
 

 

1OQW_A_Pseudomonas   ---------------------------------------------------------F--TLIELMIVVAIIGILAAIAIPQYQNYVARSEGASALASVNPLKTTVEEALSRGWSVKSGTGTEDATKK--------------------------------------------------EVPLGVAADANKLGTIAL 

MxDK1622_peg_5791    MRVS-------------RFN----------------------------PRN------RGFTLIELMIVVAIIGILAAIAIPNFIKFQARSKQSEAKTNLKALYTAQKSFFSEKDRYSDF-----------------------------------------------------------ANEIGFAPERGNRYGYRV 

MxDZ2_peg_3110       MRVS-------------RFN----------------------------PRN------RGFTLIELMIVVAIIGILAAIAIPNFIKFQARSKQSEAKTNLKALYTAQKSFFSEKDRYSDF-----------------------------------------------------------ANEIGFAPERGNRYGYRV 

MxDZF1_peg_7587      MRVS-------------RFN----------------------------PRN------RGFTLIELMIVVAIIGILAAIAIPNFIKFQARSKQSEAKTNLKALYTAQKSFFSEKDRYSDF-----------------------------------------------------------ANEIGFAPERGNRYGYRV 

Mf_peg_7368          -----------------------------------------------------------------MIVVAIIGILAAIAIPNFIKFQARSKQSEAKTNLKALFTAQKSFFSEKDRYSNF-----------------------------------------------------------ANEIGFSPERGNRYGYVV 

Mh_peg_1126          MRVS-------------RFN----------------------------PRN------RGFTLIELMIVVAIIGILAAIAIPNFIKFQARSKQGEAKANLKGLFTSQKSYFQEKDRYSGL-----------------------------------------------------------SGAIGFAPERGNRYAYVI 

MfB_peg_6877         MLNR------------------------------------------LMKKK------GGFTLIELMIVVAIIGILAAIAIPNFIRFQAKSKQSEAKTNLKAIFTAQKAYFGEKDKYVSD-----------------------------------------------------------FKVVGFDPEPGNRFSYGI 

Ms_peg_6460          MLNR------------------------------------------LMKKK------GGFTLIELMIVVAIIGILAAIAIPNFIRFQAKSKQSEAKTNLKAIFTAQKAYFGEKDKYVSD-----------------------------------------------------------FKVVGFDPEPGNRYTYGI 

Cc_peg_6393          MMNR------------------------------------------LFRKK------GGFTLIELMIVVAIIGILAAIAIPNFIRFQAKSKQSEAKTNLKAIFTAQKAYFGEKDKYQVN-----------------------------------------------------------FTVIGFDPEAGNRYSYGM 

AG_peg_08287         MTRL------------------------------------------FARKN------RGFTLIELMIVVAIIGILAAIAIPNFIKFQARSKQGEAKANLKAWFTTQRAFLQEKDRYEQD-----------------------------------------------------------IKIIGYAPERGNRYAYYF 

CYB_peg_06427        MNRL------------------------------------------FVRKN------RGFTLIELMIVVAIIGILAAIAIPNFIKFQARSKQGEAKANLKAWFTSQRAYLQEKDKYSEN-----------------------------------------------------------VQTVGFSPERGNRYAYYF 

CYVI_peg_08561       MTRL------------------------------------------FARKN------RGFTLIELMIVVAIIGILAAIAIPNFIKFQARSKQGEAKANLKAWFTTQRAFLQEKDRYEQD-----------------------------------------------------------IKIIGYAPERGNRYAYYF 

HM_peg_6105          MPS---------------------------------------------QKR------RGFTLIELMIVVAIIGILAAIAIPNFVRFQARARQAEVSANLKSLYNGMKTL---TQMPMQ------------------------------------------------------------IRVPGFAPERGNRYSYHM 

Sa_peg_6576          MTQT--------------------------------------------RRN------RGFTLIELMIVVAIIGILAAIAIPNFIRFQARARQSEVNTNLKSLFTGLRTQ---QKMPPES-----------------------------------------------------------IRATGFAPERGNRYTYKI 

Sa_peg_6577          MPR---------------------------------------------RSQ------NGFTLIELMIVVAIIGILAAIAIPSFLRFQARARQSEVNANLKSLFTGMRTL---AKRPQYQ-----------------------------------------------------------IRVPGFAPERGNRYSYFL 

MxDK1622_peg_5681    MRGSH(8)AANLECPKCGSELDVT-GRGPGA------IIRCACGNLSAVPK------RS3SPRGVALALGV7GILAAIAIPNYNKLPVRSKQQECKANLRGLYAAQRNHNAEHGTFEPR-----------------------------------------------------------IVNAGFIPERGNRYAYFT 

MxDZ2_peg_3475       -------MAANLECPKCGSELDVT-GRGPGA------IIRCACGNLSAVPK------RS3SPRGVALALGV7GILAAIAIPNYNKLPVRSKQQECKANLRGLYAAQRNHNAEHGTFEPR-----------------------------------------------------------IVNAGFIPERGNRYAYFT 

MxDZ2_peg_4701       MRPRN----------------------------------------------------RGMTLLEVMVVVALVGLFATLSVSSFQGMTERQRLSAAQRELVLMMQEARQKARATHQPVR---------------------------------------------------------------LGTRVMDEQGVQVTR 

MxDZF1_peg_6032      MRPRN----------------------------------------------------RGMTLLEVMVVVALVGLFATLSVSSFQGMTERQRLSAAQRELVLMMQEARQKARATHQPVR---------------------------------------------------------------LGTRVMDEQGVQVTR 

MxDZF1_peg_7478      ---------------------------------------------------------M--ALALGVFLLCP2GILAAIAIPNYNKLPVRSKQQECKANLRGLYAAQRNHNAEHGTFEPR-----------------------------------------------------------IVNAGFIPERGNRYAYFT 

Mh_peg_1240          MA--------KLECPKCGELLEVT-GRSPGV------LLTCACGNVARVPS------RV3GLRGLAAALGL7GVLAAIAIPNYNKLTVRSKQRECKTNLRALFTAQRSHAAEHDAYAPG-----------------------------------------------------------IVKTGFLPEPGNRYAYFM 

Mh_peg_1241          MA--------AIPCPACGAKLEVT-GLKAGA---------------TVQCA------CG17AGAL2FVPC-FLIFVVGSLSGFQRYQGRAMQSICKVSLKQWYTAQKVHYLEHDTYEPA-----------------------------------------------------------FSKVGFEIPRGNQQLFLV 

Mh_peg_5951          MHPRN----------------------------------------------------QGVTLLEVMVVVAIIGVFATLSVTSFQGMLERQRVSGAQRELVLMMQEARQKARATRQPVRLN---------------------------------------------------------------LRVADENDRQVTR 

Cc_peg_2564          MPV--------------DSRSSG----DDLS(86)DEALWASFALEFIRQS----GPPG24LVQFVAALLLLGLV5RWA25G390ASASSHEAEAKTNLKAIFTGEKAFFGEKDRYSTS-----------------------------------------------------------FQALGFQPVQ18RFIYSV 

Cc_peg_3166          MT--------TQIPPESAPPKK-----TILP-----------------GVA------LGFTIAGL10VLAI33IQAAIAIPNFMKFQARAKQAECRSNLKAVFTAARVSLVDDQPLVS------------------------------------------------------------LDAMGIEPGPRNRYAYVL 

Cc_peg_3440          MS--------DPSGE-EGRSR------------------------------------RTWFFIALGVLACS2GMVAVTTVRNFVRFGQRARAAECRSNLKAWYMLQQRHFQDTRTYEPV-----------------------------------------------------------FAKVGFAPERDNRYAYFA 

Cc_peg_5578          MRSL-----------------------------------------------------S-FRLTCLVPALVMLGGC18AS2PA7EQELRERLRCEALLGFSGLLAGQQEYFWEKDAWTTDVTRL-PTPA----ACADGS3VPDATWLAGCHFRYAVSVSGSTPDDSTFS3VGEGGLA72AAQVGFLPEP18RFIYRA 

AG_peg_00837         ---------------------------------------------------------MDTALFEK49VIAI15AC36KEVEDVSANTAALKAGEAKANLKALFTSQRAFLQ-----------------------------------------------------------EKDRYSANAVELGYSPERGNRYAYFL 

AG_peg_05280         MRSA-------------------------------------------------------------MRWLSVVGGL2SWALPA4TPVDCGGVDCEGIREMKALYEAQVSFLQETDRYSLNLAEVGFAPP----ACADGS3VPGPGWVAGCRFAYRMTAATSVPEPSSFT3QGAAGTP74LEEIGFVPMG18RFIYRV 

AG_peg_07649         MR--------SRFFSGSFMRRPP-----------------------FPPQR------RGFSLIELMIVVAIIGILAAVAIPNFLKFQARAKQAEAKSNLRTWFTTQRSYLQEKGAYAEA-----------------------------------------------------------HGTIGFSPERGNRYAYYF 

AG_peg_09368         MSVRS--------------------------------------------RS------AGFTLVETLIVVAIVGILAALASLAVFHGTTRVRVSNAAFEVGALYTAAQMRATS17VYLLER-------------ADALGPFNW-------------AGEDVL---------NATSVG2RHEQLRLSHES--GLGFLD 

CYB_peg_00192        -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MGFLPERGNRYAYYF 

CYB_peg_00194        MNRL------------------------------------------IIRKH------RGFSIIEFLIVVALLSILAAVALPNFNRFQTNARQGEAKANLKSWFSAQRAYHQENSNYSEN-----------------------------------------------------------VQTVGFLPERGNRYAYYF 

CYB_peg_01836        MNRL------------------------------------------FVRKN------RGFTLIELMIVVAIIGILAAIAIPNFIKFQARSKQGEAKANLKAWFTSQRAYLQEKDKYSEN-----------------------------------------------------------VQTVGFSPERGNRYAYYF 

CYB_peg_02829        MRQS------------------------------------------ASRST------RGFTLIELMIVVAIIGILAAVAIPNFIKFQARAKQAEAKSNLRTWFVGQRAYQQEKGTYSEF-----------------------------------------------------------STTIGFSPERGNRYAYYF 

CYVI_peg_00698       MSARS--------------------------------------------RP------AGFTLVEILIVVAIVGVLTALASLAVFHGTTRVRVSNAAFEVGALYTAAQMRATS17VYLLER-------------ADAVGPFNW-------------SREDVL---------DAASVG2RHEQLRLSNEG--GLGFLD 

CYVI_peg_01905       MA--------NRKLH-PVHPR------------------------------------RGFTLIELMIVVCIVGLLSTVALPEFQNIMLRSKQAERELMMNSIMRVLNEYTSSHGGKFPGGDAPDLPFN----------PSEEP-----NGKKQPFKMEL-----------------GHWKDLGWAPDGYLYYRYEV 

CYVI_peg_03372       MR--------TQGIPAKHERRM-----------------------------------RGVTLVELMVVVAIIGVLAALSMVAFDSLGRRGALQNAAFDMQGVLTTARAQAVSR----------GYP----MWVLLYPSAGRK----AMEGGPGAFFLVEDSGSSYVRA3LFAMDPR2ALVSASYFLED2KGVRFEA 

CYVI_peg_06159       MSDD-----------LMAQYTVE----VPKQ-----------------LAT------NGVTFVVA99VIAI15AC36KEVEAVSANTAALKAGEAKANLKALFTSQRAFLQ-----------------------------------------------------------EKDRYSANAVELGYSPERGNRYAYFL 

HM_peg_0328          MTKR--------------------------------------------RQQ------AGFTLIELMIVVAIIGILAAIAIPNFIRFQARARQSEVHGNLKALFTGLRTQ---QRRPPAV-----------------------------------------------------------IRATGFAPERGNRYSYHL 

HM_peg_0965          MSVPR--------------------------------------------------QQR-------RPPLWLLGLLCLSCSCL---GYGKTQVPECKRNLKAIFTA2VTQNSPRGSEPPL-----------------------------------------------------------GEQLGPLVERGNRYAYFV 

HM_peg_3316          MRLS------------LASLLAI----LCVS(39)VVNLDAFEALGLAG--------KGPTMQQL304VALVGIMAAIAIPNFIKFQARAKQSEAKMNLKAAYVAQRAYVMEKDRLGRTF-----------------------------------------------------------EEIGFAPEPGRRYTYCM 

HM_peg_3600          MRSR--------------------------------------------LHS------RGFTLIELMIVVSIIGVLASIAIPSFLRFQARARQAEVGTNLKSLYTSMRTL---QRMPVAD-----------------------------------------------------------VHATGFTPERGNRYSYHL 

HM_peg_4426          MTQR--------------------------------------------RQH------AGFTLIELMIVVAIIGILAAIAIPNFIRFQARARQSEVHGNLKSLFTGLRTQ---QRKPPLT-----------------------------------------------------------IRATGFAPERGNRYSYHL 

HM_peg_7613          MTLPV--------------------------------------------------RRHGFTYIEVLLAMSMAAVLGAIGLPRFFEAQKHAKRSEAITHLKQLHAGLSA-QTL---MPTS-----------------------------------------------------------IHVPGFELERGNYYSYHL 

HM_peg_7627          MKSNRS---------------------------------------------------RGFTYIECLVALAMAGVLMVIALPRFLRAQTHARQSEAITHLKSLHTAMMTQQNK----PSN-----------------------------------------------------------IHVYNFDPPRGNRYSYHL 

Sa_peg_0003          MTPR--------------------------------------------RQP------SGFTLIELMIVVAIIGILAAIAIPSFNRFQARARQSEVNVNLKSLFTGMRTQ---QRMPTEQ-----------------------------------------------------------IRASGFSPERGNRYSYHL 

Sa_peg_0004          MTPR--------------------------------------------RQP------SGFTLIELMIVVAIIGILAAIAIPSFNRFQARARQSEVNVNLKSLFTGLRTQ---QRQPPEQ-----------------------------------------------------------IHASGFAPERGNRYSYHL 

Sa_peg_1164          MMTSA--------------------------------------------------GRRGFTFLEVLIVVAMTGVLAAIGIPKLLRAEARAKASEAITQLKSLHASLIVQPVK----PTS-----------------------------------------------------------IHVAGFAPPRGNRYSYHL 

Sa_peg_3503          MT--------PTSAAPETPKK------SALP-----------------GVA------LGFAIVSL37VSVV5GLQAAVVIPNFLKFQVRAKQAECKLNLSSLKLAASMRMLE-DQPVNS-----------------------------------------------------------FQELDFDPGPGNRYAYVL 

Sa_peg_7070          MV----------------------------------------------HRS------RGFTLIELMIVVAIIGILASIAIPSFMRFQARARQSEASTQLKSLFTSMRTQ---QRKPTNN-----------------------------------------------------------IHASGFSPDRGNRYGYHL 

Vui_peg_0698         METNV-------------------------------------------NQLK-KNA-RGFTLIELMIVVAIIGILAAIAIPNFLRYQLRAKSGEAAVNLSAIKTSEIAYYGYKDTYVAAG----ANPAT----MNDSG------------QKDNF---------------DVSGNITGWSDLGWRPEGKVYFSYAV 

Ad1_peg_0646         MK----------------------------------------------KAA------KGFTLIELMIVVAIIGILAAIAIPNFLRYQLRAKFSELKENVNSVFKSEEALRQT4GQYMALA----DLPAT----CDIAG--------AAGTVKHPW----------------LAGDMTEAAKIDWSVEGATYGCY4G 

AdC_peg_0614         MK----------------------------------------------KAA------KGFTLIELMIVVAIIGILAAIAIPNFLRYQLRAKFSELRENVNAVFKSEEALRQG4GQYRAVA----LLPDG----CDNTG--------GQGTAKHPW----------------APADLAAAAQIDWVVEGSTYGCYTT 

AsF_peg_0694         MK----------------------------------------------KTS------KGFTLIELMIVVAIIGILAAIAIPNFMRYQLRAKVSELNENVTSIFKSQEAMRQS9GQYWQFA----AVPTP-----VAPN--------DVGTSKIAW----------------TPGDVVVARNIDWAVEGATYGRYQS 

AsK_peg_0651         MK----------------------------------------------KAA------KGFTLIELMIVVAIIGILAAIAIPNFLRYQLRAKFSELRENVNAVFKSEEALRQG4GQYRAVA----LLPAG----CTNAG--------GVGTAKHPW----------------AAADLAAAAQIDWVVEGSTYGCYTT 

Ad1_peg_0705         MKWH------------------------------------------TRHGA------RGFTLIELMVVVAIIGILASIAIPMSVRASLRAKAAERNELMMRVKTGAVEVFIQNGAFPGG-----------HILADFQPPLPAS----TGKRAIDFRA-------------------TGWNVI-FPAGQ5VYYSFRA 

Ad1_peg_3034         MALD------------PRLVSPK(55)ERQL(159)HPFLSKRVAALHELS(10)SVAGWIFAPA14VVAIVGMLAAIAIPNFVRYQLKAKDAGAQAALEALYRAEVAAHEKDGSFRELQL-------------------------GEAATRTPAAF--------------ADAELAAARELGWQPPAGGHHVYTV 

AdC_peg_0667         M---------------ARPPQGG----RAPR(61)RRPGREGEDSVKKVRC----SAAGFTLIELMTVVAIIGILASVAIPLSVRASLRAKASERNELMLRVKAGAMEVFVQNGNFPGG-----------HLLADFQPPLPSS----TGKRPIDFRA-------------------GGWSVI-FPAGQ5VYYSFRA 

AdC_peg_2788         MALD------------PRLVSPK(55)ERQL(159)HPFLSKRVAALHELS(10)SVAGWIFAPA14VVAIVGMLAAVAIPNFVRYQLKAKDAGAQAALQALYRAEVAAHEKEGSFRELQL-------------------------GEAATRTPAAF--------------ADAELAAARELGWQPPTGGHHVYTV 

AsK_peg_0707         MPRRV(174)AGPLV247PPEGG----LAPR(61)RRRGREGEGSMKKVRH----ASAGFTLIELMTVVAIIGILASVAIPLSVRASLRAKASERNELMLRVKAAAMEVFIQNGNFPAG-----------HILADFQPPLPSA----TGKRPIDFRA-------------------VGWDVI-FPAGQ5VYYSFRA 

AsK_peg_2867         MALD------------PRLVSPK(55)ERQL(159)HPFLSKRVAALHELS(10)SVAGWIFAPA14VVAIVGTLAAIAIPNFVRYQLKAKDAGAQAALEALYRAEVAAHEKDGSFRELQL-------------------------GEAATRTPAAF--------------ADAELAAARELGWQPPAGGHHVYTV 

 

Ho_peg_4235          MPRKRQ---------------------------------------------------RGFTLIEMMIVVAIVGVLASLAVYAYGKTTRHAKF2EVNAMFAEFMIRQEEYAGEFGRYLSSN---AANSE---SPTFPAVPVPE-------------SAAPF--------VLDVGTMPAEWIQLRIRPRK2VYCGYAA 

Ho_peg_4236          MLSK------------LQSRQ------------------------------------KGFTLIELMIVVAIIGILAAVAIPAFMRYMNKAKSSEAEQMVKKVHDGAISYYHNPPQTSFGTPAKGFP----ITQALTPTAACC----QPGV----QEKCPA--------DAAEAAEW4TWKSLNFSMDSPHYYQYEF 

Pp_peg_2253          MH--------INIEKLQTAKKNA----------------------------------KGFTLIELMIVVAILGILAVVAVPALQKYMRRAKTAEAKTQLAKIYDAASSFFKA5RGATAFISA-GANVQD2PHRCPHPDGSPTG--GEA--GITPPEAFNCNLGPGGRCIPAAGGGGAGYYDIALWNDN14YFHYNF 

Pp_peg_8225          MQSQ-----------TQRQTQ------------------------------------RGFTLVELLTVVAILGIMATLAIVGYTKNIRNARRTEVIGDLSNLSLRENNMLSLRGHYASTS---SDENET---------3APGDLQNETDAIQWYADQEAYTRDAVAAG3FQEGGAEHGFDVLGFMPEG2SFCAYGV 

Pp_peg_8226          MH--------INIQKLQAAKKNA----------------------------------KGFTLIELMIVVAILGILAVVAVPALQKYMRRAKTAEAKTQLAKIYDAASSFFKA5RGATAFISA-GANVQD2PHRCPHPDGSPTG--GEA--GITPPEAFNCNLGPGGRCIPAAGGGGAGYYDIALWNDN14YFHYNF 

 

CAP_peg_5300         M--------------------------------------------------------RAFTLVELMIVVAIIGVLAALAVVGVRRYLSASRIAEAKGTVGAIARSAALAYDQERNISEIPSSGGIYIANTHRLCTSATPVPANINQVQGTKYQPDNAVNS--------DFGTGSSLVGWLCLGFSINEPVHFQYHY 

CAP_peg_5301         MRAY------------KRYNN------------------------------------RAFTLVELMIVVAIIGVLAALAIYGVRRYMASAKTSEAKNTIGAISRAAAASYERENASSQILNPGDTSAGTNHQLCATAD2VPAV--VPQGTKYQPSEA-DW----------GGATEQTGWRCLKFSMTQPIYYRYHY 

CAP_peg_5914         MK--------HCSTSNDPLSSIT----PNLT(27)RAS------------------QRGFTLVEIGITVAIIGILAAVGVQRVNSYFSQARTAEAKQMIGGISRALLTTFAVKNQEK-LGGPTGQDPG----MCRDTVAVPTAMASVQRRKYQPSGALNR--------DYNTGNDLAGWKCIGFSNDQAQYYQYKY 

CAP_peg_7916         M--------------------------------------------------------RGFTLMELLAVVVIIGILAATASPMFIQVMRDRRVNRAAMEITGMYRLARSRSLGRGTAVLV--------------RWNGTDGIF-------------------------------SMREAVSITS3SVLS12SDREVT 

Ccmc_peg_3738        MRK-------------ARAGN------------------------------------RGFTLMELLAVVIIIGVLAATASPMFVQIMRDRRVNRTAMEISSMYRLARSRSLGRGTAVMV--------------RWDAGTGNL-------------------------------DMREAASILTFPVLN12QFRQIS 

Ccmc_peg_5554        ------------MLSTTQRRRICA---------------------------------RGFTLVELLVVVAMIGVLAAIALVGYRRYMNSAGSAEARAVMQGIRGSEEAYRAEMLTYLGCSGCA11LTD-----------------------WYPMNSPGQ---QKHHW--VNPGHG3CWRLLNVTTDGPVRFGYSV 

Ccmc_peg_5555        MRAY------------KRYNN------------------------------------RAFTLVELMIVVAIIGVLAALAIYGVRRYMASAKTSEAKNNIGAISRAASSAYERENVSPEILVPGQSSTGTSHALCTDATPVPVT--MPAGNKFQPAEADW-----------GGATDLTGWRCLKFAVTQPIYYQYQY 

Ccmc_peg_5556        MRGT------------AAQRG------------------------------------RGFTLVELMIVVAIIGILAGLAVVGVRRYLVAARVAEAKDIVGAISRSATVAYNNEQSVPVIPPGPGFYSPTSRMLCGSAAPVPTSLDLVRGKKYQPNTAANS--------DFNTGNMGVGWQCLKFAIEQPIHFQYHY 

Soce56_peg_04764     MS--------FSRNSKTAPRRAL----LGTS---------------PAGAS(10)SAAS3TLVELLVVVAMVGVLAAIAMVGYRRYMNAAGVAEPKAVIQGIRGAQEAYKAEMLVYLNVS---GTLND-----------------------WYPSATLGA---HKTAW--SNPSHS3NWQMLNVTTDGAVRFGYAT 

Soce56_peg_04765     MRAI------------KRYDR------------------------------------RGFTLVELMIVVAIIGVLAALAIYGVRRYLASAKTSEAKNSIGAIARGAAAAYERETAASEILTG-GTSTAANHALCDSAT2VPAA--VPAGTKYQPSSVATE--------DFNAGTSTLGWPCLKFAMTQPIYYQYHY 

Soce56_peg_04766     MSST------------TSVRG------------------------------------RGFTLIEVMIVIAIVSVLAALAIVGVRSYLATAKTAEAKQIVGAITRTAIAQYERERDVSQILAATGVVSANTHLLCTSATPVPLTFTAVEGTKYQPSNAPGV--------DFNSGSTLEGWQCLGFSISQPIYFQYSY 

So0157_peg_05796     ------------MRRTRRQRHAAR---------------------------------RAFTLVELLVVVGMVGILAALALVGYRKYMNAAGVAEPKAIIQGIRGAQESYKAEMLVYLNVS---TSLDA-----------------------WYPAGTLSD---QKRAW--GPPHDD2NWRMLNVTTDGAVRFGYAC 

So0157_peg_05797     MRAL------------KRYDR------------------------------------RGFTLVELMIVVAIIGVLAALAIFGVRRYLASAKTSEAKNNVGAISRGAAAAYERESAASEILTPGTTAAGASHQLCDSVT2VPAGIASVQGLRYQPTAAEF-----------QAGSSTEGWPCLRFSISQPIYYMYDY 

So0157_peg_05798     MPST------------TAIRG------------------------------------RGFTLIEIMIVVAIVGVLAALAVFGVRSYLSSAKTAEAKQTVGAIARSAVTQYERDLSISQILPATGGSAASTHILCDSATQVPLDPARVRGRKYQPSTAPGV--------DFMSGTALAGWQCLGFSIEAPIYFQYSY 

LL_peg_07960         MR--------IKGDNEMATTRKS----RALV-------------RARVRRA----LKRGVTLIEILIVLAIVGLI5VVAVPK----YAEAQKTQAKNDLRAIHPVAEKFRVD------------------------NP2CPTV-ELLRQKKEL-----------------------STASKIT----DPWDTPYRI 

LL_peg_08823         MSI-------------RSRLK------------------------------------RGFTLVELMIVVAIVGVLAVLAVYGVRKYIANAKTAEAKNSLGQMGKDAVTAFEGERMNAKVLAV-GTATDVVRSTCGDSA2VPATAGLIKGQKYQSTKADW-----------SNPADV4GFPCLKFEMTAPQYYMYDY 

LL_peg_08824         MA--------RHSR--RRNAN------------------------------------AGFTLVELAIVVCIVGVLAVIAVVGYRKLVLSSKLSEAQQTISAIRIAQEDYRAERGTYANLGV--NFCP-----------SDGS------QQKKWAWDP-------------NCNGGTNTWSVLPVHVDGPVQFGYRV 

Samy_peg_4027        MRN---------LIQIANKRK------------------------------------AGFTLIELMIVVAIIGILAAIAIPAFVGYVRRSKTSEAGSNLRNLFQGAASYYQNERWDMQGVVR-GTSAA--SSACTVAGGAVT-----------TNAPGT---GKTQID--DWGMEAESFTDIGFTIADPIYFQYQI 

Samy_peg_4028        MGRAR--------------------------------------------YR------RGFTLIELMVVVAIIGVLAAVAVPAFRAQMMRARTTEAVQTLGAIRQAEDSYYGLYSQYAGSL---GWNPAS---------2APN---------------TVG--------SFD--VAASGWEDLGVDPEGPVRFRYRV 

Samy_peg_4029        -----------------------------------------------------------------MIVVAIIGVLAAVAIPAFSGYLQRARTEEAFRMLGEIRQRQESYRVEFGQYANVP---TWNPSD---------2SAS---------------TLH--------AWD--PTATGWAQLGVSPDGLLRFRYRV 

Mir_peg_3796         MRAY------------KRLGK------------------------------------EGFTLVELMIVVAIIGVLAALAIYGVRRYLATAKTGEAKNTIGAISRAAVAAYERETTPAELLADGTTSNQTVHALCNTATSVPAA--PPPGKKYQPSTADLK--------DFNTGDNTTGWKCLKFQLSEPIYFSYLY 

Mir_peg_3797         MTRN-----------KKRRGA------------------------------------AGFTLVELLITVALVGVLATLAIVGYRKYMHSAQGSEAKATIQMIRGAQEAYKAEMLQYLNVS---TNLGN-----------------------WYPK-VGND---RRAAW--VNPGHD3RWQMLAVNPDGPVRFGYVC 
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C
y
st

o
b

a
ct

e
ri

n
e
a
e

 

O
rd

e
r 

M
y
xo

co
cc

a
le

s 

N
a
n

n
o

cy
st

in
e
a
e

 
S
o

ra
n

g
ii
n

e
a
e

 

Conserved hydrophobic N-terminal Insertion 1 



 

 

1OQW_A_Pseudomonas   KPDPA------------------------------------------------------------------------------------DGTA---DITLTFTMG2GPKNK13LWKC----TSDQ-----------------------------------------------DEQFIPKGCSR---------- 

MxDK1622_peg_5791    SAAAG-----DCEVRNAADLPVPA-----AGVPCISNDSFRFGANSA---IDDPTPVVARFVP-QGAAGWNT-------TLGVQPTIADCPNC---NFFAGARGNADNEATFDDWVIA--GFEGSG---QVGPCS-------EAGN----------------------VASGTPYNTRNDVACDGAAQ----- 

MxDZ2_peg_3110       SAAAG-----DCEVRNAADLPVPA-----AGVPCISNDSFRFGANSA---IDDPTPVVARFVP-QGAAGWNT-------TLGVQPTIADCPNC---NFFAGARGNADNEATFDDWVIA--GFEGSG---QVGPCS-------EAGN----------------------VASGTPYNTRNDVACDGAAQ----- 

MxDZF1_peg_7587      SAAAG-----DCEVRNAADLPVPA-----AGVPCISNDSFRFGANSA---IDDPTPVVARFVP-QGAAGWNT-------TLGVQPTIADCPNC---NFFAGARGNADNEATFDDWVIA--GFEGSG---QVGPCS-------EAGN----------------------VASGTPYNTRNDVACDGAAQ----- 

Mf_peg_7368          SVGAA--GAA-DEIRDQADIAAPG-----GGIASISYDSFRFGGTAA-----APTITVTNYAA-AGAGGWD---------GTAFGVQQDCPNC---NFLAGAAGNADNEPGLDNWVIA--GFEGNG---TLSACS-------EEGA----------------------VSSGTPYNDNNDVSCDE-------- 

Mh_peg_1126          SAEVP--DGS-GAVAQDRSLALIP----AGANHIINVDTFKY6TTDT---LPNPAMTVLGGVPNNGNAGTY---------RENL---NGVDVS---HFLHTAVGNIDNDVT5DQWFISS-QSVGPV---TPSACNAF---QPDELN----------------------AAEGVPYNMNNDVECQ--------- 

MfB_peg_6877         NAACN--EAK--AV-TDRN--YVG--------GCIGQDLARFTETPT---VGTQPLTA----------GVS----------------GTCPNC---DFSAVAVGNVDNDKNADTWGITS-LATSAT--TLQGTCGI------DTNK----------------------IGGGEPGNAYNDVSC---------- 

Ms_peg_6460          NT-CAP-AAQ-AV--SART--YTA-----G---CIGQDLARFTQTPT----GNNALTP-----------GI---------N------GDCPNC---SFNAIAIGNVDNDEEGDTWGITS-IATPPT--SLQNTCGI-----DPPGS----------------------ISGGEPGNAYNDVSCP--------- 

Cc_peg_6393          AAGCA--AAV-DATPTARRAGAID--------GCIGQDALKFPTAPP---TADAVNAV----------GVI-----------PDI--PTCPNC---YFNATAIGNVDNDPEGDTWGITSGTEAGQA--TLNNPCGIDED-TPNGLN----------------------LVAGEPSNAFNDVSCGG-------- 

AG_peg_08287         EKDPTW------EERKGEALKADQ-----TSATGITVDTGKF--KGA---ATAPKFVDIGVDY-AAASGGIP-------KKPGIS--GPCPGC---NIDAIAAGNIDNETD2DTWYI----STGDS--TGTAKCG------NSDEN------------M---------AVAGTPFMNFNDVDCDKAP------ 

CYB_peg_06427        GTAGK-----TCIVRDAKG-VTDT-----ANANCITVDSAKF--QGS---ATPKEAPPTSPSY--TGAGANP-------GMPGLG--G-CT4C---NISGLAAGNVDNDST2DTWWI----STKDT-SAIGSACG------NNDET------------V---------AVAGAPYLSYNDVDCDT-------- 

CYVI_peg_08561       EATPTF------EERKGEALKADQ-----TSATGITVDTGKF--KGS---MTNPTAAAVTLNH--AGTGGAP-------LKPGIS--GSCPGC---NIDAIAAGNIDNETG2DTWYI----STGDA--TGTAACG------NADET------------M---------AVAGTPYMNYNDVDCD--------- 

HM_peg_6105          AASCA-----SAESRSAQNS-VRN-----PQDDCVEADTFRYPSLVP---LFTPT--LAATAD-WGPDANAAG----MTVTPGVYSTGNNQVW---HFIAYAAGDVDNTMG4DSWLI----ASSDG--AVEPVCPST-----GGAA----------VH----------IAAGEPFNVYNDVNCD--------- 

Sa_peg_6576          GD-CGAI-----EDRANIDA-VQH-----NDDTCIGADVFKF5DATG---NFPTV--SLTTVQ-WNQKGTDNG----LTTDPGIE--GTNGSW---DFLAYGAGDVDNTTN3DSWSI----ASADG--TMSAVCPAS------TDE----------N-----------VAAGEPFNISNDVNCQ--------- 

Sa_peg_6577          AEPCT-----TSELRDTIDA-EPH-----NDDNCIQADRFKF2EMPG---LFTKV--LPLQTT-WSDRAANNG----MGDQPGLY--GDGLKW---DFLSYAAGDVDGTFS3DTWFI----SSSDG--RIQPACPAV-----TEAV----------A-----------VSAGEPFNVNNDVDCE--------- 

MxDK1622_peg_5681    GTGPL-------VTRDAEGD-AVP-----ADAGGIGVDRSRDASRRA---ITLADLPAWVSR------------------QVGVF--GTCPDC---YVTMGCAGNIDIDDTVDVWLI----STKPL--KDEYGE----------------------AVP-----------PGTPTNVVNDVDG---------- 

MxDZ2_peg_3475       GTGPL-------VTRDAEGD-AVP-----ADAGGIGVDRSRDASRRA---ITLADLPAWVSR------------------QVGVF--GTCPDC---YVTMGCAGNIDIDDTVDVWLI----STKPL--KDEYGE----------------------AVP-----------PGTPTNVVNDVDG---------- 

MxDZF1_peg_7478      MRWEA--LAC--SDAWGTVCPMPACQENACGVGGCECAELGPESRRA---ITLADLPAWVSR------------------QVGVF--GTCPDC---YVTMGCAGNIDIDDTVDVWLI----STKPL--KDEYGE----------------------AVP-----------PGTPTNVVNDVDG---------- 

Mh_peg_1240          MRWEA--LAC--SDAWGTVCPMPACQENACGVGGCECAELGPERIRP---VTLEDLPPWVTR------------------QLGVS--GACPEC---QLTMACAGNIDVDDTLDVWLI----STREL--TDADGS----------------------RVP-----------PGVPVNVVNDVNE---------- 

Mh_peg_1241          GTGPL-------VTRDAEGD-AVP-----ADAGGIGVDRSRDAKLKS---IALGDVPVLAIT------------------QVGVT--GECPEC---DITAACLANLDGDDDLDVWLI----STGEV--VGPDEK----------------------PVP-----------PGELLHFASDLDD---------- 

MxDZ2_peg_4701       AAGPI-------SPRDTRGA-EVS-----ADAVGIGVDRSMDDLVIPPKLDVELLVGLCWLGN----PSAG---------APVVA--PPAPGGRVCEQNAPLPPT2LILLR12ELVF----QADGL----------------------------------------------TAA--IRPLDCDKHASTPGCQ 

MxDZF1_peg_6032      GVDPV-------DLRDTAGA-PAV-----EDAVAVGVDVATNPLVIPPKLDVELLVGLCWLGN----PSAG---------APVVA--PPAPGGRVCEQNAPLPPT2LILLR12ELVF----QADGL----------------------------------------------TAA--IRPLDCDKHASTPGCQ 

Mh_peg_5951          MRWES--LAC--SDTWGTVCPIEACLDNRCGEGGCECPETGPELIIPPQLDVTQLVGLCWVDA----TGTQ---------SPIVA--PRSADGRPCEPSEDAPDP2LVLRR12ELVF----QADKL----------------------------------------------TAS--IRSVDCDKHGSTPGCQ 

Cc_peg_2564          ELRGAEFQAY8KDVE5DGDWAGSPRKIAAAIVGSAVHETFRVAHQDLSVRLKLPSLFSEAFHH-RRGEPASEMPSLARYPRMLSL--QGAPQG---SIGIIQASSRTGPEP13HFVV----RAYEG-SAWMQRRE------DVAHPSKESGKQVLSRHESSKAVQASGFCSGHAFT12LELHCDVQAKTGY29 

Cc_peg_3166          RMPEE------VIPVGNAFPA--------LAPEAIQAALDQAGVK------------------------------------PGVE--GTCPDC---VVTAACVGNVDNDDTLDVWSI----STVNR--TAANGE----------------------TID-----------LGDPYNHVNDVRQ---------- 

Cc_peg_3440          GTGPM-------EVRDQERS-EVP-----DGAVAIGADTFRFTYLRP---LDVGALHPSLKA------------------RLGVS--GTCPAC---DITLACAGNTDEDATLDVWVL----STGPLDLQDVDGD----------------------AVE-----------PGIPVQLVDDTRD---------- 

Cc_peg_5578          EVSGT------------------------------------------------------------------------------------APEQ---TFLLTARG-MKGPVVEQKLTL----DSQY---------------------------------------------TWSPAD----PGCAP-------- 

AG_peg_00837         TARGV------IQKRDSAQLLSQQ------TVNIIAPDTHQHSDAVLPSGLKEAGCPLTFGTN-QDGEPVG----------LGVS--GAGSEQ---HFIAYAIGNVDSDPDMDCWSI----SDVER--KTKSGD----------------------TIP-----------AGVPFQERSDYEEPKTATSPTP- 

AG_peg_05280         DVQGT------------------------------------------------------------------------------------APTM---TFTATARA-ISGPIAGTTIKI----DESGV-------------------------------------------LTLTPAY----GMCQ--------- 

AG_peg_07649         APTREC------EERKADGSIIKP-----ESANCITVDEGKF--KVS---TPTPEPMPVSFSW-STGAGEAP-------KSPGLS--GPCPGC---NIDAFAVGNLDNEPG2DTWYI----ATQDA-KLSTPPCG-------NSEV------------F---------IVAGVPFNTYNDVDCDL-------- 

AG_peg_09368         LGAPRS---------ELLALPAPFS---AIALTPSGSGR-------------------------------------------------LLGGC---TFCTE5RGV3SPDGT28RWVV----IAAPA----------------------------------------------GAIRVY--------------- 

CYB_peg_00192        GTGGM-----SCIIRNASGV-TNT-----PNANCITVDGAEFPNRYL---TPRALPPAAPFYV-GEGANP----------GMPGL--NGCT4C---NISGLAAGNLDDEDI2DTWWI----STKAT-SILHAGCG------NSETT----------------------SIPGEPYKSYDDVDCDS-------- 

CYB_peg_00194        GSSGM-----SCIVRDASGV-FDP-----ANPNCITVDRAEFPNSSP---TPKTMPPHSPIYE-GEGANP----------GMPGL--GGCP4C---NISGLAAGNIDDENI2DTWWI----STKDT-VVIQADCG------NSESE----------------------SIAGEPYNSYNDADCNI-------- 

CYB_peg_01836        GTAGK-----TCIVRDAKG-VTDT-----ANANCITVDSAKF--QGS---ATPKEAPPTSPSY--TGAGANP-------GMPGLG--G-CT4C---NISGLAAGNVDNDST2DTWWI----STKDT-SSIGSACG------NNDET------------V---------AVAGAPYLSYNDVDCNT-------- 

CYB_peg_02829        AQNQQC------EQRGASG-ISIP-----KDANCISVDEAKF--KVA---SAQPAFVPISFSW-NEGSGGDP-------KSPGMS--GPCPGC---NIDAFAAGDIDGDTG2DTWHI----ATKDA-KLSTAPCG-------NEEL------------L---------VIAGVPLNTYNDVECDK-------- 

CYVI_peg_00698       MSAPRS---------EPRALPAPFS---AIPLTPSGPGR-------------------------------------------------LLGGC---TFCTE5RGV3SPDGT28RWVV----IAAPA----------------------------------------------GAIRVY--------------- 

CYVI_peg_01905       QLNGD---------------------------------------------------------------------------------------G---DLVVTAKGDLNNNGLISFKEI----KFRLM-------------------------------------------DGMWQRM6DHF------------- 

CYVI_peg_03372       LKPGE----------------------AGQ-YAQPFAALQVR----------------------------------------TCG--FCSGAPLRGAIAFFPDGSARFVNG22YLFA----IAGPT----------------------------------------------GYVA-AFSH------------ 

CYVI_peg_06159       AARGV------IQKRDSAQLLSQQ------TVNIIAPDTHRHPEAVLPSGLKEAGCPLTFGTN-QDGEPVG----------LGVS--GAGAEQ---HFIAYAIGNVDSDPDMDCWSI----SDVER--KTKSGD----------------------IIP-----------AGVPFQERSDYEEPKTATSPTP- 

HM_peg_0328          ENGCS-----SMEDRSNQMP-IQN-----NNDTCIGVDVFRF2SFPP---FFVAQ--ALPSAN-WGPEAPAAM---SGKTDAGIY--GDDATW---GFLAYGAGDVDNAPA4DTWVI----GSYDA--VMASSCPAS------ANI----------N-----------VAAGEPFNVYNDVNCD--------- 

HM_peg_0965          GEGPL-------EQRSGKDA-QRV-----AGAMGVGVDLFKFQNARP---LTLRDVPSAVAA------------------EVGLH--GTCPDC---RLVAACAGDTDNKPL3DVWSI----SSEDR--VIDGE-----------------------TIP-----------AGQPYHHLWDTDD---------- 

HM_peg_3316          GKQCL--PCD---RKDCKVAPEPSP-CQGLTTLGKS------------------------------------------------------AND---NFSICAYGNVDSDAAWDVWVI----DKSG-----------------------------------------------EPENLSNDME----------- 

HM_peg_3600          EDSCS-----SFEDRRNQHP-IIH-----PHDTCIGADTFKNAAFPD---AFTVV--NPPSAS-WNNAPGMS-------TEAGIF--GDDGSW---DFLAFAAGDVDNNPA3DTWLV----SSTEG--EVAAACPST-----GGVT----------VH----------VTPGEPFNINNDVNCN--------- 

HM_peg_4426          ENSCS-----STESRANQQP-AVN-----NNDTCIGPDIFRF2SFPA---FFVVQ--ALPSAN-WGPEAHADM---SGKTDAGIY--GDDATW---GFLAYGAGDVDNAQT4DTWSI----GSYDA--VLASECPAA------TNI----------N-----------VAAGEPFNVYNDVNCD--------- 

HM_peg_7613          SDPCT-----SFEDRSGEYA-VAN-----DTDTCIGVDTYDHPTLPP---LFQPAPIA--AWS-WGGDAMSNG----MGGFPGIF--GTNENW---DYLAFAAGNLDKDLN3DTWAV----GSADG--TVFGWCYPS-----TWNL----------QVS-----------AGEPFLVNNDI3CN--------- 

HM_peg_7627          DHGCH-----TTENRSNQDA-VKH-----SGDVCVGVDNFAYMMFPR---TFTPVRVVNPVWS-QRDAGNGMG---ASAGIFGTC--GYPDSW---DYLAYAAGDTDFEGT11TWLI----SSADG--QLHRVCPA-----TTSPV----------SAP-----------AGEPFMVYDDAACN--------- 

Sa_peg_0003          GD-CS-----SYEVRDTLDA-VYS-----NSDNCIGVDTFKFPHLPN---IFTHV--ETP-VQ-WNAKGSNNS----MGSSPGIY--GTAGNW---DFLAYGAGDVDNSPT4DSWFI----SSADG--LASPVCPAS-----GLPE----------A-----------VSAGEPFNVSNDVSCD--------- 

Sa_peg_0004          GD-CSIF-----EDRSALDA-QSH-----NEDSCVGVDTFKYPQFPN---TFNVT--QTPGPT-WDTHSTQNG----LTETPGLV--GTRENW---DFLAYGAGDVDNSPD5DTWLI----SSADG--MLSSVCPAN------TLE----------T-----------VAAGEPFNVANDVSCD--------- 

Sa_peg_1164          GTPCT-----SWEVRSARWA-IVN-----ETDDCIGVDTYARPGLPE---LFTPIDLS--AAQ-WNEKALLNG----VTTSPGFF--GSELNW---DYIAAAAGDRDHRLS3DTWGI----TSAEG--LVNSPCQED-----PEPF----------QVV-----------SGEPFSIIEDTQCDF-------- 

Sa_peg_3503          RLPDA------ILPVGASFPS--------LDPARIQAALRDAGVE------------------------------------PGVK--GECPDC---TLTFACVGNVDLDDTLDVWSI----TTGDR--TDDSDT----------------------GAE-----------RGQPIHHVNDAE----------- 

Sa_peg_7070          ENGCS-----SYEDRSTIDA-APN-----PIDTCIGADKARFREFPA---FFTPV--SVSTPT-WDEEGIEHG----MGSEAGVF--GVTGSW---DFIAYGAGDVDDQLS3DTWLI----SSADG--MIETSCPIS-----DGVP----------LN----------VAAGEPFNVSNDVNCP--------- 

Vui_peg_0698         AAAVN-------------------------------------------------------------------------------------------RFTADAVADLDVDTV2CWMV-----QMAPL--QADGTADAP----EPGVNAADCTDSANVPVGQ------VGKAVADGVY----------------- 

Ad1_peg_0646         GGTAP-------------------------------------------------------------------------------------YGL---HLTTYAVSNIDGNDA2CVYLY-----KATL--GSDGEPMSG-----GVNADAECVGADPFPAATGDLPMGQPIVANETAF----------------- 

AdC_peg_0614         TVSAP--------------------------------------------------------------------------------------AV---HLTVYANSDIDGDGT2CVYLY-----KATL--DSAGGVAST-----AAGVAHVCPNQGGTPIAPFGPPWGQPQIAADGVF----------------- 

AsF_peg_0694         DVTAP--TTG--TIV-------------------------------------------------------------------------ANSGV---ALTVTARSDVDGDGV2CVALF-----KPQL--GSLGDVTSTP-------PDGACET-ALVFDATRTGAP---IIQDESVF----------------- 

AsK_peg_0651         DVSAP--------------------------------------------------------------------------------------AV---HLTVFASSDIDGDGT2CVYLY-----KATL--DSAGGIAAT-----AAGVDHSCPNQ-GVAIAPFGPPWGQPQIAAEGVF----------------- 

Ad1_peg_0705         EAWG---------------------------QRGAEPP----------------------------------------------------------TIEVRAVGDLDGDGTFSNALM----TFKLI----EGGFQ---------------------LIE------------AESSYAEAYETF---------- 

Ad1_peg_3034         GVGRT-----------------------------------------------------------------------------------QDGRQ---AFAACAESDADGDGVYAAWMV-----WEPL---EDG-----------EGN-LIAPGSPCRFQP---------KLARQPVF11VSPEDVF-------- 

AdC_peg_0667         EAWG---------------------------QRGEEPP----------------------------------------------------------TIEVRAVGDLDGDGTPSTALM----TFKLI----EGGFR---------------------LIE------------AESSYSESYETF---------- 

AdC_peg_2788         GVGRT-----------------------------------------------------------------------------------QDGRQ---AFAACAESDADGDGVYAAWMV-----WEPL---DDG-----------EGN-LIAPASPCRFQP---------KLARAAVF11VSPDDVF-------- 

AsK_peg_0707         EAWG---------------------------QRGAEPP----------------------------------------------------------TIEVRAVGDLDGDGTPSTALM----TFKLI----DGGFR---------------------LIE------------AESSYAESYETF---------- 

AsK_peg_2867         GVGRT-----------------------------------------------------------------------------------QDGRQ---AFAACAESDADGDGVYAAWMV-----WEPL---EDG-----------EGN-LIAPGSPCRFQP---------KLARQPVF11VSPEDVF-------- 

 

Ho_peg_4235          VAGDP------ATGNSPGAIASSF------GMTAAPNQN---------------------------------------------------------WFYVIAQCDYDGQGAPYTTYF----MRGDV----------------------------------------------EGTLIQNKGQ----------- 

Ho_peg_4236          LDNDP----------------------AGELT----------------------------------------------------------GSP---LFVAGAEGDLDCDGVTGRFE-----MGAEV--TADGD-----------------------LKS------------SSAIRRTNENE----------- 

Pp_peg_2253          IAVNT--------------------------ITGY-------------------------------------------------------GTC---QFTAQAFADLDDDAVFSTYE-----RSGAG---DIQG-----------------------VNA------------AIGLYVDQEVE----------- 

Pp_peg_8225          IAGDG----------------------STG-EYGDVPPASPLAAEVFPAGPQLDRFY---------------------------------ARN---WFMAFAKCDFDRDGTFWEFTTA---H------------------------------------------------------FTSDVSMGDSNIGE--- 

Pp_peg_8226          IAVNT--------------------------ITGY-------------------------------------------------------GTC---QFTAQAFADLDDDSVFSTYE-----RSGAG---DIQG-----------------------VNA------------AIGLYVDQEVE----------- 

 

CAP_peg_5300         NAGGG------YLSS---------------GLTGAPVP---------------------------------------------------SEDD---AFEAAAQGDLDGDGNVSTFA-----RVGEV---QNGN-----------------------VTM------------STSIFIHNESE----------- 

CAP_peg_5301         TFGAA--------GA---------------GITDAPVP----------------------------------------------------GAN---GFEAAAVGDLDGDTVTSGFS-----RSGTV---TNGT-----------------------LAL------------ATQIYIFQEYE----------- 

CAP_peg_5914         NLGLP------PVN--VDGNG---------AAQGAPGV---------------------------------------------------SLSR---QFAITAKGDVDGDNKFSWFV-----LTGYA---MGVE-----------------------LTV------------RSGVGIKDAEE----------- 

CAP_peg_7916         FLQFG--STP--DALAQVEM-----------VDITGT-----------------------------------------------------QQP---TVDICFTPRGRSFVR13PRVN----VINQR------------------------------TGM------------VRTVMIPPNGAARLAL------ 

Ccmc_peg_3738        TLRVN--GGA--SELASVAM-----------LNNAS------------------------------------------------------EVP---QVDICFTPR7DTNGP7PTFR-----VDNQQ------------------------------TGL------------SRTVLIPPNGAARLAL------ 

Ccmc_peg_5555        VAGLA------GSIS---VGGIGM-----TNAPSFPDT----------------------------------------------------GAE---YFDAVATGDLDADNEPSAFA-----RGGDV---INGQ-----------------------LVL------------ATQLYVNNEYE----------- 

Ccmc_peg_5554        STSGN--------FQ---------------NLGTAVLPAHQ-------------------------------------------------SEP---WYVIAARGDRDGDGDPALLI-----TSSLN----------------------------------------------GEIYAEKDSE----------- 

Ccmc_peg_5556        SSAGN------FVSS---------------GLPGAPTP---------------------------------------------------SGAE---AFEAAALGDLNADTTISTFA-----RVGEV---HDSE-----------------------LIL------------STAIFVHNEFE----------- 

Soce56_peg_04764     VAGVT------GGLEQTTGTTYTW-----AGLPMSPLVDPQF----------------------------------------------APSGP---WYVVQAAGDRDGDGTLALLL-----TASTM----------------------------------------------SGIYMENDTE----------- 

Soce56_peg_04765     TRGAR--------TG---------------VSTTSPDPT------------------------------------------------ANGATD---SFEAGAAGDLDGDATLSAFA-----RGGSV---FNGE-----------------------LVL------------ATQVFIENEYE----------- 

Soce56_peg_04766     QVGGS------YVSQ---------------GLPGAPLP----------------------------------------------------TGD---GFEVGAVGDLKADGQRCTIT-----RIGEV---RDGE-----------------------IAT------------STTIYTNIDSD----------- 

So0157_peg_05796     VAGDT------PPFTTNGLAGFTW-----NGLPGPPLNDPQF----------------------------------------------APNGP---WYVIQAAGDRDSDGTLALLL-----TTSTM----------------------------------------------SGVYWENDTE----------- 

So0157_peg_05797     RRGAQ--------TA------------AGA-AAGSPDPT-----------------------------------------------ATAGATD---SFETSAQGDLDADGP5SVFA-----RGGSV---VAGE-----------------------LIL------------ATQVFISNEYE----------- 

So0157_peg_05798     RVGGS------YVSE---------------LLPGAPLP---------------------------------------------------TGAE---AFEAAARGDLDGDGFTSTIV-----RTGEV---RDGE-----------------------IAL------------STVLYTNIDPE----------- 

LL_peg_07960         ICNDE-------------------------------------------------------------------------------------------DIVVTSAGPDKKDNTQDDIRI----PEAQ---------------------------------------------------ATDKH------------ 

LL_peg_08823         KGGGP---------------------------NGTAT-----------------------------------------------------EAA---QISATAEGDLNGDGVLSTFT-----VLGQI---QEGR-----------------------LTM------------APAIQEVSPEE----------- 

LL_peg_08824         AAGTR-----GVADPFTTGVD----------FSGADA-----------------------------------------------------TVP---WYIIQAHADLNNDHGLYTEL-----TGTSF---------------------------------------------GNQIFTRNDGE----------- 

Samy_peg_4027        QGSTD--------------------------SCAHMG-----------------------------------------------------GEN---LYSFRAIGDLDGDMTQSLFE-----LSAGS--SGDNE-----------------------LMR------------APGLYVENELE----------- 

Samy_peg_4028        WTGGP------GTRPALDGAPTSGA---GAGIPGFSG-----------------------------------------------------AEY---WFVTQAQADLDGDGTTVVFE-----GYSIS----------------------------DRVFV------------SRGIG4ETGWE----------- 

Samy_peg_4029        RAGTP------SQAS---------------GVTGVGG-----------------------------------------------------NSF---WFVAQAEGDLDSDGNLVGFE-----TYNGW----------------------------NRVYV------------SAGID4AQGWE----------- 

Mir_peg_3796         EKGAT------------------------SKSSGQSGG----------------------------------------------------TAN---GFEISAQGDLDGNSVYSTFA-----RGADV---RNGT-----------------------VVI------------ATEIYVDKEYE----------- 

Mir_peg_3797         VAGVI----------GTTAMPQFA------GFTNPPGVPSTL----------------------------------------------TAGTP---WYVVEAENDHDGNGKYAMYG-----STSLS----------------------------------------------GEIFSENEIE----------- 
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