28122/2/1552 G protein-coupled receptor kinase 4 [Xenopus (Silurana) tropicalis]>gi|49904216|gb|AAH76923.1| G protein-coupled receptor kinase 4 [Xenopus (Silurana) tropicalis]54606877 NP_001006112.1 12.96 6.25 2.21 8.3 0.12 0 4.02 0 0 21.78 13.82 26.99
3-6.c13602/2/3485 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 0.46 7.66 1.17 0.84 1.06 7.73 1.12 0.57 1.46 0.13 0 0
2-3.c60332/1/2006.1-- -- -- 10.98 250.46 12.84 13.18 15.42 286.82 16.38 7.59 20.08 204.24 225.61 103.98
1-2.c14958/1/1888.1-- -- -- 415.2 170.23 256.39 376.95 186.57 11.03 50.41 262.73 200.22 6.82 4.67 10.71
1-2.c2795/3/1437 PREDICTED: cold-inducible RNA-binding protein [Ochotona princeps]837829631 XP_004595698.2 0 13.34 5.44 0 0.31 7.14 0 0 0 22.26 35.31 0
2-3.c23031/1/2056.1PREDICTED: LOW QUALITY PROTEIN: creatine kinase M-type, partial [Anolis carolinensis]637377851 XP_008123239.1 854.83 122.56 1834.94 1809.22 1690.84 833.33 804.33 1508 1831.44 289.31 238.58 783.15



2-3.c34033/1/2055 PREDICTED: filamin-B isoform X2 [Xenopus (Silurana) tropicalis]512839159 XP_004914228.1 0 0 0 1.06 0 1.1 1.16 0 0 8.6 11.49 6.41
2-3.c4581/11/1993 tyrosinase-related protein 1 precursor [Xenopus laevis]>gi|27694775|gb|AAH43815.1| Tyrp1-prov protein [Xenopus laevis]148223219 NP_001080492.1 1.6 3.85 3.53 0.85 1.62 1.26 5.33 0.9 2.61 0 0 0.21
2-3.c53835/1/2033 semaphorin-4A precursor [Xenopus (Silurana) tropicalis]>gi|161611536|gb|AAI55708.1| LOC100135101 protein [Xenopus (Silurana) tropicalis]166158256 NP_001107311.1 0 0 0 0 0 1.21 0 0 0 9.96 10.64 0
3-6.c4089/3/3443 arginase-2, mitochondrial [Xenopus (Silurana) tropicalis]>gi|116284136|gb|AAI24019.1| arginase, type 2 [Xenopus (Silurana) tropicalis]118404488 NP_001072685.1 38.48 9.97 33.42 7.83 42.58 0.97 53.87 31.32 27.28 0.03 5.73 26.15
1-2.c28006/1/1862 PREDICTED: zinc finger protein 850-like [Pelodiscus sinensis]558191053 XP_006129444.1 0 2.53 0 0.47 0.62 0 0.06 0.05 0 4.61 4.33 2.36
2-3.c28093/2/2423 PREDICTED: PHD finger protein 1 isoform X2 [Xenopus (Silurana) tropicalis]301618658 XP_002938718.1 0.39 0.02 0 0 0 3.49 1.28 1.64 3.11 0 0.56 0
2-3.c54547/1/1876.1-- -- -- 1.56 16.06 0 0.78 0.64 1.77 0 0 0 12.92 26.59 5.71
1-2.c8228/2/1609 myozenin-1 [Xenopus (Silurana) tropicalis]>gi|49522420|gb|AAH75445.1| myozenin 1 [Xenopus (Silurana) tropicalis]55742226 NP_001006717.1 29.77 5.09 44.72 43.65 41.66 33.3 46.68 40.63 46.02 11.3 12.03 16.21
3-6.c10187/1/3370 predicted protein [Nematostella vectensis]>gi|156219867|gb|EDO40743.1| predicted protein, partial [Nematostella vectensis]156383368 XP_001632806.1 3.97 1.19 4.87 4.75 7.32 3.55 5.65 6.5 6.55 1.48 1.61 1.59
2-3.c16797/3/2253 matrin-3 [Callithrix jacchus]>gi|675643013|ref|XP_008983257.1| PREDICTED: matrin-3 isoform X1 [Callithrix jacchus]>gi|675643015|ref|XP_008983259.1| PREDICTED: matrin-3 isoform X1 [Callithrix jacchus]327365358 NP_001192169.1 0 0 0 0 0.76 0.72 0 0 0 2.39 1.6 2.64
2-3.c46230/1/2482 PREDICTED: LIM domain and actin-binding protein 1 isoform X1 [Xenopus (Silurana) tropicalis]847100858 XP_012812713.1 1.27 1.28 0 1.52 0.08 0.67 0 0 0.95 3.68 6.95 11.08
1-2.c18000/1/1618.1PREDICTED: tubulin alpha chain isoform X1 [Xenopus (Silurana) tropicalis]847163580 XP_012825888.1 0 103.6 0 0 83.65 305.9 260.05 126.93 0 0 1.5 0
3-6.c8118/1/3064 PREDICTED: E3 ubiquitin-protein ligase TRIM63 [Sarcophilus harrisii]821474903 XP_012400999.1 11.29 0.06 0.08 2.93 5.49 0.25 5.01 6.8 5.53 0.99 3.2 0.29
2-3.c32273/1/2544 PREDICTED: integrin alpha-10 [Chrysemys picta bellii]530603879 XP_005293685.1 0.5 5.27 1.12 0 0.57 0.8 0.11 0.52 0.05 3.85 5.09 10.44
2-3.c27373/1/2014.1PREDICTED: glycerophosphodiester phosphodiesterase domain-containing protein 4 [Balearica regulorum gibbericeps]723552948 XP_010298931.1 4.91 2.92 1.96 2.44 5.51 0.71 3.41 3.88 0.59 29.25 26.56 64.09
1-2.c23180/2/1443 TPA_inf: tropoelastin 2a [Xenopus laevis]296040422 DAA12508.1 5.64 0.18 3.92 7.42 1.59 0 4.28 7.7 7.08 1.17 0.27 1.38
1-2.c34298/1/1277 PREDICTED: plexin-B2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847110123|ref|XP_012814571.1| PREDICTED: plexin-B2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847110126|ref|XP_012814573.1| PREDICTED: plexin-B2 isoform X1 [Xenopus (Silurana) tropicalis]847110120 XP_012814570.1 5.35 6.95 0 2.77 1.99 3.58 1.97 0 0 20.97 12.88 10.2
1-2.c15042/2/1694 PREDICTED: glycogen debranching enzyme isoform X2 [Xenopus (Silurana) tropicalis]847125952 XP_012817928.1 10.07 0 8.2 18.91 6.25 2.37 5.73 7.13 15.11 1.57 2.36 1.52
2-3.c53647/1/1961 -- -- -- 9.49 16.74 9.14 7.16 2.88 3.99 3.56 6.86 5.7 1.35 0.78 0.7
2-3.c23205/6/2632 PREDICTED: uridine-cytidine kinase 1-like 1 isoform X8 [Monodelphis domestica]611978749 XP_007475566.1 30.24 0.84 20.03 15.55 17.44 0.43 8.43 16.46 19.37 2.54 3.81 6.09
2-3.c26640/1/2181 -- -- -- 1.9 2.68 1.81 0.92 1.6 1.59 4.56 2.59 4.73 0 0.15 1.29
1-2.c4105/2/1321 PREDICTED: vimentin A2-like [Xenopus (Silurana) tropicalis]512841962 XP_002932207.2 311.7 6.5 290.73 254.46 140.29 0.13 271.63 308.18 239.39 112.63 168.61 17.37
2-3.c24094/1/2637.1PREDICTED: F-box only protein 40 isoform X1 [Xenopus (Silurana) tropicalis]512825033 XP_004912343.1 27.58 1.16 12.28 21.96 27.91 5.59 16.03 18.81 16.5 5.02 3.93 5.61
2-3.c61732/1/2281 -- -- -- 33.72 20.78 36.51 37.44 51.06 14.87 50.42 56.89 83.32 17.49 16.49 26.14
1-2.c10711/3/1356 cordon-bleu WH2 repeat protein [Xenopus laevis]>gi|28302289|gb|AAH46666.1| MGC52972 protein [Xenopus laevis]148230755 NP_001079646.1 32.66 4.13 10.41 16.02 24.08 7.95 21.96 12.35 19.77 0 11.54 2.69
1-2.c29873/1/1706.1-- -- -- 0 0 0.93 0 1.36 0 0 0 0 13.86 8.4 8.35
3-6.c10794/1/3009 PREDICTED: RNA-binding protein 20 [Xenopus (Silurana) tropicalis]512850834 XP_002942947.2 0.61 0 0.9 0.48 0.74 0.56 4.24 1.84 1.01 0 0.34 0.14
1-2.c11618/11/1377Ras-related associated with diabetes [Xenopus laevis]>gi|49256279|gb|AAH74340.1| MGC84175 protein [Xenopus laevis]148236071 NP_001086219.1 10.99 85.95 6.96 1.49 6.22 24.24 1.41 2.29 2.95 36.42 40.86 26.61
3-6.c5455/1/4108 PREDICTED: collagen alpha-1(VI) chain [Xenopus (Silurana) tropicalis]512867463 XP_002932077.2 8.51 60.49 19 9.37 16.36 65.29 7.71 12.68 8.6 2.66 2.17 3.63
1-2.c19967/2/1694 PREDICTED: nebulin isoform X7 [Xenopus (Silurana) tropicalis]847166504 XP_012826613.1 15.93 8.31 88.3 54.85 0 0 63.55 42.51 30.33 18.16 4.41 17.52
3-6.c15944/1/2780 PREDICTED: LOW QUALITY PROTEIN: filamin-C [Xenopus (Silurana) tropicalis]512830904 XP_002931884.2 2.01 9.99 1.03 1.67 2.8 20.98 2.73 0.47 2.81 0.28 0 0.12
1-2.c22406/1/1175 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 0 0 0 0 0 67.06 0 0 0 9.96 30.54 5.9
1-2.c14613/1/1438 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 59.62 4.64 508.5 236.81 390.54 0 171.33 193.68 109.3 53.24 31.27 68.77
2-3.c53936/1/1898 adenylosuccinate synthetase isozyme 1 A [Xenopus laevis]>gi|82229905|sp|Q561L1.1|PUA1A_XENLA RecName: Full=Adenylosuccinate synthetase isozyme 1 A; Short=AMPSase 1 A; Short=AdSS 1 A; AltName: Full=Adenylosuccinate synthetase, basic isozyme A; AltName: Full=Adenylosuccinate synthetase, muscle isozyme A; Short=M-type adenylosuccinate synthetase A; AltName: Full=IMP--aspartate ligase 1 A [Xenopus laevis]>gi|62533188|gb|AAH93568.1| MGC115169 protein [Xenopus laevis]148236946 NP_001090012.1 17.72 5.77 13.29 16.84 16.79 4 12.26 12.03 19.66 3.95 4.48 3.32
2-3.c39576/2/2309 -- -- -- 1.59 0 0 0.53 0 3.49 2.61 1.74 1.52 0 0.17 0.22
2-3.c22993/1/2150 PREDICTED: multidrug resistance-associated protein 1-like [Xenopus (Silurana) tropicalis]>gi|847165799|ref|XP_012826370.1| PREDICTED: multidrug resistance-associated protein 1-like [Xenopus (Silurana) tropicalis]>gi|847165803|ref|XP_012826371.1| PREDICTED: multidrug resistance-associated protein 1-like [Xenopus (Silurana) tropicalis]512867941 XP_002932264.2 11.84 10.71 10.02 8 9.18 6.48 7.18 11.08 10.28 1.77 2.81 2.58
1-2.c49269/1/1268 -- -- -- 2.18 64.05 4.02 2.67 5.62 15.91 5.93 7.11 4.67 0.66 0.52 0.92
1-2.c15193/2/1736 F-box only protein 31 [Xenopus (Silurana) tropicalis]>gi|123885224|sp|Q0D2D2.1|FBX31_XENTR RecName: Full=F-box only protein 31 [Xenopus (Silurana) tropicalis]>gi|115291943|gb|AAI21977.1| F-box protein 31 [Xenopus (Silurana) tropicalis]118405062 NP_001072525.1 118.51 5.23 24.77 63.8 39.17 6.45 34.29 50.4 52.91 10.6 21.37 12.81
3-6.c14638/1/2869.2-- -- -- 55.5 31.41 28.63 38.57 53.63 101.1 176.79 100.32 121.28 46.73 45.32 33.25
2-3.c12114/1/2207 UBA domain containing 1 [Xenopus laevis]>gi|62471529|gb|AAH93557.1| MGC115132 protein [Xenopus laevis]148235257 NP_001089374.1 1.02 0.91 1.33 1.5 1.57 0.59 2.52 1.01 1.76 0.24 0 0
1-2.c29231/1/1405 PREDICTED: microtubule-actin cross-linking factor 1 isoform X19 [Xenopus (Silurana) tropicalis]847101702 XP_012812888.1 2.1 0 0 3.02 0 0 0 0 0 24 42.31 0.25
2-3.c29740/2/1873 ryanodine receptor beta isoform [Rana catesbeiana]29501272 BAA04647.2 0 0.41 0 0 0 0 1.97 1.29 0.5 0 0 0
2-3.c45754/1/2163 WD repeat and SOCS box-containing protein 1 [Xenopus (Silurana) tropicalis]>gi|82237435|sp|Q6P1V3.1|WSB1_XENTR RecName: Full=WD repeat and SOCS box-containing protein 1; Short=WSB-1>gi|40675657|gb|AAH64858.1| WD repeat and SOCS box-containing 1 [Xenopus (Silurana) tropicalis]45361625 NP_989387.1 9.03 45.92 10.35 10.26 8.62 20.29 13.18 14.8 13.6 1.75 3.2 6.02
1-2.c30305/1/1448 -- -- -- 6.1 0 0 0.8 0 7.95 6.57 0.95 0 26.85 46.04 32.2
3-6.c12338/5/2777.2PREDICTED: uncharacterized protein DDB_G0284459 isoform X4 [Musca domestica]755867960 XP_011291498.1 0 11.34 5.91 0.11 1.47 6.02 0.15 0 0.24 93.66 129.63 0.39
2-3.c54707/1/2384 serine/arginine repetitive matrix 1 [Xenopus (Silurana) tropicalis]89269017 CAJ83937.1 0 1.14 1.13 1.42 0.79 2.68 0.17 0 0 2.84 7.12 2.46
2-3.c9829/10/1911 PREDICTED: dihydrolipoyl dehydrogenase, mitochondrial isoform X1 [Picoides pubescens]699633727 XP_009908479.1 27.74 17.91 24.72 31.03 37.16 15.37 19.11 33.43 36.72 9.52 3.48 13.07
2-3.c62155/4/2317 -- -- -- 63.89 27.16 25.32 120.72 24.75 21.37 34.25 46.02 121.7 5.09 0.68 5.13
1-2.c36134/1/1827.1-- -- -- 6.55 61.87 5.04 6.53 4.51 9.82 6.24 3.95 8.04 70.41 112.32 54.54
2-3.c20854/1/2262.1PREDICTED: alpha N-terminal protein methyltransferase 1B [Xenopus (Silurana) tropicalis]301608515 XP_002933831.1 0.31 1.47 1.51 2.57 1.91 10.19 3.46 1.48 2.4 0.18 0.07 0.15
2-3.c2148/11/2244 PREDICTED: zinc finger protein 410 isoform X1 [Xenopus (Silurana) tropicalis]847155335 XP_012824130.1 7.67 0 1.34 3.09 0.77 0 0 2.68 3.76 0 0 0
1-2.c22227/1/1315 PREDICTED: RNA-binding protein 25 isoform X1 [Xenopus (Silurana) tropicalis]847153751 XP_012823642.1 0 0 0 4.91 0 0 0 4.58 5.43 0 0 0
1-2.c50117/1/1669.1-- -- -- 9.51 4.48 0 6.3 6.3 4.93 5.88 5.21 3.2 53.41 60.16 81.97
2-3.c35670/1/2476.1-- -- -- 30.3 9.12 26.01 36.51 16.04 4.47 28.17 23.14 42.67 6.74 5.55 5.71
1-2.c22683/1/1296 -- -- -- 3.87 4.26 19.48 11.96 10.03 12.17 16.2 14.23 22.15 6.89 1.92 3.79
2-3.c34496/1/2623 -- -- -- 2.3 0.87 3.97 1.31 3.81 10.53 2.46 1.82 3.02 0.14 0.39 0.31
1-2.c30327/1/1573 -- -- -- 4.62 22.72 0.89 5.52 5.02 11.61 5.85 3.9 1.5 38.71 34.42 72.34
2-3.c42249/1/2138 PREDICTED: glycogen phosphorylase, muscle form [Latimeria chalumnae]556954754 XP_005988980.1 9.97 0.21 4.8 7.25 7.31 2.19 7.53 8.77 11.54 2.42 2.09 2.02



1-2.c29452/1/1285 myosin heavy chain, partial [Rana catesbeiana]4249695 AAD13769.1 885.57 298.65 348.99 301.68 293.15 36.55 378.25 468.87 399.53 130.86 308.72 31.37
2-3.c15942/5/2592 protein SDA1 homolog [Xenopus laevis]>gi|123897590|sp|Q2VPG3.1|SDA1_XENLA RecName: Full=Protein SDA1 homolog; AltName: Full=SDA1 domain-containing protein 1 [Xenopus laevis]>gi|83318290|gb|AAI08828.1| Sdad1 protein [Xenopus laevis]148236679 NP_001082492.1 7.83 13.03 3.47 1.6 4.15 10.6 4.93 4.26 4.02 0.2 0.93 1.32
2-3.c62459/4/2260 -- -- -- 0 18.7 0 0 0.22 42.41 0 0.51 2.75 18.1 17.07 15.14
2-3.c34560/1/1945 predicted protein [Nematostella vectensis]>gi|156218907|gb|EDO39797.1| predicted protein, partial [Nematostella vectensis]156380608 XP_001631860.1 0.22 5.55 0 4.41 3.34 5.18 0.69 2.16 1.06 26.18 50.2 20.07
2-3.c34816/2/2585 -- -- -- 6.42 5.2 8.18 8.41 11.89 8.11 7.21 11.19 11.15 0 1.37 5.87
1-2.c19643/3/1539 RecName: Full=Iroquois-class homeodomain protein irx-3; AltName: Full=Iroquois homeobox protein 3; Short=Xiro3 [Xenopus laevis]>gi|80479311|gb|AAI08596.1| Xiro3 protein [Xenopus laevis]263432223 O42261.2 4.54 31.4 3.13 3.97 3.87 13.23 8.71 2.54 6.44 65.95 68.8 77.39
2-3.c53345/1/2484 PREDICTED: ATP-dependent RNA helicase DHX8 isoform X2 [Xenopus (Silurana) tropicalis]>gi|847168840|ref|XP_012808179.1| PREDICTED: ATP-dependent RNA helicase DHX8 isoform X2 [Xenopus (Silurana) tropicalis]512873634 XP_004918684.1 0.73 1.01 0.62 1.06 0 1.03 1.06 1.26 0.37 0 0 0
3-6.c14961/1/2834 alpha-catulin [Xenopus laevis]>gi|50417402|gb|AAH77179.1| Ctnnal1-prov protein [Xenopus laevis]148237000 NP_001086613.1 1.59 3.07 5.16 1.92 2.88 1.06 1.78 1.83 3.85 0.28 0 0.6
2-3.c43309/1/2482.1transmembrane protein 63A [Xenopus laevis]>gi|56270467|gb|AAH87407.1| LOC496016 protein [Xenopus laevis]147906330 NP_001088752.1 0 0 0 0 3.66 0.9 0 3.73 3.29 0 0 0
3-6.c16722/1/3197.1PREDICTED: transmembrane and coiled-coil domain-containing protein 4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847151340|ref|XP_012823056.1| PREDICTED: transmembrane and coiled-coil domain-containing protein 4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847151343|ref|XP_012823057.1| PREDICTED: transmembrane and coiled-coil domain-containing protein 4 isoform X1 [Xenopus (Silurana) tropicalis]512856155 XP_002942004.2 5.85 8.38 0 0.02 0 4.98 0 0 0 0 7.07 7.97
2-3.c12478/1/2395 PREDICTED: collagen alpha-3(IX) chain [Equus caballus]194224629 XP_001915094.1 0 10.52 1.49 2.1 0.22 0.73 2.86 0 3.01 0 0 0
2-3.c25794/1/2191 cysteine-rich secretory protein LCCL domain-containing 2 precursor [Xenopus (Silurana) tropicalis]>gi|82226201|sp|Q4V9Y5.1|CRLD2_XENTR RecName: Full=Cysteine-rich secretory protein LCCL domain-containing 2; Flags: Precursor [Xenopus (Silurana) tropicalis]>gi|66794549|gb|AAH96629.1| hypothetical protein mgc107747 [Xenopus (Silurana) tropicalis]73853836 NP_001027499.1 0.12 2.4 0.13 6.08 8.43 0.61 15.45 7.57 9.47 0 8.89 0
2-3.c14285/2/2291 alpha1 type II collagen [Cynops pyrrhogaster]5360532 BAA82043.1 2.65 101.28 18.81 9.14 1.8 19.83 5.36 4.45 5.88 0.64 0.77 1.51
2-3.c22247/1/2406 N-acetylglucosamine kinase [Xenopus laevis]>gi|195539593|gb|AAI67978.1| Unknown (protein for MGC:180054) [Xenopus laevis]207028218 NP_001128696.1 0.21 0.34 0.13 0.28 0.37 0 0.41 0 0 5.96 3.4 5.25
1-2.c21055/4/1363 kelch-like protein 41 [Xenopus (Silurana) tropicalis]>gi|38648955|gb|AAH63333.1| kelch repeat and BTB (POZ) domain containing 10 [Xenopus (Silurana) tropicalis]45361273 NP_989214.1 19.82 24.26 0 8.24 6.92 69.42 36.06 20.18 32.87 5.84 18.33 3.27
2-3.c35028/1/2147 fragile X mental retardation syndrome-related protein 1 homolog A [Xenopus laevis]>gi|110282964|sp|P51115.2|FXR1A_XENLA RecName: Full=Fragile X mental retardation syndrome-related protein 1 homolog A; Short=xFxr1p-A [Xenopus laevis]>gi|67764066|gb|AAY79165.1| Fxr1 long isoform variant a [Xenopus laevis]>gi|67764068|gb|AAY79166.1| Fxr1 long isoform variant a [Xenopus laevis]147899444 NP_001081786.1 35.89 21.35 25.5 6.59 4 8.42 11.62 9.77 10.9 1.74 0.7 5.13
2-3.c40760/1/2202.2pyruvate kinase PKM [Xenopus laevis]>gi|2497536|sp|Q92122.1|KPYM_XENLA RecName: Full=Pyruvate kinase PKM; AltName: Full=Cytosolic thyroid hormone-binding protein; Short=CTHBP [Xenopus laevis]>gi|1085221|pir||S51374 pyruvate kinase (EC 2.7.1.40), muscle - clawed frog>gi|433355|gb|AAA63581.1| cytosolic thyroid hormone binding protein/pyruvate kinase type M2 [Xenopus laevis]>gi|51258124|gb|AAH79921.1| PKM2 protein [Xenopus laevis]148225037 NP_001084341.1 0 0 0.86 0 0.25 6.57 3.4 0 0 32.68 54.92 17.23
2-3.c60503/1/2316 PREDICTED: RAC-alpha serine/threonine-protein kinase isoform X2 [Xenopus (Silurana) tropicalis]301622901 XP_002940763.1 9.69 9.55 4.75 3.73 4.38 2.34 1.81 5.22 4.11 0 1.63 0.25
1-2.c12427/1/1791.1PREDICTED: glucose-6-phosphate isomerase [Anolis carolinensis]327288680 XP_003229054.1 129.29 1.95 37.58 76.07 0.94 12.84 60.64 36.18 73.37 1.99 8.78 37.89
2-3.c11851/8/2182 PREDICTED: collagen alpha-1(XI) chain isoform X3 [Chelonia mydas]591360728 XP_007055282.1 3.68 66.52 8.95 3.16 2.11 28.13 0.8 1.6 3.64 0 0.27 0
2-3.c39422/1/2230 PREDICTED: collagen alpha-1(XII) chain isoform X2 [Danio rerio]688603631 XP_009293274.1 5.66 1.11 4.63 3.79 7.08 1.28 2.66 5.13 6.66 0.49 1.18 1.01
2-3.c27411/1/2321 glycerophosphodiester phosphodiesterase domain-containing protein 5 [Xenopus (Silurana) tropicalis]>gi|171846390|gb|AAI61627.1| LOC100145750 protein [Xenopus (Silurana) tropicalis]187607081 NP_001120593.1 3.3 3.19 0 2.65 0 0.63 0.2 1.4 0 15.56 12.32 5.94
1-2.c46467/1/4679.4muscle creatine kinase [Xenopus laevis]>gi|27769137|gb|AAH42249.1| Ckm-prov protein [Xenopus laevis]147899942 NP_001080073.1 16399.49 1495.38 11744.97 11879.68 12243.56 6365.12 10657.14 10084.84 10078.52 4723.24 2327.34 3414.03
2-3.c36572/1/2031.1PREDICTED: suppressor of cytokine signaling 4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|115312917|gb|AAI23972.1| suppressor of cytokine signaling 4 [Xenopus (Silurana) tropicalis]847154706 XP_012823918.1 2.92 6.34 1.91 0.6 2.56 2.98 2.54 1.87 1.71 21.22 40.09 28.63
1-2.c7427/1/1839 -- -- -- 0 3.88 0.37 4.82 0 0 5.44 0.95 3.99 0 0.41 0.42
2-3.c24282/1/2441.2-- -- -- 21.86 249.75 12.93 26.75 16.54 34.45 20.61 18.29 22.51 226.79 393.38 179.47
1-2.c26920/1/1233 -- -- -- 22.26 26.69 62.95 37.66 1.63 5.03 50.2 29.1 3.49 1.63 0 0
3-6.c3426/3/3257 hypoxia-inducible factor 1 alpha [Rana temporaria]166343757 ABY86629.1 4.08 5.91 0.47 4.71 5.37 2.7 8.67 3.14 4.45 1.19 0.85 1.67
3-6.c15179/1/6486.1myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0.3 0 1.82 1.35 1.12 0 1.77 1.69 1.42 0.21 0.08 0.2
2-3.c61980/1/2022.1-- -- -- 1.03 0.46 1.32 2.57 2.25 1.29 2.92 0.82 0.79 17.61 39.22 24.71
2-3.c11442/25/1920lysine--tRNA ligase [Xenopus (Silurana) tropicalis]>gi|45768826|gb|AAH67987.1| lysyl-tRNA synthetase [Xenopus (Silurana) tropicalis]47575822 NP_001001255.1 116.6 167.4 76.5 58.22 66.81 128.32 125.81 67.29 83.54 30.77 14.92 42.28
2-3.c45772/1/2259 pentraxin 3, long precursor [Xenopus laevis]>gi|120538279|gb|AAI29651.1| LOC100036916 protein [Xenopus laevis]148226508 NP_001091159.1 3.15 0.34 1.68 3.96 0.97 0.08 3.19 1.47 0.97 0.2 0 0.15
3-6.c10214/1/3383 PREDICTED: LIM domain-binding protein 3 isoform X17 [Xenopus (Silurana) tropicalis]847142931 XP_012821746.1 1.49 0.13 6.25 2.63 3.01 2.12 1.93 2.94 4.91 0.18 0.22 1.37
2-3.c11813/2/2417 -- -- -- 4.86 5.55 2.43 4.46 3.4 2.15 2 2.96 3.57 37.77 30.95 38.37
3-6.c2890/2/3785 PREDICTED: hamartin [Xenopus (Silurana) tropicalis]512863241 XP_002944681.2 65.7 5.97 30.81 40.5 41.85 5.28 33.35 33.95 39.03 8.24 11.33 15.73
2-3.c7806/1/2314.1 PREDICTED: GMP reductase 1 isoform X1 [Xenopus (Silurana) tropicalis]847133898 XP_012819696.1 11.08 3.42 12.6 19.53 10.72 4.48 10.92 13.07 10.15 5.08 1.37 1.54
1-2.c43472/1/1865.2-- -- -- 2.42 60.05 9.88 3.78 0 8.13 7.21 4.38 10.46 0 0 0
3-6.c4428/2/3338 uncharacterized protein LOC734275 precursor [Xenopus laevis]>gi|58047691|gb|AAH89181.1| MGC98917 protein [Xenopus laevis]148225160 NP_001089228.1 8.14 61.81 26.31 10.53 11.21 55.25 13.1 4.73 13.96 1.23 2.47 4.92
1-2.c24233/1/1527 protease, serine, 8 precursor [Xenopus laevis]>gi|2599504|gb|AAB96905.1| serine protease [Xenopus laevis]148222777 NP_001081720.1 0 0 0 0.34 0 0.64 0 0 0 0.52 4.06 5.82
2-3.c2051/20/2321 heat shock 70kDa protein 9 (mortalin) [Xenopus laevis]>gi|28175297|gb|AAH45130.1| Hspa9b protein [Xenopus laevis]148228693 NP_001080166.1 2.45 10.62 3.64 9.04 0.08 14.31 7.73 5.97 6.98 0 0.71 3.57
3-6.c12948/3/3596 PREDICTED: RNA polymerase-associated protein CTR9 homolog [Anolis carolinensis]637246018 XP_008105031.1 4.54 11.51 3.96 4.49 4.59 0.22 2.61 4.09 3.63 0 0 1.95
3-6.c11524/1/4750 PREDICTED: myosin-4-like [Xenopus (Silurana) tropicalis]301611451 XP_002935254.1 2.96 0 5.39 4.97 4.91 0.08 5.77 6.83 4.33 2.74 1.29 0.98
2-3.c22311/1/2239 myozenin-3 [Xenopus (Silurana) tropicalis]>gi|56789297|gb|AAH87983.1| hypothetical LOC496725 [Xenopus (Silurana) tropicalis]58332250 NP_001011273.1 0.82 7.19 5.26 0.6 1.05 39.01 1.83 0.76 1.88 0.07 0.05 0
2-3.c19084/3/2254.1leucine-rich repeat-containing protein 39 [Xenopus (Silurana) tropicalis]>gi|189441933|gb|AAI67387.1| LOC100170481 protein [Xenopus (Silurana) tropicalis]194332463 NP_001123736.1 0.32 0 0 0.83 0 0 4.44 0 5.68 0 0 0
1-2.c48481/1/1551 myosin, heavy chain 2, skeletal muscle, adult [Xenopus (Silurana) tropicalis]>gi|50368680|gb|AAH76678.1| myosin, heavy polypeptide 13, skeletal muscle [Xenopus (Silurana) tropicalis]55742222 NP_001006805.1 9.43 2.11 6.01 2.28 2.34 0.06 2.72 3.84 2.83 0.19 0.01 0.48
1-2.c36910/1/1866 PREDICTED: LOW QUALITY PROTEIN: eukaryotic initiation factor 4A-II-like [Erinaceus europaeus]617600050 XP_007522440.1 0.59 5.25 1.28 0 0 1.12 3.42 0 3.35 0 0 0
2-3.c20294/1/2099.1-- -- -- 4.68 59.64 4.25 9.47 3.59 12.73 6.39 3.67 6.62 72.55 102.49 48.33
2-3.c43208/1/2196 nuclear pore complex protein Nup85 [Xenopus laevis]>gi|82181852|sp|Q68FJ0.1|NUP85_XENLA RecName: Full=Nuclear pore complex protein Nup85; AltName: Full=85 kDa nucleoporin; AltName: Full=Nucleoporin Nup85 [Xenopus laevis]>gi|51258556|gb|AAH79790.1| MGC86335 protein [Xenopus laevis]148228663 NP_001087440.1 2.05 0 0 0 0 0 3.48 0 2.8 0 0 0
3-6.c11772/5/2807 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 16.76 0 0.03 0.03 1.28 81.86 21.3 11.73 12.91 14.18 0 0
1-2.c2629/9/1645 PREDICTED: nebulin isoform X9 [Xenopus (Silurana) tropicalis]847166508 XP_012826615.1 0 0.4 0.59 0.93 1.01 0 1.66 0.81 1.92 0 0 0
1-2.c31345/1/1465 PREDICTED: zinc finger BED domain-containing protein 6-like [Chrysemys picta bellii]641785470 XP_005312964.2 1.12 86.91 5.9 8.47 6.13 18.2 2.11 3.97 10.24 78.74 107.22 63.2
2-3.c12321/2/1890 PREDICTED: LOW QUALITY PROTEIN: titin [Struthio camelus australis]697487074 XP_009674632.1 1.1 4.39 25.36 8.47 21.73 16.67 11.08 17.44 12.44 2.4 0 7.96
2-3.c12633/1/2379 -- -- -- 3.24 10.63 3.52 1.68 1.89 8.29 0.98 1.16 1.21 13.67 10.55 25.32
1-2.c49741/1/1814 PREDICTED: NAD(P) transhydrogenase, mitochondrial [Aquila chrysaetos canadensis]768393841 XP_011592601.1 138.52 154.92 97.47 219.84 108.19 83.81 192.99 228.2 122.15 70.72 73.84 54.16
1-2.c22029/3/1756 PREDICTED: glucose-6-phosphate isomerase [Anolis carolinensis]327288680 XP_003229054.1 254.95 84.96 243.48 464.04 340.73 83.04 255.93 252.17 503.78 121.7 47.12 168.89
2-3.c29321/1/2507.2PREDICTED: homocysteine-responsive endoplasmic reticulum-resident ubiquitin-like domain member 1 protein isoform X2 [Python bivittatus]602651855 XP_007432307.1 0 0 0 0 0 4.6 0 0 0 42.89 32.97 0
3-6.c13804/1/8671 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0.18 0 0.64 0.34 0.42 0 0.22 0.59 0.56 0 0 0
2-3.c10198/5/1962 PREDICTED: dual specificity protein phosphatase 22 isoform X1 [Xenopus (Silurana) tropicalis]847134985 XP_012820032.1 15.48 23.16 0.06 0.8 4.5 14.43 2.79 8.16 8.69 2.96 0.67 0



3-6.c18172/1/2871 PREDICTED: myosin-3-like [Alligator sinensis]557329602 XP_006037705.1 0.12 6.96 1.41 0.8 0.43 58.63 0.68 1.1 0.35 0 0 0
2-3.c32898/1/2173.1-- -- -- 0.48 7.57 1.66 4.08 1.16 7.83 0.92 1.87 1.74 24.09 61.49 52.87
2-3.c55241/1/2063 PREDICTED: DBH-like monooxygenase protein 1 [Xenopus (Silurana) tropicalis]512842438 XP_002936361.2 0.01 0 0 0.6 1.37 0.51 0.21 0 0 3.59 3.85 4.65
2-3.c24749/7/2346 PREDICTED: dual specificity protein phosphatase 6 [Mesocricetus auratus]524976634 XP_005088137.1 10.75 42.31 7.55 11.12 16.28 16.02 10.66 8.04 8.01 65.73 114.22 114.67
1-2.c25639/2/1346 actin, alpha sarcomeric/skeletal [Xenopus (Silurana) tropicalis]>gi|82202489|sp|Q6P8G3.1|ACT3_XENTR RecName: Full=Actin, alpha sarcomeric/skeletal; AltName: Full=Actin alpha 3; Flags: Precursor>gi|38174022|gb|AAH61264.1| hypothetical protein MGC75697 [Xenopus (Silurana) tropicalis]>gi|89268653|emb|CAJ82467.1| novel protein similar to actin, alpha cardiac (Actc1) [Xenopus (Silurana) tropicalis]45360805 NP_989076.1 25.2 9.42 35.3 27.72 32.85 29.07 24.85 37.39 25.77 10.9 4.06 11.27
2-3.c12986/6/1975 T-complex protein 1 subunit theta [Xenopus (Silurana) tropicalis]>gi|51258875|gb|AAH80140.1| cct8 protein [Xenopus (Silurana) tropicalis]56118448 NP_001007875.1 74.01 128.8 62.68 43.98 39.95 129.6 55.41 63.64 30.91 26.26 23.02 5.64
2-3.c16642/1/2190 PREDICTED: cytoplasmic dynein 1 intermediate chain 2 isoform X5 [Xenopus (Silurana) tropicalis]847163111 XP_012825737.1 1.95 0 2.65 2.66 0 0 3.24 0 2.59 0 0 0
3-6.c15004/1/2682 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 1.76 0 2.44 1.28 1.12 0 1.31 1.16 1.4 0 0 0.16
2-3.c15470/1/2345 PREDICTED: E3 ubiquitin-protein ligase TRIM63 [Sarcophilus harrisii]821474903 XP_012400999.1 4.68 0.22 0 0.68 2.11 0.39 4.69 3.09 2.82 0.09 1.69 0.11
2-3.c58784/1/2454.2-- -- -- 456.76 19.06 346.43 1465.39 555.65 135.67 860.62 604.03 999.71 427.23 213.92 210.8
1-2.c27518/1/1050 GTP-binding nuclear protein Ran, partial [Picoides pubescens]678196368 KFV63350.1 215.88 361.38 156.61 112.94 156.91 166.04 148.93 147.39 128.32 44.5 32.74 64.17
3-6.c19150/1/2859 -- -- -- 17.74 3.59 52.73 39.37 45.5 26.66 37.97 23.86 50.87 13.6 4.87 17.36
1-2.c46418/1/1352 PREDICTED: LOW QUALITY PROTEIN: creatine kinase M-type, partial [Anolis carolinensis]637377851 XP_008123239.1 117.68 15.44 233.03 244.89 241.96 123.97 105.66 210.04 249.18 50.37 38.31 103.41
1-2.c33004/1/3717.2actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 17672 2925.13 25457.44 20359.02 23430.02 19339.6 17185.39 26544.81 18558.93 8634.64 5465.71 8510.04
1-2.c38142/1/1542 isocitrate dehydrogenase [NAD] subunit gamma, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60551285|gb|AAH91046.1| isocitrate dehydrogenase 3 (NAD+) gamma [Xenopus (Silurana) tropicalis]71896117 NP_001025597.1 72.2 19.56 48.44 38.52 51.05 36.71 29.73 43.94 34.11 10.56 11.31 12.97
2-3.c7616/2/2430.2 beta-hexosaminidase subunit beta isoform 1 precursor [Xenopus (Silurana) tropicalis]>gi|171847009|gb|AAI61740.1| LOC100145770 protein [Xenopus (Silurana) tropicalis]187607505 NP_001120609.1 9.97 8.35 4.66 15.2 10.82 2.95 10.48 4.01 5.95 72.33 57.18 125.41
2-3.c16203/1/1780.1predicted protein [Nematostella vectensis]>gi|156209521|gb|EDO30790.1| predicted protein [Nematostella vectensis]156353049 XP_001622890.1 2.53 12.82 4.77 5.02 1.1 6.61 4.14 2.84 4.78 36.21 89.15 51.91
2-3.c49559/1/2240 PREDICTED: starch-binding domain-containing protein 1 [Xenopus (Silurana) tropicalis]301617462 XP_002938156.1 0.87 0 0 2.1 0.36 0 3.11 0.3 1.3 0 0 0
2-3.c30607/1/2473 -- -- -- 8.83 4.69 13.06 9.83 35.36 6.24 13.85 8.21 26.1 2.5 5.2 1.93
2-3.c47252/1/2237 PREDICTED: bifunctional glutamate/proline--tRNA ligase isoform X1 [Xenopus (Silurana) tropicalis]512844004 XP_002936063.2 18.34 42.38 26.21 17.47 19.15 27.35 18.87 19.55 24.11 5.31 4.24 9.53
1-2.c46430/1/1373 Ras association (RalGDS/AF-6) domain family (N-terminal) member 8 [Xenopus laevis]>gi|149211382|gb|ABR21989.1| Ras-association domain family 8 [Xenopus laevis]>gi|213623346|gb|AAI69618.1| Ras-association domain family 8 [Xenopus laevis]>gi|213626548|gb|AAI69614.1| Ras-association domain family 8 [Xenopus laevis]157426943 NP_001098743.1 0.99 3.7 1.4 3.32 0 0 0 1.23 0 13.42 11.83 9.98
1-2.c2165/15/1553 isovaleryl-CoA dehydrogenase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|56788857|gb|AAH88561.1| isovaleryl Coenzyme A dehydrogenase [Xenopus (Silurana) tropicalis]58332612 NP_001011380.1 75.74 50.9 64.54 86.27 64.29 40.96 51.24 51.18 67.29 17.06 23.9 17.21
1-2.c39980/1/9175.1PREDICTED: phosphate carrier protein, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]847109028 XP_012814196.1 29.34 27.41 21.18 64.65 20 13.99 20.67 47.71 66.08 16.91 9.26 4.85
1-2.c49938/1/1557 PREDICTED: protein phosphatase 1A [Merops nubicus]675610817 XP_008934055.1 6.5 0.01 8.9 4.78 6.44 7.96 2.23 0.04 2.32 20.12 30.56 16.33
1-2.c32094/53/1813PREDICTED: fragile X mental retardation syndrome-related protein 2 [Anolis carolinensis]637372583 XP_003229918.2 122.39 91.91 111.96 82.65 137.97 182.29 145.65 87.35 115.7 19.84 29.1 66.14
1-2.c33054/1/1457 Sodium/potassium-transporting ATPase subunit alpha-1 [Ophiophagus hannah]565315033 ETE67008.1 0.77 2.78 0.8 1.13 0.56 4.12 0 0 0 11.64 9.97 0
1-2.c25421/1/3503.1serum paraoxonase/arylesterase 2 [Xenopus laevis]>gi|28422437|gb|AAH44294.1| Pon1-prov protein [Xenopus laevis]148232543 NP_001080649.1 0.94 6.68 1.41 0.11 0.02 7.18 1.04 1.75 0.51 20.89 21.7 22.61
1-2.c24290/2/1780 -- -- -- 6.69 43.42 3.12 2.7 4.8 19.25 11.38 2.07 6.44 72.96 78.8 65.57
3-6.c16779/1/3663 -- -- -- 9.37 4.93 20.18 10.65 15.28 25.02 14.63 13.18 20.09 3.48 5.44 6.59
1-2.c8407/12/1662 SET and MYND domain-containing protein 5 [Xenopus laevis]>gi|82184468|sp|Q6GPQ4.1|SMYD5_XENLA RecName: Full=SET and MYND domain-containing protein 5 [Xenopus laevis]>gi|49115717|gb|AAH73058.1| MGC82689 protein [Xenopus laevis]148235066 NP_001085635.1 50.86 89.61 45.41 42.35 34.15 37.59 38.42 37.01 45.9 16.01 10.42 13.3
2-3.c17756/1/1941 -- -- -- 18.34 5.06 11.51 18.54 12.01 16.35 13.55 12.84 18.72 2.06 5.52 5.44
2-3.c18517/21/2109PREDICTED: aldehyde dehydrogenase, mitochondrial isoform X2 [Haliaeetus leucocephalus]729766577 XP_010580435.1 40.19 22.87 104.81 29.54 98.67 67.56 64.12 88.29 61.34 31.53 24.78 21.14
1-2.c14116/2/1473 growth hormone inducible transmembrane protein [Xenopus laevis]>gi|27370864|gb|AAH41226.1| Ghitm-prov protein [Xenopus laevis]148231426 NP_001080095.1 35.17 0 0.9 0.5 9.97 11.97 10.93 14.87 11.96 0 0 8.3
1-2.c52252/13/1418NADH dehydrogenase subunit 4 [Microhyla ornata]>gi|94315533|gb|ABF14628.1| NADH dehydrogenase subunit 4 [Microhyla ornata]146149047 YP_001165452.1 338.96 158.6 157.43 112.15 109.43 112.86 268.38 179.26 212.92 104.78 41.45 82.59
2-3.c15844/1/2603 collagen, type III, alpha 1 (Ehlers-Danlos syndrome type IV, autosomal dominant) precursor [Xenopus laevis]>gi|38173761|gb|AAH60753.1| MGC69046 protein [Xenopus laevis]147905732 NP_001083544.1 13.53 130.09 28.65 15.5 46.64 301.62 27.1 11.32 20.03 8.47 2.38 6.92
1-2.c25839/1/1782 72 kDa type IV collagenase [Xenopus laevis]>gi|18031736|gb|AAL01591.1| matrix metalloproteinase [Xenopus laevis]148231336 NP_001080697.1 0.99 51.09 3.01 6.28 6.41 25.06 9.21 0.64 11.86 72.4 65.11 91.85
1-2.c30814/1/2510.2PREDICTED: LOW QUALITY PROTEIN: creatine kinase M-type, partial [Anolis carolinensis]637377851 XP_008123239.1 147.36 14.31 130.05 102.63 112.08 57.57 105.59 126.17 115.53 35.4 27.8 45.79
1-2.c49804/2/1328 -- -- -- 0 0 0 0 0 0.31 0 0 0 48.78 119.87 0
3-6.c13467/1/3144.2serine protease PC5-A [Pelophylax esculentus]23266416 AAN10146.1 12.38 33.67 3.58 11.49 6.47 24.49 11.36 10.46 12.21 136.81 164.39 112.3
3-6.c14952/1/3047 PREDICTED: myomegalin-like [Macaca mulatta]297279729 XP_002801779.1 1.86 5.15 4.73 2.37 5.93 12.22 4.91 4.49 4.33 0.9 1.1 1.24
3-6.c16868/1/3032 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 1.54 0.06 3.56 2.67 2.8 0 2.28 4.13 2.24 0.57 0.13 0.84
1-2.c1985/36/1470 PREDICTED: 28S ribosomal protein S5, mitochondrial [Xenopus (Silurana) tropicalis]847132351 XP_012819326.1 29.15 47.48 17.94 15.48 13.47 25.65 18.41 19.04 21.5 5.11 9.87 2.95
2-3.c12253/1/1913 PREDICTED: serine/threonine-protein phosphatase 4 regulatory subunit 3B [Calypte anna]663259256 XP_008491496.1 3.89 6.03 0 0.56 0.8 2.29 0.01 0.78 0 5.82 4.18 12.42
3-6.c13919/1/3394 PREDICTED: myosin heavy chain, fast skeletal muscle-like, partial [Oryzias latipes]765166248 XP_011491974.1 4.26 0 7.15 5.33 6.05 0 5.35 8.38 5.13 2.89 1.06 1.43
2-3.c43226/1/2634 PREDICTED: talin-2 [Tinamus guttatus]719733077 XP_010217902.1 31.02 18.83 36.4 20.16 28.04 14.56 22.65 23.61 21.84 5.58 5.49 10.91
3-6.c18847/9/2929 PREDICTED: titin-like [Alligator mississippiensis]564226854 XP_006257898.1 416.41 195.23 817.61 584.2 617.19 844.82 575.85 566.76 723.17 192.87 126.48 335.27
1-2.c43599/1/1472.1-- -- -- 40.59 55.34 21.5 30.76 16.08 25.57 27.06 16.75 49.21 16.15 2.13 2.51
3-6.c5778/1/4745 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 1.88 0 3.1 3.39 2.22 0.08 3.07 3.23 2.81 0.74 0.6 0.9
3-6.c18857/2/4593 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 2.88 0 4 3.34 3.52 0 2.44 4.21 3.1 0.95 0.52 1
2-3.c15367/1/2233 -- -- -- 3.01 0.09 6.05 2.71 0.93 0.08 2.51 1.18 3.01 0 0 0.54
3-6.c4654/1/3909 succinate dehydrogenase cytochrome b560 subunit, mitochondrial [Xenopus (Silurana) tropicalis]>gi|163915714|gb|AAI57547.1| LOC496650 protein [Xenopus (Silurana) tropicalis]218847754 NP_001136371.1 12.28 10.51 20.9 13.73 15.44 7.77 16.08 7.24 14.38 3.54 1.61 6.14
2-3.c48842/1/4288 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 248.5 35.13 319.37 322.99 425.54 396.31 423.82 467.64 351.53 199.48 153.5 117.63
1-2.c11973/1/1605 -- -- -- 0 0.72 0.21 1.01 1.53 8.73 0.16 2.43 4.51 0 0 0
2-3.c22693/1/2530 -- -- -- 119.57 8.43 89.4 61.59 42.4 18.19 43.41 54.57 69.57 18.89 33.63 10.9
2-3.c19016/2/2318 -- -- -- 0.77 22.02 1.46 3.09 0.92 7.9 3.61 1.58 3.91 41.76 77.3 31.98
2-3.c32849/1/11549.2-- -- -- 27 5.22 52.2 128.65 29.96 23.97 113.42 73.82 103.64 35.84 23.08 36.16
3-6.c10073/1/3198 PREDICTED: laminin subunit beta-2 isoform X2 [Xenopus (Silurana) tropicalis]301607003 XP_002933101.1 27.84 17.85 20.32 8.52 21.18 14.09 15.26 16.72 21.92 5.05 5.83 6.98
1-2.c25815/1/1333.1-- -- -- 7.38 36 4.79 9.65 7.47 12.32 10.62 7.79 9.59 121.33 98.76 108.66



2-3.c55553/1/2548.1dual specificity mitogen-activated protein kinase kinase 1 [Xenopus (Silurana) tropicalis]>gi|51703675|gb|AAH80944.1| mitogen-activated protein kinase kinase 1 [Xenopus (Silurana) tropicalis]56118586 NP_001008058.1 0 0 0 5.36 0 0 5.29 4.95 4.11 1.41 1.27 0
1-2.c23401/1/5855.1malate dehydrogenase, cytoplasmic [Xenopus laevis]>gi|82186776|sp|Q6PAB3.1|MDHC_XENLA RecName: Full=Malate dehydrogenase, cytoplasmic; AltName: Full=Cytosolic malate dehydrogenase [Xenopus laevis]>gi|38014771|gb|AAH60386.1| MGC68659 protein [Xenopus laevis]148223868 NP_001083335.1 64.58 46.52 55.78 42.64 75.53 84.1 46.92 67.64 66.44 21.31 7.57 28.16
2-3.c43652/1/2096 -- -- -- 3.12 48.03 1.52 1.77 2.48 17.05 5.35 3.74 3.8 36.27 54.25 56.01
3-6.c10137/1/3017 transforming acidic coiled-coil-containing protein 3 [Xenopus laevis]>gi|288558828|sp|Q9PTG8.2|TACC3_XENLA RecName: Full=Transforming acidic coiled-coil-containing protein 3; AltName: Full=Cytoplasmic polyadenylation element-binding protein-associated factor Maskin; Short=CPEB-associated factor Maskin [Xenopus laevis]>gi|62740177|gb|AAH94101.1| Masking protein [Xenopus laevis]148235419 NP_001081964.1 0 0.26 1.63 0.88 5.95 5.55 4.1 3.4 3.36 0 2.73 0
2-3.c61198/3/2604 PREDICTED: protein PRRC2A isoform X2 [Xenopus (Silurana) tropicalis]512859823 XP_002941349.2 34.42 43.87 48.34 45.99 19.32 13.13 28.64 42.84 49.58 14.32 11.43 16.67
1-2.c11933/1/1564 -- -- -- 5.45 1.34 7.11 3.27 3.94 1 2.25 5.69 3.77 0.64 0.36 0.46
2-3.c28219/1/2543 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 752.54 24.16 1582.73 867.35 1229.02 6.31 759.32 1914.36 1079.6 160.16 101.44 285.79
2-3.c31633/218/2205solute carrier family 16 (monocarboxylic acid transporters), member 6 [Xenopus laevis]>gi|28839633|gb|AAH47967.1| Slc16a6-prov protein [Xenopus laevis]148232306 NP_001080307.1 122.62 13.08 55.81 258.74 174.23 16.97 144.8 74.82 180.14 39.11 28.71 67.94
2-3.c12268/1/6515.3calsequestrin-1 precursor [Xenopus (Silurana) tropicalis]>gi|37589982|gb|AAH59743.1| calsequestrin 1 [Xenopus (Silurana) tropicalis]45360503 NP_988894.1 27.45 4.6 71.34 18.67 63.32 59.94 34.83 57.11 31.01 11.76 10.35 13.44
2-3.c6735/1/2573.1 -- -- -- 28.56 25.8 14.76 15.45 9.82 12.88 27.53 17.14 13.06 6.06 5.98 5.25
1-2.c38610/1/3837.1PREDICTED: NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial isoform X2 [Xenopus (Silurana) tropicalis]847118057 XP_012816472.1 281.77 90.18 183.55 202.8 200.5 129.47 152.58 192.29 200.66 46.5 69.88 82.37
1-2.c14792/1/1198 mesoderm-specific transcript homolog protein precursor [Xenopus (Silurana) tropicalis]>gi|847109269|ref|XP_012814278.1| PREDICTED: mesoderm-specific transcript homolog protein isoform X1 [Xenopus (Silurana) tropicalis]>gi|49522337|gb|AAH75327.1| mesoderm specific transcript homolog [Xenopus (Silurana) tropicalis]54262191 NP_001005789.1 2.78 1.65 2.94 2.18 5.37 4.14 4.11 4.99 3.43 0 1.2 0
1-2.c52378/3/1323 PREDICTED: myosin-4-like [Xenopus (Silurana) tropicalis]847172870 XP_012809641.1 2.05 177.95 2.24 6.04 4.33 1146.28 4.46 6.86 2.87 0.47 0.94 0.5
2-3.c6101/1/2670 PREDICTED: mitogen-activated protein kinase kinase kinase kinase 4 isoform X6 [Xenopus (Silurana) tropicalis]847103308 XP_012813125.1 0 0.75 0.19 0.23 0 0.94 0.05 0.05 0 2.63 3.1 1.96
2-3.c8673/1/2757.1 -- -- -- 10.71 1.04 4.69 6.22 3.24 2.01 4.23 3.33 6.37 0 1.2 1.7
3-6.c8630/1/2912 eukaryotic translation initiation factor 2 subunit 1 [Xenopus laevis]>gi|82188311|sp|Q7ZTK4.1|IF2A_XENLA RecName: Full=Eukaryotic translation initiation factor 2 subunit 1; AltName: Full=Eukaryotic translation initiation factor 2 subunit alpha; Short=eIF-2-alpha; Short=eIF-2A; Short=eIF-2alpha [Xenopus laevis]>gi|28302360|gb|AAH46576.1| Eif2s1 protein [Xenopus laevis]148232020 NP_001080752.1 19.52 2.34 6.38 8.19 10.82 1.23 12.75 8.37 7.48 2 2.54 3.75
3-6.c11310/1/3133 PREDICTED: caveolin-2-like [Xenopus (Silurana) tropicalis]301611463 XP_002935258.1 1.23 13.74 14.96 1.71 4.98 30.04 3.2 1.74 3.54 0 0.57 0.9
1-2.c4011/6/1368 -- -- -- 49.52 1394.44 126.9 111.01 73.89 786.52 96.53 82.86 163.24 65.49 32.85 24.59
1-2.c26347/1/1293 -- -- -- 1.51 9.09 1.17 4.82 3.41 4.58 0 0 4.62 16.07 29.03 25.62
1-2.c19873/3/1329 -- -- -- 0.09 0 0.57 0 0 2.84 0 0 0 10.34 13.77 0.14
2-3.c21899/1/1926 PREDICTED: peptidyl-prolyl cis-trans isomerase FKBP1B [Esox lucius]742150246 XP_010880468.1 3.48 0.43 5.65 4.4 3.59 5.99 8.43 5.08 7.4 2.11 0.72 1.76
2-3.c52553/1/2131.1PREDICTED: DNA-directed RNA polymerase II subunit 1-like [Peromyscus maniculatus bairdii]589959545 XP_006992359.1 50.75 21.06 50.99 37.78 34.9 35.05 19.8 30.92 45.35 11.01 12.75 8.89
1-2.c45720/1/1318 -- -- -- 44.12 23.97 61.62 61.79 51.34 62.17 106.1 86.75 69.42 49.07 15.2 27.01
2-3.c15608/1/2363 -- -- -- 9.53 0.46 6.54 7.46 7.3 0.89 5.72 3.05 3.83 0 0 2.04
2-3.c20705/7/1948 phosphoglucomutase-1 [Xenopus (Silurana) tropicalis]>gi|45786134|gb|AAH68033.1| phosphoglucomutase 1 [Xenopus (Silurana) tropicalis]>gi|49670667|gb|AAH75554.1| phosphoglucomutase 1 [Xenopus (Silurana) tropicalis]47575814 NP_001001251.1 21.97 36.24 13 12.53 322.16 73.22 264.73 349.61 15.56 6.68 0 2.18
2-3.c41102/1/2363 -- -- -- 9.78 0.07 1.51 5.65 5.58 0 6.11 2.16 2.15 0.43 0.83 0.3
1-2.c29138/2/1426 protein FAM134B [Xenopus (Silurana) tropicalis]>gi|170285268|gb|AAI61223.1| LOC100145538 protein [Xenopus (Silurana) tropicalis]187608054 NP_001120447.1 11.58 0.33 1.67 5.58 7.92 0.12 6.08 3 4.09 0.16 1.33 0.2
2-3.c56659/1/2309 N-acetylglucosamine kinase [Xenopus laevis]>gi|195539593|gb|AAI67978.1| Unknown (protein for MGC:180054) [Xenopus laevis]207028218 NP_001128696.1 2.78 0 5.02 6.55 1.37 0 0 1.76 2.25 0 0 0
2-3.c45841/1/1987 -- -- -- 2.62 2.94 2.07 0.75 0 0.67 0.27 1.09 2.6 0 0 0
2-3.c55480/1/2251 voltage dependent calcium channel beta subunit [Rana catesbeiana]11414922 BAB18553.1 36.38 10.61 36.15 36.15 43.51 46.44 41.05 33.24 34.49 13.56 12.57 11.93
2-3.c25443/3/2326 -- -- -- 4.58 7.11 7.13 5.37 6.98 5.53 4.96 9.92 6.41 0 0.32 4.63
1-2.c49544/1/3724.2PREDICTED: actin, alpha cardiac muscle 1 [Anas platyrhynchos]874446319 XP_012954088.1 2.41 2.68 12.94 14.93 2.75 8.61 12.4 13.39 6.13 0.23 0.53 5.5
1-2.c6471/3/1383 PREDICTED: solute carrier family 41 member 1-like [Xenopus (Silurana) tropicalis]847120590 XP_002938280.3 4.79 5.88 5.17 4.41 3.91 13.04 7.9 6.78 6.03 1.42 1.7 0.81
2-3.c34043/1/2095.2PREDICTED: aldehyde oxidase 1 [Xenopus (Silurana) tropicalis]847167054 XP_002937767.3 2.29 1.97 1.07 2.32 5.93 1.78 3.18 4.96 0.32 31.24 48.4 97.09
2-3.c47134/1/2266 PREDICTED: glycogen [starch] synthase, muscle [Xenopus (Silurana) tropicalis]>gi|847150653|ref|XP_012822946.1| PREDICTED: glycogen [starch] synthase, muscle [Xenopus (Silurana) tropicalis]512855195 XP_002939278.2 15.98 0.38 13.39 21.05 16.16 2.04 8.68 13.21 8.72 1.36 1.67 5.41
2-3.c28854/1/2246 -- -- -- 11.85 16.72 7.9 10.57 32.86 2.6 26.63 5.69 14.48 2.19 2.49 0.98
2-3.c50338/1/1853 -- -- -- 0.75 0.35 1.27 1.53 0 0 0.17 0 0.33 4.77 8.06 4.98
2-3.c40900/1/2240 -- -- -- 1.13 7.9 0.76 0.51 0.85 2.07 1.72 0.54 0.89 19.24 12.36 13.05
1-2.c46929/2/1290 phosphoglycerate kinase 1 [Rana sylvatica]190701025 AAG33069.2 204.55 23.16 61.11 202.78 181.97 71.64 240.94 257.91 216.33 129.23 91.08 53.11
2-3.c50698/2/2094 -- -- -- 0 0 0 0 0 0.71 0 4.83 3.28 0 0 0
2-3.c57948/4/2591 -- -- -- 24.59 2.52 61.86 63.09 71.93 37.14 60.71 30.73 71.49 17.52 7.35 29.19
1-2.c8286/1/1512.1 -- -- -- 0 0 0 0.31 0 0 0 0 0 4.09 4.86 6.15
2-3.c47722/1/2319 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 5.63 0.59 10.45 7.96 9.62 0 10.2 14.55 9.69 6.18 3.43 1.45
3-6.c10702/1/4698 PREDICTED: LOW QUALITY PROTEIN: titin [Struthio camelus australis]697487074 XP_009674632.1 230.08 102.37 462.24 327.84 366.54 510.11 340.01 349.61 445.54 122.18 78.73 208.91
3-6.c18147/1/2680.2PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 62.98 0 396.07 220.42 397.37 0.64 195.11 170.81 86.95 33.56 16.44 94.33
1-2.c50791/2/1166 -- -- -- 10.73 2.85 0.03 5.03 1.26 0 1.59 6.09 6.73 0 0 1.24
2-3.c6840/1/2164 PREDICTED: pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 [Xenopus (Silurana) tropicalis]>gi|847125053|ref|XP_012817780.1| PREDICTED: pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 [Xenopus (Silurana) tropicalis]>gi|847125056|ref|XP_012817781.1| PREDICTED: pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 [Xenopus (Silurana) tropicalis]512835126 XP_002937626.2 2.03 6.81 1.77 5.45 0 2.75 1.26 1.85 0.96 16.2 24.35 16.17
1-2.c7729/8/1536 PREDICTED: ankyrin repeat domain-containing protein 2 [Meleagris gallopavo]733897457 XP_010712906.1 17.26 2.54 19.84 23.29 19.37 40.07 20.81 9.41 13.71 294.26 208.21 101.7
3-6.c18441/1/3652 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 1.64 0 4.78 3.22 4.34 0 2.35 3.95 2.53 0.36 0.07 1.39
1-2.c17124/1/1453 -- -- -- 1.77 1.74 0.34 7.55 4.7 2.82 5.93 3.7 8.53 0.34 0.29 2.15
2-3.c46113/1/1953.2-- -- -- 1.62 31.58 0.99 2.9 0.85 5 1.95 1.45 2.14 26.84 52.6 21.75
2-3.c17674/1/2363.1delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|138519848|gb|AAI35743.1| aldh4a1 protein [Xenopus (Silurana) tropicalis]156717284 NP_001096184.1 7.69 10.58 8.16 5.43 5.14 5.69 6.56 3.92 5.62 1.25 0.23 1.43
2-3.c56279/1/4020.2PREDICTED: SH3 domain-containing kinase-binding protein 1 isoform X4 [Xenopus (Silurana) tropicalis]847102032 XP_012812930.1 1.7 0.47 7.28 1.4 3.41 2.43 3.21 1.31 5.54 0.32 0.71 0.27
2-3.c9907/1/2583.1 -- -- -- 2.92 12.02 1.2 3.65 3.38 8.58 10.74 2.61 3.14 46.16 71.74 61.44
2-3.c55477/1/2355.1muscle creatine kinase [Xenopus laevis]>gi|27769137|gb|AAH42249.1| Ckm-prov protein [Xenopus laevis]147899942 NP_001080073.1 5.66 5.84 13.21 8.49 3.49 23.03 6.2 4.09 7.39 2.27 0 0.33
3-6.c9244/1/3049 C-cadherin [Xenopus laevis] 3150273 AAC16910.1 0.23 0 0.26 0.14 0.27 0 0 0 0 2.05 0.77 1.19
2-3.c26751/1/2371 -- -- -- 6.13 24.26 1.92 3.6 5.05 9.44 3.6 4.06 3.25 46.08 24.31 51.32
2-3.c5673/1/2081 topoisomerase (DNA) II alpha 170kDa [Xenopus laevis]>gi|47939759|gb|AAH72193.1| LOC398512 protein [Xenopus laevis]148222806 NP_001082502.1 2.4 49.36 1.85 1.63 2.55 12.41 0.89 2.34 2.76 0.11 0.29 0.11



2-3.c39984/1/4356.1Y-box-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|59861901|gb|AAH90361.1| cold shock domain protein A [Xenopus (Silurana) tropicalis]62751871 NP_001015855.1 30.02 20.16 24.98 28.68 45.09 153.65 40.54 41.75 41.13 16.05 18.74 10.56
2-3.c19544/2/2433 PREDICTED: neogenin isoform X5 [Xenopus (Silurana) tropicalis]847142486 XP_012821601.1 0 2.19 0 0 2.97 0 0.06 1.99 2.36 0.02 0 0
1-2.c3728/1/1533 ectonucleoside triphosphate diphosphohydrolase 1 [Xenopus laevis]>gi|49256550|gb|AAH73267.1| MGC80631 protein [Xenopus laevis]147898505 NP_001085737.1 0.19 3.89 0.56 1.65 2.25 3.88 1.73 1 1.11 16.82 21.07 20.47
1-2.c8915/23/1694 PREDICTED: glutaryl-CoA dehydrogenase, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]847170161 XP_012808612.1 77.22 58.07 81.86 98.13 67.22 51.66 68.76 45.77 89.2 14.43 21.44 34.05
2-3.c59324/1/2606 PREDICTED: ankyrin repeat domain-containing protein 11 [Xenopus (Silurana) tropicalis]>gi|512834829|ref|XP_004913638.1| PREDICTED: ankyrin repeat domain-containing protein 11 [Xenopus (Silurana) tropicalis]301608278 XP_002933704.1 2.12 0 0.72 0 0 0 0 1.54 1.58 0 0 0
1-2.c35951/2/1435 -- -- -- 0 0 0.1 0 0.28 5.57 0.57 0 0.99 9.52 17.28 8.06
1-2.c28127/1/1346 PREDICTED: cortactin-binding protein 2 isoform X1 [Xenopus (Silurana) tropicalis]847114286 XP_004913040.2 4.14 1.5 0.98 3.55 5.71 2.8 1.95 1.36 3.07 23.22 24.21 39.93
3-6.c18049/1/3361 PREDICTED: ralBP1-associated Eps domain-containing protein 1 isoform X1 [Sarcophilus harrisii]395535050 XP_003769545.1 7.94 2.31 0.56 0.72 0 0 3.24 1.14 3.24 1.42 0 0
1-2.c22941/1/1350 -- -- -- 3.33 2.35 1.14 3.91 1.21 1.14 1.21 2.36 1.47 24.14 30.17 22.14
1-2.c39356/1/4357.1keratin, type I cytoskeletal 19 [Gallus gallus]485049501 NP_990340.2 566.47 127.21 496.9 712.09 332.9 140.69 660.95 632.65 620 376.84 216.37 144.56
2-3.c21231/1/2380 eukaryotic peptide chain release factor GTP-binding subunit ERF3A [Xenopus (Silurana) tropicalis]349585151 NP_001015805.2 0.19 0.84 0.16 0.09 0.47 0.78 2.81 2.79 2.57 0.38 0.62 0.29
1-2.c45258/1/1396 PREDICTED: dnaJ homolog subfamily B member 11 [Alligator sinensis]>gi|564266565|ref|XP_006272102.1| PREDICTED: dnaJ homolog subfamily B member 11 [Alligator mississippiensis]557275761 XP_006021054.1 0 0 1.3 0.77 1.71 1.77 0 0 0 3.25 0.94 5.68
1-2.c14386/1/1617 PREDICTED: F-actin-capping protein subunit alpha-2 isoform X1 [Ovis aries]426227627 XP_004007919.1 27.67 92.74 39.66 30.23 49.63 92.34 56.52 90.78 116.7 23.05 21.98 48.71
2-3.c26373/2/2383 PREDICTED: paraplegin [Xenopus (Silurana) tropicalis]301608280 XP_002933705.1 45.82 11.28 15.17 9.31 14.34 5.64 13.66 23.73 27.71 8.05 6.07 8.26
2-3.c52177/1/6339.1myosin heavy chain, partial [Rana catesbeiana]4249697 AAD13770.1 0.76 0 3.96 4.63 1.56 0 2.21 3.62 3.74 1.56 0 0
3-6.c16507/1/3416 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 3.27 0 3.63 3.67 2.73 0 2.86 7.3 4.68 1.11 1.19 0.86
2-3.c7669/1/2100.1 ATP synthase subunit gamma, mitochondrial precursor [Rana catesbeiana]226371866 ACO51558.1 710.34 356.86 570.96 508.06 599.01 403.84 485.82 510.57 535.83 195.38 174.63 205.01
1-2.c44451/1/1218 bromodomain-containing protein 7 [Xenopus laevis]>gi|29570597|gb|AAO85270.1| nuclear transcriptor-like protein [Xenopus laevis]>gi|47124770|gb|AAH70751.1| BRD7 protein [Xenopus laevis]148230679 NP_001082592.1 0 5.14 0 0 0 3.57 2.8 0.95 1.94 0 0 0
1-2.c43157/1/3783 PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 1.01 0.61 5.27 5.46 1.95 3.66 3.47 4.81 2.77 0.64 1 0.95
2-3.c4995/2/1739 bone morphogenetic protein 7, gene 1 [Xenopus laevis]>gi|4096790|gb|AAD09399.1| osteogenic protein-1 homolog precursor [Xenopus laevis]>gi|33416622|gb|AAH55959.1| Bmp7 protein [Xenopus laevis]>gi|80476288|gb|AAI08478.1| Bmp7 protein [Xenopus laevis]147900035 NP_001080866.1 2.22 11.21 3.71 3.99 0 0.25 1.93 1.18 0 17.72 12.08 17.39
1-2.c34207/1/6288.2PREDICTED: endoplasmic reticulum lectin 1 [Aotus nancymaae]817323826 XP_012332622.1 8.25 16.48 2.44 15.6 1.83 17.24 11.33 4.51 5.27 110.13 113.73 61.05
1-2.c1327/147/1569NADH dehydrogenase (ubiquinone) Fe-S protein 2, 49kDa (NADH-coenzyme Q reductase) [Xenopus laevis]>gi|80479245|gb|AAI08511.1| MGC130896 protein [Xenopus laevis]148225797 NP_001089829.1 323.98 195.67 298.89 350.38 304.93 178.82 262.5 299.88 289.82 78 142.6 110.46
2-3.c9247/1/2402.1 PREDICTED: synaptotagmin-like protein 2 isoform X10 [Xenopus (Silurana) tropicalis]847099495 XP_012812261.1 4.95 3.33 13.86 2.69 13.43 1.67 13.7 7.76 2.59 0 1.61 0.82
1-2.c4228/6/1678 uncharacterized protein LOC734780 [Xenopus laevis]>gi|76779947|gb|AAI06395.1| MGC131003 protein [Xenopus laevis]>gi|83405091|gb|AAI10725.1| MGC131003 protein [Xenopus laevis]148235485 NP_001089717.1 4.83 0 5.18 3.16 3.17 1.37 3.07 5.36 2.54 0.54 0 0.74
2-3.c61115/1/2424.2hypothetical protein A306_06089, partial [Columba livia]449277216 EMC85474.1 0.6 27.47 7.76 14.85 3.04 1.89 3.15 1.86 2.57 51.78 56.5 22.51
3-6.c4364/1/3186 alpha1 type II collagen [Cynops pyrrhogaster]5360532 BAA82043.1 0.96 48.53 8.14 3 0.59 15.53 3.95 5.53 1.98 1 0 1.03
1-2.c12928/1/1320 -- -- -- 0 0 0 0 0 0.68 0 0 0 10.85 15.43 0
3-6.c16843/1/3371 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 2.03 0.11 4.27 2.78 2.24 0 1.54 3.92 3.15 0.43 0.6 0.82
1-2.c19321/1/5450.1larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 31.3 4.7 9.45 12.04 10.87 0.86 9.89 9.57 5.56 1.78 0.8 1.54
2-3.c30940/1/1947 -- -- -- 8.17 376.34 13.56 10.45 5.54 301.26 5.1 11.58 13.58 2.94 3.28 2.63
2-3.c17104/1/2122.1myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 3.05 0.51 3.69 2.36 3.11 0.1 2.86 2.89 2.86 0.37 0 0.11
2-3.c43395/2/2569 PREDICTED: eukaryotic elongation factor 2 kinase isoform X2 [Xenopus (Silurana) tropicalis]847162478 XP_012825527.1 2.6 6.48 5.42 20.39 6.74 5.57 3.63 7.44 8.48 0.43 0.46 3.94
1-2.c26129/1/1279 -- -- -- 39.65 3.03 4.41 56.13 11.85 4.33 38.2 13.92 19.54 7.03 8.16 6.46
2-3.c33048/1/2158 ubiquitin-conjugating enzyme E2-32k, partial [Oryctolagus cuniculus]1381181 AAB02656.1 0 0 0 1.57 0 0 0 0 0 7.22 11.52 0.01
2-3.c27487/1/2534 solute carrier family 38, member 5 [Xenopus (Silurana) tropicalis]>gi|54037943|gb|AAH84176.1| solute carrier family 38, member 3 [Xenopus (Silurana) tropicalis]58332320 NP_001011051.1 7.05 4.1 7.06 3.96 4.58 5.3 3.07 4.46 5.08 0.91 0 1.62
2-3.c60711/1/4163 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 15.88 0.72 29.55 27.13 25.26 0 16.07 31.4 19.7 9.58 6.37 7.62
2-3.c13232/2/2569 vacuole membrane protein 1 [Xenopus (Silurana) tropicalis]>gi|82181710|sp|Q68EQ9.1|VMP1_XENTR RecName: Full=Vacuole membrane protein 1; AltName: Full=Transmembrane protein 49>gi|51259069|gb|AAH80142.1| MGC89709 protein [Xenopus (Silurana) tropicalis]56118368 NP_001007877.1 4.43 3.01 1.49 9.08 2.6 0 5.49 2.4 4.53 1.23 0 1.24
2-3.c55678/1/2219.1-- -- -- 1.7 5.15 1.62 2.79 1.49 2.15 3.42 1.3 1.76 34.69 60.59 28.27
2-3.c36881/1/2214 -- -- -- 42.66 0.62 4.64 19.45 13.44 0.29 3.22 8.7 13.69 0.3 1.95 1.3
1-2.c29389/1/1381 PREDICTED: protein kinase C-binding protein 1 [Picoides pubescens]699699565 XP_009906926.1 2.63 29.57 4.82 4.44 0 0 1.7 0 3.61 30.7 23.99 18.78
1-2.c26034/2/1285 Nucleophosmin [Rana catesbeiana]226372338 ACO51794.1 119.51 308.82 68.82 66.11 58.59 98.62 62.66 64.97 61.55 17.7 23.36 26.39
1-2.c41445/1/1900.1-- -- -- 4.08 4.67 0 1.95 2.59 1.97 1.46 0 0.33 12.45 20.66 9.58
1-2.c47447/2/1379 sodium channel subunit beta-4 precursor [Xenopus (Silurana) tropicalis]>gi|56789868|gb|AAH88037.1| sodium channel, voltage-gated, type IV, beta [Xenopus (Silurana) tropicalis]58332472 NP_001011311.1 0.5 0 3.44 1.15 2.02 0.74 2.4 0.88 1.75 0 0 0
2-3.c5429/1/1976 -- -- -- 0 4.99 0 0.3 0 0 0 0 0 6.11 0 10.27
2-3.c9582/1/2637 glutamate dehydrogenase 1, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847145349|ref|XP_012821961.1| PREDICTED: glutamate dehydrogenase 1, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]>gi|54261513|gb|AAH84455.1| glutamate dehydrogenase 1 [Xenopus (Silurana) tropicalis]58331978 NP_001011138.1 61.58 59.15 41.98 26.02 48.51 33.93 38.84 40.03 24.86 9.51 0 25.07
1-2.c34055/1/1363.1PREDICTED: ectonucleotide pyrophosphatase/phosphodiesterase family member 1 [Xenopus (Silurana) tropicalis]847130990 XP_012819124.1 1.35 7.93 0.49 1.03 0.73 2.05 0.42 0.75 0.33 16.05 15.81 15.07
1-2.c44648/1/1545 -- -- -- 1.13 3.75 0.16 1.21 0.51 2.1 0 0.35 0.51 19.06 21.23 3.71
2-3.c63371/4/2142 PREDICTED: fibronectin isoform X3 [Aquila chrysaetos canadensis]768383139 XP_011589256.1 3.11 11.87 3.36 2.01 2.15 4.1 2.85 2.34 2.38 22.41 21.25 43.15
2-3.c4018/2/2373.1 PREDICTED: LOW QUALITY PROTEIN: neurobeachin-like protein 2 [Xenopus (Silurana) tropicalis]847136111 XP_012820431.1 4.45 5.77 5.01 5.6 4.62 3.6 7.86 2.81 4.89 41 60.4 65.1
2-3.c61208/7/2271 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 842.85 7.97 0.06 5.16 0.07 3.69 0 1790.41 1021.46 0 16.89 0
3-6.c8023/1/3947 phosphofructokinase, muscle [Xenopus laevis]>gi|50414585|gb|AAH77756.1| MGC79063 protein [Xenopus laevis]148224874 NP_001086921.1 1.88 0 0.85 0 1.98 0 0 0.9 1.41 0 0 0
1-2.c18811/1/1666 SPRY domain-containing SOCS box protein 3 [Xenopus laevis]>gi|82179556|sp|Q5M9B1.1|SPSB3_XENLA RecName: Full=SPRY domain-containing SOCS box protein 3; Short=SSB-3>gi|56540938|gb|AAH87357.1| LOC496145 protein [Xenopus laevis]148224848 NP_001088836.1 0 0 9.35 0 6.39 4.55 9.41 6.44 8.18 2.82 3.56 0
1-2.c11248/1/1530.1-- -- -- 0 47.71 2.02 7.82 1.58 10.62 7.3 1 0 99.74 242.7 74.12
1-2.c45163/1/949 voltage dependent calcium channel gamma subunit [Rana catesbeiana]11414934 BAB18559.1 96.27 134.76 105.86 34.36 61.03 181.94 44.62 39.2 41.5 6.88 20.09 13.91
1-2.c33078/1/1583 -- -- -- 6.98 8.28 0 4.73 2.61 0 0 0.41 0.22 12 4.58 5.12
1-2.c40819/1/1483.2-- -- -- 22 17.67 37.53 13.28 17.03 1.92 24.71 12.18 28.36 4.78 2.24 2.45
3-6.c13599/1/2904.2PREDICTED: endothelin-converting enzyme 1 isoform X1 [Corvus brachyrhynchos]669276853 XP_008630686.1 10.71 30.42 9.66 18.45 4.41 12.34 16.84 11.39 12.58 129.16 158.19 133.19
1-2.c40990/1/1483 -- -- -- 61.88 24.68 68.93 64.91 89.11 17.89 122.07 115.6 164.07 57.89 46.91 46.66



3-6.c10316/1/3600 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0.16 0.14 1.63 0.74 0.41 0.09 1.86 0.29 0.83 0 0 0.07
2-3.c13468/1/1885 -- -- -- 4.83 0 4.37 0.11 21.43 148.33 11.93 4.54 5.51 3.74 1.65 0
3-6.c13706/1/3455 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 10.58 289.66 33.57 18.67 17.76 365.16 25.14 17.69 32.96 13.07 5.64 8.4
1-2.c30688/1/1582 PREDICTED: DBH-like monooxygenase protein 1 [Xenopus (Silurana) tropicalis]512842438 XP_002936361.2 4.94 2.41 2.25 4.14 3.73 2.43 3.17 3.78 1.29 31.84 39.41 33.12
1-2.c39644/1/1321 -- -- -- 1.35 0 1.01 4.62 0 0 2.42 1.17 0 17.69 40.26 17.79
2-3.c12071/1/2342.1-- -- -- 2.02 24.57 2.6 2.87 1.72 3.18 3 0.65 3.61 28.24 47.13 26.81
2-3.c26498/1/1913 transgelin-2 [Bufo gargarizans]635377487 AHZ89387.1 5.59 6.93 3.45 5.08 5.35 0.81 7.91 0.8 3.64 39.86 54.57 37.14
2-3.c59597/1/2079.1-- -- -- 189.49 4.64 60.97 66.87 124.19 2.89 50.01 122.11 94.61 35 23.81 22.89
1-2.c26093/1/1332 inner-ear cytokeratin [Rana catesbeiana]6980088 AAF34720.1 31.41 0.42 38.95 52.98 35.29 3.13 41.86 48.49 59.49 29.04 22.8 5.24
1-2.c49159/1/1781 -- -- -- 60.61 46.94 45.13 58.13 50.25 58.34 50.96 40.21 59.68 18.66 11.31 23.08
3-6.c9894/1/3570 myosin heavy chain, partial [Rana catesbeiana]4249697 AAD13770.1 1.16 0 2.02 1.79 1.12 0 1.41 1.47 1.26 0.11 0.07 0.29
2-3.c53927/1/1976.1sestrin-1 [Xenopus (Silurana) tropicalis]>gi|189441919|gb|AAI67380.1| sesn1 protein [Xenopus (Silurana) tropicalis]194018650 NP_001123411.1 31.62 2.24 6.94 24.94 21.54 1.91 42.4 37.98 31.14 1.8 6.81 27.19
1-2.c16545/2/1344 -- -- -- 1.11 11.81 0.56 1.15 0.26 3.54 0.79 0.99 0.69 10.78 19.99 15.69
2-3.c12698/1/2305.1-- -- -- 0 6.9 0.37 0 0 1.21 0.36 0 0 3.89 13.23 5.55
2-3.c54921/1/2055 dehydrogenase/reductase SDR family member 7C precursor [Xenopus (Silurana) tropicalis]>gi|189027694|sp|A9UM79.1|DRS7C_XENTR RecName: Full=Dehydrogenase/reductase SDR family member 7C; AltName: Full=Short-chain dehydrogenase/reductase family 32C member 2; Flags: Precursor>gi|163915638|gb|AAI57554.1| dhrs7c protein [Xenopus (Silurana) tropicalis]166158027 NP_001107423.1 13.38 10.96 19.02 12.9 16.28 25.87 25.89 10.3 24.34 5.69 5.4 8.29
1-2.c2094/32/1682 PREDICTED: medium-chain specific acyl-CoA dehydrogenase, mitochondrial [Taeniopygia guttata]224058541 XP_002189528.1 86.36 50.41 75.45 46.85 101.03 48.3 73.31 79.05 87.74 21.41 36.57 33.12
3-6.c4577/2/2844.2 PREDICTED: talin-2 isoform X1 [Alligator sinensis]557294565 XP_006029720.1 21.42 11.08 24.22 18.31 17.08 18.33 16.98 16.69 18.89 5.05 1.04 6.59
1-2.c49223/1/1373 PREDICTED: nucleolar protein 58 isoform X2 [Latimeria chalumnae]556975779 XP_005995463.1 31.13 83.43 15.05 32.43 18.68 36.86 41.31 27.41 23.77 10.19 16.21 6.11
1-2.c12162/1/1582.1actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 218.03 46.4 402.78 294.84 325.8 445.45 295.56 360.33 370.48 142.47 87.59 161.68
2-3.c37034/1/2383.1cadherin-13 precursor [Xenopus (Silurana) tropicalis]>gi|140832779|gb|AAI36210.1| cdh13 protein [Xenopus (Silurana) tropicalis]156718012 NP_001096548.1 3.26 5.02 5.1 2.39 5.29 5.68 3.69 4.19 6.89 1.56 0.19 1.39
2-3.c55977/1/2165.1MGC82982 protein [Xenopus laevis]>gi|49115913|gb|AAH73645.1| MGC82982 protein [Xenopus laevis]148236271 NP_001085982.1 2.12 13.46 1.1 2.65 1.68 4.26 1.69 1.54 2.16 23.6 32.2 19.83
2-3.c7346/1/2652.1 PREDICTED: solute carrier family 22 member 23 [Xenopus (Silurana) tropicalis]301613957 XP_002936473.1 0.81 0.36 0.45 0.2 0.35 0.48 0 0.36 0.34 4.65 3.34 10.12
2-3.c19149/10/2416cirhin [Xenopus (Silurana) tropicalis]>gi|89272492|emb|CAJ83052.1| cirrhosis, autosomal recessive 1A (cirhin) [Xenopus (Silurana) tropicalis]113931428 NP_001039163.1 3.95 5.4 1.06 0.08 0.14 0.35 1.15 1.56 2.29 0.19 0.31 0
3-6.c18773/1/3218 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 3.85 0 6.26 4.34 4.44 0 2.72 5.59 3.88 1.81 0.72 0.75
2-3.c10416/1/2538 -- -- -- 9.93 9.61 14.94 9.75 12.38 16.08 11.95 9.13 12.68 4.28 1.49 4.48
1-2.c19686/1/1354 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta [Xenopus laevis]>gi|49522183|gb|AAH75238.1| MGC84451 protein [Xenopus laevis]148224700 NP_001086403.1 0 0 0 0.19 0 0 0 0 0 8.87 11.77 0
2-3.c32729/1/2033 PREDICTED: arf-GAP with SH3 domain, ANK repeat and PH domain-containing protein 2 isoform X5 [Chrysemys picta bellii]641793969 XP_008178121.1 0 7.26 3.31 1.42 0.18 0.42 0 0 0 5.86 0 10.3
1-2.c20264/1/1615 rab-like protein 3 [Xenopus (Silurana) tropicalis]>gi|162416066|sp|A4IHM6.1|RABL3_XENTR RecName: Full=Rab-like protein 3>gi|134025480|gb|AAI35595.1| LOC100124869 protein [Xenopus (Silurana) tropicalis]156717510 NP_001096295.1 5.87 4.38 2.13 0.79 3.44 0.3 0.31 2.44 2.68 0 0 0.19
2-3.c16061/1/2182 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 14.21 1.82 24.86 22.54 27.72 30.97 31.54 32.77 31.39 16.21 11.05 8.42
1-2.c32995/1/2922.1glyceraldehyde-3-phosphate dehydrogenase [Polypedates maculatus]>gi|358029473|gb|AEU04529.1| glyceraldehyde-3-phosphate dehydrogenase [Polypedates maculatus]300679438 ADK27487.1 25267.62 1406.63 18300.74 27490.3 27987.01 3711.51 23168.97 21521.97 29375.34 9611.21 9644.47 9901.33
1-2.c26301/1/1840 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 0 131.94 249.42 286.72 0 21.44 6.3 0 100.08 48.56 118.99
2-3.c15207/1/2631 kelch-like protein 40 [Xenopus laevis]>gi|82180090|sp|Q5U504.1|KLH40_XENLA RecName: Full=Kelch-like protein 40; AltName: Full=Kelch repeat and BTB domain-containing protein 5 [Xenopus laevis]>gi|54311289|gb|AAH84883.1| Kbtbd5 protein [Xenopus laevis]147902760 NP_001090465.1 1.23 0 0 0.02 1.42 18.14 0 0 0 0 6.59 4.6
1-2.c26001/1/1351 -- -- -- 8.54 16.83 5.31 9.18 5.72 7.04 12.61 5.16 5.58 72.93 89.66 80.36
2-3.c50353/1/1729 Unknown (protein for MGC:132108) [Xenopus laevis]80477042 AAI08785.1 16.87 33.27 11.3 8.41 10.77 47.31 14.7 13.61 12.87 2.98 1.45 7.2
2-3.c47933/1/2328 -- -- -- 5.33 5.18 0.5 5.78 2.26 2.08 1.32 1.54 0.91 16.75 17.78 15.61
2-3.c61788/1/2164 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 3.39 0.93 8.5 5.54 8.29 8.43 4.58 7.45 6.54 1.86 1.07 1.85
2-3.c47381/1/2109 unnamed protein product [Oncorhynchus mykiss]641929461 CDR19102.1 5.89 22.68 2.35 3.98 4.3 11.59 2.8 3.95 6.33 47.54 59.79 35.7
1-2.c4121/1/1332 -- -- -- 1.74 3.34 0.07 1.75 0 0.56 0 0.69 0.5 8.99 11.48 11.62
1-2.c34076/1/8436.1PREDICTED: elongation factor 1-alpha 1 [Columba livia]>gi|704155129|ref|XP_010130714.1| PREDICTED: elongation factor 1-alpha 1 [Buceros rhinoceros silvestris]>gi|704253644|ref|XP_010148732.1| PREDICTED: elongation factor 1-alpha 1 [Eurypyga helias]>gi|449283586|gb|EMC90191.1| Elongation factor 1-alpha 1 [Columba livia]>gi|676699397|gb|KFO82971.1| Elongation factor 1-alpha 1 [Buceros rhinoceros silvestris]>gi|679001480|gb|KFW04081.1| Elongation factor 1-alpha 1 [Eurypyga helias]543731520 XP_005506801.1 3144 6000.08 2846.39 2178.68 2477.28 3895.67 2085.38 2107.33 2775 879.12 537.03 1221.47
2-3.c54334/1/2805 myozenin-3 [Xenopus (Silurana) tropicalis]>gi|56789297|gb|AAH87983.1| hypothetical LOC496725 [Xenopus (Silurana) tropicalis]58332250 NP_001011273.1 1.97 17.3 12.24 2.52 4.85 102.55 4.05 2.09 2.58 0 0.17 1.28
2-3.c10302/1/2178.1-- -- -- 4.98 47.09 2.44 4.23 3 7.86 3.7 2.57 7.18 55.19 81.82 36.39
2-3.c53355/1/1810 PREDICTED: calreticulin [Alligator sinensis]557281027 XP_006023485.1 157.45 143.68 150.15 63.58 169.73 45.55 130.31 101.27 27.51 25.29 1.41 9.98
2-3.c47479/1/2159.1-- -- -- 41.93 33.56 33.07 107.14 66.43 128.25 145.35 98.38 120.3 66.45 48.09 26.12
2-3.c52396/1/2150 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 741.86 0.36 804.14 700.14 436.35 16.39 0 2.41 28.49 250.76 99.58 129.67
1-2.c17867/1/1078 PREDICTED: keratin, type II cytoskeletal cochleal-like isoform X1 [Python bivittatus]>gi|602673217|ref|XP_007442107.1| PREDICTED: keratin, type II cytoskeletal cochleal-like isoform X2 [Python bivittatus]602673215 XP_007442106.1 35.48 52.37 34.96 18.69 22.78 47.81 22.09 37.58 32.29 27.54 1.25 1.78
1-2.c2767/10/1803 Map2k3 protein [Xenopus laevis]50604142 AAH77760.1 31.8 52.27 56.55 26.4 47.67 58.1 38.06 37.57 27.8 18.86 9.44 9.5
1-2.c3323/1/1591.1 envelope polyprotein [Chlorocebus aethiops]80550713 ABB52640.1 0.72 14.66 2.29 3.28 2.9 3.73 2.37 1.09 4.1 21.74 38.94 36.45
1-2.c5738/7/1372 -- -- -- 3.14 3.49 7.48 5.98 1.21 2.38 8.76 6.04 1.07 0.11 0 0.72
2-3.c48283/1/2226 PREDICTED: acetyl-coenzyme A synthetase 2-like, mitochondrial [Xenopus (Silurana) tropicalis]301616096 XP_002937499.1 2.27 1.74 1.57 0 0.74 2.33 1.22 1.21 0.19 0 0 0
2-3.c53425/1/2653 -- -- -- 0.41 1.93 0.8 2.28 0 4.05 1.88 0 1.39 18.01 9.52 12.29
2-3.c13656/1/2478 -- -- -- 8.01 9.26 7.51 6.02 4.77 4.45 4.47 5.21 4.16 0.44 2.07 0.81
1-2.c37945/1/1560.1PREDICTED: protein Wnt-5a [Xenopus (Silurana) tropicalis]512839216 XP_004914236.1 0 9.28 0.52 1.89 0 0.53 0.33 0.26 0 6.38 8.4 12.65
2-3.c11611/4/2303.1PREDICTED: translational activator of cytochrome c oxidase 1 [Xenopus (Silurana) tropicalis]847168784 XP_012808165.1 18.68 11.76 13.89 16.95 16.81 11.74 11.72 12.62 18.71 5.22 2.61 4.36
1-2.c18499/1/1483 -- -- -- 3.68 0.69 8.13 6.35 6.07 1.28 4.74 2.29 7.68 1.79 0 0.41
2-3.c43276/1/2280 ryanodine receptor alpha isoform [Rana catesbeiana]538246 BAA04646.1 65.02 24.96 72.4 51.49 59.52 87.61 52.7 60.68 68.54 24.67 26.55 20.36
2-3.c39151/1/2622 PREDICTED: F-box only protein 30 isoform X1 [Xenopus (Silurana) tropicalis]847127821 XP_012818494.1 2.87 0.46 0.54 3.32 4.22 0.59 12.04 6.45 3.26 1.22 1.05 1.87
2-3.c41770/1/3030.1myosin heavy chain, partial [Rana catesbeiana]4249697 AAD13770.1 908.12 28.17 1711.88 1774 1478.63 6.52 1371.08 1830.98 978.14 789.65 462.83 478.02
2-3.c41009/1/2497.1-- -- -- 2.97 6.57 0.65 1.54 1.36 3.17 3.17 0.59 1.19 21.92 22.34 17.06



3-6.c15535/1/3720 RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 2.15 0.42 2.98 1.96 2.39 1.58 2.41 2.68 3.75 0.4 0.69 1
2-3.c46043/1/2257 -- -- -- 7.31 6.77 16.32 12.79 16.75 24.67 20.87 11.94 21.11 6.46 4.33 7.23
1-2.c29299/1/6568.1PREDICTED: elongation factor 1-gamma-like [Lepisosteus oculatus]573878959 XP_006627702.1 1621.64 3008.1 1403.47 1430.43 1268.08 1906.68 1259.14 1269.07 1405.83 576.93 361.26 613.53
1-2.c16743/1/1269 -- -- -- 128.58 8.13 20.18 38.25 50.89 21.44 46.68 71.46 41.96 21.27 31.14 10.97
2-3.c21884/4/2601 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 6.63 219.04 20.6 16.89 15.98 149.44 18.73 12.79 24.19 9.53 6 4.48
2-3.c38731/2/2598.1uncharacterized protein LOC431893 [Xenopus laevis]>gi|47124656|gb|AAH70531.1| MGC78829 protein [Xenopus laevis]148226767 NP_001084847.1 9.53 7.99 17.55 52.95 25.72 0 28.57 18.35 31.43 4.11 10.25 11.36
3-6.c13236/1/2824 potassium channel tetramerization domain containing 12 [Xenopus laevis]>gi|54311195|gb|AAH84768.1| Kctd12 protein [Xenopus laevis]148232084 NP_001088444.1 2.29 8.29 1.16 1.95 1.82 3.43 2.14 1.43 2.32 25.31 26.22 14.68
3-6.c18324/1/3082.1uncharacterized protein LOC379587 [Xenopus laevis]>gi|33417174|gb|AAH56125.1| MGC69154 protein [Xenopus laevis]148225843 NP_001079897.1 0 0 0 0.97 0 0 0 0 0 4.52 6.36 1.98
2-3.c11480/9/2043 Methionine-R-sulfoxide reductase B3, mitochondrial [Pteropus alecto]431892020 ELK02467.1 8.36 12.57 5.7 5.76 5.51 25.76 6.26 5.83 4.97 1.39 3.32 0
2-3.c61453/2/2316 PREDICTED: splicing factor 3A subunit 1 isoform X2 [Xenopus (Silurana) tropicalis]847091403 XP_012825440.1 0 0 8.08 5.4 0 3.85 2.44 3.77 7.63 0.24 1.85 0.73
2-3.c29278/1/2208 -- -- -- 4.27 0.09 1.47 3.92 4.84 0.62 1.66 3.99 5.87 1.42 0.67 0.36
1-2.c44380/1/1354 -- -- -- 19.21 22.67 27.18 43.4 18.29 21.86 21.27 25.09 27.28 8.39 8.09 7.64
1-2.c24461/1/1725 PREDICTED: integrin beta-like protein 1 [Xenopus (Silurana) tropicalis]512821557 XP_002937131.2 10.05 40.89 7.34 3.61 4.09 31.86 3.72 7.93 5.6 3.46 0.67 0
2-3.c39059/1/1897.1-- -- -- 2.52 4.67 2.74 3.3 2.6 1.55 4.92 1.97 2.04 45.11 25.26 45.2
2-3.c48697/1/2159 -- -- -- 0 2.11 0.49 0.96 0 1.15 0.84 0.33 0 7.84 8.84 6.47
3-6.c1957/1/4234 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 1.34 0 2.69 2.3 1.85 0 2.36 1.93 1.72 0.67 0.24 0.36
2-3.c47652/1/2646 PREDICTED: tenascin isoform X4 [Xenopus (Silurana) tropicalis]512858291 XP_004916770.1 0.81 0 0 0.06 0 0.57 2.95 0.48 3.2 0.14 0 0.39
2-3.c49998/1/2377 -- -- -- 6.44 0 3.94 1.73 5.09 1.51 1.6 5.09 4.62 0.18 2.3 0
1-2.c52188/11/1541PREDICTED: keratin, type II cytoskeletal cochleal [Meleagris gallopavo]326919555 XP_003206045.1 3.66 0 183.05 159.86 32.78 0 139.8 106.95 194.07 53.54 30.63 80.22
3-6.c18240/1/3482 Ca2+-ATPase 1 [Rana clamitans]12055497 CAC20853.1 3.2 0.81 3.66 2.37 3.16 1.74 3.68 4.01 4.26 1.15 1.17 1.02
1-2.c46271/1/1181 troponin T [Hyla chrysoscelis] 69219560 AAZ04163.1 278.34 309.26 311.76 255.79 224.08 1243.14 495.55 341.61 255.4 139.65 183.41 120.79
3-6.c18369/1/2791.1PREDICTED: lethal(3)malignant brain tumor-like protein 3 isoform X1 [Xenopus (Silurana) tropicalis]512819552 XP_004911641.1 2.63 4.79 3.72 1.99 1.9 1.89 2.47 2.66 1.16 0 0.73 0.26
1-2.c24672/2/1442 -- -- -- 29.98 64.67 18.34 24.59 0.98 7.94 9.07 10.92 11.62 118.25 91.48 108.46
2-3.c40223/1/2454.1-- -- -- 0 0.44 0 0.14 0.13 2.79 0.11 0 0.26 4.82 7 4.26
3-6.c14118/1/3010.2hypothetical protein CAPTEDRAFT_214237, partial [Capitella teleta]443727653 ELU14322.1 1.59 8.37 2.31 2.59 1.01 2.69 1.51 1.01 3 20.97 45.59 28.84
1-2.c18264/2/1898 acetylcholine receptor subunit epsilon precursor [Xenopus laevis]>gi|1351853|sp|P49580.1|ACHE_XENLA RecName: Full=Acetylcholine receptor subunit epsilon; Flags: Precursor [Xenopus laevis]>gi|640049|gb|AAA92687.1| nicotinic acetylcholine receptor epsilon subunit precursor [Xenopus laevis]148227704 NP_001080916.1 2.71 6.41 5.46 3.25 1.88 13.04 1.73 4.02 4.92 0.46 0.32 0.89
1-2.c22009/3/1530 PREDICTED: blood vessel epicardial substance isoform X1 [Xenopus (Silurana) tropicalis]847126715 XP_012818148.1 0.19 0 0 0 2.44 6.59 2.89 3.55 0 0 0 0
1-2.c38440/1/1475 acyl-CoA dehydrogenase family, member 8 [Xenopus laevis]>gi|34785111|gb|AAH56845.1| MGC64378 protein [Xenopus laevis]148228760 NP_001079914.1 9 10.39 6.58 9.12 5.24 4.47 8.44 5.64 8.65 2.19 1.81 1.18
2-3.c6564/21/2418 PREDICTED: beta-enolase [Anolis carolinensis]637381761 XP_008123931.1 6.82 0 1.47 5.5 7.76 0 3.79 6.49 10.89 4.99 0 0.23
3-6.c3028/8/3407 PREDICTED: nuclear receptor coactivator 4 [Xenopus (Silurana) tropicalis]512881896 XP_002940491.2 48.61 30.6 36.82 28.11 29.68 11.33 14.9 21.99 26.55 6.49 3 13.34
1-2.c8824/1/5102.2 PREDICTED: keratin, type I cytoskeletal 19 [Pseudopodoces humilis]543376583 XP_005531499.1 1072.71 244.14 837.78 1223.32 414.84 204.04 1042.51 1071.03 871.02 590.63 381.71 261.13
1-2.c25784/1/1258 PREDICTED: molybdenum cofactor biosynthesis protein 1 [Xenopus (Silurana) tropicalis]512844256 XP_002942990.2 5.23 6.7 0 7.3 0 2.08 2.61 3.5 3.14 42.83 56.33 20.29
1-2.c1620/94/1522 novel aldo-keto reductase family 1 c (akr1c) protein [Xenopus (Silurana) tropicalis]>gi|89272462|emb|CAJ83089.1| novel aldo-keto reductase family 1 c (akr1c) protein [Xenopus (Silurana) tropicalis]>gi|157423623|gb|AAI53677.1| novel aldo-keto reductase family 1 c (akr1c) protein [Xenopus (Silurana) tropicalis]113931624 NP_001039264.1 16.29 7.5 45.98 45.53 44.25 45.43 45.08 50.89 46.59 20.88 23.74 11.4
1-2.c12891/6/1502 PREDICTED: prostaglandin E synthase 2 [Chrysemys picta bellii]641764723 XP_008167457.1 35.33 36.56 23.37 19.82 18.7 24.06 15.76 21.52 20.82 6.45 7.73 5.69
1-2.c43690/1/1778 major facilitator superfamily domain containing 2A [Xenopus laevis]>gi|148744528|gb|AAI42558.1| LOC100101290 protein [Xenopus laevis]153792409 NP_001093350.1 0 0 2.43 1.08 0.66 0.05 3.5 0 2.38 0 0 0
2-3.c12301/1/2069 PREDICTED: nascent polypeptide-associated complex subunit alpha isoform X1 [Xenopus (Silurana) tropicalis]847099435 XP_012812237.1 17.07 42.38 15.09 9.74 10.57 24.51 12.2 10.66 14.45 4.7 4.5 3.19
2-3.c8140/1/2107 -- -- -- 4.45 12.63 1.75 1.97 2.52 4.42 4.89 3.1 2.27 49.77 39.85 21.88
2-3.c11965/2/2367 PREDICTED: coagulation factor V-like [Myotis brandtii]554576773 XP_005880218.1 2.29 0 1.69 2.48 0.58 0 2.33 4.05 2.63 0.72 0 0.77
2-3.c8741/1/2049 ornithine decarboxylase 1 [Xenopus laevis]>gi|27694591|gb|AAH44004.1| Odc1-prov protein [Xenopus laevis]148237898 NP_001080167.1 41.95 242.31 17.87 33.56 16.5 25.41 11.68 26.27 32.94 9.02 8.77 7.57
2-3.c20773/1/2231.2-- -- -- 75.38 82.7 55.82 48.28 44.63 139.5 87.16 92.5 81.91 30 42.25 17.42
2-3.c55886/1/2096 -- -- -- 5.61 24.51 3.03 4.53 6.92 15.16 4.52 3.31 3.84 35.31 35.93 49.73
2-3.c59443/1/2244 -- -- -- 0.46 10.24 1.95 1.66 1.01 2.41 0 0.08 0 1.49 1.83 4.46
1-2.c48439/1/1637 glyceraldehyde-3-phosphate dehydrogenase [Polypedates maculatus]>gi|358029473|gb|AEU04529.1| glyceraldehyde-3-phosphate dehydrogenase [Polypedates maculatus]300679438 ADK27487.1 40.96 12.53 40.09 32.11 24.91 21.59 32.29 39.64 24.32 8.24 8.91 17.41
2-3.c23550/6/2037 spermidine synthase [Xenopus laevis]>gi|47123853|gb|AAH70692.1| MGC83147 protein [Xenopus laevis]147902014 NP_001084875.1 9.86 41.4 4.18 7.07 5.26 7.38 14.46 7.82 7.29 3.62 2.77 2.56
1-2.c10838/3/1848 patatin-like phospholipase domain-containing protein 2 [Xenopus (Silurana) tropicalis]>gi|115312981|gb|AAI24036.1| hypothetical protein MGC147562 [Xenopus (Silurana) tropicalis]118404478 NP_001072695.1 2.32 0 0.76 4.22 0.96 0.17 1.71 0.51 1.01 0 0 0
1-2.c25860/1/1686 39S ribosomal protein L45, mitochondrial [Xenopus laevis]>gi|29611839|sp|P59480.1|RM45_XENLA RecName: Full=39S ribosomal protein L45, mitochondrial; Short=L45mt; Short=MRP-L45; Flags: Precursor [Xenopus laevis]>gi|27696384|gb|AAH43883.1| Mrlp45 protein [Xenopus laevis]148235359 NP_001079503.1 0 0 0 0 3.19 4.18 2.34 2.51 2.75 0 0.77 0
2-3.c19323/1/2447 PREDICTED: phosphatidylinositol 4-phosphate 3-kinase C2 domain-containing subunit gamma [Loxodonta africana]344267740 XP_003405724.1 29.49 28.81 21.25 14.82 19 18.91 19.68 16.15 20.64 6.58 9.71 4.91
1-2.c6626/1/7057.1 muscle creatine kinase [Xenopus laevis]>gi|27769137|gb|AAH42249.1| Ckm-prov protein [Xenopus laevis]147899942 NP_001080073.1 70.39 6.61 93.26 71.86 91.93 49.31 44.17 87.45 76.41 31.85 26.86 17.36
1-2.c31015/2/1388 PREDICTED: multidrug resistance-associated protein 5 isoform X2 [Xenopus (Silurana) tropicalis]847126537 XP_012818085.1 11.91 10.61 6.95 11.55 10.61 2.87 17.96 5.58 8.27 96.66 147.34 69.99
1-2.c33917/1/1268 PREDICTED: sodium-coupled neutral amino acid transporter 2 isoform X2 [Monodelphis domestica]612052686 XP_007503939.1 1.98 7.32 0.97 2.3 0 0.15 4.44 1.65 5.27 1.02 0.12 0
1-2.c14775/3/1310 -- -- -- 22.53 0.26 11.25 20.41 9.84 46.51 34.6 24.61 48.18 16.98 12.26 9.18
2-3.c19947/1/2007.1-- -- -- 8.65 56.34 47.63 24.27 18.63 231.1 40.34 17.35 23.51 7.39 4.58 11.75
1-2.c49544/1/3724.1PREDICTED: actin, alpha cardiac muscle 1 [Corvus cornix cornix]726987387 XP_010390022.1 0 0.53 1.29 0 0.42 1.64 0.78 3.28 1.12 0 0 0
1-2.c12208/4/1387 PREDICTED: tensin-1 [Xenopus (Silurana) tropicalis]847165849 XP_012826379.1 12.3 0.01 5.79 19.98 12.9 6.07 1.75 2.92 0 24.33 28.46 15.73
1-2.c8282/7/1408.1 PREDICTED: histone-lysine N-methyltransferase SETD7 isoform X2 [Chlorocebus sabaeus]635044876 XP_007998026.1 1.07 1.63 1.69 2.1 1 2.68 4.81 1.19 4.01 0 0.31 0
1-2.c10731/8/1845 PREDICTED: methylcrotonoyl-CoA carboxylase beta chain, mitochondrial-like [Zonotrichia albicollis]542168352 XP_005492741.1 26.09 27.39 16.93 20.35 17.29 20.92 15.62 14.05 15.83 3.71 5.85 5.51
1-2.c14679/5/1223 uncharacterized protein LOC779636 [Xenopus (Silurana) tropicalis]>gi|847155090|ref|XP_012824041.1| PREDICTED: uncharacterized protein LOC779636 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847155093|ref|XP_012824042.1| PREDICTED: uncharacterized protein LOC779636 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847155096|ref|XP_012824043.1| PREDICTED: uncharacterized protein LOC779636 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847155099|ref|XP_012824044.1| PREDICTED: uncharacterized protein LOC779636 isoform X1 [Xenopus (Silurana) tropicalis]>gi|110645585|gb|AAI18727.1| hypothetical protein MGC145290 [Xenopus (Silurana) tropicalis]118404006 NP_001072190.1 0.98 2.22 1.25 1.28 0.55 0.82 0.78 0.98 0.59 10 9.61 25.39
2-3.c60402/1/2629 -- -- -- 0 10.38 0 0 0 0 0 1.83 2.67 0.05 0 0



1-2.c44779/1/1324 paxillin [Xenopus (Silurana) tropicalis]>gi|195540121|gb|AAI67913.1| Unknown (protein for MGC:135710) [Xenopus (Silurana) tropicalis]213983203 NP_001135504.1 14.7 13.01 11.43 7.07 6.42 13.21 4.8 6.59 14.07 0.45 1.62 2.88
2-3.c52497/1/1916 PREDICTED: four-jointed box protein 1 [Xenopus (Silurana) tropicalis]847123236 XP_012817548.1 0.48 3.28 0 0.13 0.45 0 0 0 0 6.15 3.65 0.21
3-6.c3020/5/4043.2 PREDICTED: aldehyde oxidase 1 [Xenopus (Silurana) tropicalis]847167054 XP_002937767.3 0.61 1.39 1.92 3.3 3.85 5.47 6.25 4.86 3.79 30.26 56.7 82.53
1-2.c44959/1/1535 PREDICTED: something about silencing protein 10 isoform X1 [Xenopus (Silurana) tropicalis]847167797 XP_012826980.1 19.04 38 4.84 7.82 5.52 8.49 9.59 16.42 7.93 2.54 1.78 5.09
1-2.c2132/14/1601 LOC100036924 protein [Xenopus laevis]120538285 AAI29668.1 13.66 9.83 12.11 9 8.27 4.45 8.75 8.55 9.31 2.26 3.11 1.89
1-2.c5034/6/1449 PREDICTED: secernin-3 [Chrysemys picta bellii]530621714 XP_005300480.1 11.59 4.12 11.58 10.6 10.53 6.64 7.48 10.08 9.88 2.51 2.44 2.16
1-2.c23339/1/1762.2-- -- -- 880.65 25.27 123.26 661.19 615.19 59.33 1285.95 839.43 895.96 363.03 860.06 72.86
1-2.c29344/2/1805 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 0.97 0.6 2.82 0.85 1.39 0 2.8 0.54 1.11 0 0 0.12
2-3.c42150/1/2086.1-- -- -- 0.15 1.76 0.64 12.71 0 0 5.69 0 2.13 45.11 31.36 22.94
2-3.c8550/11/2598 PREDICTED: pre-rRNA-processing protein TSR1 homolog [Takifugu rubripes]768932342 XP_011606827.1 5.04 25.69 5.56 3.75 5.64 17.62 5.02 4.05 3.58 1.35 0 1.5
1-2.c19990/2/1403.2-- -- -- 0.38 0.97 0.59 2.16 1.64 0.46 0.35 1.32 0.98 27.77 17.01 38.93
1-2.c25545/1/1405 PREDICTED: palmdelphin [Xenopus (Silurana) tropicalis]512835762 XP_002937015.2 0 0 1.17 2.61 0 0 0.66 0.33 2.26 17.81 24.64 8.3
2-3.c23790/1/2240.1-- -- -- 9.42 33.97 10.4 13.08 8.85 7.47 6.45 9.58 13.67 4.23 2.82 1.66
1-2.c17225/2/1260 PREDICTED: 2',5'-phosphodiesterase 12 [Pelodiscus sinensis]558198612 XP_006130965.1 0 9.42 4.5 2.98 0.23 3.91 3.81 0.76 4.02 24.33 49.83 27.82
1-2.c50160/1/1668 PREDICTED: poly [ADP-ribose] polymerase 14-like isoform X3 [Xenopus (Silurana) tropicalis]847173218 XP_012809755.1 1.18 0.87 0.61 0.14 0.3 0.29 2.2 2.48 0.34 0 0 0.19
2-3.c39820/1/2575.1-- -- -- 8.85 13.43 10.36 5.35 10.87 14.28 10.47 7.92 11.67 2.59 2.07 2.59
2-3.c49368/1/2153 PREDICTED: choline transporter-like protein 3 isoform X1 [Chrysemys picta bellii]530641746 XP_005307600.1 3.53 1.29 4.01 0.92 1.5 1.05 2.51 1.75 2.98 0 0 0.69
1-2.c17349/1/2846 PREDICTED: actin, alpha skeletal muscle B-like [Meleagris gallopavo]>gi|733888825|ref|XP_010709525.1| PREDICTED: actin, alpha skeletal muscle B-like [Meleagris gallopavo]326920308 XP_003206416.1 4.74 0.31 4.47 2.35 3.29 2.31 4.04 4.1 4.2 0.8 0.79 1.33
2-3.c8480/1/2382 acidic leucine-rich nuclear phosphoprotein 32 family member A [Xenopus laevis]>gi|82237622|sp|Q6PAF6.1|AN32A_XENLA RecName: Full=Acidic leucine-rich nuclear phosphoprotein 32 family member A [Xenopus laevis]>gi|37805187|gb|AAH60336.1| Anp32a protein [Xenopus laevis]148228396 NP_001083156.1 15.61 14.48 15.7 15.95 17.4 6.63 7.89 13.99 11.73 2.1 1.96 6.79
2-3.c17471/2/2575 pentraxin 3, long precursor [Xenopus laevis]>gi|120538279|gb|AAI29651.1| LOC100036916 protein [Xenopus laevis]148226508 NP_001091159.1 1.54 0 13.46 2 6.9 0.49 0.49 1.76 3.05 0.34 0 0
2-3.c28056/1/2679 PREDICTED: collagen alpha-3(IX) chain [Equus caballus]194224629 XP_001915094.1 7.7 61.43 19.63 7.45 2.47 1.67 4.94 12.38 3.47 0 0 0.71
1-2.c19329/1/1859 uncharacterized protein LOC100036938 [Xenopus laevis]>gi|120538018|gb|AAI29691.1| LOC100036938 protein [Xenopus laevis]148232016 NP_001091177.1 32.08 0.88 0.3 7.41 14.96 0.83 17.98 21.28 11.02 5.25 13.06 1.31
3-6.c14525/1/7300 PREDICTED: alpha-actinin-3 [Python bivittatus]602667068 XP_007439100.1 22.22 5.55 25.9 26.72 40.49 31.42 44.11 32.16 24.6 14.31 7.17 17.26
2-3.c33112/2/2350 PREDICTED: protein RCC2, partial [Mustela putorius furo]859758337 XP_012903960.1 3.02 0.33 2.03 2.36 3 8.82 7.09 0 0 18.36 22.68 30.26
1-2.c28376/1/1287 -- -- -- 14.67 41.56 12.48 11.53 11.49 20.97 9.94 8.08 18.89 4.35 1.68 3.55
3-6.c19183/1/3388 PREDICTED: titin-like [Python bivittatus]602631486 XP_007422644.1 25.6 11.98 45.12 37.36 35.64 54.19 35.16 34.1 44.21 13.54 10.55 19.99
2-3.c23827/1/2044 -- -- -- 7.14 0 3.46 5.27 2.05 0.3 2.06 6.07 8.18 0.63 2.86 0
2-3.c19571/1/2065.1-- -- -- 12.8 0 2.87 1.9 5.52 2.61 4.38 4.57 2.13 0 0 1.16
2-3.c42569/1/2275.1pancreatic progenitor cell differentiation and proliferation factor [Bufo japonicus formosus]>gi|731189406|gb|AHV78313.2| pancreatic progenitor cell differentiation and proliferation factor [Bufo gargarizans]604159143 AHV78314.1 566.32 1440 297.31 991.12 378.36 645.12 1001.15 375.81 554.51 5161.82 6545.91 5098.11
1-2.c20750/1/1839 PREDICTED: uncharacterized protein LOC105948195 [Xenopus (Silurana) tropicalis]847158215 XP_012824693.1 2.02 17.12 1.88 4.14 1.16 3.81 1.37 0.61 2.04 16.95 25.23 9.95
1-2.c18249/1/1704 -- -- -- 3.54 3.81 15.94 19.31 13.72 14.86 28.92 7.57 16.64 1.99 1.1 7.52
1-2.c36153/1/1633 -- -- -- 12.93 5.7 35.49 16.08 16.96 23.38 19.88 35.86 34.11 16.4 4.86 12.03
2-3.c8820/1/2273.1 -- -- -- 0.68 2.1 0.86 2.66 0.9 1.99 0.45 0.15 0.65 14.14 18.82 4.12
3-6.c18162/1/2809 PREDICTED: echinoderm microtubule-associated protein-like 2 isoform X2 [Xenopus (Silurana) tropicalis]847154147 XP_012823785.1 3.28 8.35 2.69 0 1.79 0.96 0.02 0 0 5.68 0 10.04
2-3.c10677/1/2224.1hypothetical protein CAPTEDRAFT_96371 [Capitella teleta]443682880 ELT87315.1 7.32 55.27 3.66 8.25 4.83 14.15 7.79 8.88 11.67 77.93 148.89 82.23
2-3.c45029/13/2081uncharacterized protein LOC100036932 [Xenopus laevis]>gi|120538016|gb|AAI29683.1| LOC100036932 protein [Xenopus laevis]147906566 NP_001091172.1 52.12 122.31 56.15 46.85 40.78 141.4 40.66 43.61 45.15 17.32 14.64 18.71
2-3.c16800/2/2127.1-- -- -- 6.71 21.18 3.11 5.51 0 2.96 10.49 6.22 5.44 1.73 0 1.94
2-3.c17159/1/2231.1-- -- -- 5.33 116.12 11.55 18.58 11.57 59.27 16.6 9.75 20.84 150.6 200.45 109.55
2-3.c21944/2/2127 PREDICTED: myosin-3 [Xenopus (Silurana) tropicalis]847172863 XP_012809637.1 3.91 14.34 7.2 5.31 4.33 69.53 7.5 3.23 5.5 2.16 0.97 0.86
3-6.c15051/1/3387 FXYD domain containing ion transport regulator 6 precursor [Xenopus laevis]>gi|49522243|gb|AAH75244.1| Fxyd6 protein [Xenopus laevis]147902838 NP_001086408.1 6.17 8.47 7.16 4.29 3.21 3.72 6.24 4.17 2.43 2.23 0.05 1.28
2-3.c14687/1/1981 -- -- -- 8.84 7.38 11 11.26 8.09 2.95 7.29 6.99 11.97 1.96 3.68 2.5
3-6.c18506/1/2622 collagen alpha-1(III) chain precursor [Xenopus (Silurana) tropicalis]>gi|197245782|gb|AAI68784.1| Unknown (protein for MGC:188941) [Xenopus (Silurana) tropicalis]218847780 NP_001136379.1 20.68 160.38 29.25 18.47 55.36 446.27 40.05 14.06 28.68 16.73 2.85 10.58
1-2.c19745/1/1622 Sperm-associated antigen 1, partial [Cuculus canorus]676584923 KFO74026.1 0 0 0.61 0 0 0 2.09 0 2.08 0 0 0
2-3.c37303/2/2551 transmembrane protein 182 precursor [Xenopus (Silurana) tropicalis]>gi|123885913|sp|Q0V9E0.1|TM182_XENTR RecName: Full=Transmembrane protein 182; Flags: Precursor [Xenopus (Silurana) tropicalis]>gi|111306205|gb|AAI21615.1| hypothetical protein MGC147243 [Xenopus (Silurana) tropicalis]118404178 NP_001072403.1 0 0.84 0.52 0.69 0.41 7.95 1.46 1.76 0 0 0 0
1-2.c11344/1/1759 succinyl-CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial [Xenopus (Silurana) tropicalis]>gi|60551746|gb|AAH91038.1| succinate-CoA ligase, alpha subunit [Xenopus (Silurana) tropicalis]71896153 NP_001025589.1 71.7 46.79 113.94 120.92 109.38 73.55 111.65 107.45 134.32 30.97 92.15 30.21
2-3.c23763/1/2466 PREDICTED: uncharacterized protein C12orf45 homolog [Xenopus (Silurana) tropicalis]301617369 XP_002938117.1 0.03 0 0 0 0.45 0.55 1.34 1.01 0 0 0 0
1-2.c4450/2/1272 -- -- -- 0 0 0 0 0 0 0 2.35 3.62 0 0 0
1-2.c52047/1/1687 PREDICTED: serine--tRNA ligase, cytoplasmic [Python bivittatus]602647281 XP_007430068.1 12.85 30.99 7.4 5 6.82 44.15 23.28 11.05 11.85 5.05 4.68 5.28
2-3.c12858/2/2655 PREDICTED: myosin-7B [Xenopus (Silurana) tropicalis]>gi|847168584|ref|XP_012808097.1| PREDICTED: myosin-7B [Xenopus (Silurana) tropicalis]512871888 XP_002932939.2 23.5 41.1 18.29 21.44 16.42 127.54 19.04 16.99 13.12 7.17 4.97 6.07
1-2.c34179/1/1524 PREDICTED: periplakin [Xenopus (Silurana) tropicalis]512869040 XP_002941094.2 11.4 7.96 12.72 1.86 11.21 11.87 0.02 0 0.92 10.15 27.04 8.77
2-3.c26482/2/2492 -- -- -- 2.06 5.06 4.56 0 1.75 9.62 1.27 3.48 4.67 0 0 1.54
2-3.c53385/1/2333.1PREDICTED: uncharacterized protein LOC101733068 [Xenopus (Silurana) tropicalis]512848095 XP_004915414.1 2.27 25.45 2.05 3.71 1.35 6.4 2.8 1.64 3.48 28.39 44.49 23.79
2-3.c60333/2/2139 -- -- -- 5.97 0 0 0 1.51 0 3.67 0 5.8 0 0.01 0.03
2-3.c60667/1/2143 tRNA-dihydrouridine(47) synthase [NAD(P)(+)]-like [Xenopus laevis]>gi|82176436|sp|Q7ZWS1.1|DUS3L_XENLA RecName: Full=tRNA-dihydrouridine(47) synthase [NAD(P)(+)]-like; AltName: Full=tRNA-dihydrouridine synthase 3-like [Xenopus laevis]>gi|28436916|gb|AAH46730.1| MGC53781 protein [Xenopus laevis]147903417 NP_001079662.1 13.2 22.48 5.05 5.85 0 0 8.85 8.29 7.24 6.36 1.36 0
2-3.c25964/1/2469.2-- -- -- 0 0 0 0 0 1.58 0 0 0 6.57 18.84 4.68
1-2.c33438/1/1568 -- -- -- 9.98 15.88 5.68 6.7 6.11 4.97 11.6 0.05 4.85 60.14 61.93 37.65
2-3.c8551/1/1879 SEC62 homolog [Xenopus laevis]>gi|50415438|gb|AAH77534.1| Tloc1-prov protein [Xenopus laevis]148234873 NP_001086841.1 0 0 0 0.4 0 1.47 0 0 0 6.1 10.09 0
1-2.c28315/1/1394.2-- -- -- 77.63 31.62 141.17 72.72 65.05 6.06 145.47 83.21 105.51 57.69 7.15 41.92



1-2.c51096/9/1414 ureidopropionase, beta [Xenopus laevis]>gi|51261973|gb|AAH80019.1| MGC82230 protein [Xenopus laevis]148234835 NP_001087502.1 4.91 10.58 10.21 16.49 9.79 16.6 15.43 12.61 11.07 2.73 3.37 5.06
1-2.c2443/2/1468.1 c-fos induced growth factor (vascular endothelial growth factor D) precursor [Xenopus laevis]>gi|115527865|gb|AAI24877.1| LOC100158352 protein [Xenopus laevis]189217641 NP_001121269.1 9.6 9.05 6.01 4.05 4.89 4.27 4.01 5.74 5.63 71.97 52.77 57.47
1-2.c8815/2/1731 phosphoglycerate kinase 1 [Xenopus (Silurana) tropicalis]62858027 NP_001016545.1 14.04 0 7.61 17.04 7.79 0.8 11.38 9.44 10.77 0 2.82 6.1
2-3.c54343/1/2347 PREDICTED: dual specificity tyrosine-phosphorylation-regulated kinase 1A isoform X1 [Orycteropus afer afer]634861343 XP_007943727.1 0 0 0 1.14 0 0.11 0.26 0 0 5.04 4.3 1.99
2-3.c62822/4/2266 uncharacterized protein LOC100036845 precursor [Xenopus laevis]>gi|120538599|gb|AAI29065.1| LOC100036845 protein [Xenopus laevis]147905311 NP_001090602.1 0 0 0 0.95 0 0 0 1.12 1.32 0 0 0
3-6.c2423/20/3512 PREDICTED: very low-density lipoprotein receptor isoform X1 [Xenopus (Silurana) tropicalis]301609344 XP_002934223.1 0 0 0.45 0 0.6 0.43 0 0.69 0.81 0 0 0
1-2.c24478/1/1602.1-- -- -- 4.41 31.4 2.72 2.58 1.95 7.67 0 1.19 1.07 32.65 76.36 20.35
3-6.c10674/1/2961.1-- -- -- 2.17 2.62 3.01 1.34 1.34 3.6 1.18 2.91 4.24 0.19 0.33 0
2-3.c33579/1/2157 PREDICTED: succinate dehydrogenase assembly factor 2, mitochondrial [Xenopus (Silurana) tropicalis]847123585 XP_012817587.1 5.92 2.79 4.24 10.45 10.07 4.5 8.12 6.7 10.43 1.87 1.92 3.61
2-3.c42427/1/2811 -- -- -- 3.41 253.48 8.7 3.62 4.8 170.29 2.12 4.39 6.32 2.73 0.23 0.39
1-2.c14456/3/1825 -- -- -- 0.57 0.99 1.19 0 2.12 0 2.63 0 0 14.21 6.74 14.68
2-3.c6906/1/2785 PREDICTED: metastasis-associated protein MTA1 isoform X3 [Xenopus (Silurana) tropicalis]847154043 XP_012823749.1 0.95 6.32 0.7 0.24 0.11 0 0.09 0.58 1.2 0 0 0
2-3.c40136/1/1855 molybdate-anion transporter precursor [Xenopus laevis]>gi|123884224|sp|Q08B29.1|MFSD5_XENLA RecName: Full=Molybdate-anion transporter; AltName: Full=Major facilitator superfamily domain-containing protein 5; AltName: Full=Molybdate transporter 2 homolog [Xenopus laevis]>gi|115528261|gb|AAI24900.1| Mfsd5 protein [Xenopus laevis]189217675 NP_001121281.1 0 5.84 0 0 0 0 1.59 1.46 0 0 0 0
2-3.c48796/1/2002 PREDICTED: myosin heavy chain, fast skeletal muscle-like [Stegastes partitus]657587209 XP_008297885.1 13.8 0.33 28.57 18.66 23.18 0.39 11.13 26.86 23.65 8.95 6.84 7.69
1-2.c48353/1/1474 -- -- -- 4.94 22.63 4.16 4.7 3.19 5.55 3.37 3.02 3.01 38.98 26.33 38.94
1-2.c31225/1/1129 -- -- -- 0 4.62 0 0 0 5.28 0 5.06 0 26.64 32.74 20.24
3-6.c4220/1/4081 PREDICTED: myosin-3 [Xenopus (Silurana) tropicalis]847172863 XP_012809637.1 1.41 6.69 3.85 1.7 2 60.53 1.45 2.78 1.2 0.13 0.12 0.7
2-3.c16217/1/2133 PREDICTED: synaptopodin [Xenopus (Silurana) tropicalis]>gi|512828728|ref|XP_004912829.1| PREDICTED: synaptopodin [Xenopus (Silurana) tropicalis]512828724 XP_002937302.2 2.06 2.11 0 2.47 1.67 2.97 4.65 3.91 5.89 2.5 0.3 0.66
2-3.c2636/32/2205 PREDICTED: 60 kDa heat shock protein, mitochondrial [Aquila chrysaetos canadensis]>gi|768339287|ref|XP_011574412.1| PREDICTED: 60 kDa heat shock protein, mitochondrial [Aquila chrysaetos canadensis]768339285 XP_011574404.1 9.28 44.32 3.99 7.73 21.33 55.42 18.98 7.18 6.68 3.24 0.86 2.46
3-6.c13051/2/3182 forkhead box protein K2 [Xenopus (Silurana) tropicalis]>gi|197245585|gb|AAI68486.1| Unknown (protein for MGC:172864) [Xenopus (Silurana) tropicalis]213982945 NP_001135634.1 29.45 29.62 15.47 23.32 12.75 7.63 9.16 24.55 27.16 7.15 5.5 6.13
2-3.c2446/2/2299 WD repeat and SOCS box-containing protein 1 [Xenopus (Silurana) tropicalis]>gi|82237435|sp|Q6P1V3.1|WSB1_XENTR RecName: Full=WD repeat and SOCS box-containing protein 1; Short=WSB-1>gi|40675657|gb|AAH64858.1| WD repeat and SOCS box-containing 1 [Xenopus (Silurana) tropicalis]45361625 NP_989387.1 1.99 4.09 1.21 2.18 2 1.11 1.6 2.66 2.98 0.62 0.31 0.22
1-2.c10819/13/1575PREDICTED: keratin 19, type I isoform X1 [Xenopus (Silurana) tropicalis]847167891 XP_012827034.1 34.77 11.15 25.25 31.35 13.84 8.37 25.34 27.62 20.03 13.36 5.81 7.61
2-3.c49481/1/2244 PREDICTED: creatine kinase M-type [Monodelphis domestica]126344225 XP_001364229.1 1.68 0 1.81 1.24 1.35 0.65 2.77 0.5 1.79 0.2 0.17 0.1
1-2.c14263/1/1364 reverse transcriptase, partial [Gallus gallus]347227 AAA49027.1 1.19 3.69 0 0.23 0.73 2.42 1.32 0.41 0 23.75 23.37 4.93
2-3.c12469/1/6062 -- -- -- 0 27.04 0.17 11.59 0 0 0 11.16 12.59 0 0 0.17
3-6.c5644/1/5515.1 glycogen synthase kinase-3 beta [Xenopus laevis]>gi|82245668|sp|Q91757.1|GSK3B_XENLA RecName: Full=Glycogen synthase kinase-3 beta; Short=GSK-3 beta; AltName: Full=Xgsk-3 protein [Xenopus laevis]>gi|727190|gb|AAC42224.1| intracellular kinase [Xenopus laevis]>gi|80476467|gb|AAI08582.1| Xgsk-3 protein [Xenopus laevis]148226891 NP_001083752.1 0.06 0 0 0 0 0 0.96 1.54 0.25 0 0 0
2-3.c2857/1/2285 -- -- -- 13.95 1.51 10.92 7.41 2.86 2.02 4.37 5.63 1.59 0.8 0.46 0.71
1-2.c33457/1/4870.2PREDICTED: LOW QUALITY PROTEIN: creatine kinase M-type, partial [Anolis carolinensis]637377851 XP_008123239.1 83.31 11.48 104.78 81.48 114.71 60.45 81.4 103.94 112.73 37.66 29.81 38.67
1-2.c1978/16/1820 beta-hexosaminidase subunit beta isoform 2 precursor [Xenopus (Silurana) tropicalis]>gi|170284646|gb|AAI61249.1| LOC100145556 protein [Xenopus (Silurana) tropicalis]187608414 NP_001120459.1 15.61 2.88 2.4 7.09 8.04 5.52 11.14 6.86 5.68 70.09 59.62 94.17
2-3.c5996/1/2143 glutamate oxaloacetate transaminase [Rugosa rugosa]333805525 BAK26556.1 141.92 43.9 104.77 122.98 48.52 38.63 105.83 40.9 67.25 19.69 23.01 38.99
1-2.c44455/1/1718 PREDICTED: bcl-2-like protein 13 [Xenopus (Silurana) tropicalis]847177164 XP_004921079.2 21.16 16.77 26.24 26.4 26.77 7.78 17 16.03 28.74 3.45 8.12 10.12
3-6.c11324/1/2740 PREDICTED: nascent polypeptide-associated complex subunit alpha isoform X6 [Xenopus (Silurana) tropicalis]847099448 XP_012812242.1 7.98 4.76 6.24 3.21 2.5 14.75 3.04 4.41 3.99 1 1.09 0.91
2-3.c9494/1/2611 PREDICTED: ATP-dependent RNA helicase DDX19B-like isoform X2 [Mandrillus leucophaeus]795120083 XP_011832171.1 0.58 13.6 0.6 1.43 0.73 3.31 1.26 0.38 1.49 12.82 24.38 9.7
1-2.c18995/1/1256 -- -- -- 106.39 4.37 5.16 37.01 22.12 2.09 22.74 36.37 32.64 6.27 26.75 4.09
1-2.c36758/1/6899.3nuclease-sensitive element-binding protein 1 [Xenopus laevis]>gi|27370848|gb|AAH41191.1| Ybx1 protein [Xenopus laevis]>gi|76779926|gb|AAI06324.1| Ybx1 protein [Xenopus laevis]147903761 NP_001079367.1 971.79 4882.91 965.89 1207.16 1008.67 2057.8 961.47 1058.23 1428.72 428.73 196.88 726.75
1-2.c49364/1/1192 PREDICTED: eukaryotic initiation factor 4A-II, partial [Sarcophilus harrisii]821477144 XP_012401944.1 0 1.37 0 0 0 2.69 0 0 0 3.26 5.15 2.87
2-3.c6297/2/2080 -- -- -- 0.3 15.19 2.98 1.03 2.54 8.33 2.2 1.44 1.16 24.75 8.33 22.59
3-6.c14882/1/4946.2PREDICTED: calpain-7 [Anolis carolinensis]327274957 XP_003222241.1 0.07 0.97 0.55 2.1 0 2.35 0 0 0 2.37 0.22 4.63
2-3.c62194/3/2047 PREDICTED: actin-related protein 10 [Calypte anna]>gi|676779486|gb|KFP06442.1| Actin-related protein 10 [Calypte anna]663283393 XP_008499253.1 0 9.41 2.74 0 0 0 1.32 3.59 0.52 0 0 0
3-6.c6424/1/3069 PREDICTED: ectonucleotide pyrophosphatase/phosphodiesterase family member 2 isoform X1 [Xenopus (Silurana) tropicalis]847135208 XP_012820111.1 0.07 24.95 0.43 0.17 0.72 8.35 1.89 0.1 0.53 13.08 4.64 18.21
3-6.c17950/7/3451 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 0.45 0 1.35 0.87 0.22 0 0.9 0 0.76 0 0 0
3-6.c17076/1/2738.1-- -- -- 0 6.96 0 23.01 22.35 4.43 20.58 27.68 36.16 0 27.67 0
1-2.c15720/1/1380 UBA domain containing 1 [Xenopus laevis]>gi|62471529|gb|AAH93557.1| MGC115132 protein [Xenopus laevis]148235257 NP_001089374.1 9.8 4.02 6.59 7.31 7.84 1.45 10.3 5.57 17.95 1.04 2.46 5.04
1-2.c30288/1/1350 -- -- -- 65.08 11.93 41.39 67.3 55.41 27.23 70.46 46.93 87.08 32.02 26.75 22.62
1-2.c2105/17/1262 transmembrane protein 182 precursor [Xenopus (Silurana) tropicalis]>gi|123885913|sp|Q0V9E0.1|TM182_XENTR RecName: Full=Transmembrane protein 182; Flags: Precursor [Xenopus (Silurana) tropicalis]>gi|111306205|gb|AAI21615.1| hypothetical protein MGC147243 [Xenopus (Silurana) tropicalis]118404178 NP_001072403.1 12.42 42.12 29.45 15.61 15.22 157.62 13.03 10.32 12.25 4.14 3.8 2.21
1-2.c48651/1/5600.2muscle creatine kinase [Xenopus laevis]>gi|27769137|gb|AAH42249.1| Ckm-prov protein [Xenopus laevis]147899942 NP_001080073.1 25.55 2.06 13.28 8.83 9.33 6.28 23.28 14.12 11.34 4.57 3.81 3.53
1-2.c9303/1/1473 -- -- -- 85.12 0.69 24.72 28.88 54.72 0.98 22.51 55.01 31.47 11.79 5.23 7.26
2-3.c4505/1/2004 PREDICTED: glycogen [starch] synthase, muscle [Anolis carolinensis]327281085 XP_003225280.1 11.53 0.73 10.7 20.23 18.7 1.95 8.21 10.75 10.15 1.6 1.5 5.3
3-6.c18246/1/3720.1hypothetical protein, conserved [Eimeria praecox]557144680 CDI75148.1 3.83 4.51 6.66 6.89 7.52 17.39 9.51 6.89 9.05 2.28 2.97 3.69
2-3.c46635/1/2202.1PREDICTED: solute carrier family 22 member 23 [Xenopus (Silurana) tropicalis]301613957 XP_002936473.1 0.22 1.46 0.57 1.01 1.43 0.43 0.08 0.25 0.33 7.11 7.52 8.97
3-6.c4669/1/4636.1 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 1.59 0 2.03 1.1 1.64 0 1.4 1.38 2.1 0.15 0.27 0.38
2-3.c55773/1/1954.1-- -- -- 12.12 5.44 10.65 37.18 14.83 16.3 25.57 9.6 23.01 6.51 5.31 5.98
3-6.c14815/1/3319 PREDICTED: myosin-binding protein C, fast-type [Alligator sinensis]557258509 XP_006014949.1 1.86 14.28 7.14 6.41 2.35 279.36 2.87 8.87 3.79 0 0 0.94
2-3.c59609/1/1968 PREDICTED: CD99 antigen-like isoform X2 [Xenopus (Silurana) tropicalis]301623490 XP_002941048.1 0 0 0 0 0 0 1.59 0 2 0 0 0
1-2.c29489/3/1675 PREDICTED: thrombospondin-2 [Xenopus (Silurana) tropicalis]847131343 XP_012819195.1 0.86 4.4 0.99 2.35 1.5 11.22 5 0.05 0.72 30.44 21.84 12.41
1-2.c38076/1/3768.1muscle creatine kinase [Xenopus laevis]>gi|27769137|gb|AAH42249.1| Ckm-prov protein [Xenopus laevis]147899942 NP_001080073.1 45.33 4.37 60.72 42.23 49.04 28.31 38.57 49.28 49.9 11.98 14.42 24.96
2-3.c41744/1/2519.1-- -- -- 0.45 13.77 0.89 1.15 1.31 2.42 0.61 0.41 1.99 15.35 22.82 8.43
2-3.c49103/1/2458.2-- -- -- 28.65 69.05 12.23 14.33 14.41 14.74 19.86 17.39 14.78 182.13 227.67 102.39



3-6.c15880/1/5573 myosin, heavy chain 2, skeletal muscle, adult [Xenopus (Silurana) tropicalis]>gi|50368680|gb|AAH76678.1| myosin, heavy polypeptide 13, skeletal muscle [Xenopus (Silurana) tropicalis]55742222 NP_001006805.1 3.75 0.12 7.55 6.06 5.14 0.1 3.76 7.24 5.01 2.19 1.12 1.63
1-2.c18950/2/1384 PREDICTED: zinc finger protein 385D isoform X2 [Xenopus (Silurana) tropicalis]847139787 XP_012821013.1 10.4 17.42 4.98 5.12 2.87 5.54 3.12 4.59 5.91 0.61 1.33 0.48
1-2.c42887/6/1598 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 1794.78 31.28 1102.64 1087.89 1077.07 6.76 984.09 3503.95 2795.11 477.95 342.84 488
2-3.c37066/1/2329 cellular retinoic acid-binding protein 2 [Rattus norvegicus]>gi|392345784|ref|XP_003749365.1| PREDICTED: cellular retinoic acid-binding protein 2 isoform X2 [Rattus norvegicus]>gi|1710095|sp|P51673.2|RABP2_RAT RecName: Full=Cellular retinoic acid-binding protein 2; AltName: Full=Cellular retinoic acid-binding protein II; Short=CRABP-II>gi|727433|gb|AAA80225.1| cellular retinoic acid-binding protein II [Rattus norvegicus]25453404 NP_058940.1 5.8 11.28 2.85 5.8 7.37 3.1 8.02 3.28 5.91 57.08 64.92 41.1
2-3.c59054/1/2659 rcc1 protein [Xenopus (Silurana) tropicalis]171846900 AAI61455.1 0 0.92 0.35 0 0 0.61 1.39 0 1.04 0 0 0
2-3.c38881/1/2380 PREDICTED: protocadherin Fat 1 isoform X3 [Xenopus (Silurana) tropicalis]512816337 XP_002940912.2 0.84 32.14 0.9 0.62 1.1 8.57 3.74 2.02 2.74 0.63 0 0.76
1-2.c19267/1/1414 trimeric intracellular cation channel type A [Xenopus laevis]>gi|82176708|sp|Q7ZY07.1|TM38A_XENLA RecName: Full=Trimeric intracellular cation channel type A; Short=TRIC-A; Short=TRICA; AltName: Full=Transmembrane protein 38A [Xenopus laevis]>gi|27696958|gb|AAH44031.1| MGC53433 protein [Xenopus laevis]148237167 NP_001079534.1 16.16 3.54 25.87 17.42 17.91 2.82 3.28 12.19 12.13 0 0 3.87
3-6.c16660/1/3265 -- -- -- 7.36 6.32 8.63 4.01 7.32 2.33 5.1 6.55 5.08 1.56 0.38 3.15
1-2.c32987/1/1430 -- -- -- 12.11 4.09 29.57 33.32 22.51 7.19 37.51 39.66 25.13 8.92 1.41 25.52
2-3.c39805/1/2408 PREDICTED: sodium/potassium-transporting ATPase subunit beta-1 [Ornithorhynchus anatinus]620963907 XP_007667207.1 1.47 2.56 0 3.18 0 0.85 3.01 0 0.71 12.83 11.15 17.06
2-3.c37339/1/2537 PREDICTED: nuclear receptor coactivator 4 [Xenopus (Silurana) tropicalis]512881896 XP_002940491.2 49.62 24.11 33.17 27.82 16.48 2.77 9.23 14.91 28.77 2.65 3.93 6
1-2.c46225/1/1329 -- -- -- 1.27 0.92 0.37 1.41 1.26 1.09 1.81 0.98 0.14 14.37 20.27 13.67
1-2.c49914/1/1729.1PREDICTED: proline-rich transmembrane protein 1-like [Astyanax mexicanus]597733803 XP_007229210.1 20.06 4.3 20.89 8.44 8.77 1.94 2.06 8.8 10.01 0.26 0.61 0.22
2-3.c14430/1/1901 -- -- -- 4.33 0.28 7.43 4.52 4.04 0.84 4.04 6.27 5.32 1.38 1.5 1.11
2-3.c27183/1/2627 -- -- -- 1.26 20.47 0.82 2.24 1.69 3.67 1.55 1.53 2.56 19.27 33.02 14.01
2-3.c53510/1/2445 ubiquitin carboxyl-terminal hydrolase 5 [Xenopus (Silurana) tropicalis]>gi|170285226|gb|AAI61109.1| usp5 protein [Xenopus (Silurana) tropicalis]183986733 NP_001116956.1 0 0 0 0 0.4 0 0 0 0 2.95 0 2.65
1-2.c12240/1/1300 PREDICTED: alpha-aminoadipic semialdehyde dehydrogenase [Picoides pubescens]699658970 XP_009898100.1 2.25 3.64 15.26 0 5.23 29.09 16.04 13.72 17.22 6.17 10.08 0.24
2-3.c1948/2/2285 PREDICTED: adenylyl cyclase-associated protein 2 [Xenopus (Silurana) tropicalis]>gi|847138800|ref|XP_012820856.1| PREDICTED: adenylyl cyclase-associated protein 2 [Xenopus (Silurana) tropicalis]301606235 XP_002932726.1 14.03 7.63 14.21 9.29 11.66 15.67 6.82 11.36 10.43 3.55 3.88 2.44
3-6.c10531/1/3124 PREDICTED: talin-2 isoform X2 [Xenopus (Silurana) tropicalis]847147373 XP_012822329.1 15.91 8.75 21.19 11.46 17.31 14 15.22 14.06 13.78 2.46 2.45 6.52
1-2.c22567/1/1576 PREDICTED: transmembrane protein 131-like isoform X3 [Xenopus (Silurana) tropicalis]847095050 XP_012811072.1 45.03 58.63 16.59 16.96 25.08 19.24 25.28 39.57 30.38 11.9 11.29 13.99
1-2.c49257/1/1239 -- -- -- 81.15 159.03 37.66 82.6 44.81 104.78 140.12 63.05 91.75 792.13 1144.82 648.76
2-3.c10834/1/2448.1PREDICTED: putative nuclease HARBI1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|512821921|ref|XP_004911911.1| PREDICTED: putative nuclease HARBI1 isoform X1 [Xenopus (Silurana) tropicalis]512821917 XP_004911910.1 1.09 11.88 0.75 4.34 0.76 2.18 1.91 0 0.86 5.85 21.11 17
2-3.c41391/1/2449 -- -- -- 2.31 11.6 14.04 5.76 5.79 63.87 8.21 4.44 5.59 1.45 0.58 2.94
3-6.c4001/1/3035.1 Transcription factor BTF3 4, partial [Corvus brachyrhynchos]676423020 KFO64485.1 277.95 606.5 264.78 225.57 210.92 640.68 325.39 237.84 239.34 105.85 113.22 113.91
1-2.c12548/1/1636 PREDICTED: nebulin isoform X11 [Xenopus (Silurana) tropicalis]847166512 XP_012826617.1 14.72 13.03 71.5 65.65 14.33 0 22.93 54.13 46.95 26.98 0 14.27
1-2.c24824/1/1485.1-- -- -- 16.41 15.03 3.12 6.46 2.76 31.81 9.94 7.09 7.82 101.86 105.18 50.32
2-3.c43754/2/2456 PREDICTED: LOW QUALITY PROTEIN: striated muscle-specific serine/threonine-protein kinase-like, partial [Columba livia]543714928 XP_005498747.1 42.22 9.04 54.29 33.2 28.98 43.2 32.79 34.6 59.52 11.2 12.4 26.24
1-2.c24232/1/1263 PREDICTED: protein transport protein Sec31A isoform X1 [Xenopus (Silurana) tropicalis]>gi|847087086|ref|XP_012816257.1| PREDICTED: protein transport protein Sec31A isoform X1 [Xenopus (Silurana) tropicalis]847087082 XP_012816255.1 0 3.9 0.53 1 0 2.32 0 0 0 9.34 16.32 0
1-2.c3100/2/1546 rCG19955, isoform CRA_a [Rattus norvegicus]>gi|149032952|gb|EDL87793.1| rCG19955, isoform CRA_a [Rattus norvegicus]149032951 EDL87792.1 2.2 0 0 0 0 5.57 1.31 0 0.56 15.71 9.07 5.62
2-3.c52659/1/2150 PREDICTED: bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 1 [Clupea harengus]831298598 XP_012681174.1 0.12 0 0 0 0 0 1.32 1.52 0 0 0 0
3-6.c5040/1/3392 PREDICTED: band 4.1-like protein 1 isoform X5 [Xenopus (Silurana) tropicalis]847168906 XP_012808200.1 21.78 6.2 20.96 14.38 13.59 4.15 11.24 15.39 13.76 4.51 6.45 5.18
2-3.c26996/1/2078 vitamin K epoxide reductase complex, subunit 1 [Xenopus (Silurana) tropicalis]>gi|49904251|gb|AAH76993.1| vitamin K epoxide reductase complex, subunit 1 [Xenopus (Silurana) tropicalis]55742523 NP_001006928.1 15.83 245.94 16.62 11.86 14.64 72.65 24.88 8.93 16.76 137.97 159.93 172.33
3-6.c15406/1/2790.1glucosidase, alpha; neutral AB precursor [Xenopus laevis]>gi|120577623|gb|AAI30138.1| LOC100037025 protein [Xenopus laevis]148232724 NP_001091232.1 0 0 0 0 0 0.69 1.8 0 1.28 0 0 0
3-6.c8920/1/3848 PREDICTED: protein CDV3 homolog isoform X1 [Xenopus (Silurana) tropicalis]847134819 XP_012819977.1 12.98 11.16 8.06 3.03 11.17 18.37 6.25 4.37 4.21 0 0 4.15
1-2.c13673/7/1307 PREDICTED: actin, cytoplasmic 2 isoform X1 [Colobus angolensis palliatus]795093282 XP_011815463.1 10.42 3.35 14.36 12.51 17.97 7.62 17.94 10.84 9.42 2.58 1.55 6.38
1-2.c25074/1/1720.1-- -- -- 3.96 3.2 3.72 5.29 2.39 2.05 3.17 3.03 4.11 36.87 45.95 44.8
2-3.c20986/6/2085 PREDICTED: thymopoietin isoform X4 [Xenopus (Silurana) tropicalis]847109041 XP_012814200.1 1.26 0.79 0 0.45 0 0 0 0 0 0 3.85 3.34
2-3.c2306/20/2235 6-4 photolyase [Xenopus laevis]>gi|8809676|dbj|BAA97126.1| 6-4 photolyase [Xenopus laevis]>gi|213625040|gb|AAI69683.1| 6-4 photolyase [Xenopus laevis]>gi|213627768|gb|AAI69685.1| 6-4 photolyase [Xenopus laevis]147906624 NP_001081421.1 10.53 24.12 13.89 4.71 6.36 6.23 8.02 6.69 9.85 3.86 2.31 1.73
2-3.c17398/1/2387.1basigin [Xenopus (Silurana) tropicalis]89268702 CAJ83018.1 459.77 112.91 170.79 368.9 387.88 94.65 109.55 211.18 287.74 86.25 24.7 119.24
1-2.c8938/2/1432 inositol hexakisphosphate kinase 2 [Xenopus (Silurana) tropicalis]62859747 NP_001015955.1 0.02 8.67 0 0 0.49 0 0 0 0 5.01 0 7.76
1-2.c27349/1/1732 TPA_inf: tropoelastin 2a [Xenopus laevis]296040422 DAA12508.1 2.18 0 1.04 0.93 1.17 0 2.45 3.15 1.02 0 0.8 0
2-3.c15881/1/2060.1-- -- -- 14.83 61.72 9.21 16.28 6.6 14.42 10.85 8.43 10.81 102.9 141.85 57.15
2-3.c62964/1/2466 cyclin I [Xenopus laevis]>gi|38197527|gb|AAH61670.1| MGC68660 protein [Xenopus laevis]148228521 NP_001083571.1 30.8 49.67 33.89 25.43 23.3 14.39 12.07 21.29 19.8 3.88 0.79 14.21
1-2.c9731/1/1808 major facilitator superfamily domain containing 2A [Xenopus laevis]>gi|148744528|gb|AAI42558.1| LOC100101290 protein [Xenopus laevis]153792409 NP_001093350.1 2.25 8.96 1.92 0.14 0 2.74 0 1.28 1.75 0 0 0
1-2.c40900/1/1278 PREDICTED: kelch-like protein 31 [Xenopus (Silurana) tropicalis]>gi|512841570|ref|XP_004914550.1| PREDICTED: kelch-like protein 31 [Xenopus (Silurana) tropicalis]>gi|512841577|ref|XP_004914551.1| PREDICTED: kelch-like protein 31 [Xenopus (Silurana) tropicalis]301610740 XP_002934899.1 74.27 16.86 42.41 36.49 65.33 56.42 61.85 45.56 88.52 12.93 63.97 9
2-3.c48925/1/2195 PREDICTED: protein transport protein Sec24D [Xenopus (Silurana) tropicalis]>gi|512815629|ref|XP_004911162.1| PREDICTED: protein transport protein Sec24D [Xenopus (Silurana) tropicalis]301609492 XP_002934294.1 0 3.1 2.11 2.21 2.8 1.03 5.13 1.44 2.52 1.06 0 0.41
3-6.c15016/1/3195 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0.7 0.07 2.52 1.47 1.93 0 1.2 2.36 1.8 0.16 0.21 0.56
2-3.c26922/1/2290.2-- -- -- 9.48 34.27 4.92 6.12 8.42 13.06 10.5 7.66 11.71 102.92 99.2 90.13
1-2.c8269/1/1291 -- -- -- 2.73 1.68 4.32 3.88 2.32 3.81 4.89 3.98 7.14 1.03 0.86 0.92
1-2.c12187/4/1338 PREDICTED: nucleolar GTP-binding protein 1 [Sarcophilus harrisii]395539819 XP_003771863.1 82.91 86.59 51.9 24.74 35.07 50.82 39.62 41.86 56.43 17.87 6.88 26.58
2-3.c53140/1/2342.1-- -- -- 12.02 109.24 37.72 23.05 11.79 21.67 18.46 11.59 35.55 8.08 7.05 3.15
1-2.c22200/3/1727 umps-prov protein, partial [Xenopus (Silurana) tropicalis]56789550 AAH88513.1 16.25 44.68 5.91 13.23 9.58 10.18 12.75 10.25 12.16 4.74 2.82 3.79
2-3.c23394/3/2655 PREDICTED: protein Shroom2 isoform X1 [Xenopus (Silurana) tropicalis]847100721 XP_012812669.1 2.76 7.69 1.14 1.59 2.56 2.82 0.87 2.1 2.52 15.08 12.51 32.4
1-2.c44317/1/1236 MGC86492 protein [Xenopus laevis]>gi|51704157|gb|AAH81276.1| MGC86492 protein [Xenopus laevis]147904348 NP_001087818.1 8.54 51.81 5.79 11.59 6.05 21.77 10.23 7.78 13.23 99.16 102.94 94.19
1-2.c16583/2/1367 ribosomal protein L3-like [Xenopus laevis]>gi|52221158|gb|AAH82692.1| LOC494722 protein [Xenopus laevis]148223643 NP_001088030.1 2.7 3.48 2.41 1.44 2.08 3.35 2.38 6.88 4.68 0.36 2.09 0.26
1-2.c34127/1/1458 Uroplakin-3a, partial [Columba livia]449273315 EMC82838.1 21.47 10.08 18.57 9.48 18.41 4.68 10.44 10.68 3.96 1.58 0.69 4.29
1-2.c13419/1/1831 PREDICTED: glypican-5-like isoform X3 [Xenopus (Silurana) tropicalis]847167197 XP_012826799.1 0 0 0 0 0 1.07 0 0 0 7.72 15.64 0
1-2.c21967/8/1387 serine palmitoyltransferase small subunit B [Xenopus (Silurana) tropicalis]>gi|251765090|sp|B0S4Q1.1|SPTSB_XENTR RecName: Full=Serine palmitoyltransferase small subunit B; AltName: Full=Protein ADMP; AltName: Full=Small subunit of serine palmitoyltransferase B; Short=ssSPTb>gi|167614624|gb|AAI58957.1| LOC549969 protein [Xenopus (Silurana) tropicalis]62857651 NP_001017215.1 2.36 0.59 0 4.89 3.78 0 2.37 2.05 3.81 27.1 30.52 36.7



2-3.c54284/1/2147 PREDICTED: myb-binding protein 1A [Xenopus (Silurana) tropicalis]512820645 XP_004911766.1 3.34 10.67 1.96 1.34 2.78 6.93 5.58 1.98 1.82 0.47 0.56 0.52
1-2.c17594/1/2370.1Myozenin-1-like [Xenopus laevis]>gi|27552832|gb|AAH42928.1| MGC53296 protein [Xenopus laevis]148237556 NP_001079457.1 377.96 35.87 546.63 489.68 358.36 319.02 769.99 423.07 943.12 319.4 343.48 249.13
1-2.c39919/1/1290 PREDICTED: LOW QUALITY PROTEIN: creatine kinase M-type, partial [Anolis carolinensis]637377851 XP_008123239.1 24.19 6.75 46.34 43.31 35.18 14.01 29.72 27.8 54.12 4.85 4.37 29.13
2-3.c23423/1/2433 PREDICTED: unconventional myosin-XVIIIb isoform X3 [Xenopus (Silurana) tropicalis]847091238 XP_012825204.1 14.21 4.71 10.72 0 11.74 10.71 6.18 8.23 8.84 2.01 5.59 0.9
3-6.c7796/1/4300 uncharacterized protein LOC734275 precursor [Xenopus laevis]>gi|58047691|gb|AAH89181.1| MGC98917 protein [Xenopus laevis]148225160 NP_001089228.1 2.31 64.82 14.4 3.71 11.92 62.96 2.34 6.45 2.49 0 0 0.74
2-3.c12775/1/2529 C4 protein [Xenopus laevis] 213626287 AAI70422.1 4.32 0.47 2.61 3.38 1.3 0.29 1.95 2.41 3.28 0.51 0.01 0.77
1-2.c4205/2/1195.1 dual adapter for phosphotyrosine and 3-phosphotyrosine and 3-phosphoinositide [Xenopus (Silurana) tropicalis]>gi|58477330|gb|AAH89655.1| dual adaptor of phosphotyrosine and 3-phosphoinositides [Xenopus (Silurana) tropicalis]62751355 NP_001015723.1 66.17 25.34 40.21 48.11 54.34 15.64 62.03 51.8 41.39 445.21 502.94 466.44
2-3.c10474/1/2554 extracellular sulfatase Sulf-2 precursor [Xenopus (Silurana) tropicalis]>gi|847167974|ref|XP_012827081.1| PREDICTED: extracellular sulfatase Sulf-2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847167976|ref|XP_012827082.1| PREDICTED: extracellular sulfatase Sulf-2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|49250556|gb|AAH74686.1| sulfatase 1 [Xenopus (Silurana) tropicalis]54020831 NP_001005661.1 0.97 0 0 0 1.12 0 0.06 0.89 1.89 0 0 0
2-3.c59938/1/2047 -- -- -- 2.49 1.83 3.23 2.79 2.74 1.41 4.73 2.23 1.77 0.5 0 0.82
3-6.c17332/2/3093 -- -- -- 0 0 0 0 1.24 0.07 0 0 0 3.81 0 8.89
3-6.c18499/1/6403.2-- -- -- 12.13 175.49 7.55 23.32 11.05 26.2 13.44 11.81 19.61 217.38 358.59 120.13
1-2.c2558/10/1433 PREDICTED: telethonin [Xenopus (Silurana) tropicalis]301622194 XP_002940414.1 22.57 0.94 24.46 2.9 0.32 0.66 0 2.39 4.88 0 0 0
2-3.c7633/1/2691 -- -- -- 1.05 1.27 6.61 13.73 3.92 4.93 8 4.15 13.66 1.37 2.83 3.1
3-6.c2973/3/3877 PREDICTED: proline-rich nuclear receptor coactivator 1 [Taeniopygia guttata]224048441 XP_002198087.1 12.16 7.31 6.43 6.45 7.5 1.27 3.48 8.56 8.32 1.44 0.07 4.48
1-2.c35071/2/1356 PREDICTED: serine/threonine-protein phosphatase 1 regulatory subunit 10 [Erinaceus europaeus]617644733 XP_007532357.1 5.32 16.75 1.93 2.03 2.92 3.5 0.79 1.46 0 8.51 14.73 15.93
1-2.c26807/2/1700 alpha 1 type I collagen [Rana catesbeiana]3242649 BAA29028.1 6.07 198.31 18.08 15.32 12.04 126.92 15.28 10.35 22.55 8.25 4.52 4.13
1-2.c6874/4/1447 PREDICTED: LOW QUALITY PROTEIN: collagen alpha-3(VI) chain [Sarcophilus harrisii]821485492 XP_012405430.1 4.38 204.6 24.12 17.6 0 121.38 8.23 12.42 12.43 0 2.51 6.87
1-2.c45824/1/1230.1-- -- -- 1.73 13.18 3.33 3.73 4.63 4.37 3.66 2.4 3.68 31.27 45.72 62.63
1-2.c4837/1/1479.1 PREDICTED: tropomyosin alpha-1 chain isoform X2 [Fundulus heteroclitus]831547267 XP_012726885.1 346.98 8.66 563.83 488.96 399.62 9.28 467.48 440.67 356.01 208.09 204.9 146.94
1-2.c17851/1/6739.3eukaryotic translation elongation factor 1 alpha 1 [Xenopus (Silurana) tropicalis]>gi|163915877|gb|AAI57769.1| eukaryotic translation elongation factor 1 alpha 1 [Xenopus (Silurana) tropicalis]62859813 NP_001016692.1 1201.02 2614.09 1029.88 806.76 734.99 1029.2 728.04 822.23 870.92 261.12 74.27 635.72
1-2.c5375/11/1442 PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries]>gi|803208635|ref|XP_011964823.1| PREDICTED: LOW QUALITY PROTEIN: actin, cytoplasmic 2 [Ovis aries musimon]803125841 XP_004013127.2 16.77 1.97 13.65 18.36 24.12 13.14 13.04 14.96 14.34 4.58 1.66 6.99
1-2.c25795/1/4418.2PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 132.81 100.59 431.26 530.5 83.65 130.62 489.7 457.15 223 182.66 137.77 173.58
2-3.c12430/4/2306 protein tweety homolog 2 [Xenopus (Silurana) tropicalis]>gi|82186185|sp|Q6P1U2.1|TTYH2_XENTR RecName: Full=Protein tweety homolog 2>gi|40787687|gb|AAH64869.1| tweety homolog 2 [Xenopus (Silurana) tropicalis]45361675 NP_989411.1 23.35 66.17 6.43 11.4 12.95 20.56 12.41 9.38 10.45 84.42 107.32 99.28
2-3.c14018/1/2514 PREDICTED: LOW QUALITY PROTEIN: myosin-9 [Xenopus (Silurana) tropicalis]512836507 XP_002934764.2 0.53 0.48 0.89 0 0 0 1.19 1.09 0 0 0 0
2-3.c20256/1/2003.1-- -- -- 10.53 20.54 1.39 6.09 9.51 11.36 15.12 5.28 5.2 83.56 169.81 74.69
2-3.c2893/1/2597.1 basic leucine zipper and W2 domain-containing protein 1 [Xenopus laevis]>gi|82177214|sp|Q8AVM7.1|BZW1_XENLA RecName: Full=Basic leucine zipper and W2 domain-containing protein 1 [Xenopus laevis]>gi|27469689|gb|AAH41729.1| Bzw1-prov protein [Xenopus laevis]147906588 NP_001080291.1 106.8 60.92 43.42 30.61 53.05 50.32 65.09 32.02 34.15 0.12 0 42.79
2-3.c20935/1/2615 LOC496301 protein, partial [Xenopus laevis]76780301 AAI06222.1 4.46 4.8 2.47 2.46 2.36 1 2.56 2.26 2.7 0.46 0.43 0.53
1-2.c22508/1/1458 tubulin, beta, 2 [Danio rerio] 834400287 NP_001032487.2 119.75 0.63 67.92 34.03 23.59 71.85 30.74 47.34 30.07 13.59 1.5 25.05
1-2.c44857/1/1364 -- -- -- 0.67 5.37 0.77 2.13 0 14.08 1.27 1.27 0.85 34.62 61.72 15.08
2-3.c6620/4/2296 glutamine-dependent NAD(+) synthetase [Xenopus (Silurana) tropicalis]>gi|170284960|gb|AAI61121.1| LOC100145482 protein [Xenopus (Silurana) tropicalis]187608643 NP_001120406.1 4.46 2.07 3.86 5.24 3.37 2.15 2.7 3.48 3.84 0.31 0.72 1.04
2-3.c4478/15/2180 PREDICTED: retinoic acid receptor gamma isoform X5 [Xenopus (Silurana) tropicalis]301614423 XP_002936681.1 2.33 14.43 0 2.53 3.74 3.89 2.29 0.37 0.63 11.23 11.91 16.02
3-6.c9142/1/3104.2 -- -- -- 2.16 7.27 0 2.3 1.86 4.02 1.6 2.89 2.15 27.54 30.94 25.83
1-2.c40310/1/1404 chloride intracellular channel 1 [Xenopus laevis]>gi|76779689|gb|AAI06697.1| CLIC1 protein [Xenopus laevis]148224931 NP_001082687.1 0.31 0 3.46 2.41 0.12 0 2.6 2.19 2.38 0 0 0.39
3-6.c18822/1/2734 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0.25 0 1.59 0.96 0.72 0 1.62 0.83 0.69 0.05 0 0.13
2-3.c60184/1/2170 -- -- -- 0 1.32 1.6 4.04 0 0 5.07 0 2.33 0 0 0
2-3.c46375/1/2538.1-- -- -- 0 1.49 0.62 1.88 0.28 0.41 2.43 0.27 1.51 0 0 0
2-3.c2883/1/2560 eukaryotic translation initiation factor 3 subunit M [Xenopus laevis]>gi|82176896|sp|Q7ZYU8.1|EIF3M_XENLA RecName: Full=Eukaryotic translation initiation factor 3 subunit M; Short=eIF3m [Xenopus laevis]>gi|27735458|gb|AAH41198.1| Ga17-prov protein [Xenopus laevis]148237458 NP_001080061.1 3.74 1.24 6.85 4.21 4.77 2.08 4.1 5.84 5.02 0.64 0.44 2.93
2-3.c13541/1/2607 LOC398149 protein [Xenopus laevis]60649448 AAH91650.1 4.99 0.85 2.02 1.96 3.91 1.08 3.95 2.67 1.02 17.92 26.29 31.92
1-2.c24789/1/1540 PREDICTED: ATP synthase subunit beta, mitochondrial [Alligator mississippiensis]564257576 XP_006267738.1 216.06 98.52 123.37 169.3 234.29 187.25 194.69 192.1 185.34 66.09 64.53 110.71
3-6.c4153/1/2908.1 PREDICTED: ankyrin repeat and SOCS box protein 10 [Chelonia mydas]591350883 XP_007069894.1 4.4 0.29 0.18 3.91 2.88 1.52 3.39 3.68 2.09 0.08 0 0.74
2-3.c15691/1/2295.1-- -- -- 0.47 1.7 0.38 1.09 0.19 0.71 0.62 0.64 1.26 5.86 16.72 12.07
2-3.c46123/1/2302.1-- -- -- 0.36 7.8 0.23 0.36 0.51 2.6 0.37 0.12 0.75 7.2 11.67 7.5
1-2.c30329/1/1717 -- -- -- 4.37 12.07 2.35 5.44 2.08 3.69 2.71 2.68 2.97 25.81 34.19 30.3
2-3.c62437/2/2508 PREDICTED: arrestin domain-containing protein 2 isoform X1 [Xenopus (Silurana) tropicalis]847088847 XP_012821263.1 1.74 1.09 1.2 0 1 2.55 1.29 1.04 1.06 0 0.23 0
1-2.c32859/2/1541 PREDICTED: periostin isoform X1 [Vicugna pacos]560975750 XP_006210175.1 31.57 0.29 39.32 49.54 14.3 9.51 15.08 47.08 46.94 16.76 6.2 5.42
1-2.c39980/1/9175.2reticulon-2 [Xenopus (Silurana) tropicalis]>gi|70721658|tpg|DAA05191.1| TPA_exp: RTN2-A [Xenopus tropicalis]166795979 NP_001107739.1 32.16 112.86 62.71 26.41 33.17 141.62 47.35 43.12 39.04 16.14 24.22 11.47
2-3.c63476/5/2036 PREDICTED: adenylyl cyclase-associated protein 1 [Buceros rhinoceros silvestris]704180660 XP_010135264.1 5.43 0 1.48 0 1.76 0 8.42 2.07 2.41 0 0.8 0
1-2.c27312/9/1373 -- -- -- 73.61 50.02 153.41 108.78 5.75 23.09 123.68 86.73 6.64 3.48 0 5.76
1-2.c44631/1/1192 PREDICTED: neurofilament heavy polypeptide-like [Xenopus (Silurana) tropicalis]>gi|512814591|ref|XP_004911048.1| PREDICTED: neurofilament heavy polypeptide-like [Xenopus (Silurana) tropicalis]301617086 XP_002937975.1 19.6 27.88 37.83 26.89 26.41 124.53 59.98 26.98 37.48 15.53 21.7 11.41
2-3.c13843/2/2305 ras homolog family member A [Xenopus laevis]>gi|32450470|gb|AAH53772.1| MGC64296 protein [Xenopus laevis]148225697 NP_001079729.1 26.2 3.27 0.56 18.64 0.82 0.53 0 17.58 0.26 62.49 58.15 67.29
2-3.c4811/1/2177 ring finger protein 20, E3 ubiquitin protein ligase [Xenopus laevis]>gi|161611780|gb|AAI55891.1| LOC100127292 protein [Xenopus laevis]163914497 NP_001106332.1 0 0 0 0 0.33 0 0 0 0 0 2.69 2.85
2-3.c12262/2/2062 mannosidase, alpha, class 2A, member 2 [Xenopus laevis]>gi|49117994|gb|AAH72937.1| MGC80473 protein [Xenopus laevis]148226300 NP_001085565.1 2.67 0.16 1.96 0 2.59 1.28 0 0 0 2.9 1.51 0.91
2-3.c2130/8/2346 PREDICTED: 5-beta-cholestane-3-alpha,7-alpha-diol 12-alpha-hydroxylase [Xenopus (Silurana) tropicalis]512849887 XP_004915639.1 0.69 1.14 0.28 1.89 0 0.7 0.68 0.82 2.17 0 0 0.12
1-2.c14950/1/4597.1PREDICTED: keratin, type I cytoskeletal 19 [Fulmarus glacialis]697020374 XP_009571683.1 5.75 1.47 9.61 0 0.02 0 4.66 7.83 0 0 0 0
2-3.c54604/1/2355 -- -- -- 1.56 34.69 1.7 4.16 1.84 7.15 3.25 2.71 4.36 34.45 58.94 24.02
3-6.c14765/1/4012 PREDICTED: reticulon-4 isoform X1 [Xenopus (Silurana) tropicalis]847127949 XP_012818536.1 37.05 6.62 32.54 20.57 25.45 3.55 14.43 21.34 17.37 8.38 3.94 9.39
2-3.c37841/4/2152 ectonucleoside triphosphate diphosphohydrolase 1 [Xenopus (Silurana) tropicalis]>gi|49898932|gb|AAH76662.1| ectonucleoside triphosphate diphosphohydrolase 1 [Xenopus (Silurana) tropicalis]55742043 NP_001006796.1 1.15 4.12 0 3.72 1.06 3.68 0.52 1.21 1.38 12.48 14.46 14.59
1-2.c45701/1/1902 twinfilin-2 [Xenopus (Silurana) tropicalis]>gi|110645741|gb|AAI18803.1| twf2 protein [Xenopus (Silurana) tropicalis]194018662 NP_001123417.1 129.11 7.39 37.28 26.75 74.11 18.31 125.08 56.63 39.17 10.36 34.37 13.88



1-2.c11033/1/6975.1muscle creatine kinase [Xenopus laevis]>gi|27769137|gb|AAH42249.1| Ckm-prov protein [Xenopus laevis]147899942 NP_001080073.1 16.79 1.48 20.42 21.5 22.36 11.4 19.33 18.2 26.34 8.31 6.2 7.96
3-6.c5889/1/6501 profilin-2 [Xenopus (Silurana) tropicalis]>gi|189442273|gb|AAI67571.1| profilin 2 [Xenopus (Silurana) tropicalis]>gi|213625767|gb|AAI71297.1| profilin 2 [Xenopus (Silurana) tropicalis]>gi|213627422|gb|AAI71295.1| profilin 2 [Xenopus (Silurana) tropicalis]62859423 NP_001016098.1 12.95 21.49 16.05 10.04 7.35 7.18 7.88 11.21 4.11 2.08 0.5 3.13
2-3.c20900/1/2411 acetyl-CoA acetyltransferase B, mitochondrial precursor [Xenopus laevis]>gi|82184110|sp|Q6GN02.1|THILB_XENLA RecName: Full=Acetyl-CoA acetyltransferase B, mitochondrial; AltName: Full=Acetoacetyl-CoA thiolase B; Flags: Precursor [Xenopus laevis]>gi|49116875|gb|AAH73720.1| MGC83664 protein [Xenopus laevis]148234082 NP_001086028.1 20.62 1.12 1.45 2.38 1.93 0.81 13.78 12.85 0 0 0.31 0.41
1-2.c5521/1/1688 tyrosinase-related protein 1 precursor [Xenopus laevis]>gi|27694775|gb|AAH43815.1| Tyrp1-prov protein [Xenopus laevis]148223219 NP_001080492.1 1.37 4.01 1.63 0.75 1.26 1.01 4.75 1.09 1.3 0.23 0 0
2-3.c27312/1/2649 PREDICTED: cationic amino acid transporter 3 isoform X1 [Xenopus (Silurana) tropicalis]847153149 XP_012823434.1 75.68 104.07 19.15 24.56 42.66 28.87 97.59 64.05 48.49 39.1 25.52 26.03
1-2.c10949/6/1831 PREDICTED: NAD-dependent protein deacylase sirtuin-5, mitochondrial isoform X1 [Chrysemys picta bellii]530626779 XP_005302916.1 27.46 32.21 19.22 24.5 21.8 20.68 12.9 22.62 25.33 5.53 5.09 12.01
2-3.c47018/1/2447.1-- -- -- 1.13 0.19 0.31 0 0.23 0 0 0.06 0 11.17 0 8.03
2-3.c44606/5/2291 PREDICTED: forkhead box protein K1 [Pseudopodoces humilis]543358692 XP_005523249.1 0 10.14 2.8 3 2.5 2.15 1.13 4.23 5.36 0.73 1.2 0
3-6.c7510/1/7734.2 -- -- -- 0.67 1.27 0.58 1.17 0.98 0.77 0.56 0.49 0.81 8.13 8.22 16.45
2-3.c27825/1/2538 PREDICTED: nebulin isoform X2 [Xenopus (Silurana) tropicalis]847166493 XP_012826608.1 5 7.55 11.43 2.16 1.28 8.62 1.58 2.86 3.5 0.68 0.55 0.44
1-2.c22295/1/1424.1-- -- -- 0.75 6.45 4.37 2.72 2.15 21.08 1.59 2.66 0.67 0 0 0
2-3.c52319/1/2076 myozenin-3 [Xenopus (Silurana) tropicalis]>gi|56789297|gb|AAH87983.1| hypothetical LOC496725 [Xenopus (Silurana) tropicalis]58332250 NP_001011273.1 0 0 0 0 0 0 1.9 1.08 0 0 0 0
3-6.c18408/1/3097 PREDICTED: collagen alpha-1(XI) chain isoform X4 [Chelonia mydas]591360730 XP_007055283.1 1.01 30.33 5.97 0.85 0.59 3.69 0.44 2.28 3.54 0.05 0.47 0
1-2.c48433/1/1581 PREDICTED: nucleolar complex protein 2 homolog isoform X6 [Xenopus (Silurana) tropicalis]847148668 XP_012822563.1 5.23 14.93 3.55 3.67 3.92 7.23 6.43 3.32 3.57 0.35 1.32 0.9
2-3.c33718/1/2168.2-- -- -- 0.78 0 0 0.53 0 0 0 0 0 13.43 12.55 0
1-2.c25899/1/1338.1-- -- -- 1.72 64.14 1.15 3.03 1.54 5.8 0.9 1.84 3.91 28.03 47.97 27.02
1-2.c39070/1/3637.2fructose bisphosphate aldolase [Typhlonectes natans]98979411 ABF60004.1 47.52 0.29 28.07 42.13 32.29 4.29 33.51 35.11 40.9 17.3 13.01 11.61
1-2.c22972/1/1524 -- -- -- 7.81 6.56 20.41 2.36 30.13 2.9 18.07 6.09 21.61 4.48 6.23 4.6
1-2.c49176/1/1504 -- -- -- 3.99 19.3 1.74 5.48 3.15 9.12 2.56 0 0 10.99 46.48 92.42
2-3.c14492/1/2202 MLK-like mitogen-activated protein triple kinase beta [Xenopus laevis]>gi|401709620|dbj|BAM36483.1| MLK-like mitogen-activated protein triple kinase beta [Xenopus laevis]525507075 NP_001267580.1 10.87 8.58 10.38 7.5 9.53 17.14 7.72 9.21 7.96 4.27 3.58 1.25
3-6.c17376/1/2728 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 4.23 0.18 7.93 7.41 5.65 0.04 4.33 8.49 6.44 2.45 2.36 1.92
2-3.c13861/1/1947 -- -- -- 8.25 87.35 4.84 6.75 2.01 15.87 4.75 3.74 6.13 50.13 58.89 32.23
1-2.c48758/1/1648 -- -- -- 402.57 12.5 65.68 127.14 224.53 5.52 319.03 336.05 260 148.72 111.89 144.06
1-2.c7884/1/2480.2 Homogentisate 1,2-dioxygenase, partial [Acanthisitta chloris]677297600 KFP80028.1 0 7.23 9.58 0.56 1.37 4.22 11.32 0.66 4.33 0.08 0 0
2-3.c40208/1/2528 -- -- -- 8.07 4.67 2.18 1.9 2.55 1.16 8.98 7 2 2.68 0.88 0.2
3-6.c13212/1/3747.1Ca2+-ATPase 1 [Rana clamitans]12055497 CAC20853.1 3.01 0.61 1.41 1.48 3.06 1.43 2.09 2.19 1.99 0 0.37 0.55
3-6.c15080/1/2723 -- -- -- 0.2 2.42 0.12 0.99 1.51 0.49 0.98 0.28 0.2 5.88 9.49 5.36
2-3.c56093/1/1951 WD repeat and SOCS box-containing protein 1 [Xenopus (Silurana) tropicalis]>gi|82237435|sp|Q6P1V3.1|WSB1_XENTR RecName: Full=WD repeat and SOCS box-containing protein 1; Short=WSB-1>gi|40675657|gb|AAH64858.1| WD repeat and SOCS box-containing 1 [Xenopus (Silurana) tropicalis]45361625 NP_989387.1 6.02 28.35 9.79 5.93 8.47 17.83 10.01 9.57 9.59 3.4 3.06 3.32
2-3.c21000/4/2668 -- -- -- 35.62 55.29 35.52 21.76 25.44 50.12 33.03 31.83 39.54 7.3 23.18 14.79
1-2.c41371/1/1189 PREDICTED: keratin, type II cytoskeletal [Xenopus (Silurana) tropicalis]512822642 XP_002935788.2 165.35 156.94 428.8 289.94 0 93.17 554.28 74.85 258.8 15.55 12.74 22.54
1-2.c46748/2/1769 -- -- -- 0.55 6.94 3.25 0 0 29.26 16.71 0 5.66 0 0 0
1-2.c14135/6/1641 BCL2/adenovirus E1B 19 kDa protein-interacting protein 3 [Xenopus (Silurana) tropicalis]>gi|59862066|gb|AAH90370.1| BCL2/adenovirus E1B 19kDa interacting protein 3 [Xenopus (Silurana) tropicalis]62751435 NP_001015859.1 9.04 2.92 6.29 6.69 11.32 0.41 5.37 9.56 5.4 0 0 4.86
1-2.c5895/1/1586 -- -- -- 4.23 30.58 3.91 4.04 2.94 12.28 4.93 3.62 6.41 59.54 41.68 42.73
3-6.c16222/2/2954.1PREDICTED: putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 [Chelonia mydas]591366635 XP_007058172.1 25.07 51.18 11.86 10.43 8.12 12.73 9.53 12.17 5.67 3.44 4.33 1.67
1-2.c36886/1/1315 PREDICTED: junctophilin-2 [Alligator sinensis]557262533 XP_006016789.1 23.23 15.5 57.39 31.81 0.01 36.1 15.12 31.45 24.94 11.75 6.62 8.85
1-2.c19359/2/1645 carboxymethylenebutenolidase homolog [Xenopus laevis]>gi|82180386|sp|Q5XH09.1|CMBL_XENLA RecName: Full=Carboxymethylenebutenolidase homolog>gi|54038144|gb|AAH84267.1| LOC495096 protein [Xenopus laevis]148233964 NP_001088265.1 0 9.14 1.64 4.11 1.03 1.71 7.03 3.44 4.54 0 2.36 1.11
2-3.c23983/1/2290.2-- -- -- 0 0 2.09 0 0.18 0 0 0 0 9.5 10.38 0.19
3-6.c17185/4/2926 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 0.11 0 1.65 1.25 0.43 0 2.08 0.46 0.78 0.06 0.13 0.06
3-6.c15150/1/3265 PREDICTED: ceruloplasmin [Xenopus (Silurana) tropicalis]301615846 XP_002937375.1 1.01 12.91 1.25 0.39 0.94 2.81 0.68 1.18 1 0.2 0.04 0
1-2.c40819/1/1483.1-- -- -- 46.94 16.63 59.65 34.66 41.92 4.75 87.07 24.82 78.17 32.27 24.47 7.85
3-6.c2662/14/3358 nuclear factor, erythroid 2-like 1 [Xenopus laevis]>gi|37590281|gb|AAH59314.1| MGC68992 protein [Xenopus laevis]147900041 NP_001080013.1 136.79 26.92 45.06 76.95 103.53 13.79 117.07 101.9 87.14 34.32 29.41 66.24
2-3.c34853/1/2318.1-- -- -- 33.1 4.67 49.13 85.24 88.88 9.75 96.42 67.23 87.15 36.16 5.38 53.34
2-3.c1588/34/2495 PREDICTED: cyclin-L2 isoform X1 [Xenopus (Silurana) tropicalis]847146354 XP_012822126.1 16.43 27.69 3.91 7.3 3.64 7.5 8.53 8.13 11.98 0.08 5.77 4.49
1-2.c36883/1/9679.4MGC84445 protein [Xenopus laevis]51703940 AAH81189.1 9.08 10.42 9.38 2.44 2.91 0 8.23 2.85 1.65 0 0 0
2-3.c42563/1/2383 cellular retinoic acid-binding protein 2 [Rattus norvegicus]>gi|392345784|ref|XP_003749365.1| PREDICTED: cellular retinoic acid-binding protein 2 isoform X2 [Rattus norvegicus]>gi|1710095|sp|P51673.2|RABP2_RAT RecName: Full=Cellular retinoic acid-binding protein 2; AltName: Full=Cellular retinoic acid-binding protein II; Short=CRABP-II>gi|727433|gb|AAA80225.1| cellular retinoic acid-binding protein II [Rattus norvegicus]25453404 NP_058940.1 3.32 134.33 6.07 1.62 7.01 22.15 42.07 14.77 33.1 3.97 0 26.96
2-3.c29868/1/2078.1-- -- -- 23.24 2.66 28.27 31.03 26.78 4.4 44.96 21.52 40.55 27.43 6.14 6.34
3-6.c7728/1/3338 PREDICTED: myosin-3 [Xenopus (Silurana) tropicalis]847172863 XP_012809637.1 1.95 7.04 4.12 0.64 1.45 74.6 1.57 1.87 1.68 0.96 0 0
1-2.c2245/23/1297 LOC548400 protein, partial [Xenopus (Silurana) tropicalis]59861981 AAH90369.1 318.1 37.5 44.81 61.74 100.3 18.6 86.09 78.23 63.44 501.54 694.05 754.53
2-3.c10262/2/2337 transcription factor Dp-1 [Xenopus laevis]>gi|52354615|gb|AAH82841.1| LOC494744 protein [Xenopus laevis]148222844 NP_001088050.1 0.46 0 0 0.55 0 1.91 0.39 1.46 0.44 0 0 0
2-3.c54510/1/2290 4-aminobutyrate aminotransferase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847162670|ref|XP_012825590.1| PREDICTED: 4-aminobutyrate aminotransferase, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]>gi|183985810|gb|AAI66397.1| LOC100158654 protein [Xenopus (Silurana) tropicalis]189230071 NP_001121529.1 2.93 0 1.2 2.68 5.49 0.31 5.99 6.5 5.06 0.87 1.9 2.49
3-6.c7775/1/3739 PREDICTED: bcl-2-like protein 13 [Xenopus (Silurana) tropicalis]847177164 XP_004921079.2 30.19 10.66 19.82 33.62 19.52 9.42 15.18 15.89 20.52 5.61 2.87 11.63
2-3.c4393/1/2332 -- -- -- 2.55 53.44 3.32 2.94 2.92 16.72 2.2 2.86 4.44 32.71 14.43 43.65
2-3.c7650/1/2206 -- -- -- 0 9.9 3.29 0.03 4.33 3.73 0 0 0 2.93 2.72 0
2-3.c9525/1/2034 PREDICTED: myotubularin-related protein 12 [Xenopus (Silurana) tropicalis]847089882 XP_012823020.1 2.42 3.37 0.92 3.35 0.78 3.22 6.05 1.47 2.05 34.75 30.81 26.97
2-3.c7319/1/2423 cGMP-dependent 3',5'-cyclic phosphodiesterase [Xenopus (Silurana) tropicalis]>gi|114108011|gb|AAI22986.1| phosphodiesterase 2A, cGMP-stimulated [Xenopus (Silurana) tropicalis]118404742 NP_001072607.1 0 0 0 0.96 0 0 1.45 3.09 0.2 0 0 0
2-3.c35193/1/2278.1-- -- -- 6.2 0.5 0.06 31.38 7.84 1.3 14.46 9.97 13.29 7.23 1.25 2.64
1-2.c14512/1/1673 PREDICTED: cytochrome P450 2K1-like [Xenopus (Silurana) tropicalis]512845316 XP_002933642.2 3 0 0 1.59 1.69 1.04 2.44 2.62 1.49 0 0.67 0
3-6.c3167/1/3572 PREDICTED: myosin-binding protein C, cardiac-type-like [Alligator mississippiensis]564233250 XP_006260993.1 0.38 0.18 31.44 0 0 0 14.96 3.58 0 0 0 0



1-2.c52466/1/1252 LOC397919 protein [Xenopus laevis]213625217 AAI70091.1 112.74 553.45 89.37 94.3 112.85 258.94 121.92 80.87 112.1 50 37.74 44.53
1-2.c17928/1/1743 -- -- -- 0 0.18 0 0 0 0.22 0 0 0 0.49 6.35 3.1
2-3.c42443/1/2247.1-- -- -- 2.07 16.25 0.75 1.7 1.77 4.81 1.48 1.25 1.85 17.28 29.52 11.58
3-6.c16028/1/2660 breast cancer anti-estrogen resistance protein 3 homolog [Xenopus laevis]>gi|82184840|sp|Q6INP9.1|BCAR3_XENLA RecName: Full=Breast cancer anti-estrogen resistance protein 3 homolog>gi|47937646|gb|AAH72225.1| MGC81454 protein [Xenopus laevis]147906605 NP_001085199.1 0.21 0.62 0.9 0 0 1.36 3.57 2.38 1.21 0 0.91 0.54
3-6.c18431/1/2995 PREDICTED: cardiomyopathy-associated protein 5 [Xenopus (Silurana) tropicalis]512810079 XP_004910443.1 27.63 4.01 37.87 37.76 43.17 5.53 32.45 45.35 34.35 13.79 7.54 25.44
1-2.c18863/1/1308 -- -- -- 5.9 7.89 1.1 2.14 2.26 5.84 4.45 1.67 2.67 31.87 43.53 20.61
1-2.c1919/31/1776 zinc finger, AN1-type domain 6 [Xenopus laevis]>gi|27503906|gb|AAH42359.1| Awp1-pending-prov protein [Xenopus laevis]148234811 NP_001080394.1 9.26 28.66 4.48 7 7.01 4.07 0 0 5.46 22.81 11.98 23.78
1-2.c2539/4/1292 -- -- -- 39.65 147.73 57.18 31.3 9.21 13.75 19.61 39.06 55.5 25.74 5.68 10.36
1-2.c47206/12/1506PREDICTED: calsequestrin-1 [Sarcophilus harrisii]821480671 XP_012403459.1 277.22 31.52 281.17 293.29 428.37 381.12 460.75 482.01 424.73 229.91 219.26 175.15
2-3.c42752/2/1879 PREDICTED: LOW QUALITY PROTEIN: serine/threonine-protein kinase Sgk1 [Phalacrocorax carbo]695159509 XP_009507886.1 1.48 0 0.79 0 1.09 2.63 0 0 0 0 3.05 4.86
1-2.c32947/4/1746 -- -- -- 9.03 7.67 4.1 1.47 0.48 1.22 4.8 4.74 8.26 2.41 1.76 0.66
2-3.c46796/1/2073.1-- -- -- 4.43 20.31 2.81 2.91 2.38 3.15 4.47 1.82 2.15 29.42 32.9 30.85
1-2.c52372/7/1426 tripartite motif containing 54 [Xenopus laevis]>gi|47939944|gb|AAH72166.1| MGC80214 protein [Xenopus laevis]147905260 NP_001085095.1 487.5 34.02 188.75 250.28 334.06 44.67 260.29 298.99 300.56 93 239.23 77.1
1-2.c51455/108/1629glycogenin 1 [Xenopus laevis]>gi|49903657|gb|AAH76769.1| Gyg protein [Xenopus laevis]>gi|163916143|gb|AAI57490.1| Gyg protein [Xenopus laevis]148232896 NP_001090230.1 355.71 25.72 133.37 117.95 154.52 46.01 76.27 152.6 119.96 22.51 98 44.47
2-3.c23256/1/2186.1PREDICTED: myb-related transcription factor, partner of profilin-like [Xenopus (Silurana) tropicalis]847129062 XP_012818800.1 0.49 15.1 0.27 0.35 0.31 1.33 0 0 0.29 6.04 24.36 8.26
3-6.c18604/1/3111 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 2.09 0 3.93 3.98 3.38 0 2.35 4.28 3.12 0.78 1.18 0.88
3-6.c15710/1/4011 PREDICTED: DNA damage-binding protein 1 [Xenopus (Silurana) tropicalis]847123732 XP_002937687.3 13.56 13.48 10.68 10.8 16.96 10.89 9.99 12.84 9.3 3.53 1.14 7.56
2-3.c27849/1/2268 ras homolog family member A [Xenopus laevis]>gi|32450470|gb|AAH53772.1| MGC64296 protein [Xenopus laevis]148225697 NP_001079729.1 1.51 1.32 0.15 1.38 0.15 0.27 0.33 0.8 0 4.68 9.13 6.5
1-2.c13042/1/1557 PREDICTED: coiled-coil domain-containing protein 30 isoform X3 [Chrysemys picta bellii]>gi|641766366|ref|XP_008168030.1| PREDICTED: coiled-coil domain-containing protein 30 isoform X3 [Chrysemys picta bellii]641766364 XP_008168029.1 0 0 0 0 0 1.86 0 0 0 4.39 0.54 2.58
1-2.c25020/2/1328 Sprouty2 [Xenopus (Silurana) tropicalis]52352549 AAU43764.1 1.18 0 0 0 0.34 7.03 0 0 0 6.74 4.98 0
2-3.c3410/1/2051.2 -- -- -- 24.36 14.57 17.18 7.81 13.77 5.32 20.77 19.33 24.28 8.71 3 4.72
2-3.c8815/1/2097 -- -- -- 2.61 71.66 2.57 10.45 1.65 0 2.4 4.36 6.33 43.26 50.25 32.92
2-3.c39831/1/2085 PREDICTED: kelch-like protein 2 isoform X3 [Xenopus (Silurana) tropicalis]847095166 XP_012811095.1 0.35 5.27 0.66 1.88 1.98 2.06 0 0.86 0 5.49 7.26 6.39
2-3.c55108/1/2351 -- -- -- 1.41 10.73 6.01 4.33 2.26 43.34 2.68 3.27 7.35 0 2.73 0.77
1-2.c3245/1/1571 PREDICTED: serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform [Astyanax mexicanus]597759458 XP_007241402.1 0 0 0 0 0.02 0 7.03 2.69 0 0 0 0
1-2.c10915/1/10690.1PREDICTED: LOW QUALITY PROTEIN: titin-like [Pelodiscus sinensis]558146048 XP_006119599.1 2.76 0.39 0 0.02 0 0.36 0 2.1 3.01 0 0 0.06
2-3.c15520/6/2195 PREDICTED: nuclear receptor coactivator 5 [Nipponia nippon]694856246 XP_009469699.1 1.34 0.92 0.46 0.82 0 2.33 0.12 0.29 0.13 3.18 7.1 3.87
3-6.c4976/1/3855 PREDICTED: nebulin isoform X8 [Xenopus (Silurana) tropicalis]847166506 XP_012826614.1 0 0 3.31 0.4 0 1.54 1.96 1.48 0.27 0 0 0.29
3-6.c12875/10/3715RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 3.07 0.11 3.76 5.46 3.76 2.6 2.78 4.4 3.41 1.83 0.38 1.09
2-3.c42381/1/2121.1Hypothetical protein EH28_01895 [Larimichthys crocea]808880242 KKF28166.1 1.76 32.32 1.31 5.41 1.09 4.02 1.5 1.87 3.26 37.03 30.47 18.26
1-2.c29265/1/1451 -- -- -- 3.42 22.25 1.35 3.39 1.02 2.63 2.15 1.76 2.49 23.18 32.05 18.39
2-3.c43926/1/2676.1Chain A, Catalytic And Structural Effects Of Amino-Acid Substitution At His 30 In Human Manganese Superoxide Dismutase: Insertion Of Val Cgamma Into The Substrate Access Channel>gi|21730860|pdb|1LUW|B Chain B, Catalytic And Structural Effects Of Amino-Acid Substitution At His 30 In Human Manganese Superoxide Dismutase: Insertion Of Val Cgamma Into The Substrate Access Channel21730859 1LUW 111.01 96.51 109.69 99.19 106.09 136.27 122 105.68 111.78 51.86 46.69 35.28
2-3.c52694/1/2565 PREDICTED: E3 ubiquitin-protein ligase SH3RF1 isoform X2 [Xenopus (Silurana) tropicalis]>gi|847087437|ref|XP_012817332.1| PREDICTED: E3 ubiquitin-protein ligase SH3RF1 isoform X2 [Xenopus (Silurana) tropicalis]847087434 XP_012817325.1 0 3.77 0.09 0 0.55 0 0 0 0 1.29 0.62 2.13
2-3.c55630/1/2547 PREDICTED: pre-mRNA-processing factor 40 homolog A isoform X4 [Xenopus (Silurana) tropicalis]847162749 XP_012825617.1 0 0 0 0 0.49 0.61 0 1.02 0.86 0 0 0
2-3.c16746/1/2131 -- -- -- 1.43 14.9 1.28 1.03 0.76 7.84 2.04 1.36 2.38 15.68 15.9 28.11
2-3.c39688/1/2478 cat eye syndrome chromosome region, candidate 5 homolog [Xenopus (Silurana) tropicalis]>gi|54038490|gb|AAH84481.1| cat eye syndrome chromosome region, candidate 5 homolog (human) [Xenopus (Silurana) tropicalis]58331875 NP_001011089.1 1.26 0.99 0.37 0.35 0.59 0.1 1.68 0.85 0.6 0.14 0 0
3-6.c14023/1/3707 PREDICTED: calcium channel flower homolog [Alligator sinensis]557294828 XP_006029842.1 47 8.47 33.13 49.02 79.58 4.48 46.91 42.62 55.84 14.09 13.86 33.24
3-6.c3245/2/3337 SH3 domain-binding protein 5 [Xenopus (Silurana) tropicalis]349501002 NP_989213.2 0.7 5.56 1.76 0.18 3.56 0 1.22 0.65 0 0 0 0
1-2.c25677/1/1638 Unknown (protein for IMAGE:7855999) [Xenopus (Silurana) tropicalis]197246590 AAI68801.1 0 0 1.39 0.16 0 0 0 0 0 0 4.6 3.77
1-2.c30420/1/1364 -- -- -- 1.42 13.91 0 4.53 0.09 5.61 6.59 4.16 1.11 0.99 0.67 0
1-2.c13095/1/1686 uncharacterized protein LOC495095 [Xenopus laevis]351542170 NP_001088264.2 25.61 21.71 32.73 25.36 29.29 21.52 26.19 31.1 29.29 13.85 12.01 10.06
2-3.c6458/1/2667.1 -- -- -- 12.01 1.52 13.07 8.79 9.87 5.44 1.87 0.84 7.03 20.34 24.79 42.76
3-6.c15817/1/4121 PREDICTED: nidogen-2 [Trichechus manatus latirostris]471361161 XP_004371146.1 1.84 46.44 10.93 4.37 4.24 21.47 0.83 2.59 3.28 0.54 0.11 0.73
2-3.c1868/17/2266 PREDICTED: adenosine kinase isoform X2 [Anas platyrhynchos]874462866 XP_012951453.1 5.42 7.07 3.86 4.38 5.49 1.99 4.72 3.35 3.46 1.08 0 1.51
1-2.c48187/2/1389 LOC398623 protein, partial [Xenopus laevis]32450751 AAH54264.1 33.75 35.72 24.61 25.21 18.16 12.38 27.38 29.66 25.69 0 8.5 21.89
1-2.c7315/1/1789 -- -- -- 9.75 33.18 15.39 15.11 16.74 45.17 24.1 18.03 13.3 5.11 0.57 13.65
2-3.c40509/1/2336 -- -- -- 0 0 1.1 0 2.14 0 1.73 0.93 0 0 0 0
1-2.c2118/33/1787 aldose reductase [Xenopus (Silurana) tropicalis]>gi|54038280|gb|AAH84532.1| aldo-keto reductase family 1, member B7 [Xenopus (Silurana) tropicalis]58331962 NP_001011130.1 14.95 92.05 34.51 37.43 36.7 72.24 35.62 32.47 30.15 14.3 6.71 18.32
1-2.c45934/1/1325.1-- -- -- 18.25 14.84 22.26 12.63 15.55 3.11 16.66 8.26 15.33 2.75 4.79 0.96
2-3.c48791/1/2648.1PREDICTED: metastasis-associated protein MTA2 isoform X2 [Xenopus (Silurana) tropicalis]512877662 XP_004919267.1 1.13 10.66 1.18 0.56 4.73 0 0 1.08 2.12 0 0 0
1-2.c2462/2/1377 -- -- -- 2.41 89.88 1.62 6.46 4.48 45.11 8.84 4.12 4.6 70.19 49.9 163.61
1-2.c36725/1/1635 SH3 and cysteine-rich domain-containing protein 3 [Xenopus (Silurana) tropicalis]>gi|82181832|sp|Q68F99.1|STAC3_XENTR RecName: Full=SH3 and cysteine-rich domain-containing protein 3>gi|51258181|gb|AAH79943.1| MGC79655 protein [Xenopus (Silurana) tropicalis]55926168 NP_001007507.1 14.05 33.16 23.8 9.58 15.34 51.64 18.02 15.78 13.07 5.84 0.25 9.87
3-6.c4989/1/3762 sarcoplasmic/endoplasmic reticulum Ca2+-ATPase, partial [Protopterus annectens]383511148 AFH40438.1 10.58 0 7.82 8.02 17.21 10.07 9.48 11.75 9.57 3.03 1.49 7.22
2-3.c47277/1/2145 -- -- -- 0 0 0 4.82 0.17 0 0 10.79 6.8 0 0 0.16
2-3.c11775/5/2064 55 kDa erythrocyte membrane protein [Xenopus (Silurana) tropicalis]>gi|51703790|gb|AAH81365.1| MGC89895 protein [Xenopus (Silurana) tropicalis]56118338 NP_001008152.1 4.43 0.99 0.45 0.24 0.49 0.34 0.8 2.36 0.4 0 0 0
1-2.c22240/1/1719.1PREDICTED: ribosomal RNA processing protein 36 homolog [Oryzias latipes]432843220 XP_004065573.1 3.32 6.78 5.87 0 0.54 3.33 4.49 0 3.01 0 0 0
1-2.c30016/1/1498.1-- -- -- 10.6 14.65 10.53 7.49 5.63 2.98 3.48 6.56 10.19 1.8 0.17 0.88
2-3.c6918/4/2294 PREDICTED: matrilin-4 isoform X2 [Xenopus (Silurana) tropicalis]512873848 XP_004918710.1 0.75 4.13 2.45 3.55 0.92 0.43 0.76 1.41 3.28 0.55 0 0



1-2.c11418/2/1526 -- -- -- 12.49 12.74 21.85 4.89 8.19 2.21 4.71 9.96 14.27 3.74 6.37 0
1-2.c39487/1/1359 PREDICTED: sodium/hydrogen exchanger 8 isoform X1 [Xenopus (Silurana) tropicalis]847167859 XP_012827014.1 0.99 4.56 0.53 0.62 0 1.22 0.47 0 1.8 13.8 14.95 7.52
1-2.c41168/1/1415 -- -- -- 0.45 0 0.63 0.65 0.11 0.28 0.56 0 0.36 5.64 9.67 5.92
1-2.c52394/5/1494 vdac1 protein [Xenopus (Silurana) tropicalis]138520005 AAI35546.1 40.37 45.94 49.43 45.59 42.77 74.62 80.93 54.48 67.24 38.68 31.7 18.8
3-6.c18314/1/3879 pentraxin 3, long precursor [Xenopus laevis]>gi|120538279|gb|AAI29651.1| LOC100036916 protein [Xenopus laevis]148226508 NP_001091159.1 1.81 0.44 3.46 1.2 1.38 0.12 1.29 0.81 1.28 0 0.22 0.25
1-2.c38229/1/1714 gltscr2-prov protein, partial [Xenopus (Silurana) tropicalis]56789334 AAH88785.1 1.92 2.09 0 0 4.96 13.93 0 0 0 3.45 0 3.11
2-3.c24341/1/2050.1-- -- -- 1.88 31.61 1.41 2.94 1.19 6.31 3.29 2.03 3.82 29.7 53.3 21.63
1-2.c24544/1/1472 -- -- -- 0 0 0 0.5 0 0 0 0 0 1.19 3.57 2.91
2-3.c33937/1/2356 PREDICTED: N-acetylgalactosamine-6-sulfatase isoform X1 [Xenopus (Silurana) tropicalis]301608268 XP_002933701.1 3.12 0 0.92 0 0.42 0 0 1.26 0.97 0 0 0
1-2.c49810/2/1367 muscle creatine kinase [Xenopus laevis]>gi|27769137|gb|AAH42249.1| Ckm-prov protein [Xenopus laevis]147899942 NP_001080073.1 1.69 0 4.25 6.34 4.09 3.44 3.91 7.66 2.67 0 1.64 0.63
1-2.c20748/1/1825 PREDICTED: transmembrane protein 131-like isoform X4 [Xenopus (Silurana) tropicalis]847095053 XP_012811073.1 2.37 5.4 0.96 3.12 2.26 1.99 4.01 4.47 1.73 0.44 0.45 1.04
1-2.c22375/8/1504 PREDICTED: uncharacterized protein LOC105389641 [Plutella xylostella]768435294 XP_011559089.1 9.33 64.27 10.09 4.19 14.56 43.87 9.35 5.7 8.68 0 2.25 3.96
2-3.c19749/1/1999 PREDICTED: lysosomal alpha-glucosidase [Xenopus (Silurana) tropicalis]512873200 XP_002932561.2 0 1.42 1.26 0 2.65 0.31 1.71 0.99 0 0 0 0
1-2.c43050/1/1553 Geneb-a protein [Xenopus laevis]213623820 AAI70263.1 0 6.72 0 0 0 3.03 1.17 0 0.14 22.91 4.08 39.98
1-2.c7763/2/1119 PREDICTED: cytosolic non-specific dipeptidase isoform X2 [Chelonia mydas]591359345 XP_007054652.1 51.14 0 7.18 46.92 72.6 0.08 39.01 50.99 36.91 309.27 282.3 479.34
2-3.c20139/1/2023 -- -- -- 0.51 5 1.16 0.34 1.59 3.44 1.58 0.56 0.7 13.35 10.78 11.24
1-2.c49121/1/1455 PREDICTED: NAD kinase 2, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]847088841 XP_012821256.1 0 0 0 0.48 0 0 0 0 0 3.59 3.68 0.43
1-2.c50205/1/1671 PREDICTED: cellular nucleic acid-binding protein isoform X1 [Balaenoptera acutorostrata scammoni]594662064 XP_007179233.1 95.43 181.71 75.84 70.47 70.4 259.21 93.54 64.13 71.02 31.41 39.33 30.31
3-6.c14757/1/2938.2-- -- -- 3.55 7.36 1.43 3.07 1.6 3.36 3.29 2.07 2.84 46.26 58.84 37.36
1-2.c1958/39/1177 nucleolar protein NO38 [Xenopus laevis]>gi|32450353|gb|AAH54177.1| MGC64305 protein [Xenopus laevis]147902126 NP_001079760.1 390.58 879.25 260.23 235.75 210.17 337.34 273.83 254.25 272.19 97.14 149.65 119.74
1-2.c41495/1/5068.1PREDICTED: fructose-bisphosphate aldolase A [Chrysemys picta bellii]>gi|530658312|ref|XP_005314681.1| PREDICTED: fructose-bisphosphate aldolase A [Chrysemys picta bellii]530658308 XP_005314680.1 43.7 0 19.91 31.05 27.13 1.94 17.36 26.26 29.76 10.93 7.58 8.69
2-3.c10907/2/2583 gsn protein [Xenopus (Silurana) tropicalis]159155320 AAI54876.1 19.24 42.84 20.24 17.37 19.15 20.14 11.26 11.14 19.37 7.83 0.55 7.38
3-6.c14123/1/3297 PREDICTED: sialomucin core protein 24 isoform 1 [Canis lupus familiaris]73973725 XP_532256.2 0.31 0 0 0.28 11.14 5.11 7.84 6.03 5.74 5.08 2.61 0
2-3.c57408/1/2154 eukaryotic translation initiation factor 3 subunit M [Xenopus laevis]>gi|82176896|sp|Q7ZYU8.1|EIF3M_XENLA RecName: Full=Eukaryotic translation initiation factor 3 subunit M; Short=eIF3m [Xenopus laevis]>gi|27735458|gb|AAH41198.1| Ga17-prov protein [Xenopus laevis]148237458 NP_001080061.1 16.8 0.65 9.43 10.8 7.14 1.14 8.14 10.71 8.77 0.66 9.49 1.18
2-3.c35589/1/2062.1hypothetical protein L798_06387, partial [Zootermopsis nevadensis]646716259 KDR19588.1 1.71 15.02 1.86 3.88 1.39 2.75 2.2 1.2 2.58 34.12 54.25 15.74
3-6.c8209/1/3015.1 -- -- -- 1.29 0 4.55 12.95 10.28 4.68 16.18 9.48 14.49 6.21 2.4 5.56
2-3.c34660/1/2540 eukaryotic translation initiation factor 2 subunit 1 [Xenopus laevis]>gi|82188311|sp|Q7ZTK4.1|IF2A_XENLA RecName: Full=Eukaryotic translation initiation factor 2 subunit 1; AltName: Full=Eukaryotic translation initiation factor 2 subunit alpha; Short=eIF-2-alpha; Short=eIF-2A; Short=eIF-2alpha [Xenopus laevis]>gi|28302360|gb|AAH46576.1| Eif2s1 protein [Xenopus laevis]148232020 NP_001080752.1 0 0.93 0.06 1.72 0.44 0.69 0 0 0 1.8 0 2.41
1-2.c39887/1/1748 PREDICTED: LOW QUALITY PROTEIN: TSC22 domain family protein 4 [Capra hircus]548522118 XP_005698137.1 7.19 4.15 8.53 4.83 4.31 4.39 2.2 5.06 5.58 0 0.43 2.22
1-2.c36814/1/1323 cystathionine-beta-synthase [Xenopus laevis]>gi|50418355|gb|AAH77504.1| Cbs-prov protein [Xenopus laevis]148228062 NP_001086820.1 22.88 68.35 21.72 16.66 11.37 41.3 32.29 26.53 19.37 9.06 18.23 5
2-3.c53002/1/2182 PREDICTED: succinate dehydrogenase assembly factor 2, mitochondrial [Xenopus (Silurana) tropicalis]847123585 XP_012817587.1 12.65 5.51 8.49 13.35 12.38 4.61 7.8 7.75 11.63 2.76 2.26 4.34
2-3.c56434/1/2284 PREDICTED: coiled-coil domain-containing protein 30 isoform X3 [Chrysemys picta bellii]>gi|641766366|ref|XP_008168030.1| PREDICTED: coiled-coil domain-containing protein 30 isoform X3 [Chrysemys picta bellii]641766364 XP_008168029.1 0 0 0 0 0.57 0.08 0 0 0 0.23 1.91 2.45
3-6.c16732/1/4896.1PREDICTED: elongation factor 2 [Alligator sinensis]557264210 XP_006017577.1 532.46 611.95 310.33 387.49 394.4 489.56 332.88 415.87 454.15 214.75 95.59 232.53
1-2.c18004/1/1247 -- -- -- 31.58 26.55 77.44 47.12 2.19 7.72 55.16 37.04 2.19 0.75 0 3
1-2.c41259/1/1211 dipose differentiation-related protein [Xenopus (Silurana) tropicalis]89266853 CAJ82576.1 26.58 18.28 0.35 36.69 17.1 5.22 39.14 14.36 10.44 155.12 186.03 191.24
1-2.c23812/1/4040.2Myozenin-1-like [Xenopus laevis]>gi|27552832|gb|AAH42928.1| MGC53296 protein [Xenopus laevis]148237556 NP_001079457.1 8.35 0 5.66 7.07 5.74 4.39 3.93 5.86 5.56 0 0.32 2.32
1-2.c12069/1/1653 PREDICTED: myosin-binding protein H-like isoform X2 [Latimeria chalumnae]556950430 XP_005987659.1 0.78 0 1.05 1.67 1.1 0.83 0.45 2.29 1.17 0 0 0.1
2-3.c23623/1/2574 -- -- -- 10.27 11.1 4.15 4.18 4.62 7 15.24 5.5 4.03 2.09 0.63 0.62
2-3.c59921/1/2215 -- -- -- 3.36 4.73 1.16 3.12 1.75 2.09 2.76 1.15 1.32 20.19 18.17 15.81
1-2.c2584/9/1436.1 PREDICTED: uncharacterized threonine-rich GPI-anchored glycoprotein PJ4664.02-like isoform X2 [Xenopus (Silurana) tropicalis]847175141 XP_012810440.1 76.56 5.14 11.65 43.32 56.15 3.09 49.89 56.19 45.17 519.93 323.19 442.6
2-3.c39807/2/1874 PREDICTED: UBX domain-containing protein 8 isoform X1 [Xenopus (Silurana) tropicalis]301619867 XP_002939305.1 0 0.75 0 0.2 0 0.44 0 0 0 3.01 3.32 0
2-3.c34128/1/2609 AMP deaminase 3 [Xenopus (Silurana) tropicalis]>gi|62533175|gb|AAH93621.1| ampd3 protein [Xenopus (Silurana) tropicalis]71895767 NP_001025687.1 28.66 0.65 12.24 13.64 25.15 0.25 7.13 20.93 11.64 3.45 0.86 2.59
2-3.c47283/1/2648.2PREDICTED: elongation factor 2 [Alligator sinensis]557264210 XP_006017577.1 727.64 1584.29 640.33 490.95 544.14 628.08 406.41 375.07 584.85 141.01 125.4 310.36
2-3.c62272/69/2529cyclin I [Xenopus laevis]>gi|38197527|gb|AAH61670.1| MGC68660 protein [Xenopus laevis]148228521 NP_001083571.1 39.49 45.5 30.15 20 23.54 17.39 11.03 22.37 25.14 7.5 4.4 12.03
3-6.c11189/1/3345 PREDICTED: filamin-B isoform X4 [Xenopus (Silurana) tropicalis]512839151 XP_004914227.1 2.13 5.47 1.38 1.36 0.95 0.6 1.86 1.17 1.11 9.19 10.22 21.43
1-2.c32962/1/1359 -- -- -- 8.08 88.02 6.12 10.5 6.08 18.27 8.46 5.97 12.3 77.88 142.57 60.93
2-3.c16494/1/2040.1-- -- -- 9.7 8.42 14.92 5.12 5.33 17.25 6.27 9.62 16.94 1.93 4.08 1.18
1-2.c16850/6/1326 PREDICTED: MKI67 FHA domain-interacting nucleolar phosphoprotein [Anolis carolinensis]327266746 XP_003218165.1 0 65.8 35.25 24.18 17.72 19.77 23.89 29.52 84.99 14.4 0.87 0
1-2.c23282/1/1451 tropomodulin 4 (muscle) [Xenopus laevis]>gi|51593525|gb|AAH78623.1| MGC85587 protein [Xenopus laevis]148233551 NP_001087366.1 10.07 3.9 26.76 17.11 14.55 19.17 23.37 19.57 24.3 13.14 7.24 6.14
2-3.c16255/1/2324 hypothetical protein N340_03008, partial [Tauraco erythrolophus]678134232 KFV03414.1 4.29 61.95 4.71 9.22 4.49 12.56 7.56 4.76 8.93 52.37 92.11 43.45
2-3.c40106/1/6028.1calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 63.41 8.95 93.57 98.2 130.18 83.51 121.78 117.42 122.78 65.73 56.58 45.72
1-2.c25887/1/1332 -- -- -- 4.25 0.73 0.25 3.73 0.97 5.25 2.94 0 4.24 35.09 29.76 13.26
1-2.c5924/1/4751.2 PREDICTED: fructose-bisphosphate aldolase A [Loxodonta africana]>gi|731506123|ref|XP_010596802.1| PREDICTED: fructose-bisphosphate aldolase A [Loxodonta africana]731506121 XP_010596800.1 26.55 6.28 33.44 52.01 31.32 4.79 24.41 28.92 60.5 10.02 18.84 7.57
2-3.c19378/1/1970 PREDICTED: non-syndromic hearing impairment protein 5 isoform X1 [Xenopus (Silurana) tropicalis]847139923 XP_012821029.1 262.8 4.26 39.02 119.08 158.19 1.65 97.38 140.7 132.43 47.41 34.44 82.67
2-3.c23308/1/2203 -- -- -- 0.23 0 0.09 0 0.12 0 1.08 1.32 0 0 0 0
3-6.c15842/1/3726.2Ca2+-ATPase 1 [Rana clamitans]12055497 CAC20853.1 11.07 2.03 19.79 9.41 13.81 12.22 7.74 11.25 14.02 1.08 0.37 6.3
1-2.c43968/1/1614 -- -- -- 4.77 15.87 5.3 6.59 3.6 3.11 4.77 4.52 8.65 2.62 0.27 1.66
3-6.c2673/9/3888 isoleucine--tRNA ligase, cytoplasmic [Xenopus (Silurana) tropicalis]>gi|117558109|gb|AAI27374.1| LOC100036668 protein [Xenopus (Silurana) tropicalis]148231881 NP_001090690.1 31.9 66.9 25.13 24.46 22.6 48.39 23.59 18.74 21.48 5.56 7.13 14.12
2-3.c33808/1/2453.1von Willebrand factor A domain containing 5A [Xenopus laevis]>gi|34784616|gb|AAH57735.1| MGC68953 protein [Xenopus laevis]148228482 NP_001079962.1 4.64 5.21 5.24 4.42 10.97 9.87 11.55 4.44 6.33 45.48 42.55 97.77



1-2.c41097/1/5164.1PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 31692.48 5125.53 40180.95 36051.11 43549.69 40700.32 36770.55 49983.84 34909.23 24663.33 17659.18 14719.77
2-3.c39789/1/2655.2-- -- -- 5.51 15.49 18.74 7.28 6.35 6.67 3.39 6.81 12.94 2.08 1.27 1.44
2-3.c37179/1/2366 PREDICTED: nascent polypeptide-associated complex subunit alpha isoform X4 [Xenopus (Silurana) tropicalis]847099444 XP_012812240.1 26.28 0 0.91 11.17 13 0.25 4.44 15.51 13.39 0.24 4.83 2.81
1-2.c22974/1/5869.3collagen alpha-1(I) chain precursor [Xenopus (Silurana) tropicalis]>gi|52139099|gb|AAH82718.1| hypothetical LOC496414 [Xenopus (Silurana) tropicalis]58332412 NP_001011005.1 0 7.7 0 0 0 359.09 0 0 0 32.95 0 19.56
1-2.c37322/10/1793BTB (POZ) domain containing 2 [Xenopus laevis]>gi|84620116|gb|ABC59311.1| BTB domain protein 2 [Xenopus laevis]147900907 NP_001090181.1 23.89 21.58 18.31 16.34 20.05 8.51 9.41 17.15 16.79 4.25 2.77 8.91
2-3.c54875/1/2178.1mitochondrial pyruvate carrier 1 [Xenopus laevis]>gi|56541218|gb|AAH87474.1| LOC496160 protein [Xenopus laevis]148235923 NP_001088849.1 464.57 157.89 357.51 383.2 451.35 222.14 376.71 368.03 432.81 176.25 173.09 164.34
2-3.c61046/1/2203.1PREDICTED: E3 ubiquitin-protein ligase RNF123 isoform X2 [Xenopus (Silurana) tropicalis]512849811 XP_004915628.1 40.32 28.91 34.56 37.5 21.22 24 18.8 35.49 41.47 11.24 8.43 20.16
3-6.c12854/3/2832 myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 2.98 0.41 40.02 33.37 22.41 0.14 41.66 11.32 10.49 2.37 1.5 0.64
1-2.c25049/1/1527.1-- -- -- 2.09 43.86 3.64 7.36 2.36 11.07 2.72 2.5 7.3 42.99 87.15 36.11
1-2.c21994/4/1529 lymphocyte cytosolic protein 1 (L-plastin) [Xenopus laevis]350994415 NP_001080219.2 43.62 3.77 8.28 35.84 35.39 2.18 21.7 30.8 36.53 275.84 266.61 213.24
1-2.c33476/1/1359 plasminogen activator inhibitor 1 RNA-binding protein isoform 1 [Xenopus (Silurana) tropicalis]>gi|45708914|gb|AAH67912.1| SERPINE1 mRNA binding protein 1 [Xenopus (Silurana) tropicalis]47575766 NP_001001227.1 30.37 36.78 20.7 22.83 18.24 22.77 17.98 20.89 24.74 7.46 7.18 9.85
1-2.c4153/45/1348 ribosomal protein L3-like [Xenopus laevis]>gi|52221158|gb|AAH82692.1| LOC494722 protein [Xenopus laevis]148223643 NP_001088030.1 415.51 20.1 306.18 353.31 217.74 163.41 254.78 215.05 189.78 118.84 139.02 57.71
2-3.c3839/2/2213.1 -- -- -- 0 0 0 1.3 0 0 0 0.33 0 11.06 3.91 3.94
1-2.c15642/1/1567 -- -- -- 8.26 19.62 38.24 27.76 17.81 49.37 39.18 20.33 49.88 25.34 9.12 10.27
2-3.c63424/1/1885 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 3.01 0.75 9.86 6.37 9.67 8.45 8.86 7.29 8.37 2.79 1.53 3.5
3-6.c16571/1/3739 Ca2+-ATPase 1 [Rana clamitans]12055497 CAC20853.1 4.54 0.47 5.12 4.54 4.13 2.8 3.19 4.32 4.77 1.01 1.9 1.45
3-6.c2260/20/2990 PREDICTED: splicing factor 3A subunit 1 isoform X2 [Xenopus (Silurana) tropicalis]847091403 XP_012825440.1 21.99 24.22 9.5 9.48 14.21 10.51 5.38 12.31 9 2.96 2.46 5.04
2-3.c37060/1/2562 -- -- -- 2.14 4.38 4.41 2.94 2.56 2.87 3.65 3.02 3.44 1.26 0.42 0.91
3-6.c4339/2/3095 PREDICTED: protein DGCR14 isoform X1 [Xenopus (Silurana) tropicalis]847085100 XP_012810982.1 1.17 2.61 1.47 1.26 0 0 0.88 1.2 1.27 0 0.25 0.12
1-2.c44314/1/5036.1actin, alpha cardiac muscle 2 [Xenopus (Silurana) tropicalis]>gi|113246|sp|P20399.1|ACT2_XENTR RecName: Full=Actin, alpha cardiac muscle 2; AltName: Full=Actin alpha 2; Short=alpha2T; Flags: Precursor>gi|39850122|gb|AAH64152.1| hypothetical protein MGC75582 [Xenopus (Silurana) tropicalis]45361557 NP_989355.1 8662.19 1575.19 11703.18 11194.84 12611.92 11777.41 9631.32 13753.84 11230.27 6853.91 4273.78 5319.49
3-6.c6918/1/2848 -- -- -- 132.33 339.06 158.86 178.09 173.2 251.44 149.65 164.38 95.46 78.5 62.82 54.37
3-6.c15910/1/3113 transmembrane protein 131 [Xenopus (Silurana) tropicalis]>gi|195539752|gb|AAI68032.1| Unknown (protein for MGC:185247) [Xenopus (Silurana) tropicalis]213982761 NP_001135552.1 2.3 1.97 2.03 1.15 2.57 2.49 1.99 1.7 1.88 0.59 0 0.44
1-2.c3233/1/1824.1 -- -- -- 1.34 4.45 0.67 1.51 0.56 1.37 1.35 0.63 1.67 16.78 9.62 24.06
3-6.c13176/3/2921 PREDICTED: muskelin [Xenopus (Silurana) tropicalis]301604525 XP_002931895.1 4.96 4.34 3.64 5.54 5.52 2.98 9.38 5 4.91 1.45 0.78 4.06
1-2.c39108/2/1326 PREDICTED: heme-binding protein 2-like [Xenopus (Silurana) tropicalis]512861457 XP_004917199.1 0.65 1.87 0.18 0.9 0 0.42 1.44 0 0 10 10.44 8.75
1-2.c45479/1/1278 SEC62 homolog [Xenopus laevis]>gi|50415438|gb|AAH77534.1| Tloc1-prov protein [Xenopus laevis]148234873 NP_001086841.1 1.88 7.17 1.42 0.15 0.33 4.41 1.09 1.09 2.02 0 0 0
3-6.c8715/1/2816.2 -- -- -- 4.75 7.15 2.18 4 1.79 3.53 3.88 2.71 3.34 30.91 40.26 40.53
1-2.c10941/19/1720etoposide-induced protein 2.4 homolog [Xenopus (Silurana) tropicalis]>gi|165970459|gb|AAI58298.1| hypothetical protein LOC549941 [Xenopus (Silurana) tropicalis]62857461 NP_001017187.1 0 21.62 0 0.21 0.54 0.23 0.23 14.21 18.79 0.7 0.54 0.14
2-3.c15779/2/2246.2-- -- -- 2.06 2.12 6.43 5.92 6.1 4.8 5.42 7.32 4.65 1.23 0 0.56
2-3.c31475/89/21475'-aminolevulinate synthase 1 [Xenopus laevis]>gi|49522083|gb|AAH74129.1| MGC81838 protein [Xenopus laevis]148232986 NP_001086051.1 30.31 51.47 31.84 20.21 41.94 32.57 29.23 14.59 32.42 9.76 14.49 8.46
3-6.c19030/1/2763 PREDICTED: uncharacterized protein LOC101736082 [Bombyx mori]827537520 XP_012547567.1 0 9.69 4.02 0 6.67 4.56 0 0 0.06 7.9 5.03 0
2-3.c42951/1/2353 inhibitor of Bruton tyrosine kinase [Xenopus laevis]>gi|82202103|sp|Q6NRS1.1|IBTK_XENLA RecName: Full=Inhibitor of Bruton tyrosine kinase; Short=IBtk [Xenopus laevis]>gi|47122993|gb|AAH70653.1| MGC82217 protein [Xenopus laevis]147902812 NP_001084927.1 4.38 6.6 4.93 2.29 5.14 6.7 4.96 2.67 5.35 1.49 0.85 1.23
1-2.c16867/1/1547 PREDICTED: collagen alpha-1(XI) chain isoform X1 [Xenopus (Silurana) tropicalis]512835852 XP_004913770.1 6.41 74.34 12.44 5.08 9.09 37.38 4.12 5.37 4.95 0.71 0 2.24
1-2.c14379/1/1183 muscle creatine kinase [Xenopus laevis]>gi|27769137|gb|AAH42249.1| Ckm-prov protein [Xenopus laevis]147899942 NP_001080073.1 14.44 2.12 25.82 18.39 15.37 6.81 16.82 14.55 17.45 1.05 2.72 11.5
1-2.c33729/4/1837 PREDICTED: junctophilin-2 [Alligator sinensis]557262533 XP_006016789.1 24.33 23.08 47.34 14.98 18.6 36.37 37.98 21.45 33.7 5.29 7.45 23.8
2-3.c4534/1/2519 transcription factor 25 (basic helix-loop-helix) [Xenopus laevis]>gi|126631282|gb|AAI33196.1| LOC100049094 protein [Xenopus laevis]148237729 NP_001091405.1 0.22 6.79 0.42 0.8 0.48 1.36 0 0.24 0.4 8.06 14.65 3
2-3.c7381/1/2402 PREDICTED: L-lactate dehydrogenase A chain [Callithrix jacchus]675698937 XP_002755132.3 74.39 6.32 67.6 190.34 127.42 35.98 73.27 61.83 155.69 42.86 34.91 35.74
2-3.c52702/1/2622.1-- -- -- 0 0 0.34 2.17 0.64 0 4.2 1.78 0 0 0 0
3-6.c17927/1/3814 myosin heavy chain, partial [Rana catesbeiana]4249697 AAD13770.1 0.08 0.04 0.21 0.35 0.42 0 0.49 0.44 0.26 0 0 0
2-3.c13088/1/2345.1-- -- -- 8.24 55.62 5.35 9.33 6.63 15.9 22.69 7.91 6.77 119.55 118.74 115.08
1-2.c2610/4/1667 cysteine conjugate-beta lyase 2 [Xenopus laevis]>gi|30046519|gb|AAH51239.1| C430041m20-prov protein [Xenopus laevis]148228780 NP_001080740.1 22.05 13.76 15.2 19.89 17.65 7.57 12.72 13.36 16.46 4.61 6.27 5.23
2-3.c1643/25/2088 arginine--tRNA ligase, cytoplasmic [Xenopus (Silurana) tropicalis]>gi|82186176|sp|Q6P1S4.1|SYRC_XENTR RecName: Full=Arginine--tRNA ligase, cytoplasmic; AltName: Full=Arginyl-tRNA synthetase; Short=ArgRS>gi|40787810|gb|AAH64888.1| arginyl-tRNA synthetase [Xenopus (Silurana) tropicalis]45361659 NP_989403.1 30.94 53.73 18.73 14.24 23.74 34.19 17.8 19.65 14.4 5.31 2.32 12.44
2-3.c2162/2/2024 4-aminobutyrate aminotransferase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|847162670|ref|XP_012825590.1| PREDICTED: 4-aminobutyrate aminotransferase, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]>gi|183985810|gb|AAI66397.1| LOC100158654 protein [Xenopus (Silurana) tropicalis]189230071 NP_001121529.1 7.14 0 2.57 4.46 3.62 1.19 5.44 3.55 3.44 0.51 1.15 1.44
2-3.c2075/12/2429 PREDICTED: transcription factor Sp3 isoform X3 [Xenopus (Silurana) tropicalis]512866157 XP_004917776.1 0.21 0.56 0 0 0.47 0.41 0 0 0 2.51 1.09 0.67
2-3.c35761/2/2251 -- -- -- 0 0.19 0 0 0 0.85 0.41 1.02 0.6 0 0 0
1-2.c33891/1/13293.2uncharacterized protein LOC379489 [Xenopus laevis]>gi|76780024|gb|AAI06623.1| MGC64482 protein [Xenopus laevis]148226670 NP_001079799.1 87.53 1.43 71.1 93.8 88.76 8.39 53.87 56.17 79.46 36.66 23.03 17.97
1-2.c3962/1/1460 PREDICTED: actin, alpha cardiac muscle 1 isoform X1 [Ovis aries]803091489 XP_004011021.2 569.51 639.82 2568.28 4537.68 1706.55 1487.03 2770.22 1723.85 4251.09 1788.14 991.87 1226.11
2-3.c26155/1/2321 fragile X mental retardation syndrome-related protein 1 homolog A [Xenopus laevis]>gi|110282964|sp|P51115.2|FXR1A_XENLA RecName: Full=Fragile X mental retardation syndrome-related protein 1 homolog A; Short=xFxr1p-A [Xenopus laevis]>gi|67764066|gb|AAY79165.1| Fxr1 long isoform variant a [Xenopus laevis]>gi|67764068|gb|AAY79166.1| Fxr1 long isoform variant a [Xenopus laevis]147899444 NP_001081786.1 68.65 36.98 59.93 24.11 31.95 64.98 27.04 24.36 63.28 6.26 8.66 17.81
3-6.c15452/1/3111 PREDICTED: transcription elongation factor A protein 3 isoform X2 [Xenopus (Silurana) tropicalis]512819310 XP_004911609.1 1.32 10.38 1.14 0.83 0.57 7.52 0.79 0.45 2.15 0.03 0 0.13
3-6.c17352/1/3759 Ca2+-ATPase 1 [Rana clamitans]12055497 CAC20853.1 1.42 0.7 3.33 3.7 2.28 0.94 2.12 2.54 3.96 0.86 0.45 1.2
3-6.c3531/2/3282 Disintegrin metalloproteinase [Xenopus laevis]>gi|213626843|gb|AAI70227.1| Disintegrin metalloproteinase [Xenopus laevis]213626841 AAI70225.1 0 3.49 0.88 0 3.09 1.18 0 0 0 1.51 0 2.61
2-3.c16381/1/2420 -- -- -- 0 0 0 0 1.26 0 1.25 0 0.82 0 0 0
2-3.c36656/1/2219.2-- -- -- 2.83 10.24 1.31 0.82 5 1.86 0.92 1 2.59 20.53 20.04 30.75
3-6.c4258/1/7410.2 -- -- -- 0.86 4.86 1.31 2.37 1.14 2.59 2.32 0.98 2.82 34.64 37.13 29.13
2-3.c60391/6/2486 PREDICTED: aspartate--tRNA ligase, cytoplasmic isoform X1 [Xenopus (Silurana) tropicalis]847163066 XP_012825721.1 166.02 117.03 119.35 117.25 109.59 117.76 82.14 71.38 102.89 46.61 27.78 42.04
1-2.c6930/1/1716 PREDICTED: myb-related transcription factor, partner of profilin-like [Xenopus (Silurana) tropicalis]847171315 XP_012809052.1 0.08 6.48 0.28 0.37 0.44 0.48 0.4 0.22 0.1 3.61 9.82 4.48
2-3.c2766/2/1833 acetylcholine receptor subunit epsilon precursor [Xenopus laevis]>gi|1351853|sp|P49580.1|ACHE_XENLA RecName: Full=Acetylcholine receptor subunit epsilon; Flags: Precursor [Xenopus laevis]>gi|640049|gb|AAA92687.1| nicotinic acetylcholine receptor epsilon subunit precursor [Xenopus laevis]148227704 NP_001080916.1 12.76 9.59 15.75 7.63 4.46 21.05 4.55 5.89 6.67 1.9 0.35 2.4
1-2.c39909/1/1309 NADH dehydrogenase (ubiquinone) Fe-S protein 8, 23kDa (NADH-coenzyme Q reductase) [Xenopus laevis]>gi|51593201|gb|AAH78569.1| MGC85457 protein [Xenopus laevis]148225889 NP_001087331.1 140.85 116.54 120.27 116.42 137.84 121.28 95.23 111.74 121.72 46.7 63.3 43.96



1-2.c47054/4/1688 unnamed protein product [Homo sapiens]221040588 BAH11971.1 0 0 0 0 0 0.12 0 0 0 0.43 1.66 4.33
1-2.c38704/2/1288 PREDICTED: microtubule-associated protein tau isoform X7 [Xenopus (Silurana) tropicalis]847168440 XP_012808021.1 9.1 1.37 7.46 7.63 7.2 0 5.3 10.09 15.51 3.65 6.57 0.52
2-3.c43680/1/1897 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 6.46 1.02 11.09 8.91 11.83 9.34 9.56 9.84 11.77 4.3 3 3.9
1-2.c33241/1/1423.1-- -- -- 7.72 9.28 1.3 2.5 2.71 4.06 2.93 2.51 6.36 52.59 45.71 35.29
2-3.c52987/1/2184.1-- -- -- 14.66 35.7 3.09 11.35 6.12 5.97 7.31 8.87 5.96 78.45 134.84 52.93
3-6.c16410/1/2950 Unknown (protein for IMAGE:7852980) [Xenopus (Silurana) tropicalis]197246230 AAI68800.1 1.38 0 0 0 0 0.66 1.11 0 2.13 0 0 0
1-2.c9838/3/1695 PREDICTED: LOW QUALITY PROTEIN: T-complex protein 1 subunit epsilon [Condylura cristata]507933757 XP_004678112.1 3.66 30.08 15.5 13.82 5.88 13.02 18.22 7.77 14.47 1.79 3.23 8.79
2-3.c23168/1/2591 PREDICTED: glycogen phosphorylase, liver form [Alligator mississippiensis]564238421 XP_006276080.1 0.37 1.59 0.73 1.08 0.88 0 0 0.22 0 3.64 2.05 10.68
1-2.c35516/1/1250.1-- -- -- 1.28 0.41 1.8 2.48 1.35 1.18 4.14 0 0.51 34.34 28.13 12.08
2-3.c33167/1/2448 PREDICTED: collagen alpha-1(XI) chain isoform X2 [Xenopus (Silurana) tropicalis]512835856 XP_004913771.1 1.9 16.44 5.72 2.2 3.57 11.79 1.47 3.4 2.15 0.33 0.66 0.51
1-2.c36250/1/1731 -- -- -- 1.13 2.42 0 3.9 0 0 0 2.18 6.07 0 0 0
1-2.c24591/3/1918 PREDICTED: cold shock domain-containing protein E1 isoform X1 [Xenopus (Silurana) tropicalis]847087980 XP_012819251.1 27.48 10.19 16.22 17.71 32.47 12.43 9.26 22.77 17.09 2.26 2.13 11.12
2-3.c63586/1/2000 calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 13.42 2.02 24.97 22.35 24.02 19.41 24.91 26.45 24.71 12.06 10.59 10.45
2-3.c14998/1/2208.2-- -- -- 100.53 37.55 60.13 81.04 97.3 62.43 89.56 94.02 87.5 53.19 39.71 28.98
1-2.c2556/21/1512 polymerase delta-interacting protein 2 [Xenopus (Silurana) tropicalis]62860016 NP_001017098.1 73.98 44.2 42.47 47.02 44.58 37.29 43.99 44.63 44.94 15.04 25.27 19.26
2-3.c3619/4/2319 PREDICTED: CCR4-NOT transcription complex subunit 10 isoform X2 [Xenopus (Silurana) tropicalis]847135304 XP_012820146.1 5.29 1.9 0.71 3.59 0.7 0 3.69 3.63 2.57 0 2.97 0
2-3.c46119/1/2026.1PREDICTED: cytoplasmic dynein 1 light intermediate chain 2-like [Lepisosteus oculatus]573907129 XP_006641284.1 10.19 0 4.56 0 0.16 0 0 9.58 4.55 0 0 0
3-6.c16264/1/3574.1PREDICTED: sacsin-like [Xenopus (Silurana) tropicalis]847149439 XP_012822723.1 4.2 0.09 1.71 0 2.42 0.73 0 0 0 4.95 2.33 0
2-3.c40455/1/2250 -- -- -- 0.91 7.76 0.32 0.71 0.13 6.92 0.29 0.85 0.52 6.71 8.47 8.75
2-3.c21327/1/2387 -- -- -- 45.34 2.56 27.13 22 10 2.66 11.04 10.3 18.46 4.01 8.78 4.12
2-3.c42864/1/2052 PREDICTED: zinc finger protein 420-like [Sarcophilus harrisii]821456582 XP_012409189.1 0 0 0.92 0.45 0 0 0 0 0 3.28 2.33 0
1-2.c1763/54/1497 PREDICTED: LOW QUALITY PROTEIN: eukaryotic translation initiation factor 3 subunit I [Myotis brandtii]554568265 XP_005878403.1 195.54 308.3 116.7 120.57 112.15 182.78 129.27 107.77 125.13 52.98 38.41 71
2-3.c56842/1/2665.2-- -- -- 0.65 5.48 0.55 1.83 2.57 6.89 1.58 2.17 2.64 24.73 15.39 46.14
2-3.c60219/1/2684 -- -- -- 1.82 8.71 0.65 1.43 1.43 3.52 3.26 0.69 1.71 18.66 29.05 13.16
3-6.c12012/4/3156.1PREDICTED: calpain-7 isoform X1 [Xenopus (Silurana) tropicalis]847134772 XP_012819956.1 3.61 1.71 2.88 0 3.67 0 2.31 3.53 2.63 0 2.71 0
3-6.c16629/1/3186 hypothetical protein CAPTEDRAFT_96371 [Capitella teleta]443682880 ELT87315.1 3.99 63.61 3.55 7.35 3.46 11.48 5.52 3.69 9.28 52.43 98.02 42.06
1-2.c23673/1/1619 RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 3.13 0.43 3.09 5.01 6.65 3.45 4.32 5.01 3.39 1.58 1.01 0.37
2-3.c8618/1/2477 PREDICTED: protein phosphatase 1 regulatory subunit 15A-like [Latimeria chalumnae]557024824 XP_006012580.1 4.11 0.44 0 4.66 3.3 0.12 3.77 1.2 1.13 0.35 0.58 0
2-3.c23264/1/2196 -- -- -- 8.13 10.6 8.48 11.31 9.53 15.78 23.86 9.6 13.76 117.08 130.43 129.38
1-2.c3566/2/1828 DEAD (Asp-Glu-Ala-Asp) box helicase 17 [Xenopus laevis]>gi|51704021|gb|AAH80992.1| LOC398649 protein [Xenopus laevis]148228442 NP_001082679.1 5.84 13.11 3.81 4.12 1.3 0.35 9.97 6.21 9.48 1.78 2.13 4.37
1-2.c38627/7/1404 PREDICTED: LOW QUALITY PROTEIN: creatine kinase M-type, partial [Anolis carolinensis]637377851 XP_008123239.1 8.1 1.14 7.02 5.4 3.46 2.7 9.58 8.35 5.57 3.77 0.41 2.39
1-2.c41326/1/1283 lysozyme g [Ictalurus furcatus]308322267 ADO28271.1 1.96 9.29 6.92 4.96 6.57 3.74 3.76 4.99 5.39 1.08 0.8 0.65
2-3.c10121/1/2337 hypothetical protein LOTGIDRAFT_136055, partial [Lottia gigantea]>gi|556115868|gb|ESP04520.1| hypothetical protein LOTGIDRAFT_136055, partial [Lottia gigantea]676427143 XP_009044851.1 4.85 5.73 2.58 2.07 3.76 3.57 3.48 2.12 2.92 14.2 35.46 29.02
2-3.c12010/1/2021.1-- -- -- 3 11.36 1.9 1.2 2.97 5.84 3.4 2.52 2.78 26.18 63.05 29.2
2-3.c36258/1/2897 -- -- -- 1.45 0.95 0 3.11 1.59 0.98 5.14 2.22 0 48.89 55.35 16.96
2-3.c37376/1/2525 -- -- -- 0 0.05 0 0 0 2.44 1.1 0 0.84 0 0 0
3-6.c16635/1/3634 ATPase, Ca++ transporting, cardiac muscle, fast twitch 1, isoform CRA_d, partial [Mus musculus]148685413 EDL17360.1 2.05 0.37 3.27 2.62 3.17 2.21 2.38 2.56 2.9 0.33 0.2 1.57
3-6.c16672/1/3633 RecName: Full=Sarcoplasmic/endoplasmic reticulum calcium ATPase 1; Short=SERCA1; Short=SR Ca(2+)-ATPase 1; AltName: Full=Calcium pump 1; AltName: Full=Calcium-transporting ATPase sarcoplasmic reticulum type, fast twitch skeletal muscle isoform; AltName: Full=Endoplasmic reticulum class 1/2 Ca(2+) ATPase [Pelophylax esculentus]>gi|64288|emb|CAA44737.1| calcium-transporting ATPase [Pelophylax esculentus]>gi|228912|prf||1814340A Ca ATPase9789732 Q92105.1 8.37 1.64 8.47 7.35 7.18 5.07 6.72 8.34 10.56 4.3 3.73 2.81
3-6.c7455/1/2766 -- -- -- 3.17 4.15 8.56 2.36 2.22 12.72 3.86 2.16 4.17 0.4 0.76 1.52
1-2.c22044/5/1312 DIM1 dimethyladenosine transferase 1 homolog [Xenopus laevis]>gi|77748206|gb|AAI06333.1| MGC130862 protein [Xenopus laevis]148233697 NP_001089685.1 5.14 20.05 6.27 5.67 4.05 19.77 7.68 3.25 3.41 0.54 1.14 0.97
1-2.c41975/4/1473 -- -- -- 5.74 7.88 0 2.3 3.36 1.15 7.24 7.92 2.55 0.03 0 3.87
1-2.c24583/1/1504 PREDICTED: FYVE, RhoGEF and PH domain-containing protein 1 isoform X3 [Xenopus (Silurana) tropicalis]847121379 XP_012817252.1 0.92 6.88 1.23 2.52 1.52 0.99 2.7 0.44 1.5 20.99 20.87 11.02
1-2.c38359/1/7801.2-- -- -- 11.85 2.75 28.65 17.2 23.27 16.79 21.98 16.66 26.24 4.77 0 7.71
2-3.c4331/1/2018 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 5.08 0 5.53 2.89 8.55 0 2.27 6.54 8.02 1.35 2.96 1.2
1-2.c11308/1/1339 PREDICTED: collagen alpha-2(I) chain isoform X1 [Xenopus (Silurana) tropicalis]847135925 XP_012820377.1 17.05 455.87 63.97 43.67 38.41 508.48 48.79 34.21 67.09 30.14 16.91 18.18
2-3.c56092/1/2135 PREDICTED: myosin-7B [Xenopus (Silurana) tropicalis]>gi|847168584|ref|XP_012808097.1| PREDICTED: myosin-7B [Xenopus (Silurana) tropicalis]512871888 XP_002932939.2 1.64 1.01 0.94 0.39 0.64 11.7 3.22 0.81 1.19 0.4 0 0.16
1-2.c24587/4/1759 PREDICTED: sorting and assembly machinery component 50 homolog [Pseudopodoces humilis]543379494 XP_005532944.1 145.46 121.95 122.08 126.64 102.31 97.59 102.12 109.52 107.57 51.66 50.62 48.6
1-2.c11455/1/1975 -- -- -- 0 0 0 1.02 0 0.75 0 0.7 0 192.63 616.42 13.87
3-6.c7163/2/3453 uncharacterized protein LOC100036845 precursor [Xenopus laevis]>gi|120538599|gb|AAI29065.1| LOC100036845 protein [Xenopus laevis]147905311 NP_001090602.1 0 0 0 0.78 0 0.19 0 0.14 0.02 0.92 1.78 4.39
1-2.c46475/1/1217 PREDICTED: glutamine-rich protein 2 [Galeopterus variegatus]667335925 XP_008593039.1 0 37.12 0.21 0.21 0 0.29 0.81 12.39 19.26 0 0.6 0.86
2-3.c28936/1/6835.3methylcrotonoyl-CoA carboxylase 1 (alpha) [Xenopus laevis]>gi|49256076|gb|AAH74151.1| MGC81895 protein [Xenopus laevis]148229681 NP_001086068.1 4.62 2.08 2.67 4.74 1.29 3.95 2.97 3.49 8.72 0 0.24 0.45
3-6.c4391/1/2941 -- -- -- 28.6 5.55 18.4 11.24 18.81 12.73 8.22 17.83 10.82 4.23 5.21 5.32
1-2.c17541/1/1368.1-- -- -- 6.14 3.77 0.44 1.9 0.1 3.92 4.04 2.24 0.57 27.68 42.98 29.05
1-2.c36629/1/6877.1.2muscle creatine kinase [Xenopus laevis]>gi|27769137|gb|AAH42249.1| Ckm-prov protein [Xenopus laevis]147899942 NP_001080073.1 51.8 3.56 43.75 36.65 41.36 24.78 47.7 46.34 43.99 21.03 22.07 15.91
2-3.c3831/1/2068.1 -- -- -- 3.68 70.27 3.09 7.75 2.68 14.18 6.25 3.9 9.57 62.66 115.87 46.06
1-2.c19985/1/1758 predicted protein [Nematostella vectensis]>gi|156209521|gb|EDO30790.1| predicted protein [Nematostella vectensis]156353049 XP_001622890.1 0.16 0.25 0.46 0.16 0.29 0.26 0 0 0 1.45 1.83 2.79
1-2.c13598/1/1324.1PREDICTED: nuclear transcription factor Y subunit beta isoform X1 [Xenopus (Silurana) tropicalis]512829742 XP_002938118.2 5.41 22.72 8.56 0.68 3.84 2.28 2.34 1.62 2.5 0 0 0
2-3.c32571/1/4608.1myosin heavy chain, partial [Rana catesbeiana]4249701 AAD13772.1 0.41 0 1.96 1.58 1.18 0 2.37 1.44 2.51 0.34 0.59 0



1-2.c3586/2/1614.1 PREDICTED: cell cycle progression protein 1 isoform X3 [Xenopus (Silurana) tropicalis]847112286 XP_012815054.1 5.01 0 0 4.05 0.9 1.33 1.12 3.41 3.69 0.45 0 0
2-3.c46960/1/5277.1PREDICTED: alanine aminotransferase 2-like isoform X1 [Takifugu rubripes]410923795 XP_003975367.1 15.09 5.82 6.48 12.56 11.33 4.45 6.51 4.78 11.34 2.59 3.88 2.19
3-6.c3103/5/3177 segment polarity protein dishevelled homolog DVL-3 [Xenopus (Silurana) tropicalis]>gi|215275222|sp|B1WAP7.1|DVL3_XENTR RecName: Full=Segment polarity protein dishevelled homolog DVL-3; Short=Dishevelled-3; AltName: Full=DSH homolog 3 [Xenopus (Silurana) tropicalis]>gi|171846919|gb|AAI61453.1| dvl3 protein [Xenopus (Silurana) tropicalis]183986681 NP_001116929.1 34.33 8.22 11.96 20.36 26.18 9.65 6.55 15.59 19.53 6.65 5.36 5.4
2-3.c15525/3/2302 PREDICTED: sarcalumenin [Chaetura pelagica]701384503 XP_009993807.1 0 2.16 0 0 0 0 0 0 0 8.09 3.59 0
2-3.c22628/1/2040.1-- -- -- 2.41 24.36 4.22 3.4 4.85 8.22 5.39 2.79 7.63 34.86 57.42 47.92
1-2.c50262/1/7274.2calsequestrin 1 (fast-twitch, skeletal muscle) precursor [Xenopus laevis]>gi|28422215|gb|AAH46947.1| Asph-prov protein [Xenopus laevis]148231736 NP_001080227.1 8.41 3.19 13.91 7.23 15.72 11.6 13.4 14.64 13.74 2.54 0 3.64
2-3.c55098/2/2255 Mimitin, mitochondrial precursor [Rana catesbeiana]226372810 ACO52030.1 11.69 3.56 12.03 8.01 7.05 3.96 8.33 8.84 6.32 2.71 3.33 2.73
2-3.c30065/3/2184 PREDICTED: dnaJ homolog subfamily C member 14 [Xenopus (Silurana) tropicalis]>gi|512822124|ref|XP_004911947.1| PREDICTED: dnaJ homolog subfamily C member 14 [Xenopus (Silurana) tropicalis]>gi|847104186|ref|XP_012813269.1| PREDICTED: dnaJ homolog subfamily C member 14 [Xenopus (Silurana) tropicalis]301610031 XP_002934558.1 1.75 0 0.21 0 0 2.39 0 0 0.22 2.21 1.1 5.31
2-3.c5923/1/2107 PREDICTED: fructose-bisphosphate aldolase A [Chrysemys picta bellii]>gi|530658312|ref|XP_005314681.1| PREDICTED: fructose-bisphosphate aldolase A [Chrysemys picta bellii]530658308 XP_005314680.1 195.26 4.26 70.3 133.6 118.22 9.25 59.37 101 99.57 45.65 26.17 49.94
1-2.c52360/19/1350PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 6005.93 157.74 7513.13 6890.47 7658.41 43.96 5268.66 12600.73 7273.63 3321 2499.21 2079.81
1-2.c12166/2/1717 aldehyde dehydrogenase class 1 [Xenopus laevis]4586546 BAA76412.1 56.15 42.33 38.01 43.26 35.99 40.66 36.12 43.39 34.04 13.45 14.49 22.17
2-3.c13944/3/2237 uncharacterized protein LOC100036932 [Xenopus laevis]>gi|120538016|gb|AAI29683.1| LOC100036932 protein [Xenopus laevis]147906566 NP_001091172.1 4.5 14.33 8.69 5.12 2.78 14.32 7.43 6.96 6.28 3.48 1.34 2.39
3-6.c8858/1/3128 PREDICTED: unconventional myosin-XVIIIb isoform X1 [Xenopus (Silurana) tropicalis]>gi|847091232|ref|XP_012825202.1| PREDICTED: unconventional myosin-XVIIIb isoform X1 [Xenopus (Silurana) tropicalis]>gi|847091235|ref|XP_012825203.1| PREDICTED: unconventional myosin-XVIIIb isoform X2 [Xenopus (Silurana) tropicalis]847091229 XP_012825201.1 13.79 8.25 19.39 10.28 16.52 21.08 11.46 15.89 13.67 5.03 6.98 6.25
2-3.c5383/1/2075 PREDICTED: collagen alpha-3(IX) chain [Equus przewalskii]664740187 XP_008527394.1 0 6.22 3.23 1.27 1.36 2.46 2.91 3.96 1.71 1.9 0 0
3-6.c13676/1/4353 PREDICTED: myosin-7 isoform X2 [Stegastes partitus]657571574 XP_008289364.1 1.63 0 3.01 1.84 2.57 0.08 1.92 3.08 1.87 0.72 0.89 0.64
1-2.c34465/1/1777 myosin, heavy chain 4, skeletal muscle [Xenopus (Silurana) tropicalis]>gi|45595719|gb|AAH67305.1| myosin heavy chain [Xenopus (Silurana) tropicalis]47575800 NP_001001244.1 2.87 0 4.25 2.13 4.89 0 1.01 4.32 6.91 0.51 0.34 0.51
2-3.c1851/13/2369 Unknown (protein for IMAGE:7690975) [Xenopus (Silurana) tropicalis]195539698 AAI68131.1 6.32 5.37 7.35 3.98 6.92 1.04 2.8 4.62 3.56 1.4 0.52 1.09
2-3.c30173/1/2544.2nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor, alpha [Xenopus laevis]>gi|50416269|gb|AAH77876.1| MGC80640 protein [Xenopus laevis]148230967 NP_001086998.1 29.1 0 25.61 20.07 19.85 15.36 0 0.07 12.65 46.95 53.7 43.74
2-3.c20383/2/2501.1-- -- -- 3.24 6.59 5.3 3.61 2.11 3.38 0.75 2.75 4.05 0.63 0.3 0
2-3.c42072/1/2158.1PREDICTED: rho GTPase-activating protein 32 isoform X6 [Xenopus (Silurana) tropicalis]847148811 XP_012822583.1 1.5 4.61 0.53 1.32 0.68 1.65 1.14 0.88 0.75 9.55 12.57 12.54
2-3.c20450/2/2598 PREDICTED: probable E3 ubiquitin-protein ligase HERC1 isoform X2 [Xenopus (Silurana) tropicalis]847147382 XP_012822330.1 46.97 12.48 31.62 31.66 48.22 20.11 32.67 37.32 67.1 24.86 14.19 23.42
1-2.c23021/1/1237 PREDICTED: protein transport protein Sec24D [Xenopus (Silurana) tropicalis]>gi|512815629|ref|XP_004911162.1| PREDICTED: protein transport protein Sec24D [Xenopus (Silurana) tropicalis]301609492 XP_002934294.1 1.32 0 0 2.17 0 0 0.4 0 1.15 13.83 12.28 4.05
1-2.c27010/6/1628 PREDICTED: cytosolic 5'-nucleotidase 3A isoform X1 [Anolis carolinensis]327275093 XP_003222308.1 20.02 7 26.08 18.74 38.06 5.49 10.19 30.7 23.73 7.39 1.93 8.3
1-2.c30051/1/1239 -- -- -- 3.24 43.15 4.65 0.84 5.36 20.33 1.83 0 3.43 13.1 18.76 28.02
1-2.c44265/1/1354 PREDICTED: phosphate-regulating neutral endopeptidase [Corvus brachyrhynchos]>gi|727005437|ref|XP_010392798.1| PREDICTED: phosphate-regulating neutral endopeptidase [Corvus cornix cornix]>gi|676411760|gb|KFO55745.1| Metalloendopeptidase PEX [Corvus brachyrhynchos]669271014 XP_008627462.1 2.96 8.34 1.23 2.27 1.11 10.37 6.74 1.25 3.99 33.29 43.93 33.18
2-3.c63488/11/2093nucleolar RNA helicase 2 [Xenopus (Silurana) tropicalis]>gi|89272468|emb|CAJ82454.1| novel GUCT (NUC152) domain containing DEAD/DEAH box helicase [Xenopus (Silurana) tropicalis]113931550 NP_001039224.1 15.17 71.86 15.25 26.43 12.29 78.99 13.55 28.36 41.24 0 0 21.53
1-2.c34954/1/6762.2PREDICTED: fructose-bisphosphate aldolase A [Chrysemys picta bellii]>gi|530658312|ref|XP_005314681.1| PREDICTED: fructose-bisphosphate aldolase A [Chrysemys picta bellii]530658308 XP_005314680.1 807.55 32.68 125.86 212.03 829.44 48.15 445.32 525.76 169.09 53.72 89.28 182.75
1-2.c25024/2/1300 -- -- -- 5.85 74.73 8.38 5.77 7.26 5.87 4.93 7 6.19 3.04 1.17 0.42
1-2.c52062/2/1259 RecName: Full=Voltage-dependent L-type calcium channel subunit alpha-1S; AltName: Full=FGalpha1S; AltName: Full=Voltage-gated calcium channel subunit alpha Cav1.1>gi|2708678|gb|AAC36126.1| dihydropyridine receptor [Rana catesbeiana]46576355 O57483.1 140.86 58.62 159.57 148.36 162.49 208.18 257.74 183.51 219.04 119.79 127.41 72.07
2-3.c46041/1/2575 mitochondrial intermembrane space import and assembly protein 40-A [Xenopus laevis]>gi|82185480|sp|Q6NU12.1|MI40A_XENLA RecName: Full=Mitochondrial intermembrane space import and assembly protein 40-A; AltName: Full=Coiled-coil-helix-coiled-coil-helix domain-containing protein 4-A [Xenopus laevis]>gi|46249564|gb|AAH68790.1| Chchd4a protein [Xenopus laevis]147905047 NP_001084670.1 14.75 19.56 7.55 13.59 12.37 12.79 8.5 5.13 12.97 3.32 2.83 3.88
1-2.c2043/25/1577.1homeobox protein DLX3 [Eleutherodactylus coqui]46484683 AAS98251.1 3.49 14.09 5.99 5.83 2.62 13.95 17.65 4.19 5.49 51.11 58.64 122.17
1-2.c25710/1/1341 PREDICTED: cytochrome P450 3A29-like isoform X2 [Xenopus (Silurana) tropicalis]847139669 XP_012820997.1 0 0 0 0 0 0 0 0 0 7.22 15.48 0
1-2.c27894/1/1457 PREDICTED: protein FAM184B isoform X2 [Xenopus (Silurana) tropicalis]847095670 XP_012811167.1 21.01 9.68 16.46 10.19 10.25 7.97 7.94 12.9 12.97 1.94 5.99 4.46
2-3.c26529/2/2131 PREDICTED: chloride intracellular channel protein 1 [Chrysemys picta bellii]530655848 XP_005313937.1 0.07 0.26 1.19 1.15 0.15 0 1.5 1.08 1.17 0 0 0.22
1-2.c28400/2/1715.1Keratin, type II cytoskeletal cochleal, partial [Gavia stellata]678188672 KFV56394.1 13.32 5.22 7.98 7.68 7.28 0 5.95 4.96 5 2.07 0.67 0.19
2-3.c47102/1/2525 PREDICTED: trafficking protein particle complex subunit 8 isoform X1 [Xenopus (Silurana) tropicalis]847136021 XP_012820411.1 0.4 0 0.24 0 0 0.2 0 0 0 2.11 0 1.75
2-3.c1841/28/2245 PREDICTED: peptidyl-prolyl cis-trans isomerase FKBP10 isoform X1 [Xenopus (Silurana) tropicalis]847168271 XP_012827236.1 7.24 137.99 8.08 5.37 15.93 86.62 11.78 7.33 7.4 6.86 3.81 0
2-3.c6401/1/2556.1 -- -- -- 5.9 3.97 2.15 3.76 4.36 2.44 1.84 2.43 3.98 1.08 1 0
2-3.c13434/4/2534 PREDICTED: nebulin isoform X10 [Xenopus (Silurana) tropicalis]847166510 XP_012826616.1 0 0 16.78 0 0 0 0 0 0 1.91 1.91 0
1-2.c34728/1/9427.2PREDICTED: serine/threonine-protein phosphatase 2A catalytic subunit beta isoform [Clupea harengus]831290265 XP_012676616.1 0 0 0 0 0 0 0 0 0 26.38 3.42 9.04
1-2.c1820/38/1504 PREDICTED: elongation factor 1-alpha, somatic form-like [Lepisosteus oculatus]573886958 XP_006631264.1 0.18 25.11 1.42 2.12 0.71 10.15 2.77 1.18 2.73 0.37 0 0.16
1-2.c23496/2/1367 -- -- -- 1.98 0 3.5 0 3.92 12.24 14.39 0.01 0 41.57 41.08 40.56
1-2.c39494/1/1466 -- -- -- 20.14 0.66 11.46 17.14 18.48 2.44 11.86 14.03 18.27 2.28 6.68 7.71
3-6.c16351/1/2840.2hypothetical protein N332_00653, partial [Mesitornis unicolor]677416451 KFQ22048.1 37.67 10.53 26.47 35.79 33.12 18.16 27.41 33.07 37.6 12.35 12.82 13.12
2-3.c30680/2/2103.1-- -- -- 9.88 5.88 16.69 4.6 13.15 3.27 4.08 11.58 5.19 0 1.08 1.67
1-2.c18074/1/1389 -- -- -- 3.73 10.9 1.6 4.25 1.79 6.48 2.67 2.98 2.93 22.53 39.82 26.74
2-3.c7778/1/2540.2 -- -- -- 2.08 1.82 0 0 3.41 4.46 0 0 0 0 19.22 16.63
2-3.c33655/1/2412 -- -- -- 2.78 95.18 5.61 13.62 4.44 26.43 12.2 6.02 19.35 146.85 328.94 126.32
1-2.c25734/1/6191.1PREDICTED: creatine kinase M-type [Latimeria chalumnae]556963392 XP_005991657.1 17.09 2.68 25.47 23.38 25.36 10.32 18.6 18.16 26.55 7.53 7.33 9.05
2-3.c47638/1/1882 PREDICTED: lamina-associated polypeptide 2, isoforms alpha/zeta-like [Xenopus (Silurana) tropicalis]847176929 XP_012810936.1 1.5 11.8 1.31 1.83 1.32 4.85 0.71 0.87 1.76 18.34 27.99 7.92
2-3.c54359/1/2621 -- -- -- 2.72 19.09 1.65 2.41 1.65 3.97 1.71 1.35 1.4 15.74 21.29 8.45
1-2.c33181/1/5736.1MGC64482 protein [Xenopus laevis]54261690 AAH84349.1 16306.93 468.08 9576.89 15362.97 15070.11 1318.89 13619.22 12840.7 17769.58 8221.06 7591.35 5796.72
2-3.c32221/1/1889 PREDICTED: periodic tryptophan protein 1 homolog isoform X3 [Xenopus (Silurana) tropicalis]301618674 XP_002938737.1 8.23 16.12 4.77 2.87 4.07 10.46 5.59 4.17 3.06 0.73 0.61 1.83
3-6.c13151/2/2853 -- -- -- 9.26 7.06 6.45 6.95 4.05 2.15 8.36 4.61 6.83 2.11 2.14 2.94
1-2.c49343/1/1553 PREDICTED: SPRY domain-containing SOCS box protein 4-like isoform X1 [Pelodiscus sinensis]>gi|558216663|ref|XP_006134886.1| PREDICTED: SPRY domain-containing SOCS box protein 4-like isoform X2 [Pelodiscus sinensis]>gi|558216667|ref|XP_006134887.1| PREDICTED: SPRY domain-containing SOCS box protein 4-like isoform X3 [Pelodiscus sinensis]>gi|558216671|ref|XP_006134888.1| PREDICTED: SPRY domain-containing SOCS box protein 4-like isoform X4 [Pelodiscus sinensis]558216658 XP_006134885.1 0.41 6.25 0.5 0.5 0.64 1.93 1.14 0.52 0.42 11.67 8.24 10.38
1-2.c29961/1/1540 larval type I keratin [Rana catesbeiana]134140868 ABO61147.1 3.61 0.97 5.48 2.12 1.91 0.34 1.84 6.27 5.32 2.1 0.81 0.6
1-2.c32925/1/1281 PREDICTED: mRNA turnover protein 4 homolog [Chrysemys picta bellii]641759304 XP_008165537.1 19.24 44.23 13.61 10.37 12.5 28.14 17.71 10.02 10.42 4.42 4.69 3.99
2-3.c38913/1/2265 mannosidase, alpha, class 2A, member 2 [Xenopus laevis]>gi|49117994|gb|AAH72937.1| MGC80473 protein [Xenopus laevis]148226300 NP_001085565.1 0 9.25 2.54 0.33 1.5 15.69 2.72 0.76 4.32 1.03 0 0



1-2.c9285/1/1396 Proteasome activator complex subunit 2 [Rana catesbeiana]226372158 ACO51704.1 5.91 10.37 3.49 2.88 4.31 5.67 5.41 4.69 3.29 1.95 0.76 0
3-6.c7531/1/3246.2 -- -- -- 17.57 5.55 9.29 12.58 15.16 7.85 25.01 10.97 14.64 169.52 127.56 149.34
2-3.c46822/1/2176.2PREDICTED: G-protein coupled receptor 56 [Xenopus (Silurana) tropicalis]512840252 XP_002931699.2 4.64 1.97 3.44 3.02 1.11 0.99 1.51 2.37 2.72 21.74 20.91 36.25
1-2.c50276/1/1755 PREDICTED: unconventional myosin-XVIIIa isoform X2 [Lipotes vexillifer]602734247 XP_007452499.1 0 0 0 0 0 0 0 0 0 4.56 2.88 0
1-2.c6280/10/1525 methylglutaconyl-CoA hydratase, mitochondrial [Xenopus (Silurana) tropicalis]>gi|183985804|gb|AAI66390.1| auh protein [Xenopus (Silurana) tropicalis]186910214 NP_001119537.1 35.46 32.7 23.66 32.03 27.52 23.76 26.51 27.59 28.93 9.76 8.54 16.26
1-2.c1861/39/1628 PREDICTED: dnaJ homolog subfamily B member 6 isoform X2 [Xenopus (Silurana) tropicalis]847134514 XP_012819878.1 58.49 59.19 41.95 41.82 36.1 0 0 23.29 8.95 0 0 3.34
1-2.c1924/24/1739 PREDICTED: cytosol aminopeptidase isoform X1 [Xenopus (Silurana) tropicalis]847087076 XP_012816229.1 0 0 0 3.32 0 0 0.3 0 0 1.24 4.96 4.29
1-2.c2309/3/1780 PREDICTED: hypothetical protein LOC100425763 [Macaca mulatta]>gi|90081790|dbj|BAE90176.1| unnamed protein product [Macaca fascicularis]297293110 XP_002804197.1 0 0 0 1.62 0.28 0 0.42 1.46 0 2.97 1.7 3.43
1-2.c2378/27/1457 plasminogen activator inhibitor 1 RNA-binding protein isoform 1 [Xenopus (Silurana) tropicalis]>gi|45708914|gb|AAH67912.1| SERPINE1 mRNA binding protein 1 [Xenopus (Silurana) tropicalis]47575766 NP_001001227.1 1.05 170.9 105.58 104.48 0 0 0 0 0 0 0 23.76
1-2.c2474/13/1790 PREDICTED: zinc finger protein 277 isoform X1 [Xenopus (Silurana) tropicalis]847114219 XP_012815393.1 2.22 4.89 0 0 0 0 1.55 0 0 0 0 0
1-2.c2726/9/1437 PERP, TP53 apoptosis effector [Xenopus laevis]>gi|49256288|gb|AAH74357.1| MGC84230 protein [Xenopus laevis]147901359 NP_001086231.1 10.11 37.74 6.21 2.87 7.72 13.73 1.79 2.93 9.41 2.95 0 1.6
1-2.c2787/5/1778.1 PREDICTED: phosphatidylethanolamine-binding protein 4 [Eptesicus fuscus]641720285 XP_008149783.1 1.06 9.8 5.03 0 5.92 2.23 0 0.2 0 0 0 0
1-2.c2807/5/1288 NADP-dependent leukotriene B4 12-hydroxydehydrogenase [Rana catesbeiana]226371914 ACO51582.1 3.48 11.18 4.91 1.47 3.93 1.71 4.56 1.24 1.3 0.28 0 0.23
1-2.c3023/1/1623 hypothetical protein CAPTEDRAFT_94688, partial [Capitella teleta]443723767 ELU12037.1 9.56 8.05 5.97 28.42 19.17 2.83 45.51 16.41 21.75 181.98 205.76 105.28
1-2.c3107/8/1674 SUMO-activating enzyme subunit 1 [Xenopus laevis]>gi|82177317|sp|Q8JGT5.1|SAE1_XENLA RecName: Full=SUMO-activating enzyme subunit 1; AltName: Full=SUMO-activating enzyme E1 N subunit; AltName: Full=Ubiquitin-like 1-activating enzyme E1A [Xenopus laevis]>gi|22074764|gb|AAM47491.1| SUMO-1 activating enzyme E1 N subunit [Xenopus laevis]>gi|55715632|gb|AAH86263.1| Aos protein [Xenopus laevis]148227698 NP_001085258.1 0 0 0 0.03 7.6 17.79 7.85 0.12 7.85 0 14.32 0
1-2.c3276/2/1636 PREDICTED: exostosin-like 3 [Python bivittatus]602651973 XP_007432366.1 0 0 0 0 0.93 0.12 0 1.14 0.9 6.26 3.1 2.57
1-2.c3522/1/1244 PREDICTED: keratin, type II cytoskeletal 5 isoform X1 [Dipodomys ordii]852796039 XP_012887890.1 0 0 0 0 1.24 9.32 4.14 0 2.23 16.28 28.7 99.03
1-2.c3783/2/1431 beclin-1 [Xenopus laevis]>gi|82184367|sp|Q6GP52.1|BECN1_XENLA RecName: Full=Beclin-1 [Xenopus laevis]>gi|49118285|gb|AAH73292.1| Becn1 protein [Xenopus laevis]147903463 NP_001085751.1 0 0.99 0 2.6 0 0 2.88 0 0.54 11.34 16.56 7.98
1-2.c4116/2/1427 -- -- -- 0 0 0 0 14.17 15.72 12.6 18.92 27.27 0 32.78 0
1-2.c4603/1/1001 Eukaryotic translation initiation factor 5A-1 [Rana catesbeiana]226372362 ACO51806.1 360.22 812.52 383.72 43.7 299.49 366.47 235.1 30.9 398.19 0 0 77.4
1-2.c4896/1/1495 PREDICTED: BMP-2-inducible protein kinase [Xenopus (Silurana) tropicalis]512815037 XP_002934056.2 0 0 0 2.84 0 0 0 0.41 1.15 4.13 7.3 7.04
1-2.c5056/1/1837 -- -- -- 4.16 2.88 0.92 0 0.22 0 1.01 0.03 0.56 0 0 0
1-2.c5277/1/1281 keratin, type I cytoskeletal 18-B [Xenopus laevis]>gi|82207929|sp|Q7SY65.1|K118B_XENLA RecName: Full=Keratin, type I cytoskeletal 18-B; AltName: Full=Cytokeratin-18-B; Short=CK-18-B; AltName: Full=Keratin-18-B; Short=K18-B [Xenopus laevis]>gi|32766495|gb|AAH54993.1| Krt18-prov protein [Xenopus laevis]148234658 NP_001080810.1 91.39 246.52 74.16 16.52 0 0 0 0 0 0 0 0
1-2.c5359/8/1332 39S ribosomal protein L45, mitochondrial [Xenopus laevis]>gi|29611839|sp|P59480.1|RM45_XENLA RecName: Full=39S ribosomal protein L45, mitochondrial; Short=L45mt; Short=MRP-L45; Flags: Precursor [Xenopus laevis]>gi|27696384|gb|AAH43883.1| Mrlp45 protein [Xenopus laevis]148235359 NP_001079503.1 14.74 21.13 9.7 11.11 4.09 4.76 2.18 3.51 1.98 2.35 0.37 1.4
1-2.c6293/1/1210 transgelin-2 [Bufo gargarizans]635377487 AHZ89387.1 20.21 2.01 6.63 42.19 2.42 11.45 85.08 12.75 32.13 277.79 275.8 160.02
1-2.c6592/3/1172 PREDICTED: 60S ribosomal protein L3 [Esox lucius]742249727 XP_010866610.1 0 800 143.51 13.4 0 0 0 0 0 0 0 0
1-2.c6649/7/1612 cdc42 effector protein 2 [Xenopus (Silurana) tropicalis]>gi|847118772|ref|XP_012816727.1| PREDICTED: cdc42 effector protein 2 isoform X1 [Xenopus (Silurana) tropicalis]>gi|89268660|emb|CAJ83259.1| CDC42 effector protein (Rho GTPase binding) 2 [Xenopus (Silurana) tropicalis]>gi|134025973|gb|AAI35239.1| CDC42 effector protein (Rho GTPase binding) 2 [Xenopus (Silurana) tropicalis]113931434 NP_001039165.1 0 0 0 3.46 0.52 3.06 2.84 1.01 0 14.45 0.42 14.04
1-2.c6700/1/1307 F-box only protein 46 [Xenopus (Silurana) tropicalis]348605211 NP_001106476.2 0 0 0 5.68 0 0.97 0 0 9.57 5.04 5.04 15.14
1-2.c7025/2/1815 PREDICTED: nucleolar GTP-binding protein 1 [Xenopus (Silurana) tropicalis]512849296 XP_002935223.2 0 0 0 7.32 0 0 0 2.41 0.11 9.22 10.76 9.13
1-2.c7305/6/1464 DET1- and DDB1-associated protein 1 [Xenopus laevis]>gi|82180116|sp|Q5U550.1|DDA1_XENLA RecName: Full=DET1- and DDB1-associated protein 1 [Xenopus laevis]>gi|54311403|gb|AAH84834.1| LOC495370 protein [Xenopus laevis]147903603 NP_001088502.1 1.21 3.84 4.26 3.4 0.75 0 1.74 0 0 0 0 0
1-2.c7625/1/1347 -- -- -- 2.67 0 0 3.6 2.49 4.27 9.19 4.35 7.76 50.01 52.34 35.84
1-2.c7698/2/1539 dual specificity mitogen-activated protein kinase kinase 1 [Xenopus (Silurana) tropicalis]>gi|51703675|gb|AAH80944.1| mitogen-activated protein kinase kinase 1 [Xenopus (Silurana) tropicalis]56118586 NP_001008058.1 0 0 0 4.81 0 0 21.68 8.2 11.91 24.73 17.65 8.51
1-2.c8008/7/1320 Tubulin alpha-1C chain [Larimichthys crocea]808859777 KKF11870.1 0 0 0 11.44 0 0 13.73 0 11.2 25.81 11.65 20.03
1-2.c8010/2/1543 -- -- -- 0 0 0 1.2 2.55 0 4.26 0 14.42 0 58.12 20.5
1-2.c8126/2/1605 RecName: Full=MMS19 nucleotide excision repair protein homolog; AltName: Full=MMS19-like protein [Xenopus (Silurana) tropicalis]408407685 Q0V9L1.2 0 0 0 0 5.28 8.07 0.45 6.2 5.63 2.77 14.89 0.51
1-2.c8201/1/1713 PREDICTED: protein FAM195B isoform X2 [Pteropus vampyrus]759159550 XP_011371989.1 0 0 0 8.52 0 0.1 0 7.48 8.55 21.5 0 0
1-2.c8242/1/1734 PREDICTED: collagen alpha-3(VI) chain isoform X2 [Xenopus (Silurana) tropicalis]847166754 XP_012826675.1 2.36 15.36 2.56 0.15 4.37 18.86 0 0 2.27 0.18 0 0
1-2.c8435/1/1348 E3 ubiquitin-protein ligase arih1 [Xenopus (Silurana) tropicalis]>gi|847142143|ref|XP_012821490.1| PREDICTED: E3 ubiquitin-protein ligase arih1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847142145|ref|XP_012821491.1| PREDICTED: E3 ubiquitin-protein ligase arih1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847142147|ref|XP_012821492.1| PREDICTED: E3 ubiquitin-protein ligase arih1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|338817568|sp|B1H1E4.1|ARI1_XENTR RecName: Full=E3 ubiquitin-protein ligase arih1; AltName: Full=Protein ariadne-1 homolog; Short=ARI-1>gi|169642153|gb|AAI60576.1| arih1 protein [Xenopus (Silurana) tropicalis]183986725 NP_001116952.1 0 0.75 0 1.37 0 0 0 0.9 1.26 15.95 10.19 5.21
1-2.c8459/1/1276 non-POU domain containing, octamer-binding [Xenopus laevis]>gi|28175300|gb|AAH45128.1| P54nrb protein [Xenopus laevis]148235052 NP_001080735.1 0 0 0 0 0 0.57 1.8 0.57 2.27 14.62 15.26 0
1-2.c8693/1/1427 PREDICTED: uncharacterized protein KIAA1551 homolog isoform X4 [Xenopus (Silurana) tropicalis]847110867 XP_012814798.1 2.64 7.11 1.1 0 1.09 0 0 0 0 0 0 0
1-2.c8731/2/1724 -- -- -- 7.48 6.61 3.83 20.76 13.6 5.76 99.83 5.8 7.77 158.12 110.61 113.87
1-2.c8818/2/1270 myelin expression factor 2 [Xenopus (Silurana) tropicalis]>gi|170285107|gb|AAI61028.1| myelin expression factor 2 [Xenopus (Silurana) tropicalis]62859395 NP_001016035.1 6.06 18.61 0 0 0 0 0 0 0 0.1 0 0
1-2.c8928/1/1605 PREDICTED: canalicular multispecific organic anion transporter 2 isoform X2 [Xenopus (Silurana) tropicalis]847167781 XP_012826972.1 2.67 0 0 3.9 2.94 0 15.41 3.35 0 24.77 28.6 10.58
1-2.c9409/1/1412 -- -- -- 7.4 0 0.91 11.01 7.86 18.42 17.29 11.31 18.06 55.97 74.49 50.26
1-2.c9415/2/1438 PREDICTED: glycine amidinotransferase, mitochondrial [Anas platyrhynchos]874493879 XP_012961814.1 21.15 0.94 13.17 0.08 3.64 0 0.39 3.88 0 0.16 0 0
1-2.c9519/1/1861.1 actinin, alpha 1 [Xenopus laevis]>gi|32449722|gb|AAH43995.2| ACTN1 protein [Xenopus laevis]148224373 NP_001084298.1 0 9.71 0 7.89 0 0 30.44 0.73 2.25 70.57 75.14 16.33
1-2.c9541/1/1457 -- -- -- 5.46 0 2.14 11.91 6.22 14.92 23.55 4.81 5.21 48.14 63.08 52.35
1-2.c9850/1/1409 DEAD (Asp-Glu-Ala-Asp) box helicase 17 [Xenopus laevis]>gi|51704021|gb|AAH80992.1| LOC398649 protein [Xenopus laevis]148228442 NP_001082679.1 1.02 0 0 0 2.69 1.67 0 0 9.83 19.91 22.56 10.15
1-2.c10634/12/1405E3 ubiquitin-protein ligase KCMF1 [Xenopus laevis]>gi|170671942|ref|NP_001116279.1| E3 ubiquitin-protein ligase KCMF1 [Xenopus (Silurana) tropicalis]>gi|82236536|sp|Q6GPB6.1|KCMF1_XENLA RecName: Full=E3 ubiquitin-protein ligase KCMF1 [Xenopus laevis]>gi|49115200|gb|AAH73225.1| MGC80548 protein [Xenopus laevis]>gi|170284630|gb|AAI61222.1| kcmf1 protein [Xenopus (Silurana) tropicalis]148224862 NP_001085703.1 4.28 1.96 1.03 0.01 2.12 0 0 0.83 0.5 0 0 0
1-2.c11312/1/1587 -- -- -- 0 0 0 0 0 0.47 5.19 1.12 4.19 2.69 14.31 5.01
1-2.c11348/3/1430 -- -- -- 0.98 1.29 0 3.01 0 0.3 3.9 1.5 3.88 9.66 19.08 23.1
1-2.c11718/1/1384 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 76.43 27.63 54.98 0 19.01 2.61 0 0 0 0 0 0
1-2.c11779/1/4901.1solute carrier family 35 member B1 [Gallus gallus]742627585 NP_989845.2 15.84 4.63 8.68 9.7 2.87 2.2 4.18 7.96 4.12 0 0 0
1-2.c11964/1/1183 60S ribosomal protein L4 [Xenopus (Silurana) tropicalis]>gi|89266823|emb|CAJ83407.1| ribosomal protein L4 [Xenopus (Silurana) tropicalis]>gi|189442539|gb|AAI67741.1| Unknown (protein for MGC:186651) [Xenopus (Silurana) tropicalis]>gi|197246565|gb|AAI68597.1| Unknown (protein for MGC:185639) [Xenopus (Silurana) tropicalis]284009776 NP_001165003.1 6.13 6.21 5.22 1041.26 4.14 6.27 1156.09 933.43 1120.28 990.56 1706.83 0.95
1-2.c13126/2/1430 glucocorticoid receptor [Xenopus laevis]456374 CAA54804.1 0 0 0.07 4.02 0 0 5.39 0 1.3 10.22 4.67 6.32
1-2.c13137/1/1634 -- -- -- 3.5 0.27 1.86 4.71 0 0.15 2.24 0.02 0.4 0 0 0
1-2.c13449/3/1457 PREDICTED: succinate dehydrogenase assembly factor 2, mitochondrial [Xenopus (Silurana) tropicalis]847123585 XP_012817587.1 46.05 16.04 35.8 0.2 0 0 0 0 0 0 0.3 0
1-2.c13866/1/1614 -- -- -- 6.68 3.84 6.63 1.66 3.96 3.89 2.33 0 5.09 1.13 0 0



1-2.c13998/1/6518.1LOC431836 protein, partial [Xenopus laevis]62739321 AAH94088.1 18.38 14.58 11.94 13.85 0.08 0.09 0 11.3 0.09 0 0 0
1-2.c14179/1/1285 -- -- -- 0 106.61 35.24 0 0 0 0.26 0 14.29 0 0 0
1-2.c14278/2/1296 LOC398627 protein [Xenopus laevis]83318199 AAI08446.1 0 0 0 16.09 0 0 5.87 0.53 14.56 66.7 85.87 0
1-2.c14632/1/1526 zinc finger protein 326 [Xenopus (Silurana) tropicalis]>gi|213626079|gb|AAI70732.1| zinc finger protein 326 [Xenopus (Silurana) tropicalis]213624144 AAI70704.1 0 0 0 0 0 2.13 0 1.13 0 8.86 24.38 2.18
1-2.c14766/1/1683 -- -- -- 0 0 0 4.94 0 3.07 3.63 3.11 0.54 6.83 10.62 4.88
1-2.c14799/1/6602.3basic leucine zipper and W2 domain-containing protein 1 [Xenopus laevis]>gi|82177214|sp|Q8AVM7.1|BZW1_XENLA RecName: Full=Basic leucine zipper and W2 domain-containing protein 1 [Xenopus laevis]>gi|27469689|gb|AAH41729.1| Bzw1-prov protein [Xenopus laevis]147906588 NP_001080291.1 11.51 14.63 0.03 0 18.34 6.3 8.84 2.37 0 0 0 0
1-2.c14883/2/1782 -- -- -- 2.38 25.58 8.75 1.81 1.22 9.87 0.43 1.24 1.6 1.92 0.95 0
1-2.c15670/2/1498 PREDICTED: COP9 signalosome complex subunit 7b isoform X1 [Xenopus (Silurana) tropicalis]>gi|512840752|ref|XP_004914442.1| PREDICTED: COP9 signalosome complex subunit 7b isoform X1 [Xenopus (Silurana) tropicalis]>gi|847129095|ref|XP_012818806.1| PREDICTED: COP9 signalosome complex subunit 7b isoform X1 [Xenopus (Silurana) tropicalis]512840748 XP_004914441.1 9.89 0 6.6 0 4.61 0 0 0 0 0 0 0
1-2.c16496/3/1779 PREDICTED: RNA-binding motif protein, X chromosome isoform X1 [Aptenodytes forsteri]>gi|690462192|ref|XP_009329994.1| PREDICTED: RNA-binding motif protein, X chromosome isoform X1 [Pygoscelis adeliae]686617738 XP_009285832.1 3.54 14.52 2.68 2.16 1.61 4.28 1.77 1.56 1.97 0.06 0 0.67
1-2.c16856/1/1239 PREDICTED: choline-phosphate cytidylyltransferase A [Aotus nancymaae]>gi|817290395|ref|XP_012315516.1| PREDICTED: choline-phosphate cytidylyltransferase A [Aotus nancymaae]817290393 XP_012315515.1 0.16 0 0.12 19.27 17.73 13.91 0.23 16.85 0 42.12 35.01 0
1-2.c17151/3/1672 PREDICTED: serine/threonine-protein phosphatase 6 regulatory subunit 1 isoform X3 [Xenopus (Silurana) tropicalis]512855246 XP_002939288.2 0 0 0 0 0.89 0 1.25 0 0 3.99 0 5.56
1-2.c17296/1/1770 PREDICTED: endogenous retrovirus group 3 member 1 Env polyprotein-like [Fundulus heteroclitus]831566752 XP_012733475.1 5.56 0 0 2.37 0.98 7.02 31.81 8.28 7.5 38.51 51.23 15.6
1-2.c17563/1/1509 uncharacterized protein LOC100127315 [Xenopus laevis]>gi|161611674|gb|AAI55929.1| LOC100127315 protein [Xenopus laevis]>gi|213625974|gb|AAI69404.1| Hypothetical protein LOC100127315 [Xenopus laevis]>gi|213626414|gb|AAI69402.1| Hypothetical protein LOC100127315 [Xenopus laevis]163914535 NP_001106351.1 0 0.93 0 2.95 2.6 11.09 0.25 1.28 2.15 9.79 10.55 8.44
1-2.c17578/1/1449 -- -- -- 0 0 0 0 0 1.04 0 0 0.62 12.28 0 10.97
1-2.c18047/1/1277 TPA: hypothetical protein BOS_23217 [Bos taurus]296473158 DAA15273.1 6.34 24.88 4.36 10.24 10.37 47.81 125.53 31.77 42.55 212.68 177.99 141.3
1-2.c18085/1/1797 PREDICTED: G-rich sequence factor 1 isoform X1 [Xenopus (Silurana) tropicalis]847162878 XP_012825659.1 1.36 13.64 7.38 0 2.09 0 0 0 0 0 0 0
1-2.c18218/1/1799 PREDICTED: immunoglobulin superfamily member 10 [Xenopus (Silurana) tropicalis]847130950 XP_012819117.1 0.69 4.67 0.95 1.13 2.14 0 0 0.95 2.93 0 0 0
1-2.c18232/7/1354 high mobility group nucleosome binding domain 1 [Xenopus laevis]284795352 NP_001080763.2 0 0 0 18.68 0 0 14.47 0 0 72.67 112.7 4.33
1-2.c18236/1/1755 CCR4-NOT transcription complex subunit 10-A [Xenopus laevis]>gi|82182617|sp|Q6DE97.1|CN10A_XENLA RecName: Full=CCR4-NOT transcription complex subunit 10-A [Xenopus laevis]>gi|50416370|gb|AAH77237.1| Cnot10-prov protein [Xenopus laevis]147903571 NP_001086651.1 0 0 0 0.52 0 0 0 3.03 2.35 2.86 0.12 4.67
1-2.c18764/5/1645 PREDICTED: N-acetyltransferase 9 [Xenopus (Silurana) tropicalis]>gi|512871755|ref|XP_004918537.1| PREDICTED: N-acetyltransferase 9 [Xenopus (Silurana) tropicalis]301620503 XP_002939608.1 2.48 5.88 1.1 1.8 0 1.28 0.28 0 1.87 0 0 0
1-2.c18786/1/1542 PREDICTED: E3 ubiquitin-protein ligase UBR3 isoform X3 [Xenopus (Silurana) tropicalis]847166327 XP_012826538.1 0 0 0 0 0 0.3 0.58 0 0 4.03 7.2 0.77
1-2.c19243/1/1384 -- -- -- 0.58 0 0 0.31 0 1.78 8.66 4.06 1.47 32.4 75.98 14.4
1-2.c19308/2/1529 E3 ubiquitin-protein ligase RNF13 precursor [Xenopus (Silurana) tropicalis]>gi|847127421|ref|XP_012818369.1| PREDICTED: E3 ubiquitin-protein ligase RNF13 isoform X1 [Xenopus (Silurana) tropicalis]>gi|51704075|gb|AAH80893.1| ring finger protein 13 [Xenopus (Silurana) tropicalis]56118680 NP_001008015.1 0 0 0 2.24 4.19 0.82 3.57 0 11.81 7.25 25.06 4.49
1-2.c19588/2/1553 PREDICTED: spectrin alpha chain, non-erythrocytic 1 isoform X3 [Xenopus (Silurana) tropicalis]847152581 XP_012823249.1 0 0 0 0.8 0 0 4.52 2.49 6.47 16.08 13.47 0
1-2.c19787/2/1191 -- -- -- 1.78 0 0 0 1.92 4.1 9.01 10.46 0 72.86 108.55 13.79
1-2.c19845/1/1595.2trifunctional enzyme subunit alpha, mitochondrial [Xenopus (Silurana) tropicalis]>gi|38970046|gb|AAH63202.1| hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional protein), alpha subunit [Xenopus (Silurana) tropicalis]45361293 NP_989224.1 31 58.47 18.59 67.57 51.67 73.88 91.5 57.09 63.74 512.15 1037.87 454.32
1-2.c22059/2/1586 RAD9 checkpoint clamp component A [Xenopus laevis]>gi|30060005|gb|AAP13339.1| PCNA-like DNA checkpoint protein Rad9 [Xenopus laevis]>gi|54311508|gb|AAH84872.1| Rad9 protein [Xenopus laevis]147905155 NP_001082600.1 0 0 0 0 1.89 7.88 0 0 3.17 10.7 5.55 6.74
1-2.c22096/2/1329 -- -- -- 0.8 0 0 5.44 0.45 3.18 2.84 0 4.32 15.03 23.19 16.53
1-2.c22108/3/1709 uncharacterized protein LOC613109 [Xenopus (Silurana) tropicalis]>gi|63146254|gb|AAH96011.1| hypothetical protein mgc108213 [Xenopus (Silurana) tropicalis]73853872 NP_001027517.1 0 0 0 0 0.11 0 0.42 1.73 1.28 2.7 2.46 2.86
1-2.c22413/1/1891 PREDICTED: PHD finger protein 20 isoform X3 [Xenopus (Silurana) tropicalis]301606656 XP_002932906.1 7.49 6.36 6.49 2 3.6 2.72 3.44 0 3.09 0.44 0 1.07
1-2.c22776/1/1189 serine/threonine kinase 25 [Xenopus laevis]>gi|47122900|gb|AAH70568.1| MGC80023 protein [Xenopus laevis]148234581 NP_001084946.1 0 0 0 2.15 0 0.03 0 2.46 0.66 6.39 21.09 6.08
1-2.c22893/1/1518 -- -- -- 28.8 2.99 1.51 109.15 0 35.38 46.83 34.69 96.82 300.37 406 166.73
1-2.c23192/1/1245 -- -- -- 0 0 0 0.9 0 0 2.93 0 0 12.1 4.6 3.08
1-2.c23384/3/1171 ribonuclease H2, subunit A [Xenopus laevis]>gi|71051192|gb|AAH99334.1| Unknown (protein for MGC:116529) [Xenopus laevis]301171214 NP_001180335.1 9.87 33.11 8.99 5.39 6.58 12.59 6.26 6.58 5.21 1.76 1.69 1.13
1-2.c23519/1/1716 -- -- -- 0.14 0 0.28 3.01 0 0.72 3.14 1.36 0.08 6.97 8.43 10.73
1-2.c24124/1/1306 PREDICTED: protein phosphatase 1 regulatory subunit 3G [Xenopus (Silurana) tropicalis]512847586 XP_004915359.1 0 0 0 0.71 0 0 0.55 1.53 0 9.17 11.77 0
1-2.c24192/1/1350 hypothetical protein H696_05839 [Fonticula alba]>gi|627945679|gb|KCV67730.1| hypothetical protein H696_05839 [Fonticula alba]694544462 XP_009497914.1 0 0 0.17 0 1.59 4.52 4.66 1.37 0 0 40.64 31.22
1-2.c24437/1/1525 -- -- -- 0.94 0 0.26 2.2 1.21 5.44 4.01 0.96 0 19.61 22.68 6.59
1-2.c24509/1/1612 solute carrier family 17 (acidic sugar transporter), member 5 [Xenopus laevis]>gi|115528239|gb|AAI24866.1| LOC100158341 protein [Xenopus laevis]189217614 NP_001121259.1 0 0.37 0 0 1.02 0.6 0 1.79 1.73 12.75 6.78 4.17
1-2.c24521/3/1543 RecName: Full=Vimentin-4 [Xenopus laevis]>gi|65209|emb|CAA34742.1| vimentin (Vim4) [Xenopus laevis]138532 P24790.1 59.73 36.15 28.9 24.18 0 3.56 0.96 2.15 0 1.32 0 0
1-2.c24732/1/1241 RNA-binding motif protein, X chromosome [Xenopus laevis]>gi|82236857|sp|Q6IRQ4.1|RBMX_XENLA RecName: Full=RNA-binding motif protein, X chromosome; AltName: Full=Heterogeneous nuclear ribonucleoprotein G; Short=hnRNP G [Xenopus laevis]>gi|47682580|gb|AAH70649.1| MGC82187 protein [Xenopus laevis]148237346 NP_001084981.1 0 0 0 0.98 0 0 1.62 0 0 17.35 28.28 2.12
1-2.c24904/1/1269 PREDICTED: 5-azacytidine-induced protein 2 isoform X1 [Chrysemys picta bellii]530611118 XP_005297167.1 0 0 0 2.88 0.23 0 1.31 0 1.38 8.94 5.07 7.68
1-2.c25077/2/1228 -- -- -- 0 0 0 0 0 33.18 9.39 9.7 0 10.39 5.8 0.76
1-2.c25343/1/4701.1NADH dehydrogenase subunit 4 [Microhyla ornata]>gi|94315533|gb|ABF14628.1| NADH dehydrogenase subunit 4 [Microhyla ornata]146149047 YP_001165452.1 0 0 0 2.41 15.13 109.38 0.03 130.9 114.66 7.83 151.04 7.27
1-2.c25645/1/5760.6PREDICTED: 26S protease regulatory subunit 6A isoform X1 [Aquila chrysaetos canadensis]768377728 XP_011586429.1 5.44 0 0 0 18.97 12.23 34.35 22.43 5.13 44.84 124.44 75.39
1-2.c25714/1/1398 PREDICTED: ubiquitin-protein ligase E3A isoform X1 [Aquila chrysaetos canadensis]>gi|768369253|ref|XP_011581967.1| PREDICTED: ubiquitin-protein ligase E3A isoform X1 [Aquila chrysaetos canadensis]>gi|768369255|ref|XP_011581968.1| PREDICTED: ubiquitin-protein ligase E3A isoform X1 [Aquila chrysaetos canadensis]768369251 XP_011581965.1 6.03 2.73 2.28 1.37 0 0 0 0 0 0 0 0
1-2.c26009/1/1234 dermatopontin precursor [Xenopus (Silurana) tropicalis]>gi|60551731|gb|AAH91048.1| MGC108277 protein [Xenopus (Silurana) tropicalis]71896109 NP_001025599.1 1.09 3.8 4.29 0.33 1.3 2.82 0.73 0.91 0.8 0 0 0
1-2.c26194/1/1655 PREDICTED: atrial natriuretic peptide-converting enzyme isoform X1 [Xenopus (Silurana) tropicalis]512816528 XP_004911266.1 3.54 23.62 3.47 2.41 2.23 4.88 1.12 2.29 4.5 0.73 0.62 0.61
1-2.c26226/1/1835 PREDICTED: mortality factor 4-like protein 1 isoform X1 [Xenopus (Silurana) tropicalis]847109511 XP_012814367.1 0 0 0 0 0 0.34 3.44 0 0 7.29 6.43 0
1-2.c26261/1/1853 PREDICTED: eukaryotic translation initiation factor 5B isoform X1 [Sarcophilus harrisii]821476296 XP_012401605.1 0 6.81 1.73 0.56 0 0 1.2 4.11 0 0 0 0
1-2.c27359/4/1544 PREDICTED: hydroxyacid-oxoacid transhydrogenase, mitochondrial isoform X1 [Xenopus (Silurana) tropicalis]847134641 XP_012819920.1 1.9 0.73 2.64 0 2.3 1.55 0.09 1.95 0 0 0 0
1-2.c28446/1/1507 -- -- -- 3.8 0 0 2.31 4.75 1.86 4.41 2.83 5.16 23.27 38.34 26.18
1-2.c28556/1/1698 -- -- -- 0 9.79 4.65 2.09 0 0 0 0 0 0 0 0
1-2.c28765/1/1262 -- -- -- 3.25 0 0 0 4.7 9.85 9 5.31 4.99 34.85 31.86 24.57
1-2.c29523/1/3650.1PREDICTED: engulfment and cell motility protein 2 isoform X3 [Xenopus (Silurana) tropicalis]>gi|847168080|ref|XP_012827137.1| PREDICTED: engulfment and cell motility protein 2 isoform X3 [Xenopus (Silurana) tropicalis]>gi|847168082|ref|XP_012827138.1| PREDICTED: engulfment and cell motility protein 2 isoform X3 [Xenopus (Silurana) tropicalis]847168078 XP_012827136.1 0 1.41 0.35 5.25 0 1.26 0 0.43 3.71 15.68 11.48 11.06
1-2.c29797/1/1694 -- -- -- 0 0 0 3.69 0 0 0.57 0 0.22 0 6.25 10.36
1-2.c29852/1/1728 unnamed protein product [Oncorhynchus mykiss]642108707 CDQ72316.1 2.23 0 0.78 2.96 8.14 29.87 18.32 6.47 20.15 65.16 64.51 52.41
1-2.c30108/1/1128 Y-box-binding protein 3 [Xenopus (Silurana) tropicalis]>gi|59861901|gb|AAH90361.1| cold shock domain protein A [Xenopus (Silurana) tropicalis]62751871 NP_001015855.1 0 0 0 0 7.73 114.05 119.72 71.14 33.53 0 120.64 0



1-2.c30194/1/1610 PREDICTED: U2 small nuclear ribonucleoprotein auxiliary factor 35 kDa subunit-related protein 2 [Xenopus (Silurana) tropicalis]301617734 XP_002938300.1 0.18 3.82 1.94 2.41 0 0 0 0 0.98 0 0 0
1-2.c30199/1/1680 PREDICTED: glycylpeptide N-tetradecanoyltransferase 1 [Xenopus (Silurana) tropicalis]301612194 XP_002935567.1 9.74 0 4.08 0 0 0 0 0 0 0 0 0
1-2.c30266/1/1483 -- -- -- 0 0 0 4.02 1.18 1.64 14.79 5.23 4.8 9.51 5.27 0.28
1-2.c30311/1/1646.1PREDICTED: creatine kinase M-type [Monodelphis domestica]126344225 XP_001364229.1 640.51 302.77 58.61 7776.97 8647.92 4826.56 717.59 31.21 10004.96 9545.14 7987.52 13.59
1-2.c30417/2/1610 -- -- -- 0 0.08 0 0.87 0.72 0 0 0 1.51 14.43 21.88 2.38
1-2.c30861/1/1442 clusterin preproprotein [Bufo gargarizans]393717589 AFN21430.1 0.58 0 0.9 3.44 5.07 1.19 18.42 0.28 2.11 17.48 17.68 25.01
1-2.c30862/1/1528 PREDICTED: sushi, von Willebrand factor type A, EGF and pentraxin domain-containing protein 1 isoform X7 [Xenopus (Silurana) tropicalis]847092934 XP_012808862.1 7.07 23.94 5 4.96 3.86 9.66 1.85 5.04 6.01 0.73 0.79 1.31
1-2.c31022/1/1501 -- -- -- 0.19 0 0 0 0 2.45 1.71 0.24 1.29 5.28 9.64 3.19
1-2.c31270/2/1503 beta-secretase 2 precursor [Xenopus (Silurana) tropicalis]>gi|195540077|gb|AAI68114.1| Unknown (protein for MGC:186115) [Xenopus (Silurana) tropicalis]213982845 NP_001135590.1 0 0 0 5.77 0.48 1.63 4.15 3.17 0.24 6.41 8.05 7.23
1-2.c31468/1/1716 -- -- -- 0 1.71 0.08 0.93 1.6 1.07 6.67 1.87 2.55 22.32 15.24 19.21
1-2.c32549/2/1578 aldose reductase [Xenopus (Silurana) tropicalis]>gi|54038280|gb|AAH84532.1| aldo-keto reductase family 1, member B7 [Xenopus (Silurana) tropicalis]58331962 NP_001011130.1 0 7.07 4.14 0 0 0 0 0 0 0 0 0
1-2.c32622/4/1245 PREDICTED: clathrin heavy chain 1 isoform X2 [Ovis aries]803113303 XP_012040608.1 3.46 0 3.95 13.86 0.64 17.12 29.06 15.97 9.12 116.99 145.59 68.59
1-2.c33542/1/5773.160S ribosomal protein L3 [Xenopus (Silurana) tropicalis]>gi|165970448|gb|AAI58280.1| LOC100145083 protein [Xenopus (Silurana) tropicalis]>gi|165971389|gb|AAI58514.1| LOC100145083 protein [Xenopus (Silurana) tropicalis]187607061 NP_001120075.1 24.04 0 0 43.44 0 49.61 323.77 110.9 169.18 442.07 954.65 318.07
1-2.c33808/1/1498 exportin-7-B [Xenopus laevis]>gi|82178335|sp|Q569Z2.1|XPO7B_XENLA RecName: Full=Exportin-7-B [Xenopus laevis]>gi|62204129|gb|AAH92245.1| MGC98303 protein [Xenopus laevis]148234429 NP_001089345.1 0 0 0.05 3.83 0 0.34 5.77 0.73 1.06 12.82 15.54 8.81
1-2.c34613/1/1531.1tubulin folding cofactor A [Xenopus laevis]>gi|49522853|gb|AAH71138.1| MGC82305 protein [Xenopus laevis]148229733 NP_001085368.1 0 0.13 0 11.05 0 0 4.23 16.63 3.98 37.7 41.46 10.19
1-2.c34868/1/1336 -- -- -- 8.91 0 0 27.32 0 1.45 48.51 34.74 58.52 227.69 455.94 89.25
1-2.c34956/1/1639 -- -- -- 0 0 0 17.59 0 0.82 7.62 0 6.98 40.46 10.19 0.62
1-2.c35050/2/1772 PREDICTED: inositol-tetrakisphosphate 1-kinase isoform X1 [Xenopus (Silurana) tropicalis]>gi|847154717|ref|XP_012823922.1| PREDICTED: inositol-tetrakisphosphate 1-kinase isoform X1 [Xenopus (Silurana) tropicalis]>gi|847154721|ref|XP_012823923.1| PREDICTED: inositol-tetrakisphosphate 1-kinase isoform X1 [Xenopus (Silurana) tropicalis]>gi|847154725|ref|XP_012823924.1| PREDICTED: inositol-tetrakisphosphate 1-kinase isoform X1 [Xenopus (Silurana) tropicalis]>gi|116487846|gb|AAI25759.1| itpk1 protein [Xenopus (Silurana) tropicalis]847154713 XP_012823921.1 2.19 5.37 0 2.01 0 0 0 3.13 0 0 0 0
1-2.c35382/2/1625 -- -- -- 0 0 0 0 0 0.33 2.13 0 0 3.85 4.75 0
1-2.c35508/1/1439 transposase [Salmo salar] 157285978 ABV31710.1 0 0 0 1.02 0 0 1.17 0 0 7.69 4.91 0
1-2.c35759/1/3663.2deoxyribonuclease II, lysosomal precursor [Xenopus laevis]>gi|50414772|gb|AAH77286.1| Dnase2-prov protein [Xenopus laevis]147904975 NP_001086671.1 0 0.4 0 1.6 0.58 0.36 1.15 0 2.56 13.69 20.29 11.68
1-2.c36312/1/1263 extended synaptotagmin-3 [Xenopus (Silurana) tropicalis]>gi|82195649|sp|Q5M7N9.1|ESYT3_XENTR RecName: Full=Extended synaptotagmin-3; Short=E-Syt3 [Xenopus (Silurana) tropicalis]>gi|56789560|gb|AAH88530.1| family with sequence similarity 62 (C2 domain containing), member A [Xenopus (Silurana) tropicalis]58332580 NP_001011364.1 0 0 0 0.19 0 0 1.9 0.74 1.11 6 9.36 0.58
1-2.c36321/1/1256 -- -- -- 0.29 0 0 0.9 0.28 1.43 5.42 2.96 0 7.08 9.13 6.91
1-2.c36512/1/1490 coatomer protein complex, subunit gamma 1 [Xenopus laevis]>gi|38197523|gb|AAH61661.1| MGC68533 protein [Xenopus laevis]148235681 NP_001083575.1 1.15 0 4.42 4.46 0.87 7.08 2.64 8.64 5.27 43.59 58.98 36.61
1-2.c36592/1/1195 PREDICTED: heterogeneous nuclear ribonucleoprotein U-like protein 2 isoform X2 [Xenopus (Silurana) tropicalis]847118781 XP_012816730.1 2.46 0 0 3.46 0 1.49 8.31 3.08 0 32.09 18.7 12.95
1-2.c36865/1/1469 UBA-like domain-containing protein 2 [Xenopus (Silurana) tropicalis]>gi|82180260|sp|Q5XGE4.1|UBAD2_XENTR RecName: Full=UBA-like domain-containing protein 2>gi|54261647|gb|AAH84498.1| hypothetical LOC496560 [Xenopus (Silurana) tropicalis]58331988 NP_001011143.1 0 11.75 3.55 3.05 0 0 0 0 0 0 0 0
1-2.c37145/5/1652 PREDICTED: fragile X mental retardation syndrome-related protein 2 [Anolis carolinensis]637372583 XP_003229918.2 154.07 146.23 153.56 118.83 0 1.5 0.34 126.12 0.06 0 0 0
1-2.c37965/1/5025.2uncharacterized protein LOC394518 [Xenopus (Silurana) tropicalis]>gi|89269959|emb|CAJ81816.1| novel protein similar to tight junction protein 2 (zona occludens 2) (TJP2) [Xenopus (Silurana) tropicalis]89886093 NP_988922.2 0 0 0 4.97 0 2.88 5.19 9.86 7.79 33.28 66.62 11.92
1-2.c38197/1/1445 Vasculin [Tupaia chinensis] 444725091 ELW65670.1 0 0 0 0 0.78 0.45 4.22 2.27 5.52 9.71 7.23 5.12
1-2.c38283/1/1458 PREDICTED: insulin receptor substrate 1 isoform X1 [Xenopus (Silurana) tropicalis]301615358 XP_002937134.1 0 10.53 2.85 2.25 0.22 0.12 1.4 0 0 0 0 0
1-2.c38353/2/1557 NADH dehydrogenase subunit 4 [Microhyla ornata]>gi|94315533|gb|ABF14628.1| NADH dehydrogenase subunit 4 [Microhyla ornata]146149047 YP_001165452.1 0 204.54 25.42 0 0 0 0.86 0 0 0 0 0.16
1-2.c38552/1/3604.3PREDICTED: creatine kinase M-type [Ictidomys tridecemlineatus]532105376 XP_005338275.1 0 0 0 6938.98 6970.2 3900.09 0 0 6148.8 6457.75 7620.4 0
1-2.c38635/1/1503 -- -- -- 0 1.91 0.4 0.75 38.91 1.13 50.34 40.67 0.54 29 56.03 38.4
1-2.c38664/1/1698 elongation of very long chain fatty acids-like 1 [Xenopus laevis]>gi|27503186|gb|AAH42304.1| Elovl1-prov protein [Xenopus laevis]148235901 NP_001080371.1 0 0 0 5.87 4.11 1.67 4.29 0 4.04 12.87 31.15 4.92
1-2.c38716/1/1772 PREDICTED: myomegalin-like [Chelonia mydas]591373231 XP_007061315.1 0 0.01 0 7.45 0 0 11.39 0.04 14.92 0 0 2.43
1-2.c38746/1/1248 PREDICTED: protein polybromo-1 [Balaenoptera acutorostrata scammoni]594652736 XP_007174811.1 0 0 0 0 0.29 0 0.78 0.67 0.07 2.48 4.68 6.61
1-2.c38760/1/7715.3-- -- -- 5.89 0 0 10.1 3.71 5.08 25.33 15.73 12.93 109.19 213.01 49.52
1-2.c38766/1/1595 sorting nexin-30 [Xenopus laevis]>gi|82225825|sp|Q4V7P7.1|SNX30_XENLA RecName: Full=Sorting nexin-30 [Xenopus laevis]>gi|66911571|gb|AAH97784.1| MGC115491 protein [Xenopus laevis]148227022 NP_001089520.1 0 0 0 0 2.56 2.02 0.19 2.27 4.71 4.42 0 8.16
1-2.c39024/1/1701 PREDICTED: integral membrane protein 2A, partial [Anas platyrhynchos]514711338 XP_005011564.1 1.84 0 0 3.86 0.79 3.54 4.26 6.37 2.4 20.28 14.62 19.89
1-2.c39406/1/1345 PREDICTED: LOW QUALITY PROTEIN: S-adenosylmethionine synthase isoform type-2-like [Cuculus canorus]696993200 XP_009563644.1 0 0 0 4.13 0 0 0 0 5.53 17.17 18.37 3.35
1-2.c39407/1/5416.2PREDICTED: zinc finger protein ubi-d4 isoform X12 [Xenopus (Silurana) tropicalis]847116590 XP_012815963.1 7.26 12.12 5.23 1.98 6.95 2.41 0.32 0 0.11 0 0 0
1-2.c39929/1/1297 PREDICTED: non-syndromic hearing impairment protein 5 isoform X3 [Xenopus (Silurana) tropicalis]847139928 XP_012821030.1 0 0 0 60.26 0 0 69.67 0 55.38 0 145.21 50.43
1-2.c39959/1/1174 -- -- -- 10.49 19.02 0 1.36 1.11 0 0.9 0.03 0 0 0 0
1-2.c40139/1/1298 oxidative-stress responsive 1 [Xenopus laevis]>gi|50414859|gb|AAH77793.1| Osr1-prov protein [Xenopus laevis]148228567 NP_001086936.1 0.01 0 0 4.92 0 0 8.14 0 2.46 22.23 31.26 6.52
1-2.c40217/1/1423 PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 0 0 0 0 0.55 21.82 0 0 13.69 0 25.98
1-2.c40396/1/1396 serine/threonine-protein phosphatase 4 regulatory subunit 2 [Xenopus (Silurana) tropicalis]>gi|54311434|gb|AAH84901.1| Serine/threonine-protein phosphatase 4 regulatory subunit 2 [Xenopus (Silurana) tropicalis]58332004 NP_001011151.1 2.07 0 2.4 5.6 3.61 1.65 6.92 1.88 4.73 36.79 46.05 20.19
1-2.c40418/1/1465 -- -- -- 1.35 0 0 1.7 0 2.55 3.96 1.8 7.52 15.06 19.71 13.38
1-2.c40426/1/1602.1developmentally regulated GTP binding protein 2 [Xenopus (Silurana) tropicalis]89269049 CAJ81597.1 0 0 0 2.5 0 0 14.97 2.74 0 29.83 52.84 7.76
1-2.c40458/1/3483.2eukaryotic translation initiation factor 3 subunit L [Xenopus (Silurana) tropicalis]>gi|82186620|sp|Q6P878.1|EIF3L_XENTR RecName: Full=Eukaryotic translation initiation factor 3 subunit L; Short=eIF3l; AltName: Full=Eukaryotic translation initiation factor 3 subunit 6-interacting protein; AltName: Full=Eukaryotic translation initiation factor 3 subunit E-interacting protein [Xenopus (Silurana) tropicalis]>gi|38174413|gb|AAH61351.1| eukaryotic translation initiation factor 3, subunit L [Xenopus (Silurana) tropicalis]45360615 NP_988980.1 0 0 0 7.67 0 13.8 19.24 9.68 18.29 53.62 133.04 32.91
1-2.c40803/2/1179 bhmt protein [Xenopus (Silurana) tropicalis]58618891 AAH89235.1 0 0 0 2.7 0 0 1.02 0 5.62 19.97 14.62 10.43
1-2.c41257/1/1743 cytosol aminopeptidase [Xenopus (Silurana) tropicalis]>gi|82180245|sp|Q5XGB9.1|AMPL_XENTR RecName: Full=Cytosol aminopeptidase; AltName: Full=Leucine aminopeptidase 3; Short=LAP-3; AltName: Full=Leucyl aminopeptidase; AltName: Full=Proline aminopeptidase; AltName: Full=Prolyl aminopeptidase [Xenopus (Silurana) tropicalis]>gi|54038506|gb|AAH84523.1| leucine aminopeptidase 3 [Xenopus (Silurana) tropicalis]58331950 NP_001011124.1 3.95 11.46 1.29 0 0.94 5.83 0 4.64 0 0 0 0
1-2.c41649/1/1198 PREDICTED: filamin-A isoform X3 [Anolis carolinensis]637264717 XP_008102095.1 59.89 35.83 37.79 121.3 51.07 51.45 252.81 67.04 91.67 781.12 1269.13 623.49
1-2.c41668/1/1292 MHC class I antigen [Rana pipiens]6090957 AAF03409.1 5.82 2.1 1.41 2.9 0 0 0 1.13 0 0 0 0
1-2.c42987/1/1355 PREDICTED: phosphatidylinositol 3,4,5-trisphosphate-dependent Rac exchanger 1 protein [Xenopus (Silurana) tropicalis]301607217 XP_002933203.1 0.01 0 0 0 0.83 0 0.48 0 1.57 4.49 9.15 2.7
1-2.c43180/1/1416 splicing factor 3A subunit 3 [Xenopus (Silurana) tropicalis]62859201 NP_001017118.1 1.09 19.69 3.4 0 3.81 1.65 0 0 0 0 0 0
1-2.c43595/1/1680 PREDICTED: protein TFG isoform X1 [Xenopus (Silurana) tropicalis]847099504 XP_012812264.1 0.07 0 0 0 5.12 4.14 1.61 3.87 3.12 3 0 0
1-2.c44170/2/1801.1Three prime repair exonuclease 2 [Rana catesbeiana]226372920 ACO52085.1 0 0 0 0 3.72 0 1.62 4.79 3.83 0 0 21.14
1-2.c44192/1/1786 Na-K-2Cl cotransporter 1 [Xenopus laevis]>gi|124302110|gb|ABN05233.1| Na-K-2Cl cotransporter 1 [Xenopus laevis]147904042 NP_001091331.1 0 0 0 0 0.65 0.17 3.9 0.4 0.28 10.51 3.72 27.65



1-2.c44229/1/1777.1PREDICTED: hyaluronidase-1 isoform X1 [Ficedula albicollis]>gi|525010758|ref|XP_005053001.1| PREDICTED: hyaluronidase-1 isoform X2 [Ficedula albicollis]525010756 XP_005053000.1 10.25 1.79 2.85 6.8 11.27 1.19 17.01 5.44 8.54 62.43 50.32 162.46
1-2.c44441/1/1501 YTH domain-containing family protein 1 [Xenopus (Silurana) tropicalis]>gi|40675327|gb|AAH64856.1| YTH domain family, member 1 [Xenopus (Silurana) tropicalis]45361633 NP_989392.1 0 0 0 0 0 0.94 2.83 0 0 14.26 30.98 0
1-2.c45680/1/1480 PREDICTED: isoprenoid synthase domain-containing protein isoform X3 [Xenopus (Silurana) tropicalis]>gi|847135292|ref|XP_012820140.1| PREDICTED: isoprenoid synthase domain-containing protein isoform X3 [Xenopus (Silurana) tropicalis]>gi|123892456|sp|Q28CZ7.1|ISPD_XENTR RecName: Full=Isoprenoid synthase domain-containing protein; AltName: Full=2-C-methyl-D-erythritol 4-phosphate cytidylyltransferase-like protein [Xenopus (Silurana) tropicalis]>gi|89267352|emb|CAJ83376.1| Novel protein [Xenopus (Silurana) tropicalis]847135289 XP_012820139.1 6.97 5.69 3.28 1.99 0 2.87 2.38 1.32 0 0.76 0 0
1-2.c45772/1/1388 PREDICTED: catenin delta-1 isoform X4 [Xenopus (Silurana) tropicalis]847116258 XP_012815857.1 3.91 8.53 3.29 11.08 11.55 6.19 30.65 3.85 16.03 89.72 112.59 77.27
1-2.c45907/1/1245 PREDICTED: F-actin-capping protein subunit beta [Meleagris gallopavo]733918801 XP_010721260.1 0 0 0 22.86 3.16 25.93 34.61 23.18 43.1 129.94 135.27 19.83
1-2.c46482/1/1381 PREDICTED: max dimerization protein 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847110102|ref|XP_012814563.1| PREDICTED: max dimerization protein 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847110105|ref|XP_012814564.1| PREDICTED: max dimerization protein 3 isoform X1 [Xenopus (Silurana) tropicalis]847110099 XP_012814562.1 0 0 0 0.95 0 2.02 0 0 1.61 11.86 13.77 0.48
1-2.c46592/1/1839.1PREDICTED: collagen alpha-2(I) chain isoform X1 [Xenopus (Silurana) tropicalis]847135925 XP_012820377.1 0 0 0 0 0 618.47 48.94 40.77 46.28 60.64 39.94 46.44
1-2.c46701/2/1318 heat shock protein 90kDa alpha (cytosolic), class A member 1, gene 1 [Xenopus (Silurana) tropicalis]>gi|847154291|ref|XP_012823835.1| PREDICTED: heat shock protein 90kDa alpha (cytosolic), class A member 1, gene 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847154294|ref|XP_012823836.1| PREDICTED: heat shock protein 90kDa alpha (cytosolic), class A member 1, gene 1 isoform X1 [Xenopus (Silurana) tropicalis]62858821 NP_001016282.1 0 0.46 0.77 3.17 0 8.97 11.26 0.42 2.71 30.81 12.56 43.03
1-2.c46780/1/1502 glycine amidinotransferase (L-arginine:glycine amidinotransferase) [Xenopus (Silurana) tropicalis]89272889 CAJ82904.1 0.74 15.3 4.58 0 0.88 21.7 0 1.77 1.13 0 0 0
1-2.c46829/2/1770 aconitase 2, mitochondrial [Xenopus laevis]>gi|49522169|gb|AAH74399.1| MGC84375 protein [Xenopus laevis]147904130 NP_001086263.1 0.01 0 0 0 0 0.22 0.49 0 0 8.92 0 5.51
1-2.c47081/2/1303 platelet-derived growth factor receptor-like protein precursor [Xenopus (Silurana) tropicalis]>gi|60688137|gb|AAH91030.1| platelet-derived growth factor receptor-like [Xenopus (Silurana) tropicalis]71896169 NP_001025586.1 0 0 0 4.66 0 0 2.73 2.15 2 8.24 2.4 3.75
1-2.c47384/2/1221 uncharacterized protein LOC394518 [Xenopus (Silurana) tropicalis]>gi|89269959|emb|CAJ81816.1| novel protein similar to tight junction protein 2 (zona occludens 2) (TJP2) [Xenopus (Silurana) tropicalis]89886093 NP_988922.2 0 0 0 2.04 0 0 3.51 3.96 2.97 11.43 18.62 13.68
1-2.c47456/2/1214 PREDICTED: ATP synthase subunit beta, mitochondrial, partial [Alligator sinensis]557324504 XP_006035286.1 0 0 0 44.35 0 0 101.36 10.53 71.37 113.21 126.96 130.89
1-2.c47899/5/1554 PREDICTED: ras-related protein Rap-1b isoform 2 [Canis lupus familiaris]>gi|511858637|ref|XP_004752518.1| PREDICTED: ras-related protein Rap-1b [Mustela putorius furo]>gi|667288951|ref|XP_008577010.1| PREDICTED: ras-related protein Rap-1b [Galeopterus variegatus]73968729 XP_851250.1 0 0 0 3.75 0 0 0 0 5.23 19.5 18.23 14.91
1-2.c48260/1/1383 -- -- -- 2.12 0 0 4.7 12.78 9.45 20.42 0.89 15.97 25.73 42.97 18.94
1-2.c48323/1/1761 PREDICTED: leucine-rich repeat flightless-interacting protein 2 isoform X9 [Xenopus (Silurana) tropicalis]847134249 XP_012819799.1 0 0 0.01 1.03 2.6 0.58 2.27 0.41 3.23 4.93 3.25 9.14
1-2.c48994/1/1754 -- -- -- 0 0 0 0 17.18 30.04 28.1 16.19 18.17 0 45.09 0
1-2.c49346/1/1508 heterogeneous nuclear ribonucleoprotein K [Xenopus (Silurana) tropicalis]>gi|847086224|ref|XP_012813926.1| PREDICTED: heterogeneous nuclear ribonucleoprotein K isoform X1 [Xenopus (Silurana) tropicalis]>gi|39794355|gb|AAH64170.1| heterogeneous nuclear ribonucleoprotein K [Xenopus (Silurana) tropicalis]45361501 NP_989327.1 10 38.48 4.72 11.33 7.2 2.88 0.55 1.33 8.04 0 0 3.69
1-2.c49385/1/1794 protein MON2 homolog [Xenopus laevis]>gi|82184333|sp|Q6GP04.1|MON2_XENLA RecName: Full=Protein MON2 homolog [Xenopus laevis]>gi|49116776|gb|AAH73345.1| MGC80759 protein [Xenopus laevis]148222438 NP_001085787.1 0 0 0 1.03 0 0 0.9 3.11 1.49 1.03 0 0
1-2.c49487/1/1590 Tubulin alpha-1C chain [Larimichthys crocea]808859777 KKF11870.1 3.28 0.93 1.65 12.41 4.28 0.46 21.31 2.49 2.38 72.21 13.97 56.8
1-2.c49530/1/1152.1inositol monophosphatase 3 [Xenopus laevis]>gi|82185446|sp|Q6NTW5.1|IMPA3_XENLA RecName: Full=Inositol monophosphatase 3; Short=IMP 3; Short=IMPase 3; AltName: Full=Inositol monophosphatase domain-containing protein 1; AltName: Full=Inositol-1(or 4)-monophosphatase 3; AltName: Full=Myo-inositol monophosphatase A3 [Xenopus laevis]>gi|46250340|gb|AAH68839.1| MGC81486 protein [Xenopus laevis]147899181 NP_001084511.1 0 0 0 0.43 0 0.65 0 0 1.78 36.13 47.55 0
1-2.c49532/1/1231 growth hormone inducible transmembrane protein [Xenopus laevis]>gi|27370864|gb|AAH41226.1| Ghitm-prov protein [Xenopus laevis]148231426 NP_001080095.1 0 0 0 5.56 0 0 11.03 0.07 5.53 5.5 3 5.25
1-2.c49644/1/1803 uncharacterized protein LOC100037866 [Xenopus (Silurana) tropicalis]>gi|134023733|gb|AAI35130.1| LOC100037866 protein [Xenopus (Silurana) tropicalis]148234787 NP_001090777.1 2.46 3.02 1.63 1.54 0 0.05 0.12 1.14 0 0 0 0
1-2.c49682/1/1278 -- -- -- 0 5.81 2.59 0.03 2.63 31.36 1.21 0 1.37 0 0 0
1-2.c49930/1/1754 protein PBDC1 [Xenopus (Silurana) tropicalis]62858545 NP_001016364.1 0.79 12.56 1.28 0.28 0.23 0 0 0.01 0 0 0 0
1-2.c50028/1/1631 PREDICTED: STAM-binding protein isoform X1 [Xenopus (Silurana) tropicalis]>gi|847108535|ref|XP_012814022.1| PREDICTED: STAM-binding protein isoform X1 [Xenopus (Silurana) tropicalis]847108531 XP_012814021.1 0 0 0 2.67 0 0 3.24 0 1.46 4.74 5.07 0
1-2.c50082/1/1656 PREDICTED: poly(rC)-binding protein 2 isoform X3 [Xenopus (Silurana) tropicalis]847099224 XP_012812159.1 51.32 41.81 0 0 0 0 1.3 3.72 0 0 0 0
1-2.c50137/1/1939 -- -- -- 0 0 0 0.07 0.06 0 0.04 0.18 0 3.48 4.06 1.34
1-2.c50171/1/1882.1PREDICTED: filamin-A-interacting protein 1 isoform X2 [Xenopus (Silurana) tropicalis]301613504 XP_002936249.1 2.39 1.68 1.38 0.42 0.56 3.18 0.4 2.07 0 0 0 0
1-2.c50280/1/1366 -- -- -- 2.21 1.65 0 1.87 1.55 1.96 5.42 4.17 7.03 28.34 18.16 28.83
1-2.c50528/1/1412 PREDICTED: semaphorin-3D [Monodelphis domestica]612053402 XP_007504164.1 14.69 83.41 15.08 12.34 9.09 13.5 4.59 8.19 16.84 4.71 1.86 1.81
1-2.c50594/1/1535 Ras suppressor protein 1, partial [Opisthocomus hoazin]677553639 KFR13401.1 0 0.83 0 0 14.26 21.54 0 0 15.1 1.07 33.67 33.68
1-2.c50644/1/1355 -- -- -- 6.42 30.82 13.35 4.79 3.48 38.51 1.25 5.34 3.49 0 1.19 1.32
1-2.c50942/4/1445 Complement factor B [Xenopus laevis]213625177 AAI69984.1 0 0 0.16 0 3.43 7.51 0.14 0 8.4 9.3 12.82 2.06
1-2.c50953/9/1302 PREDICTED: protein disulfide-isomerase [Struthio camelus australis]697460798 XP_009667068.1 0 0 0 47.04 0.65 0 18.05 40.22 47.53 136.44 78.63 39.79
1-2.c51067/2/1543 Unknown (protein for IMAGE:7574372) [Xenopus (Silurana) tropicalis]189442732 AAI67693.1 0 0 0 0.82 6.53 8.67 0 2 0.42 0 0 21.16
1-2.c51308/10/1472PREDICTED: myosin-4 [Xenopus (Silurana) tropicalis]847156920 XP_012824466.1 0 0 0 9.08 41.76 0 1.55 125.94 216.2 19.73 7.33 0
1-2.c51922/5/1347 keratin, type I cytoskeletal 18-B [Xenopus laevis]>gi|82207929|sp|Q7SY65.1|K118B_XENLA RecName: Full=Keratin, type I cytoskeletal 18-B; AltName: Full=Cytokeratin-18-B; Short=CK-18-B; AltName: Full=Keratin-18-B; Short=K18-B [Xenopus laevis]>gi|32766495|gb|AAH54993.1| Krt18-prov protein [Xenopus laevis]148234658 NP_001080810.1 0 8.13 0 35.1 0 0 50.74 0 49.03 238.84 532.89 164.26
1-2.c52054/3/1322 lactate dehydrogenase A [Xenopus laevis]>gi|5199135|gb|AAD40731.1|AF070953_1 lactate dehydrogenase A2 [Xenopus laevis]>gi|5305413|gb|AAD41639.1|AF072582_1 L-lactate dehydrogenase M chain [Xenopus laevis]>gi|27924268|gb|AAH45015.1| Ldha-prov protein [Xenopus laevis]148227690 NP_001080702.1 37.1 0 0 620.24 0 0 267.39 0 507.04 281.13 228.11 153.17
1-2.c52185/9/1457 uncharacterized protein LOC100036845 precursor [Xenopus laevis]>gi|120538599|gb|AAI29065.1| LOC100036845 protein [Xenopus laevis]147905311 NP_001090602.1 0 0 1.66 4.54 2.99 2.24 6.91 2.85 0.91 25.39 14.34 34.65
1-2.c52328/2/1324 RING finger protein 10 [Xenopus laevis]>gi|124107585|sp|Q32NQ8.1|RNF10_XENLA RecName: Full=RING finger protein 10 [Xenopus laevis]>gi|80477164|gb|AAI08525.1| MGC130952 protein [Xenopus laevis]148231949 NP_001089838.1 0 0 0 5.14 0 0 1.89 1.31 0 22.47 39.1 0
1-2.c52366/8/1595 PREDICTED: tubulin beta-5 chain-like isoform X2 [Pelodiscus sinensis]558136461 XP_006117555.1 2.47 34.12 5.75 0.59 0 4.23 0 0 0 0 2.89 3.48
1-2.c52455/2/1393 Keratin, type II cytoskeletal cochleal, partial [Balearica regulorum gibbericeps]676246754 KFO10626.1 0 0 0 87.94 0 0 0 76.12 61.55 94.44 46.18 0.01
2-3.c1310/75/2380.1Copz1 protein, partial [Xenopus laevis]29126980 AAH47988.1 2.1 4.81 1.6 0 0 0 0 0 0 0 0 0
2-3.c1485/31/2623 nuclear pore complex protein Nup93 [Xenopus (Silurana) tropicalis]>gi|82185816|sp|Q6NX12.1|NUP93_XENTR RecName: Full=Nuclear pore complex protein Nup93; AltName: Full=93 kDa nucleoporin; AltName: Full=Nucleoporin Nup93 [Xenopus (Silurana) tropicalis]>gi|45595602|gb|AAH67327.1| nucleoporin 93kDa [Xenopus (Silurana) tropicalis]47498074 NP_998879.1 5.35 21.5 2.3 2.37 3.97 9.52 1.62 2.71 1.92 0.77 0.38 1.09
2-3.c1543/8/2309 PREDICTED: serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform [Dasypus novemcinctus]821122370 XP_012383722.1 0 0 0 3.61 0 0 4.16 0.15 3.85 3.5 0 0
2-3.c1606/43/2098 heat shock 70kDa protein 9 (mortalin) [Xenopus laevis]>gi|28175297|gb|AAH45130.1| Hspa9b protein [Xenopus laevis]148228693 NP_001080166.1 6.18 7.78 0 0 11.51 1.56 0 0 0 0 0 0
2-3.c1632/54/2057 heterogeneous nuclear ribonucleoprotein K [Xenopus (Silurana) tropicalis]>gi|847086224|ref|XP_012813926.1| PREDICTED: heterogeneous nuclear ribonucleoprotein K isoform X1 [Xenopus (Silurana) tropicalis]>gi|39794355|gb|AAH64170.1| heterogeneous nuclear ribonucleoprotein K [Xenopus (Silurana) tropicalis]45361501 NP_989327.1 13.58 25.51 12.68 0 10.86 0 0.23 4.45 0 0 0 0
2-3.c1880/8/2155 protein tyrosine phosphatase type IVA 1 [Gallus gallus]>gi|224048583|ref|XP_002193977.1| PREDICTED: protein tyrosine phosphatase type IVA 1 [Taeniopygia guttata]>gi|514751392|ref|XP_005020850.1| PREDICTED: protein tyrosine phosphatase type IVA 1 [Anas platyrhynchos]>gi|524992705|ref|XP_005044202.1| PREDICTED: protein tyrosine phosphatase type IVA 1 isoform X1 [Ficedula albicollis]>gi|527270591|ref|XP_005153237.1| PREDICTED: protein tyrosine phosphatase type IVA 1 isoform X1 [Melopsittacus undulatus]>gi|529436796|ref|XP_005238163.1| PREDICTED: protein tyrosine phosphatase type IVA 1 isoform X1 [Falco peregrinus]>gi|530621185|ref|XP_005300230.1| PREDICTED: protein tyrosine phosphatase type IVA 1 isoform X1 [Chrysemys picta bellii]>gi|541978461|ref|XP_005441908.1| PREDICTED: protein tyrosine phosphatase type IVA 1 isoform X1 [Falco cherrug]>gi|542150123|ref|XP_005483999.1| PREDICTED: protein tyrosine phosphatase type IVA 1 isoform X1 [Zonotrichia albicollis]>gi|542150125|ref|XP_005484000.1| PREDICTED: protein ty56605916 NP_001008461.1 0 0 0 0 8.76 12.89 0 7.31 0 5.65 3.97 0
2-3.c1994/19/2575 probable lysosomal cobalamin transporter [Xenopus (Silurana) tropicalis]>gi|123909185|sp|Q0VGV9.1|LMBD1_XENTR RecName: Full=Probable lysosomal cobalamin transporter; AltName: Full=LMBR1 domain-containing protein 1>gi|111598464|gb|AAH80477.1| Probable lysosomal cobalamin transporter [Xenopus (Silurana) tropicalis]118403984 NP_001072184.1 0 0 0 0 4.51 1.9 0 3.32 0 4.75 4.99 0
2-3.c2145/23/2018 PREDICTED: pre-mRNA 3'-end-processing factor FIP1 isoform X2 [Xenopus (Silurana) tropicalis]847088059 XP_012819461.1 10.02 13.75 3.94 3.41 0.55 0.21 3.01 0.89 0 0 0 1.42
2-3.c2790/3/2291.1 uromodulin-like protein type 2 [Rana pirica]802176571 BAR42254.1 1.65 0 1.31 2.71 3.83 0 74.38 1.53 0 42.96 13.53 84.52
2-3.c3209/1/2397.1 NPL4 homolog, ubiquitin recognition factor [Xenopus laevis]>gi|33585642|gb|AAH56013.1| Npl4 protein [Xenopus laevis]147898562 NP_001080427.1 18.77 0 7.64 1.08 13.63 1.22 0 3.15 0.83 0 0 0
2-3.c3339/1/2486 PREDICTED: myocilin [Xenopus (Silurana) tropicalis]512836045 XP_002934195.2 0 0 0.23 0 14.28 0 13.99 15.06 0 2.22 10.5 11.56
2-3.c3631/1/1939 -- -- -- 14.86 5.97 18.01 21.88 0 0 0 1.44 0 0 0 0
2-3.c4256/1/2408 -- -- -- 0 2.87 1.53 2.5 1.18 0 0 2.61 0 0 0 0
2-3.c5010/1/2465.1 von Willebrand factor precursor [Xenopus (Silurana) tropicalis]>gi|334191726|tpg|DAA34812.1| TPA_inf: von Willebrand factor [Xenopus (Silurana) tropicalis]372273431 NP_001243217.1 0 0 0 0.16 0 0 0 0.53 0.41 2.37 5.26 2.77
2-3.c5642/2/2090 glutamyl-prolyl-tRNA synthetase [Xenopus laevis]>gi|171846443|gb|AAI61719.1| LOC100158438 protein [Xenopus laevis]189217812 NP_001121346.1 6.66 10.83 10.61 8.39 0.01 20.11 0.08 16.64 18.21 2.4 0 0



2-3.c6388/1/2165.1 mitochondrial ribosomal protein L44 [Xenopus laevis]>gi|32450587|gb|AAH54195.1| MGC64346 protein [Xenopus laevis]148236950 NP_001079771.1 2.76 10.04 6.27 4.15 0.93 3.41 0 0 3.23 0 0 0
2-3.c6414/1/2370 -- -- -- 7.76 27.99 3.9 5.07 3.86 54.69 1.51 2.82 3.55 0.54 1.35 1.52
2-3.c6552/3/2122 PREDICTED: A-kinase anchor protein 1, mitochondrial [Xenopus (Silurana) tropicalis]512820714 XP_002936858.2 4.17 6.01 0.9 0.03 0 0 0 4.73 0 0 0 1.13
2-3.c6723/3/2362 splicing factor proline/glutamine-rich [Xenopus (Silurana) tropicalis]>gi|183986326|gb|AAI66167.1| LOC100158518 protein [Xenopus (Silurana) tropicalis]189230206 NP_001121427.1 15.35 23.33 8.79 0 0 0 2.7 0 0 0.01 1.72 0.28
2-3.c6821/1/2213 lysyl oxidase homolog 1 precursor [Xenopus (Silurana) tropicalis]>gi|134024453|gb|AAI35632.1| LOC100124878 protein [Xenopus (Silurana) tropicalis]156717522 NP_001096301.1 1.91 7.47 2.3 0 0.7 0.04 0 0.62 0.08 0 0.01 0.02
2-3.c7532/1/1940 PREDICTED: nebulin isoform X9 [Xenopus (Silurana) tropicalis]847166508 XP_012826615.1 57.87 34.67 42.49 5.62 107.39 0.77 114.58 51.98 16.33 3.15 4.58 9.37
2-3.c7552/1/2102.1 protein archease [Xenopus (Silurana) tropicalis]62857601 NP_001016791.1 1.92 1.96 1.07 1.25 3.65 0 0 0.81 0 0 0 0
2-3.c7590/1/1927 PREDICTED: CXXC-type zinc finger protein 4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847088382|ref|XP_012820340.1| PREDICTED: CXXC-type zinc finger protein 4 isoform X1 [Xenopus (Silurana) tropicalis]847088379 XP_012820337.1 1.89 5.27 1.36 0 1.14 0.74 0.55 0.64 0.3 0.23 0 0
2-3.c7867/2/2274 PREDICTED: F-box only protein 11 [Pseudopodoces humilis]543358887 XP_005523321.1 0 0 0 0 2.8 1.74 2.66 1.83 4.52 1 2.02 6.42
2-3.c9076/1/2475.2 -- -- -- 0 0 0 0 1.64 0.74 0 3.63 0 13.98 67.64 12.98
2-3.c9310/4/2058 PREDICTED: guanine nucleotide-binding protein subunit alpha-14 [Camelus ferus]>gi|560974180|ref|XP_006209411.1| PREDICTED: guanine nucleotide-binding protein subunit alpha-14 [Vicugna pacos]>gi|743714965|ref|XP_010951090.1| PREDICTED: guanine nucleotide-binding protein subunit alpha-14 [Camelus bactrianus]>gi|744558907|ref|XP_010976375.1| PREDICTED: guanine nucleotide-binding protein subunit alpha-14 [Camelus dromedarius]560925767 XP_006189065.1 2.96 1.66 1.47 0 0.24 0.66 0 0 0 0.53 0 4.2
2-3.c9385/1/2521.2 PREDICTED: D-beta-hydroxybutyrate dehydrogenase, mitochondrial [Xenopus (Silurana) tropicalis]301616891 XP_002937878.1 2.69 13.27 6.03 2.55 2.54 6.17 3.96 4.05 2.06 0 0 0.39
2-3.c9995/2/2333 -- -- -- 0 0 0 0.68 0.46 0 3.26 0.78 0 9.38 7.45 1
2-3.c10008/1/1996.1ethanolamine-phosphate phospho-lyase [Xenopus laevis]>gi|82200144|sp|Q6DEB1.1|AT2L1_XENLA RecName: Full=Ethanolamine-phosphate phospho-lyase; AltName: Full=Alanine--glyoxylate aminotransferase 2-like 1 [Xenopus laevis]>gi|50414567|gb|AAH77219.1| MGC79033 protein [Xenopus laevis]147905107 NP_001086637.1 1.24 0.36 1.81 4.14 10.7 4.45 20.7 6.4 1.14 40.79 31.14 65.5
2-3.c10257/1/2247 protein phosphatase 2, regulatory subunit B, alpha [Xenopus laevis]>gi|47507401|gb|AAH70965.1| PP2A protein [Xenopus laevis]148234757 NP_001084138.1 0 0 0 1.53 0 0 0.56 0 0.75 2.93 3.69 0
2-3.c10445/16/2077zinc finger protein 36, C3H1 type-like 2-B [Xenopus laevis]>gi|4580024|gb|AAD24209.1|AF061982_1 CCCH zinc finger protein C3H-3 [Xenopus laevis]147901333 NP_001081886.1 0 37.89 8.47 0 4.67 0 0 0 0 0 0 0
2-3.c10508/2/2043.2-- -- -- 12.35 0 0.79 21.27 19.98 2.72 238.64 10.77 4.2 695.42 82.99 1276.27
2-3.c11803/12/2529.1angiopoietin-related protein 7 precursor [Xenopus (Silurana) tropicalis]>gi|134025419|gb|AAI35403.1| LOC100124808 protein [Xenopus (Silurana) tropicalis]156717416 NP_001096248.1 1.79 17.53 8.13 0.65 1.98 28.55 0.26 1.23 1.97 0 0.39 0.57
2-3.c11954/1/2403 -- -- -- 1.17 6.12 0.42 1.44 0.17 0 0 0.68 0 0 0 0
2-3.c11958/6/2586 low-density lipoprotein receptor class A domain-containing protein 3 precursor [Xenopus (Silurana) tropicalis]>gi|158513832|sp|A4IHY6.1|LRAD3_XENTR RecName: Full=Low-density lipoprotein receptor class A domain-containing protein 3; Flags: Precursor>gi|134023951|gb|AAI35754.1| LOC100124916 protein [Xenopus (Silurana) tropicalis]156717580 NP_001096330.1 0.53 4.46 2.67 0 0 1.27 0.69 0 0.11 0 0 0
2-3.c12055/5/2190 collagen, type 1, alpha 2 precursor [Xenopus laevis]>gi|29179577|gb|AAH49287.1| Col1a2-prov protein [Xenopus laevis]147898763 NP_001080727.1 30.08 269.22 94.54 38.67 55.43 827.66 0 0 0 0 0 4.66
2-3.c12206/1/2066 PREDICTED: nuclear receptor coactivator 4 [Xenopus (Silurana) tropicalis]512881896 XP_002940491.2 8.89 55.22 22.85 5.31 46.31 10.52 0 24.49 3.62 1.61 1.04 5.22
2-3.c12215/1/2021.1-- -- -- 29.21 11.47 13.94 19.97 47.42 6.96 81.74 62.8 53.54 268.3 133.18 433.03
2-3.c12436/4/2491 RecName: Full=Voltage-dependent L-type calcium channel subunit alpha-1S; AltName: Full=FGalpha1S; AltName: Full=Voltage-gated calcium channel subunit alpha Cav1.1>gi|2708678|gb|AAC36126.1| dihydropyridine receptor [Rana catesbeiana]46576355 O57483.1 0 0 0 0 0 1.07 0 4.02 6.36 4.69 1.75 0
2-3.c12507/1/2168 -- -- -- 0 0 0 1.22 0 0 1.56 0.8 1.65 3.3 1.4 0
2-3.c12567/1/2031 PREDICTED: CTP synthase 1 isoform X1 [Xenopus (Silurana) tropicalis]512819329 XP_002939402.2 0.56 4.57 1.52 0 0.42 5.82 0 0 0 0 0 0
2-3.c12758/1/2311 PREDICTED: interleukin enhancer-binding factor 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847169997|ref|XP_012808547.1| PREDICTED: interleukin enhancer-binding factor 3 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847169999|ref|XP_012808548.1| PREDICTED: interleukin enhancer-binding factor 3 isoform X1 [Xenopus (Silurana) tropicalis]847169995 XP_012808546.1 25.47 81.46 20.45 8.14 10.64 23.77 13.86 9.61 4.84 0 7.47 6.07
2-3.c12765/1/2745 PREDICTED: semaphorin-3D [Sarcophilus harrisii]395539080 XP_003771501.1 1.71 13.69 2.76 1.52 2.27 0.84 0 0.25 0 0 0.62 0
2-3.c12821/1/2495.1PREDICTED: hydroxysteroid (17-beta) dehydrogenase 6 isoform X1 [Xenopus (Silurana) tropicalis]847099649 XP_012812310.1 0.46 2.81 2.58 2.77 5.14 6 10.19 1.34 3.05 65.4 29.77 141.76
2-3.c13263/2/1862 PREDICTED: stromal interaction molecule 1 [Aptenodytes forsteri]686589298 XP_009289158.1 6.41 8.42 0 6.52 14.97 13.16 3 15.51 15.19 50.02 88.71 68.46
2-3.c13360/1/1950.1septin 6 [Xenopus laevis]>gi|50418014|gb|AAH77941.1| Sept11-prov protein [Xenopus laevis]148230675 NP_001087048.1 0.2 0 0 0 0 0.82 0 0.61 0 4.7 5.81 6.66
2-3.c13546/1/2174.1PREDICTED: 28S ribosomal protein S5, mitochondrial [Xenopus (Silurana) tropicalis]847132351 XP_012819326.1 5.06 6.89 4.7 1.54 6.87 0 2.65 0 0 0 0 0.45
2-3.c13686/1/2392 LOC733424 protein [Xenopus laevis]80476880 AAI08821.1 0 0 0 0 0 0.47 1.68 0.21 3.06 2.67 3.76 2.29
2-3.c13758/1/2368 PREDICTED: immunoglobulin superfamily member 10 [Xenopus (Silurana) tropicalis]847130950 XP_012819117.1 2.21 5.63 3.87 0.27 1.02 2.79 0 1.53 0.92 0.09 0 0
2-3.c13887/2/2221.1upf3b protein [Xenopus (Silurana) tropicalis]165971526 AAI58354.1 2.39 0 1.94 0.44 3.37 0.8 0 0 0 0 0 0
2-3.c14169/2/2285 PREDICTED: junctophilin-2 [Xenopus (Silurana) tropicalis]301607262 XP_002933232.1 0 0 0 2.74 0 2.55 6.73 0.57 9.42 0 6.95 0
2-3.c14596/3/2272 PREDICTED: laminin subunit alpha-4 isoform X2 [Xenopus (Silurana) tropicalis]847130567 XP_012819020.1 1.84 0 1.2 0.15 0.62 6.08 0 0 0 0 0 0
2-3.c14617/1/2506 -- -- -- 2.29 16.36 3 0 1.54 8.87 0 2.79 1.73 1.34 0 0
2-3.c14945/1/2586 PREDICTED: LOW QUALITY PROTEIN: zinc finger protein 850-like [Clupea harengus]831302925 XP_012683534.1 1.1 1.99 2.47 0.94 0 0 0 0 0 0 0 0
2-3.c15293/2/2023 phospholipid-transporting ATPase IC [Xenopus (Silurana) tropicalis]>gi|82230756|sp|Q5BL50.1|AT8B1_XENTR RecName: Full=Phospholipid-transporting ATPase IC; AltName: Full=ATPase class I type 8B member 1; AltName: Full=P4-ATPase flippase complex alpha subunit atp8b1 [Xenopus (Silurana) tropicalis]>gi|60618372|gb|AAH90602.1| ATPase, class I, type 8B, member 1 [Xenopus (Silurana) tropicalis]71896237 NP_001025562.1 0 0 0 0.46 0 0 0.67 0.55 0 1.9 0.91 3.81
2-3.c15345/1/2164.1regulator of G-protein signaling 5 [Xenopus laevis]>gi|50414732|gb|AAH77275.1| Unknown (protein for MGC:80046) [Xenopus laevis]291290887 NP_001167473.1 0.05 0 0 1.02 0 0 3.22 0.22 0 10.54 16.55 0
2-3.c15590/1/1982 alpha1 type II collagen [Cynops pyrrhogaster]5360532 BAA82043.1 2.37 42.67 10.69 5.98 0 9.68 2.62 7.47 1.36 1.17 0 0
2-3.c15840/1/2166.2-- -- -- 9.26 7.55 1.64 0 4.59 0 0 0.56 3.64 0 0 0
2-3.c15966/1/2331.1ubiquitin-like modifier-activating enzyme 5 [Xenopus laevis]>gi|123900457|sp|Q3KQ23.1|UBA5_XENLA RecName: Full=Ubiquitin-like modifier-activating enzyme 5; Short=Ubiquitin-activating enzyme 5; AltName: Full=UFM1-activating enzyme; AltName: Full=Ubiquitin-activating enzyme E1 domain-containing protein 1>gi|76779963|gb|AAI06419.1| MGC131082 protein [Xenopus laevis]148225200 NP_001089728.1 0 0 0 0.03 0 0 1.54 0 0 0 7.38 6.54
2-3.c16436/1/1810.1vacuolar proton-ATPase E-subunit [Rana catesbeiana]111924355 BAF02791.1 3.76 3.42 6.38 0 9.56 1.33 0 3.47 0 0 0 0
2-3.c16565/1/2108.1-- -- -- 0 17.32 3.26 0 2.41 0 0 0 0 0 0 0
2-3.c16573/4/2106.1PREDICTED: 5-azacytidine-induced protein 2 isoform X2 [Xenopus (Silurana) tropicalis]512848342 XP_004915439.1 2.27 7.1 4.91 2.26 5.4 0.11 0 0 5.55 0 0 0
2-3.c16756/3/2049.1syntaxin-binding protein 6 [Xenopus (Silurana) tropicalis]>gi|49522329|gb|AAH75314.1| syntaxin binding protein 6 (amisyn) [Xenopus (Silurana) tropicalis]54020954 NP_001005719.1 1.04 7.25 1.82 0.57 0.23 0 0 0.53 1.99 0 0 0
2-3.c16848/2/2264 PREDICTED: tetratricopeptide repeat protein 39B isoform X1 [Chrysemys picta bellii]530607046 XP_005295213.1 0 0 0 0.5 4.04 0.91 0 3.83 3.62 0.97 0 1.57
2-3.c16911/1/2137.1PREDICTED: band 4.1-like protein 1 isoform X5 [Xenopus (Silurana) tropicalis]847168906 XP_012808200.1 5.96 0 2.97 2.13 0.06 2.1 0 2.08 0 0 0 0
2-3.c16950/2/2118 PREDICTED: large subunit GTPase 1 homolog isoform X1 [Xenopus (Silurana) tropicalis]301616900 XP_002937880.1 4.28 6.94 2.4 0 0 0.07 3.22 0 2.28 0 0 1.45
2-3.c16955/1/1968 PREDICTED: homeobox protein Meis2 isoform X2 [Xenopus (Silurana) tropicalis]847152600 XP_012823256.1 2.44 2.27 2.81 0.91 0 0 0 0 0 1.79 0 0
2-3.c17248/1/2116 PREDICTED: NADPH-dependent diflavin oxidoreductase 1 isoform X1 [Anas platyrhynchos]874459990 XP_012950450.1 1.69 2.6 1.2 0.83 0 0.91 0.65 0 0.17 0 0 0
2-3.c17604/1/2593.1claudin-1 [Xenopus (Silurana) tropicalis]>gi|58477321|gb|AAH89635.1| claudin 1 [Xenopus (Silurana) tropicalis]62751357 NP_001015704.1 1.49 14.9 3.44 0 0 0 0 0 0 0 7.64 0
2-3.c17631/1/2468 kinesin-like protein KIF2C [Xenopus laevis]>gi|13959688|sp|Q91636.2|KIF2C_XENLA RecName: Full=Kinesin-like protein KIF2C; AltName: Full=Kinesin central motor 1; Short=xKCM1 [Xenopus laevis]>gi|8250566|gb|AAC59743.2| kinesin central motor 1 XKCM1 [Xenopus laevis]>gi|27924327|gb|AAH44976.1| Kif2c protein [Xenopus laevis]147904322 NP_001080314.1 1.43 7.71 2.88 0.37 1.41 3.09 0.88 0.84 1.51 0 0.25 0.06
2-3.c17684/3/2163 -- -- -- 7.19 12.69 0 1.68 0 0 0 0 0 0 0 9.97
2-3.c17879/6/2441 PREDICTED: serine/threonine-protein phosphatase 2A regulatory subunit B'' subunit alpha [Xenopus (Silurana) tropicalis]512866570 XP_002939965.2 2.5 11.05 3.83 1.56 1.93 18.67 3.08 0.56 1.56 0.41 0.2 0.25
2-3.c17883/2/2474.1-- -- -- 2.73 3.59 2.35 0 0 0 1.8 0 0 0 0 0



2-3.c17958/4/2526 hypothetical protein MGC75793 [Xenopus (Silurana) tropicalis]38174052 AAH61314.1 0.12 2.38 1.26 0 0.35 0.14 0.68 0 0.86 0 0 0
2-3.c17991/3/2208 dual specificity mitogen-activated protein kinase kinase 1 [Xenopus (Silurana) tropicalis]>gi|51703675|gb|AAH80944.1| mitogen-activated protein kinase kinase 1 [Xenopus (Silurana) tropicalis]56118586 NP_001008058.1 0 0 0 20.58 0 0 14.62 14.99 20.55 11.53 3.69 6.26
2-3.c18641/3/2291 PREDICTED: protein sel-1 homolog 1 [Xenopus (Silurana) tropicalis]301618001 XP_002938416.1 0 0 0.16 0.79 0.67 0 0.9 0.17 1.93 8.33 1.93 5.59
2-3.c18673/4/2352 PREDICTED: guanine nucleotide-binding protein G(k) subunit alpha [Otolemur garnettii]395821567 XP_003784109.1 0.97 6.42 1.43 0.21 2.01 0 0 0 0 0 0 0
2-3.c18991/1/1982 PREDICTED: filamin-A-interacting protein 1 isoform X2 [Xenopus (Silurana) tropicalis]301613504 XP_002936249.1 8.54 5.38 3.46 1.15 2.16 7.85 0.75 5.97 1.59 0.56 0.58 0.28
2-3.c19040/1/2287 (XCAP-C) [Xenopus laevis] 213626071 AAI70550.1 0.92 5.71 1.32 0 0.45 1.6 0 0 0.94 0 0 0
2-3.c19080/1/2229 PREDICTED: probable ubiquitin carboxyl-terminal hydrolase FAF-X isoform X1 [Pelodiscus sinensis]558212499 XP_006134017.1 4.71 11.9 1.55 0 1.77 0 0 0.91 0 0 0 0.6
2-3.c19571/1/2065.2-- -- -- 2.97 0.41 0 23.26 40.1 13.31 25.85 25.22 57.04 83.11 94.08 11.25
2-3.c19638/1/1991.1PREDICTED: calponin-1 [Trichechus manatus latirostris]471381154 XP_004378370.1 0 0 0 0 0 1.58 0 0 6.6 4.03 15.25 8.94
2-3.c19890/1/2237 -- -- -- 1.48 2.34 1.84 0.64 0.26 0 0 0 0 1.16 0 0.64
2-3.c20127/2/2026 PREDICTED: tetratricopeptide repeat protein 39B isoform X2 [Ornithorhynchus anatinus]620948097 XP_007653818.1 0 0 0 0 0 1.7 0 0 3.18 2.56 1.39 2.17
2-3.c20238/3/2197.2Unknown (protein for MGC:160365) [Xenopus laevis]120538440 AAI29682.1 0 3 0 1.21 2.97 0.45 0 8.46 0 21.47 34.46 33.82
2-3.c20444/1/2184 probable lysosomal cobalamin transporter [Xenopus (Silurana) tropicalis]>gi|123909185|sp|Q0VGV9.1|LMBD1_XENTR RecName: Full=Probable lysosomal cobalamin transporter; AltName: Full=LMBR1 domain-containing protein 1>gi|111598464|gb|AAH80477.1| Probable lysosomal cobalamin transporter [Xenopus (Silurana) tropicalis]118403984 NP_001072184.1 0 0 0 0 2.53 0.75 0 1.14 0 4.39 4.04 0
2-3.c20888/1/2302.2Complement factor B [Xenopus laevis]213626825 AAI70192.1 0 0 0.12 0 12.21 11.89 0.05 0.1 5.89 35.42 45.16 5.59
2-3.c20942/1/2065 uncharacterized protein LOC496797 [Xenopus (Silurana) tropicalis]>gi|56789744|gb|AAH88481.1| hypothetical LOC496797 [Xenopus (Silurana) tropicalis]58332520 NP_001011334.1 2.77 5.34 1.48 0 0 1.33 0.44 0.77 0 0 0 0
2-3.c20966/1/2286.2-- -- -- 0 0 0 0 0.37 0.53 7.23 0 0.97 17.42 34.63 5.35
2-3.c21088/1/2549 periostin precursor [Xenopus (Silurana) tropicalis]>gi|159156025|gb|AAI54912.1| postn protein [Xenopus (Silurana) tropicalis]163915007 NP_001106376.1 1.7 41.01 7.44 0 3.34 75.99 1.79 0.73 9.14 0.08 0 0
2-3.c21133/1/2588 PREDICTED: synaptopodin 2-like protein [Xenopus (Silurana) tropicalis]301612611 XP_002935810.1 2.28 13.7 2.42 1.72 1.29 15.98 0.11 1.2 0.14 0 0 0.11
2-3.c21471/1/2157.1-- -- -- 1.13 1.2 2.53 0 0.21 0 0 1.98 0 0 0 0
2-3.c21589/1/1874 -- -- -- 1.37 0 0 1.66 1.87 0.17 3.29 1.45 0.75 9.9 12.01 16.41
2-3.c21687/1/2129 protein unc-45 homolog B [Xenopus (Silurana) tropicalis]>gi|847099431|ref|XP_012812234.1| PREDICTED: protein unc-45 homolog B isoform X1 [Xenopus (Silurana) tropicalis]>gi|338819722|sp|D7REX8.1|UN45B_XENTR RecName: Full=Protein unc-45 homolog B; Short=Unc-45B>gi|296399284|gb|ADH10457.1| sarcomeric myosin heavy chain chaperone [Xenopus (Silurana) tropicalis]297591951 NP_001172057.1 3.71 25.53 4.43 4.6 3.21 57.85 1.22 1.34 2.8 1.31 0.39 0.19
2-3.c21772/8/1947 TATA box-binding protein-associated factor RNA polymerase I subunit B [Xenopus laevis]>gi|123898883|sp|Q32N22.1|TAF1B_XENLA RecName: Full=TATA box-binding protein-associated factor RNA polymerase I subunit B; AltName: Full=RNA polymerase I-specific TBP-associated factor 63 kDa; Short=TAFI63; AltName: Full=TATA box-binding protein-associated factor 1B; Short=TBP-associated factor 1B [Xenopus laevis]>gi|80477868|gb|AAI08877.1| MGC52843 protein [Xenopus laevis]148225402 NP_001079454.1 2.27 0 1.73 0.66 0 1.26 0.35 0 1.04 0 0 0
2-3.c21804/1/2220.1PREDICTED: zinc finger protein 268-like [Python bivittatus]602653218 XP_007445306.1 0.12 0 0 0.43 0.46 0 1.24 0 0.63 4.09 7.27 2.35
2-3.c21859/1/2039 staphylococcal nuclease and tudor domain containing protein 1 [Xenopus laevis]>gi|28175411|gb|AAH45115.1| MGC53332 protein [Xenopus laevis]148234849 NP_001079606.1 3.46 18.41 2.81 0 5.57 10.82 1.28 6.04 1.06 0 0 1.57
2-3.c21882/2/2312 uncharacterized protein LOC431893 [Xenopus laevis]>gi|47124656|gb|AAH70531.1| MGC78829 protein [Xenopus laevis]148226767 NP_001084847.1 0 0 0 15.57 0 2.19 28.82 16.71 30.15 49.34 45.12 59.19
2-3.c22004/9/1913 LOC431836 protein, partial [Xenopus laevis]62739321 AAH94088.1 26.67 23.19 16.23 22.3 0.7 0.26 0.91 19.52 0.43 0.38 0.42 0.47
2-3.c22347/2/2177 CDK5 regulatory subunit associated protein 1 [Xenopus laevis]>gi|116063382|gb|AAI23345.1| MGC154823 protein [Xenopus laevis]148235437 NP_001090499.1 0 0.81 0 4.14 0.15 0.57 2.99 2.25 0 9.9 7.08 6.88
2-3.c22370/2/2244 PREDICTED: semaphorin-3D [Sarcophilus harrisii]395539080 XP_003771501.1 2.44 13.1 3.99 0 2.8 2.66 1.15 1.55 4.08 0.01 0.61 0.44
2-3.c22509/1/2050 PREDICTED: microtubule-associated protein tau isoform X1 [Xenopus (Silurana) tropicalis]>gi|847168428|ref|XP_012808015.1| PREDICTED: microtubule-associated protein tau isoform X1 [Xenopus (Silurana) tropicalis]847168426 XP_012808014.1 4.98 3.24 1.86 0 3.09 2.1 1.13 3.21 0.54 0 0 0.13
2-3.c23100/1/2426.1PREDICTED: hydroxysteroid (17-beta) dehydrogenase 6 isoform X1 [Xenopus (Silurana) tropicalis]847099649 XP_012812310.1 0.7 0.14 0.76 1.09 0.77 1.99 2.24 0.48 1.21 10.27 11.98 22.32
2-3.c23427/2/2340 eukaryotic translation initiation factor 3 subunit A [Xenopus (Silurana) tropicalis]>gi|229488240|sp|A4II09.1|EIF3A_XENTR RecName: Full=Eukaryotic translation initiation factor 3 subunit A; Short=eIF3a; AltName: Full=Eukaryotic translation initiation factor 3 subunit 10; AltName: Full=eIF-3-theta [Xenopus (Silurana) tropicalis]>gi|134025550|gb|AAI35791.1| eif3a protein [Xenopus (Silurana) tropicalis]156717262 NP_001096173.1 0.01 0 0 5.1 3.17 3.92 0.84 1.84 1.77 2.43 0 0.83
2-3.c23976/1/2487 fragile X mental retardation syndrome-related protein 1 homolog A [Xenopus laevis]>gi|110282964|sp|P51115.2|FXR1A_XENLA RecName: Full=Fragile X mental retardation syndrome-related protein 1 homolog A; Short=xFxr1p-A [Xenopus laevis]>gi|67764066|gb|AAY79165.1| Fxr1 long isoform variant a [Xenopus laevis]>gi|67764068|gb|AAY79166.1| Fxr1 long isoform variant a [Xenopus laevis]147899444 NP_001081786.1 0.49 0 0 13.07 11.91 35.48 0.29 18.81 0 11.68 7.97 0
2-3.c23997/2/2654 -- -- -- 3.24 7.31 5.3 0.06 6.32 25.55 0.37 0.36 4.52 0.2 0 0.98
2-3.c24083/1/2474.2serine/arginine-rich splicing factor 7 [Xenopus (Silurana) tropicalis]>gi|51262158|gb|AAH79925.1| splicing factor, arginine/serine-rich 7, 35kDa [Xenopus (Silurana) tropicalis]55926178 NP_001007487.1 0.79 18.63 5.24 0.84 2.58 4.87 0 1.41 2.27 0 0 0.27
2-3.c24098/1/2296 PREDICTED: H(+)/Cl(-) exchange transporter 7 isoform X1 [Xenopus (Silurana) tropicalis]847163797 XP_012825963.1 0.52 0 0.13 0.57 0.06 0.93 1.45 0 1.19 7.17 5.81 6.7
2-3.c24401/3/2334 PREDICTED: transcription elongation factor SPT6 [Xenopus (Silurana) tropicalis]847101864 XP_012812907.1 8.9 0 4.84 1.64 0 0.22 0 0 0 0 3.5 0
2-3.c24516/2/2345 PREDICTED: collagen alpha-3(V) chain isoform X1 [Xenopus (Silurana) tropicalis]847169802 XP_012808459.1 0.41 4.91 1.65 0.84 0.04 2.36 0 0 0 0.66 0.03 0
2-3.c24541/3/2527 thrombospondin-4 precursor [Xenopus (Silurana) tropicalis]>gi|847088835|ref|XP_012821233.1| PREDICTED: thrombospondin-4 isoform X1 [Xenopus (Silurana) tropicalis]>gi|115312958|gb|AAI24001.1| thrombospondin 4 [Xenopus (Silurana) tropicalis]118404528 NP_001072673.1 5.73 11.35 9.86 0 2.48 5.02 0 2.63 3.13 1.1 0.55 0
2-3.c25331/5/2067 -- -- -- 0.77 0.8 0.65 2.74 1.93 2.4 6.25 1.92 2.39 16.76 18.87 9.31
2-3.c25387/2/1940 -- -- -- 1.02 16.12 4.39 0 0.02 1.43 0 2.02 0 0 0 0
2-3.c25434/3/2326 PREDICTED: LOW QUALITY PROTEIN: filamin-C [Xenopus (Silurana) tropicalis]512830904 XP_002931884.2 8.79 5.36 3.96 0.64 0 1.79 0 0.87 0.18 0 1.58 0
2-3.c25875/2/2644 -- -- -- 0 0 0.33 0.76 0 0 3.73 1.15 2.14 4.13 4.43 5.97
2-3.c26473/1/2141.1-- -- -- 0.24 0.84 0.25 6 5.68 1.71 0 4.13 7.76 20.33 3.03 20.95
2-3.c26771/1/2264.1PREDICTED: collagen alpha-1(XIV) chain isoform X5 [Latimeria chalumnae]556973054 XP_005994619.1 1.66 31.16 9.43 0.49 2.2 4.97 2 1.73 4.21 0.26 0 0.07
2-3.c26883/1/2274 PREDICTED: dipeptidyl peptidase 8 isoform X1 [Xenopus (Silurana) tropicalis]847108105 XP_012813879.1 0 0 0 1.92 2.57 0.46 3.35 1.62 2.32 3.16 0.71 0.88
2-3.c27062/2/2124 Plaa protein [Xenopus laevis] 68534804 AAH98975.1 0 1.35 0 1.83 0 0 9.53 0 0 2.51 12.57 10.97
2-3.c27096/1/2572.2-- -- -- 0 2.75 0.63 3.59 3.89 3.75 1.83 0.12 6.65 22.86 73.93 38.84
2-3.c27113/1/2210 -- -- -- 0.03 0 0 5.61 0 0 68.55 0 5.68 16.15 5.68 13.04
2-3.c27248/1/2300 heterogeneous nuclear ribonucleoprotein U [Xenopus laevis]218749891 NP_001082474.2 3.99 3.86 0.04 0 0 0 0 0.53 0 0 0 0
2-3.c27621/1/2398 uncharacterized protein LOC399053 [Xenopus laevis]>gi|38649139|gb|AAH63271.1| MGC68956 protein [Xenopus laevis]148233247 NP_001083672.1 1.37 2.74 1.35 0.14 0 0.32 1.3 0 0 0 0 0
2-3.c28099/2/2252 pyruvate carboxylase, gene 1 [Xenopus laevis]>gi|37748213|gb|AAH59308.1| MGC68971 protein [Xenopus laevis]148227386 NP_001083226.1 0.08 2.16 0.47 1.99 2.78 7.53 8 0.66 0.81 7.88 31.77 45.36
2-3.c28424/1/2004 PREDICTED: tight junction protein ZO-2 isoform X3 [Xenopus (Silurana) tropicalis]>gi|847092362|ref|XP_012827250.1| PREDICTED: tight junction protein ZO-2 isoform X3 [Xenopus (Silurana) tropicalis]512813087 XP_004910834.1 0.1 0 0 1.66 0 0 0.13 1.29 1.58 4.31 1.77 5.66
2-3.c28445/4/1875 chaperonin containing TCP1, subunit 4 (delta) [Xenopus (Silurana) tropicalis]89273814 CAJ81480.1 18.93 15.31 8.79 0 6.87 5.66 4.8 2.46 1.82 0 0 3.91
2-3.c28586/1/2642 MGC64589 protein, partial [Xenopus laevis]27735407 AAH41516.1 2.37 0.82 0.84 0.31 0.22 0.18 0.49 0.33 0.84 0 0 0
2-3.c28812/3/2259.1angiopoietin-related protein 7 precursor [Xenopus (Silurana) tropicalis]>gi|134025419|gb|AAI35403.1| LOC100124808 protein [Xenopus (Silurana) tropicalis]156717416 NP_001096248.1 3.03 22.21 6.66 2.03 0.68 16.35 1.29 2.14 0.59 0.1 0.12 0.91
2-3.c29286/1/2231 PREDICTED: myomegalin-like [Chelonia mydas]591373231 XP_007061315.1 0.07 0 0.07 15.07 0 0 23.41 0 26.24 0 0 2.31
2-3.c29329/1/2325 -- -- -- 0.98 0.72 0 0.57 0.65 2.53 2.88 0 1.06 17.23 15.36 6
2-3.c29517/3/2121 PREDICTED: ubiquitin carboxyl-terminal hydrolase 4 [Xenopus (Silurana) tropicalis]301614077 XP_002936515.1 0 0 0 1.76 0.91 0 4.69 6.56 0.83 0 0 9.83



2-3.c29549/1/2470 PREDICTED: LOW QUALITY PROTEIN: filamin-C [Xenopus (Silurana) tropicalis]512830904 XP_002931884.2 21.92 27.21 13.77 7.73 6.37 50.95 5.33 0 7.53 2.09 0 2.86
2-3.c29611/1/6284.3-- -- -- 0 5.83 3.24 177.42 123.98 64.73 74.11 4.89 168.11 103.15 442.25 94.04
2-3.c29815/1/2642.1PREDICTED: G-protein coupled receptor 98-like [Xenopus (Silurana) tropicalis]512882444 XP_004919963.1 0.61 1.96 0.57 0.67 13.17 6.32 7.43 23.8 20.2 12.01 13.4 0.59
2-3.c29976/2/2445 Histone H3.3 [Harpegnathos saltator]307204446 EFN83153.1 0 0 0 1.65 3.09 2.12 0 6.15 3.71 10.26 7.3 3.19
2-3.c30252/1/2102 -- -- -- 0 0.03 0 2.87 0 0 2.01 2.1 1.38 3.38 1.72 0
2-3.c30719/1/2233 transcription factor Dp-1 [Xenopus laevis]>gi|52354615|gb|AAH82841.1| LOC494744 protein [Xenopus laevis]148222844 NP_001088050.1 0.67 4.84 0.91 0.99 0.4 0.65 0.39 0 0 0 0 0
2-3.c31514/4/2364 PREDICTED: collagen alpha-1(IX) chain [Xenopus (Silurana) tropicalis]847130150 XP_012818951.1 1.44 39.44 14.64 8.87 0 0 5.59 0 4.95 0 0 1.32
2-3.c31715/2/2199 guanine nucleotide binding protein-like 2 (nucleolar) [Xenopus laevis]>gi|27503448|gb|AAH42350.1| 1i973-prov protein [Xenopus laevis]148231283 NP_001080513.1 44.7 103.16 4.65 0 2.61 0 13.88 0.01 0 0 0 2.19
2-3.c31982/1/2222 Na-K-2Cl cotransporter 1 [Xenopus laevis]>gi|124302110|gb|ABN05233.1| Na-K-2Cl cotransporter 1 [Xenopus laevis]147904042 NP_001091331.1 0 0 0.08 0.35 0.75 0 1.32 0 0.9 3.96 2.61 10.47
2-3.c32079/1/2215 PREDICTED: myomegalin-like [Lepisosteus oculatus]573893936 XP_006634719.1 0 0 0 1.38 0.17 0.33 3.17 0.36 1.78 0 0 0.68
2-3.c33669/1/4992.2uncharacterized protein C17orf85 homolog [Xenopus (Silurana) tropicalis]>gi|82182934|sp|Q6DFQ2.1|CQ085_XENTR RecName: Full=Uncharacterized protein C17orf85 homolog [Xenopus (Silurana) tropicalis]>gi|49903632|gb|AAH76682.1| MGC79669 protein [Xenopus (Silurana) tropicalis]52345942 NP_001005015.1 0 0 0 0.68 0 0 0.88 0 1.87 2.1 3.79 3.3
2-3.c33715/1/2171 -- -- -- 0.34 0.72 0 0 0.64 1.54 0.98 0.31 0.62 8.22 4.51 10.06
2-3.c33875/1/1894 -- -- -- 0 0 0 0 0.38 2.61 3.16 0 0 5.66 8.91 0
2-3.c34018/2/1900 -- -- -- 0 0 0 4.4 1.84 0 4.9 2.37 4.15 0.64 2.38 1.84
2-3.c34088/1/2108 PREDICTED: myotubularin-related protein 14 isoform X1 [Xenopus (Silurana) tropicalis]847116167 XP_012815822.1 0.83 4.04 1.02 1.01 0 0.75 0.06 0 1.11 0 0 0
2-3.c34802/1/2277.1-- -- -- 0 29.35 10.01 0.9 6.25 3.54 0 3.68 12.46 0 0 0
2-3.c35295/1/2173 -- -- -- 0 0 0 2.19 2.06 3.75 1.59 1.12 3.12 3.26 9.13 16.43
2-3.c35318/1/2144 -- -- -- 0 0 0 0 0.91 2.98 0 1.81 0 12.46 13.97 24.99
2-3.c35542/1/2172 -- -- -- 0.06 0 0 0.06 3.56 2.78 2.06 2.4 1.64 0 1.28 0
2-3.c35788/1/2229 netrin 1 precursor [Xenopus (Silurana) tropicalis]>gi|111306023|gb|AAI21569.1| netrin 1 [Xenopus (Silurana) tropicalis]118404128 NP_001072385.1 0.71 3.19 0.86 0.25 0 1.42 0.15 1 0 0 0 0
2-3.c35913/1/2033 -- -- -- 0 0 0 0 4.61 4.13 0 4.63 0 14.79 0 17.63
2-3.c36813/3/2290 Activated RNA polymerase II transcriptional coactivator p15 [Rana catesbeiana]>gi|226372470|gb|ACO51860.1| Activated RNA polymerase II transcriptional coactivator p15 [Rana catesbeiana]226372244 ACO51747.1 0 0 0 0 0.51 0 2.73 0 0 6.09 3.34 1.53
2-3.c37126/1/2373.1PREDICTED: RNA polymerase II elongation factor ELL2 [Xenopus (Silurana) tropicalis]301607791 XP_002933477.1 3.14 2.88 0.2 0 3.47 0 0 0 0 0 0 0
2-3.c37162/1/2260 segment polarity protein dishevelled homolog DVL-3 [Xenopus laevis]>gi|82200432|sp|Q6DKE2.1|DVL3_XENLA RecName: Full=Segment polarity protein dishevelled homolog DVL-3; Short=Dishevelled-3; AltName: Full=DSH homolog 3 [Xenopus laevis]>gi|49522121|gb|AAH74187.1| MGC82074 protein [Xenopus laevis]147902637 NP_001086098.1 7.46 6.01 4.78 0.92 2.33 0 3.11 0 0.99 0 0 1.03
2-3.c38674/2/2550 uncharacterized protein LOC431890 [Xenopus laevis]>gi|47124671|gb|AAH70553.1| MGC79934 protein [Xenopus laevis]148223037 NP_001084844.1 0 0 0 0.96 0 0 4.87 4.61 0 0 3.58 0
2-3.c39182/2/2306 collagen alpha-1(III) chain precursor [Xenopus (Silurana) tropicalis]>gi|197245782|gb|AAI68784.1| Unknown (protein for MGC:188941) [Xenopus (Silurana) tropicalis]218847780 NP_001136379.1 0 100.53 16.19 0 0 0 0 0 0 0 0 0
2-3.c39770/1/1895.1ataxin-10 [Xenopus (Silurana) tropicalis]>gi|82178990|sp|Q5FVB0.1|ATX10_XENTR RecName: Full=Ataxin-10; AltName: Full=Spinocerebellar ataxia type 10 protein homolog [Xenopus (Silurana) tropicalis]>gi|58476876|gb|AAH90108.1| MGC97716 protein [Xenopus (Silurana) tropicalis]62751857 NP_001015825.1 5.31 8.24 1.42 0.27 1.66 2.62 0.25 0.92 0.83 0 0.19 0
2-3.c39827/1/2344 PREDICTED: transcription elongation factor A protein 3 isoform X2 [Xenopus (Silurana) tropicalis]512819310 XP_004911609.1 0.47 8.14 1.79 0 0.3 6.09 0.51 0.53 0.73 0 0.26 0
2-3.c40334/1/2160.1ethanolamine-phosphate phospho-lyase [Xenopus laevis]>gi|82200144|sp|Q6DEB1.1|AT2L1_XENLA RecName: Full=Ethanolamine-phosphate phospho-lyase; AltName: Full=Alanine--glyoxylate aminotransferase 2-like 1 [Xenopus laevis]>gi|50414567|gb|AAH77219.1| MGC79033 protein [Xenopus laevis]147905107 NP_001086637.1 0 0 0.68 3.42 13.33 2.75 22.64 5.61 1.88 15.37 36.26 60.49
2-3.c40397/1/2078 PREDICTED: spectrin beta chain, non-erythrocytic 1-like [Oreochromis niloticus]542194400 XP_005472135.1 0 0.12 0 1.82 0 0 3.48 1.78 0 1.6 2.88 7.14
2-3.c40415/1/1972 phosphatidylinositol 4-kinase type 2-beta [Xenopus laevis]>gi|82182288|sp|Q6DCQ8.1|P4K2B_XENLA RecName: Full=Phosphatidylinositol 4-kinase type 2-beta; AltName: Full=Phosphatidylinositol 4-kinase type II-beta [Xenopus laevis]>gi|50415034|gb|AAH77943.1| MGC80917 protein [Xenopus laevis]148228714 NP_001087050.1 0.73 3.26 1.12 0.2 4.19 0.96 0 1.28 0.37 0 0 0
2-3.c40679/1/2407.1dual specificity mitogen-activated protein kinase kinase 1 [Xenopus (Silurana) tropicalis]>gi|51703675|gb|AAH80944.1| mitogen-activated protein kinase kinase 1 [Xenopus (Silurana) tropicalis]56118586 NP_001008058.1 0 0 0 2.44 0 0.22 3.47 2.96 3.42 4.64 1.52 0
2-3.c40682/1/2371 PREDICTED: far upstream element-binding protein 1 isoform X1 [Xenopus (Silurana) tropicalis]847117382 XP_012816228.1 1.59 2.03 0.89 0.23 1.44 0.06 0 0 0.35 0 0 0
2-3.c40754/1/2314 YTH domain family protein 1 [Pteropus alecto]431894607 ELK04407.1 3.89 4.67 0 2.44 1.2 0 0 0 0 0 0 0
2-3.c40857/1/1998 PREDICTED: endogenous retrovirus group 3 member 1 Env polyprotein-like [Fundulus heteroclitus]831566752 XP_012733475.1 0 4.2 1.17 2.14 1.11 0 7.21 0 1.31 0 0 0
2-3.c41000/1/2484 -- -- -- 0 0.26 0 3.87 0.34 0 2.83 2.71 2.68 2.95 1.4 0
2-3.c41305/1/2020 zinc finger protein 703-B [Xenopus laevis]>gi|123897612|sp|Q2VPM4.1|Z703B_XENLA RecName: Full=Zinc finger protein 703-B [Xenopus laevis]>gi|83318326|gb|AAI08593.1| Nzl1 protein [Xenopus laevis]148223708 NP_001084448.1 6.74 1.17 10.91 0 3.94 0 0 0 0 0 0 0
2-3.c41514/1/2631.2PREDICTED: telethonin [Xenopus (Silurana) tropicalis]301622194 XP_002940414.1 57.9 18.4 61.92 0 37.97 64.19 4.2 9.7 3.27 1.56 4.38 0.43
2-3.c41584/1/2318.2PREDICTED: mixed lineage kinase domain-like protein [Xenopus (Silurana) tropicalis]>gi|512838280|ref|XP_004914113.1| PREDICTED: mixed lineage kinase domain-like protein [Xenopus (Silurana) tropicalis]301604167 XP_002931711.1 5.26 10.67 7.55 1.38 8.03 1.79 0 6.37 2.11 0 0 0
2-3.c41735/1/1948 -- -- -- 2.85 12.72 0.42 0.04 0.89 2.41 0.35 2.93 0.02 0.13 0 0
2-3.c42007/1/2299 -- -- -- 0.94 14.61 5.84 0 2.11 64.62 1.35 0 0.82 0 1.25 0
2-3.c42029/1/2500 PREDICTED: protein O-mannosyl-transferase 2 isoform X1 [Xenopus (Silurana) tropicalis]512860787 XP_002938909.2 0 0 0 0.28 0 0 0.42 2.18 1.11 0 0 3.43
2-3.c42063/1/2352 PREDICTED: elongation factor 2-like [Alligator sinensis]557323742 XP_006034923.1 390.76 1326.95 439.07 331.79 236.61 0 55.45 68.6 297.6 0 0 209.67
2-3.c42404/1/2038 PREDICTED: serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A beta isoform [Larimichthys crocea]734601995 XP_010727931.1 1.07 9.14 1.67 0 0 0 0 0 2.29 0 0 2.77
2-3.c42423/1/2242 heterogeneous nuclear ribonucleoprotein R [Xenopus (Silurana) tropicalis]89272515 CAJ81560.1 0 30.91 3.72 0 1.59 4.14 0.78 0.79 0 0 0 0
2-3.c42568/1/2167 PREDICTED: leucine-rich repeat-containing protein 16A isoform X3 [Xenopus (Silurana) tropicalis]847138470 XP_012820837.1 0.86 2.61 1.59 0.56 1.87 0.24 2 0 0.12 0 0 0
2-3.c43109/1/2341.1PREDICTED: AP-2 complex subunit mu isoform X1 [Nomascus leucogenys]821005491 XP_012365992.1 0 0 0 1.6 0 5.51 2.75 1.17 5.92 37.02 39.41 7.03
2-3.c43548/1/2227 WD repeat and SOCS box containing 2 [Xenopus laevis]>gi|52139147|gb|AAH82668.1| Wsb2 protein [Xenopus laevis]148222751 NP_001090257.1 0 0 0 0 2.48 0.69 1.24 0 2.82 8.89 7.18 4.92
2-3.c43664/1/1854 PREDICTED: methionine aminopeptidase 2, partial [Eurypyga helias]704281225 XP_010156702.1 4.08 13.61 7.84 1.83 2.92 9.15 1.96 0 0.96 0 0 0.75
2-3.c43699/1/2329 -- -- -- 0 5.02 1.53 0 1.16 0 0 0 0 0 0 0
2-3.c43769/2/1884 fragile X mental retardation syndrome-related protein 1 homolog A [Xenopus laevis]>gi|110282964|sp|P51115.2|FXR1A_XENLA RecName: Full=Fragile X mental retardation syndrome-related protein 1 homolog A; Short=xFxr1p-A [Xenopus laevis]>gi|67764066|gb|AAY79165.1| Fxr1 long isoform variant a [Xenopus laevis]>gi|67764068|gb|AAY79166.1| Fxr1 long isoform variant a [Xenopus laevis]147899444 NP_001081786.1 0.47 0.39 0.25 15.4 21.62 61.82 0.67 16.06 12.15 13.83 14.23 0
2-3.c43935/1/2533 -- -- -- 2.28 10.67 4.34 0 5.87 10.44 0 0 0.08 0 3.56 2.65
2-3.c45337/2/2129 PREDICTED: receptor-type tyrosine-protein phosphatase kappa, partial [Buceros rhinoceros silvestris]704177475 XP_010134114.1 0.96 0 0 2.25 0 4.56 1.18 3.14 0.93 12.37 9.06 13.18
2-3.c46191/1/2155.1-- -- -- 0 0 0 0 6.82 0 0 5.91 0 111.42 0 55.32
2-3.c46636/1/2250 -- -- -- 0.17 7.04 2.69 0.44 0 0.88 0.46 0.78 0.69 0.09 0 0.07
2-3.c46871/1/2764 Glycogen phosphorylase, muscle form [Chelonia mydas]465954282 EMP25833.1 0 0.76 0 4.41 8.51 1.34 46.16 4.16 44 17.39 0.07 13.83
2-3.c47242/1/2412.1PREDICTED: zinc finger protein 850-like [Pelodiscus sinensis]558191053 XP_006129444.1 2.84 5.26 0 1.94 0.67 0 0 0.53 1.27 0 0 0
2-3.c47351/1/2315.1PREDICTED: rab GDP dissociation inhibitor alpha-like [Lepisosteus oculatus]573874500 XP_006625634.1 0 7.61 1.85 0 1.21 0 0 0 0.5 0 0 0



2-3.c47496/1/2533 PREDICTED: zinc finger protein 585B-like [Chelonia mydas]591357490 XP_007053818.1 0.89 2.05 0.64 0 0 0.61 0 0.09 0.06 0 0 0
2-3.c47765/1/2613 probable ATP-dependent RNA helicase DHX35 [Xenopus (Silurana) tropicalis]>gi|112418536|gb|AAI21957.1| DEAH (Asp-Glu-Ala-His) box polypeptide 35 [Xenopus (Silurana) tropicalis]118405026 NP_001072515.1 0 0 0 0.79 0 0 0.17 0 0.9 5.32 5.71 4.8
2-3.c47898/1/2398 polypyrimidine tract-binding protein 2 [Xenopus (Silurana) tropicalis]>gi|112418598|gb|AAI21904.1| polypyrimidine tract binding protein 2 [Xenopus (Silurana) tropicalis]118404352 NP_001072479.1 2.7 7.01 0 1.87 2.75 0 0 1.22 0 0 0.1 0
2-3.c47969/1/2158 leucine-rich repeat-containing protein 1 [Xenopus (Silurana) tropicalis]>gi|40675662|gb|AAH64859.1| hypothetical protein MGC75617 [Xenopus (Silurana) tropicalis]45361617 NP_989386.1 0.65 0 0 1.36 0 1.09 2.12 0 0.14 7.36 8.18 9.03
2-3.c48264/1/2191 PREDICTED: fructose-bisphosphate aldolase C [Chelonia mydas]>gi|465988712|gb|EMP37808.1| Fructose-bisphosphate aldolase C [Chelonia mydas]591365782 XP_007057754.1 0 0 0 0.61 0.35 0 0.36 0.88 0.59 4.36 8.27 0
2-3.c48716/1/2707.2-- -- -- 0 0 0 0.24 1.95 0 2.78 0.44 3.43 9.74 12.49 6.69
2-3.c48879/1/2436 -- -- -- 0.91 0 1.08 3.91 5.97 0 15.54 4.79 4.51 13.6 8.07 27.98
2-3.c49000/1/2204.1PREDICTED: ras-specific guanine nucleotide-releasing factor RalGPS1 isoformX1 [Gallus gallus]363740538 XP_003642349.1 0.61 0.25 0.63 1.41 2.2 3.07 4.22 2.73 2.23 11.3 17.29 15.71
2-3.c49383/1/2447 PREDICTED: probable ubiquitin carboxyl-terminal hydrolase FAF-X isoform X3 [Pelodiscus sinensis]558212509 XP_006134019.1 0.21 3.16 0 5.2 0 5.15 10.29 1.26 4.17 20.86 20.89 19.44
2-3.c50403/1/2339 PREDICTED: huntingtin-interacting protein 1 [Xenopus (Silurana) tropicalis]>gi|512820824|ref|XP_004911785.1| PREDICTED: huntingtin-interacting protein 1 [Xenopus (Silurana) tropicalis]>gi|512820828|ref|XP_004911786.1| PREDICTED: huntingtin-interacting protein 1 [Xenopus (Silurana) tropicalis]512820820 XP_002933593.2 6.61 23.85 8.07 1.19 3.87 3.68 2.81 1.95 5.13 1.79 1.2 0.44
2-3.c50765/5/2056 alpha1 type II collagen [Cynops pyrrhogaster]5360532 BAA82043.1 8.78 21.95 33.74 6.15 0 0.04 0 0.01 1.82 0 0 0
2-3.c52175/1/2513 MGC79035 protein [Xenopus laevis]>gi|50417651|gb|AAH77752.1| MGC79035 protein [Xenopus laevis]147901187 NP_001086917.1 2.45 12.66 3.88 2.35 0.26 10.46 1.66 2.78 2.24 0.01 0 1.33
2-3.c52610/1/2742 PREDICTED: uncharacterized protein LOC101734130 [Xenopus (Silurana) tropicalis]847164282 XP_012826094.1 0 2.41 0.92 0 1.3 0.82 0 0.06 0 0 0 0
2-3.c53295/1/2070 PREDICTED: eukaryotic translation initiation factor 5 isoform X5 [Pelodiscus sinensis]558148079 XP_006120030.1 2.29 4.53 3 1.14 0 1.08 0.91 0 0 0 0 0
2-3.c53583/1/2006 solute carrier family 40 (iron-regulated transporter), member 1 [Xenopus (Silurana) tropicalis]>gi|119443827|gb|ABL75285.1| ferroportin [Xenopus (Silurana) tropicalis]147904330 NP_001090746.1 0 6.52 5.16 3.27 0.45 0 0 0 0 0 0 0
2-3.c53966/2/1914 Unknown (protein for MGC:80813) [Xenopus laevis]49257408 AAH73381.1 0 0 0 5.35 0 0 10.08 0 0 4.82 18.12 10.77
2-3.c54192/1/2006 PREDICTED: tetratricopeptide repeat protein 39B isoform X1 [Chrysemys picta bellii]530607046 XP_005295213.1 5.51 6.43 8.13 0 5 2.51 3.52 3.5 1.51 0 0 1.65
2-3.c54663/1/1999 death effector domain containing 2 [Xenopus laevis]>gi|56269939|gb|AAH87361.1| LOC495979 protein [Xenopus laevis]148234641 NP_001088715.1 0 0 1.3 1.63 0.03 5.4 6.98 1.35 1.52 23.99 32.1 9.03
2-3.c54730/1/2370 PREDICTED: transcription elongation factor A protein 3 isoform X2 [Xenopus (Silurana) tropicalis]512819310 XP_004911609.1 0.81 4.41 0.19 0 0 4.12 0.18 0 0 0 0 0
2-3.c54819/1/2637 -- -- -- 0 0 0 2.68 0 0 0.87 1.03 3.01 1.25 0.76 0
2-3.c55405/1/2100.1PREDICTED: mucin-4-like isoform X2 [Xenopus (Silurana) tropicalis]847172450 XP_012809473.1 31.02 9.82 29.93 12.92 8.66 0.06 5.8 9.84 20.62 0 0 3.1
2-3.c55701/1/2518 PREDICTED: AT-hook DNA-binding motif-containing protein 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847107814|ref|XP_012813786.1| PREDICTED: AT-hook DNA-binding motif-containing protein 1 isoform X1 [Xenopus (Silurana) tropicalis]>gi|847107818|ref|XP_012813787.1| PREDICTED: AT-hook DNA-binding motif-containing protein 1 isoform X1 [Xenopus (Silurana) tropicalis]847107809 XP_012813785.1 0.25 14.11 4.27 0 0 0 7.61 0 0 0.55 16.77 0
2-3.c56059/1/1916 -- -- -- 0 0 0 0 55.41 20.46 53.81 0.27 71.08 19.1 14.2 16.65
2-3.c56406/1/2361 PREDICTED: moesin isoform X1 [Xenopus (Silurana) tropicalis]301614728 XP_002936828.1 0 40.85 7.53 0 6.37 0 0 0 2.57 0 0 0
2-3.c56698/1/2650 PREDICTED: collagen alpha-2(V) chain [Xenopus (Silurana) tropicalis]512867119 XP_002931546.2 1.63 5.22 0 0 2.27 33.29 0 0 0 0 0 0
2-3.c57787/6/2491 serine incorporator 1 precursor [Xenopus (Silurana) tropicalis]>gi|56788879|gb|AAH88606.1| tumor differentially expressed 2 [Xenopus (Silurana) tropicalis]58332654 NP_001011399.1 9.16 2.18 5.47 0 0 1.9 2.09 0 0 0 0 0
2-3.c58668/8/2320 PREDICTED: dihydropyrimidinase [Xenopus (Silurana) tropicalis]301603867 XP_002931585.1 0.69 16.93 1.88 0 0.43 22.04 0.54 0 0.56 0 0 0
2-3.c58683/2/2016 PREDICTED: serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform isoform X1 [Aotus nancymaae]817327488 XP_012290701.1 0 0 0 4.08 0 1.62 8.81 1.89 2.14 20.99 13.96 11.91
2-3.c58886/1/2150 phosphatidylinositol glycan anchor biosynthesis, class S [Xenopus laevis]>gi|50925066|gb|AAH79776.1| MGC86278 protein [Xenopus laevis]148237151 NP_001087430.1 0 0 0 0 0.3 0 0.67 0 0 2.35 5.06 2.05
2-3.c59882/1/2489 PREDICTED: dual specificity tyrosine-phosphorylation-regulated kinase 1B isoform X1 [Xenopus (Silurana) tropicalis]847142251 XP_012821525.1 1.64 0 1.35 0 0 0 0.47 0 1.07 0 0 0
2-3.c60913/1/2359.1F-box/LRR-repeat protein 5 [Xenopus laevis]>gi|82236774|sp|Q6INS1.1|FBXL5_XENLA RecName: Full=F-box/LRR-repeat protein 5; AltName: Full=F-box and leucine-rich repeat protein 5 [Xenopus laevis]>gi|47940274|gb|AAH72202.1| MGC81139 protein [Xenopus laevis]147901440 NP_001085061.1 0 0 0 0 0 3.01 1.23 0 0 0 3.11 2.58
2-3.c61128/1/2336.1gsn protein [Xenopus (Silurana) tropicalis]159155320 AAI54876.1 0 0 0 0.09 23.13 17.12 10.27 0 6.94 37.01 39.97 31.44
2-3.c61138/1/2177.1-- -- -- 0.07 0 0.06 9.8 0 0 8.16 10.62 9.92 8.37 9.54 0.05
2-3.c62149/4/2004 zinc finger protein 207 [Xenopus (Silurana) tropicalis]89269088 CAJ81941.1 1.37 12.77 4.68 0 0 0 1.8 2.69 0 0 0 13.3
2-3.c62633/2/2459 -- -- -- 0 0 0 0 0 14.75 12.88 0 8.31 11.4 0 0
2-3.c63021/2/1844 myosin-9 [Xenopus laevis]>gi|3660672|gb|AAC83556.1| nonmuscle myosin II heavy chain A [Xenopus laevis]148225656 NP_001081846.1 0 0 0 2.87 0 0 16.02 0 1.62 1.28 30.88 11.05
2-3.c63212/11/2174gelsolin [Xenopus laevis]>gi|54035194|gb|AAH84059.1| LOC397895 protein [Xenopus laevis]148223299 NP_001081527.1 0 0 0 2.13 0 0 8.92 10.02 0.64 0 0 12.73
2-3.c63455/12/2006PREDICTED: STAM-binding protein isoform X1 [Xenopus (Silurana) tropicalis]>gi|847108535|ref|XP_012814022.1| PREDICTED: STAM-binding protein isoform X1 [Xenopus (Silurana) tropicalis]847108531 XP_012814021.1 0 0 0.36 1.36 0 0 2.56 0 2.39 9.7 6.9 1.79
2-3.c63615/1/1860.1PREDICTED: keratin, type II cytoskeletal 7 [Colobus angolensis palliatus]795360232 XP_011785962.1 5.65 6.76 8.82 2.84 5.94 0 3.41 2.96 2.97 0 0 0
3-6.c2263/41/3494 PREDICTED: catenin beta-1-like [Lepisosteus oculatus]573895693 XP_006635591.1 0 0 0 0 10.24 16.15 0 2.74 0 25.78 18.06 0.05
3-6.c2421/16/2779.1cyclin-dependent kinase inhibitor xic1 [Xenopus laevis]>gi|1222531|gb|AAC59775.1| cyclin-dependent kinase inhibitor p28 [Xenopus laevis]>gi|163916513|gb|AAI57463.1| LOC100137657 protein [Xenopus laevis]168693517 NP_001108275.1 0.04 13.68 6.26 3.28 18.55 0 0 0.69 0 0 0 0
3-6.c2820/6/3827 vigilin [Xenopus (Silurana) tropicalis]>gi|49899939|gb|AAH76949.1| high density lipoprotein binding protein (vigilin) [Xenopus (Silurana) tropicalis]55742112 NP_001006854.1 0 7.56 2.88 2.22 0 0 4.47 0.35 0 0 0 0
3-6.c2877/4/3189 PREDICTED: nebulin isoform X9 [Xenopus (Silurana) tropicalis]847166508 XP_012826615.1 4.89 0 3.33 0 0 0 0 0 0 0 0 0
3-6.c3556/4/3493 profilin-2 [Xenopus (Silurana) tropicalis]>gi|189442273|gb|AAI67571.1| profilin 2 [Xenopus (Silurana) tropicalis]>gi|213625767|gb|AAI71297.1| profilin 2 [Xenopus (Silurana) tropicalis]>gi|213627422|gb|AAI71295.1| profilin 2 [Xenopus (Silurana) tropicalis]62859423 NP_001016098.1 7.42 9.53 8.05 5.18 3.64 2.35 2.63 5.95 1.72 1.61 0.58 0.77
3-6.c3844/4/2748 PREDICTED: collagen alpha-1(IX) chain [Xenopus (Silurana) tropicalis]847130150 XP_012818951.1 3.55 14.79 7.23 2.83 0 0 7.89 0 7.48 0 0 1.4
3-6.c4196/1/3592 PREDICTED: NACHT, LRR and PYD domains-containing protein 12 [Charadrius vociferus]699666029 XP_009883591.1 0 0 0 7.56 1.92 0 0 8.08 11.96 0.11 15.03 8.42
3-6.c4295/1/3409 importin-4 [Xenopus (Silurana) tropicalis]315707014 NP_001008011.2 2.79 6.07 2.62 0.84 1.32 8.96 1.19 0.85 0.55 0.07 0.21 0.03
3-6.c4314/1/3336 PREDICTED: spectrin alpha chain, non-erythrocytic 1 isoform X3 [Xenopus (Silurana) tropicalis]847152581 XP_012823249.1 2.91 3.87 0.64 2.83 0.25 0 2.15 0 2.79 0.24 0 0
3-6.c5625/1/3448 PREDICTED: von Willebrand factor A domain-containing protein 8 [Xenopus (Silurana) tropicalis]847103802 XP_012813198.1 0 0 0 1.8 1.38 0 0 0 0.1 2.14 2.67 0
3-6.c5795/1/2929 PREDICTED: N-alpha-acetyltransferase 16, NatA auxiliary subunit isoform X1 [Haliaeetus leucocephalus]729723264 XP_010574839.1 0.22 2.94 1.42 0 0 0 0 1.42 0.78 0 0 0
3-6.c5821/1/3249.1 PREDICTED: target of Nesh-SH3-like isoform X5 [Oreochromis niloticus]542203441 XP_005475551.1 0.09 3.6 1.09 0.08 0.7 6.15 0 0.28 0.08 0 0 0
3-6.c5936/1/3201 PREDICTED: serine/threonine-protein kinase ULK2 [Xenopus (Silurana) tropicalis]512819921 XP_004911684.1 0 0 0 0.59 0 0 1.59 0 0 3.62 2.6 0
3-6.c5940/1/2788.1 PREDICTED: DNA damage-binding protein 1 [Cavia porcellus]348560393 XP_003465998.1 4.56 1.56 2.25 0 0 0 0 0 0 0 0 0
3-6.c6437/1/3419 RecName: Full=Coiled-coil domain-containing protein 22 [Xenopus (Silurana) tropicalis]>gi|89266783|emb|CAJ82509.1| novel protein containing Protein of unknown function (DUF812) domain [Xenopus (Silurana) tropicalis]123892992 Q28G12.1 1.33 3.01 0.7 0 1.09 0.36 0.85 0 1.57 0.11 0 0
3-6.c6560/3/3081.1 MHC class II beta-chain, partial [Quasipaa spinosa]726968496 AIY53001.1 2.39 1.75 2.59 1.12 0 0.56 0.38 1.94 0 0 0 0
3-6.c6836/1/3338 PREDICTED: nebulin isoform X11 [Xenopus (Silurana) tropicalis]847166512 XP_012826617.1 18.93 18.17 0 0.01 25.62 0.92 0 0 0 0 0 0
3-6.c6860/1/3324.2 PREDICTED: ubiquitin carboxyl-terminal hydrolase 25 [Tinamus guttatus]719774765 XP_010220402.1 0.01 0 0 0 0 2.98 0.82 2.58 0 17 48.77 6.94
3-6.c6948/3/3149 PREDICTED: bcl-2-associated transcription factor 1 isoform X4 [Xenopus (Silurana) tropicalis]847126738 XP_012818156.1 1.51 4.87 1.45 0 0.86 2.14 0.95 0.64 0.31 0.31 0 0



3-6.c7299/1/3683 PREDICTED: collagen alpha-1(VI) chain [Xenopus (Silurana) tropicalis]512867463 XP_002932077.2 10.3 72.68 28.93 8.75 6.05 37.38 5.92 1.43 11.13 0 0 2.38
3-6.c7795/1/2729.1.1-- -- -- 10.4 5.84 9.66 9.88 0 0 0 5.11 0.11 0 0 0
3-6.c8144/1/2798.1 Collagen alpha-2(VI) chain, partial [Ophiophagus hannah]565318950 ETE70123.1 17.02 7.97 13.1 6.3 4.09 0.37 0.98 7.29 2.98 0 0 0
3-6.c8254/1/3164 PREDICTED: DDB1- and CUL4-associated factor 5 [Xenopus (Silurana) tropicalis]512862186 XP_002935378.2 0 0 0 0 0 1.09 0.88 5.84 0.51 5.54 2.48 3.39
3-6.c8319/2/3083 PREDICTED: filamin-A isoform X2 [Xenopus (Silurana) tropicalis]847155161 XP_012824065.1 2.08 6.46 7.31 0 0 9.06 0 5.83 0 0 0 0
3-6.c8547/1/3362 PREDICTED: transcription elongation factor A protein 3 isoform X2 [Xenopus (Silurana) tropicalis]512819310 XP_004911609.1 0.08 14.22 2.06 0 0.59 12.05 0 0.72 0 0 0 0
3-6.c8713/1/2915.2 E3 ubiquitin-protein ligase MGRN1 [Xenopus (Silurana) tropicalis]62858193 NP_001016911.1 0 0 0 0 0 0.63 0 0 2.1 8.58 6.12 4.25
3-6.c10459/1/2744 PREDICTED: angiopoietin-related protein 2 [Orycteropus afer afer]634857825 XP_007942512.1 1.16 2.91 1.69 0 0 1.41 0 0 0 3.15 0.66 0
3-6.c10710/1/2755 heavy chain 6 cardiac muscle alpha, partial [Eleutherodactylus coqui]388242704 AFK15622.1 0.86 5.39 2.43 0 0 0.03 1.93 7.15 1.86 0.89 0 1.8
3-6.c10790/1/3187 PREDICTED: glycine dehydrogenase (decarboxylating), mitochondrial [Xenopus (Silurana) tropicalis]512813230 XP_002934225.2 0 0 0 0.69 0 0 7.48 0 0.26 0 4.71 7.78
3-6.c10815/1/3255 PREDICTED: synaptopodin 2-like protein [Xenopus (Silurana) tropicalis]301612611 XP_002935810.1 3.7 4.94 1.83 1.85 1.61 14.65 0.69 1.05 1.07 0 0 0.35
3-6.c11051/1/3707.1DNA polymerase delta catalytic subunit [Xenopus (Silurana) tropicalis]>gi|89268922|emb|CAJ83173.1| polymerase (DNA directed), delta 1, catalytic subunit 125kDa [Xenopus (Silurana) tropicalis]113931510 NP_001039204.1 0.36 3.6 0.53 0 0.18 0.32 0.26 0.35 0.29 0 0 0
3-6.c11562/1/2885 PREDICTED: myocilin [Xenopus (Silurana) tropicalis]512836045 XP_002934195.2 0 0 0 0 8.55 0.05 9.13 6.08 0 0.93 1.04 0.82
3-6.c13061/2/3077 PREDICTED: catenin beta-1-like [Lepisosteus oculatus]573895693 XP_006635591.1 0.01 66 14.41 0.07 0 0 0 3.78 0 0 0 0
3-6.c14063/1/3289 PREDICTED: E3 ubiquitin-protein ligase PDZRN3 isoform X4 [Xenopus (Silurana) tropicalis]512838975 XP_004914204.1 0 0 0 1.59 0 0.64 0 1.26 1.73 1.53 1.29 2.26
3-6.c14261/1/2908 spastin [Xenopus laevis]>gi|82235616|sp|Q6AZT2.1|SPAST_XENLA RecName: Full=Spastin [Xenopus laevis]>gi|50603653|gb|AAH77358.1| Spg4-prov protein [Xenopus laevis]148231546 NP_001086725.1 0.91 10.49 6.12 0.78 0.1 0 0 0 0 0 0 2.69
3-6.c14395/1/2662 zinc transporter 7-A [Xenopus laevis]>gi|82177854|sp|Q52KD7.1|ZNT7A_XENLA RecName: Full=Zinc transporter 7-A; Short=ZnT-7-A; AltName: Full=Solute carrier family 30 member 7-A [Xenopus laevis]>gi|62948024|gb|AAH94400.1| MGC84982 protein [Xenopus laevis]147906284 NP_001089424.1 4.37 9.82 3.18 0 2.03 2.45 0 0 0 0 0 11.34
3-6.c14544/1/3195 PREDICTED: MIP18 family protein FAM96A [Xenopus (Silurana) tropicalis]301606783 XP_002932995.1 1.4 3.4 0 0.97 0 0.15 0 0 0 0 0 0
3-6.c14711/2/3327 PREDICTED: pre-mRNA-processing factor 40 homolog A isoform X4 [Xenopus (Silurana) tropicalis]847162749 XP_012825617.1 0.17 3.16 0.56 0 0 0 0 0 0 0 0 0
3-6.c15003/1/3224 Nucleoprotein TPR, partial [Charadrius vociferus]697445750 KGL86452.1 1.28 3.58 1.3 0.31 1.8 0.15 0.18 1.13 0.56 0 0.08 0.18
3-6.c15547/1/3120 cadherin-2 precursor [Xenopus (Silurana) tropicalis]>gi|183985680|gb|AAI66196.1| cdh2 protein [Xenopus (Silurana) tropicalis]188528929 NP_001120890.1 0.73 1.48 0.84 0.27 0 1.24 0.15 0.38 0 0 0 0
3-6.c15615/1/2894 Guanine nucleotide-binding protein GI/GS/GO subunit gamma-10 precursor [Rana catesbeiana]226372634 ACO51942.1 3.51 6.85 3.93 1.84 2.52 0 1.37 2.08 1.81 0.4 0.05 0.6
3-6.c15688/1/2756 clathrin, heavy chain (Hc) [Xenopus laevis]>gi|49115532|gb|AAH73439.1| MGC80936 protein [Xenopus laevis]148231021 NP_001085860.1 0.73 6.29 0.98 0 3.41 0 0 0 0 0 0 0
3-6.c15964/1/3916 PREDICTED: protein FAM185A isoform X1 [Chrysemys picta bellii]530638059 XP_005305846.1 2.72 7.19 3.72 2.29 5.77 0.93 0.35 0.79 2.42 0.61 0.07 0.25
3-6.c16139/1/3102 PREDICTED: dickkopf-related protein 2 [Xenopus (Silurana) tropicalis]301622013 XP_002940336.1 3.23 19.6 4.84 4.01 3.43 2.84 0 1.96 1.69 0.73 1.51 0
3-6.c16165/1/2871 replication factor C subunit 1 [Xenopus (Silurana) tropicalis]313760612 NP_001186496.1 9.28 27.31 5.28 5.4 3.13 4.83 1.85 6.42 2.67 0.77 0.97 1.49
3-6.c16516/1/3093 PREDICTED: laminin subunit alpha-2 [Xenopus (Silurana) tropicalis]512844752 XP_002936356.2 8.69 4.71 5.77 5.38 0 0 4.38 5.44 0 0 0 0.48
3-6.c16896/1/3338 PREDICTED: cold shock domain-containing protein E1 isoform X4 [Xenopus (Silurana) tropicalis]847087986 XP_012819259.1 0 0 0.01 0.66 0 0.01 3.54 2.93 0 0.12 0 11.18
3-6.c16960/1/3804 PREDICTED: LOW QUALITY PROTEIN: titin-like [Pelodiscus sinensis]558146048 XP_006119599.1 0 0 0 0 0.36 1.41 2.04 1.9 0 0 0 2.97
3-6.c17082/1/2858.2hypothetical protein EH28_02811 [Larimichthys crocea]808879603 KKF27606.1 7.71 7.94 14.93 7.83 0 0 0 4.34 0 0 0 0
3-6.c17694/7/2933.1-- -- -- 11.44 6.02 10.29 10.83 0.28 0.17 0.36 6.15 0 0 0.27 0.18
3-6.c18185/1/2750 CD82 molecule [Xenopus laevis]>gi|49115471|gb|AAH73387.1| MGC80828 protein [Xenopus laevis]148234160 NP_001085817.1 0 0 0 1.2 0 0 0 0 0.18 1.38 0.16 2.73
3-6.c18261/1/2819 PREDICTED: probable ATP-dependent RNA helicase DDX31 [Chelonia mydas]591372795 XP_007061098.1 0.55 2.73 0.76 0.11 0.31 2.12 0.48 0 0.78 0 0 0
3-6.c18327/1/3138 forkhead box protein K2 [Xenopus (Silurana) tropicalis]>gi|197245585|gb|AAI68486.1| Unknown (protein for MGC:172864) [Xenopus (Silurana) tropicalis]213982945 NP_001135634.1 3.15 13.61 4.73 2.46 3 0.56 1.82 0.97 2.38 0 0 1.8
3-6.c19028/3/3006 PREDICTED: cytochrome P450 3A29-like isoform X1 [Xenopus (Silurana) tropicalis]512848263 XP_002937893.2 6.24 16.42 3.12 0.26 0 0 0 2.36 1.68 2.34 0 4.79


