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Supplementary Table 1. Primers and annealing temperatures used for amplification

size of amplicon in annealing PCR

Locus C. dromedarius |forward primer reverse primer temperature | protocol
KLRA 12674 5'-GACAGGTAACCGCTCTGCAA-3’ 5"-TACGGCTCCATTCCCTCTCA-3’ 63°C A
KLRC1 4902 5’-ACAGTGTTCTTCCACAAATGACC-3’ 5’-ATGAAAGATACAGTTACCCAGCA-3’ 63°C C
KLRC2 6677 5 -GAGAAGTACGTTTGGTCATTGATGT-3’ 5"-GGTTACCATTAACCACTTTCTGCC-3’ 62°C A
KLRD 4062 5'-GTGGGTGAGGACTTCCTGTG-3’ 5’-ATTGCCAACCCCATCTGTCC-3’ 63°C C
KLRE 9886 5’-TCACCGGTATGTGGGTGCTA-3’ 5'-CGTCTTCTAAAGTGCATCGGC-3’ 58°C A
KLRI 10345 5’-TACCAGGACTCCTAGCTGCAT-3’ 5’-CCCAAGAAATTTGTGGGTGGT-3’ 58°C A
KLRJ 8342 5°-TAACTAGGCCTCTGCTCCCT-3’ 5’-CTAGGGGTCCTCTCCCGATT-3’ 60°C A
KLRK 10407 5°-TCCACTCAAGCTTACAAAAGCC-3’ 5'-TCGAGGAGAACACTCAGAGA-3’ 60°C A
KIR3DP 4460 5’-GGCACACGGAAGCAGAAATATGA-3’ 5’-TCTCGGTACAAGCAACCGAC-3’ 65°C C
4214 5’-CTACAGCTGCTACGGCTCTC-3’ 5’-ACACTACGCTGGTGCTTTGA-3’ 65°C C
KIRIDL 6445 5’-CCCAGGGAGAAGCAGAgAGC-3’ 5'-AGAGGCTGATGACGAGAGGT-3’ 63°C D
6792 5°-CTCCTTCACATCCTGCCTGG-3’ 5’-TGAAACACCCTTCGCAGAGC-3’ 63°C D
LILRA 2-Ig 7220 5’-GTTACTGTCTTCACAAGTCTCCG-3’ 5'-CTGTAAATGCATCAACATCTCTCA-3’ 58°C B
LILRA 4-Ig 4327 5"-TGGACTCCAGTCATCCTCCTAT-3’ 5 -TGAATGGATTGATAGGGCCAGG-3’ 58°C B
LILRB1 5299 5’-ACTGTCTGGCACCGTATAGC-3’ 5'-GGCCGACCATGTGTAGGAAT-3’ 63°C B
5734 5°-TCCTTCTGCTTCGACCCAAC-3’ 5°-CCTCCAAACGTACACCCTCC-3’ 63°C B
LILRB2 8010 5°-AGACCTCTAACCCAAATGAATGC-3’ 5'-CTTTGATTGGGAATTTGGGATTGG-3’ 58°C B
LILRB2-like 7040 5'-GTGTGCTGAGGGCACTGTAT-3’ 5’-CAGCAGGAGTGCACATTTCG-3’ 58°C B
LILRB3 4097 5’-CCTCCTGTCCCTTTGCTCAG-3’ 5'-AGTACAGTGTCAGCGTCACC-3’ 58°C B
5142 5’-GACCCTGCTGTGTCAGTCAA-3’ 5’-TGGAAGCAACCACGGATGAA-3’ 58°C B
NCR1 3578 5’-ACAGGTGTGAGCTTCAGGTG-3’ 5’-ACACGTGCCACAAACACAAG-3’ 68°C C
3758 5°-ATCCTTGTGTTTGTGGCACG-3’ 5'-GGAGTCTCACGTTCCAAGCA-3’ 68°C C
NCR2 7586 5’-ACACACGGTGACACACCTTT-3’ 5’-ACAGAGGTGTTGCCAAGAGG-3’ 65°C B
7462 5’-TCCAGGCCCACTATGTCTCA-3’ 5'-GCAGGTGATCTGCTGACAGT-3’ 65°C B
NCR3 3040 5 -TGGATGGCGTCAGCTAATCC-3’ 5'-GCTCCTCTGAAGGCCAGAAA-3’ 65°C E




Supplementary Table 2. PCR protocols

PCR protocol A

5x Expand LR buffer 2.5ul thermocycler program:
10mM dNTPs (each) 0.625 pl 92°C 2 min
10uM forward primer 0.5l 10 rounds of [92°C 10 sec; annealing 20 sec; 68°C 1 min per kb]
10uM reverse primer 0.5 pl{25 rounds of [92°C 10 sec; annealing 15 sec; 68°C 1 min per kb+20 sec per cycle]
Expand Long Range
Enzyme 5U/ul 0.175 ul 68°C 7 min
H,0 add to 12.5 pl hold at 8°C
genomic DNA 100 ng
PCR protocol B
5x Expand LR buffer 2.5l thermocycler program:
10mM dNTPs (each) 0.625 pl 92°C 2 min
10uM forward primer 0.5l 10 rounds of [92°C 10 sec; annealing 20 sec; 68°C 1 min per kb]
10uM reverse primer 0.5 pl{25 rounds of [92°C 10 sec; annealing 15 sec; 68°C 1 min per kb+20 sec per cycle]
Expand Long Range
Enzyme 5U/ul 0.175 ul 68°C 7 min
DMSO 0.375 ul hold at 8°C
H,0 add to 12.5 l
genomic DNA 100 ng
PCR protocol C
5x KAPA A buffer 2.5ul thermocycler program:
5x KAPA Enhancer 2.5ul 95°C 3 min
10mM dNTPs (each) 0.25ul 35 rounds of [95°C 25 sec; annealing 15 sec; 72°C 30 sec per kb]
10uM forward primer 0.625 pl 72°C 1 min per kb
10uM reverse primer 0.625 pl hold at 8°C
KAPA 2GO
Polymerase 5U/pl 0.1pl
H,0 add to 12.5ul
genomic DNA 50ng
PCR protocol D
5x KAPA LR buffer 2.5ul thermocycler program:
25mM MgCl, 0.875 94°C 3 min
10mM dNTPs (each) 0.375ul 35 rounds of [94°C 25 sec; annealing 15 sec; 72°C 1 min per kb]
10uM forward primer 0.625 pl 72°C 1 min per kb
10uM reverse primer 0.625 pl hold at 8°C
KAPA Long Range
Polymerase 2,5U/ul 0.1ul
H,0 add to 12.5 pl
genomic DNA 100 ng
PCR protocol E
2x PCRBio HS Taq
MixRed 6.25 pl thermocycler program:
10uM forward primer 0.5l 95°C 2 min
10uM reverse primer 0.5ul 40 rounds of [95°C 15 sec; annealing 15 sec; 72°C 15 sec per kb]
H,0 add to 12.5 pl 72°C2 min
genomic DNA 50 ng hold at 8°C




Supplementary Table 3. List of samples

Year of Age
Lab number Place of collection Country of origin | collection |Sample type | Sex | (years)

C. dromedarius 415 Jordan, Irbid Qatar 2010 hair plucked | F 10
C. dromedarius 418 Jordan, Irbid Qatar 2010 hair plucked | F 6
C. dromedarius 668 Iran, Ahwaz Iran 2011 DNA extract | UK UK
C. dromedarius 795A | Saudi Arabia, Al Jouf Saudi Arabia 2013 FTA card F UK
C. dromedarius 799A | Saudi Arabia, Al Jouf Saudi Arabia 2013 FTA card M UK
C. dromedarius 800A | Saudi Arabia, Al Jouf Saudi Arabia 2013 FTA card M UK
C. dromedarius 801A Austria, Eithental Canary Islands 2013 EDTA blood F UK
C. dromedarius 804A UAE, Dubai UAE 2013 FTA card F UK
C. dromedarius 805A Kenya, Pokot Kenya 2013 FTA card F UK
C. dromedarius 815A Sudan, Karthoum Sudan 2013 FTA card F 8
C. dromedarius 818A Pakistan Pakistan 2013 FTA card M UK
C. dromedarius 852 Nigeria Nigeria 2013 FTA card UK UK
C. dromedarius 890 Kazakstahn, west Kazakhstan 2015 FTA card UK UK
C. dromedarius 891 Kazakstahn, west Kazakstahn 2015 FTA card UK UK
C. dromedarius 893 Kazakstahn, west Kazakstahn 2015 FTA card UK UK
C. bactrianus 158 Austria Austria 2013 EDTA blood F UK
Bactrian_35 Mongolia, Norovlin Mongolia 2009 FTA card M 8
Bactrian_53 Mongolia, Norovlin Mongolia 2009 FTA card M 7
Bactrian_56 Mongolia, Norovlin Mongolia 2009 FTA card M 8
Bactrian_159 Mongolia, Bayan Ovoo Mongolia 2009 FTA card F 7
Bactrian_176 Mongolia, Bayan Ovoo Mongolia 2009 FTA card M 5
Bactrian_186 Mongolia, Bayan Ovoo Mongolia 2009 FTA card M 10
Bactrian_191 Mongolia, Bayan Ovoo Mongolia 2009 FTA card M 3
Bactrian_222 Mongolia, Galshar Mongolia 2009 FTA card F 4
Bactrian_253 Mongolia, Galshar Mongolia 2009 FTA card F 8
Bactrian_259 Mongolia, Galshar Mongolia 2009 FTA card M 6




Supplementary Table 4. Estimation of genetic variability in panels of species

frequency frequency [number of
size of No. of SNPs |of SNPsin [size of No. of SNPs |of SNPsin |predicted number of
numberof |genomic ingenomic |genomic |coding in coding coding mRNA predicted
Locus species individuals |sequence |sequence sequence [sequence [sequence |sequence [|haplotypes proteins
C. dromedarius 8 12674 20 0.16% 828 2 0.24% 3 2]
KLRA C. bactrianus 10 12678 100 0.79% 828 11 1.33% 3 2
Vicugna pacos 4 12555 144 1.15% 828 15 1.81% 5 5
C. dromedarius 10 4902 27 0.55% 711 6 0.84% 4 3]
KLRC1 C. bactrianus 10 4902 27 0.55% 711 4 0.56% 6 3]
Vicugna pacos 4 4909 67 1.36% 711 5 0.70% 6 5
C. dromedarius 8 6862 27 0.39% 597 2 0.34% 2 2
KLRC2 C. bactrianus 6 6862 0 0.00% 597 0 0.00% 1 1
Vicugna pacos 4 6876 84 1.22% 597 9 1.51% 5 5
C. dromedarius 10 4059 16 0.39% 540 4 0.74% 5 3
KLRD C. bactrianus 10 4059 12 0.30% 540 1 0.19% 4 1
Vicugna pacos 4 4056 24 0.59% 540 3 0.56% 4 3
C. dromedarius 10 9902 17 0.17% 771 0 0.00% 2 2
KLRE C. bactrianus 10 9902 16 0.16% 753 1 0.13% 2 1]
Vicugna pacos 4 8118 88 1.08% 753 12 1.59% 5 5|
C. dromedarius 7 10332 16 0.15% 747 1 0.13% 2 1
KLRI C. bactrianus 10 10332 19 0.18% 747 0 0.00% 1 1
Vicugna pacos 4 9702 67 0.69% 747 3 0.40% 4 3
C. dromedarius 9 8339 12 0.14% 855 2 0.23% 3 2|
KLRJ C. bactrianus 10 8337 18 0.22% 855 0 0.00% 2 1]
Vicugna pacos 4 8067 82 1.02% 855 11 1.29% 5 5
C. dromedarius 8 10407 18 0.17% 645 2 0.31% 3 2
KLRK C. bactrianus 9 10407 25 0.24% 645 3 0.47% 3 2]
Vicugna pacos 4 9970 85 0.85% 645 3 0.47% 4 4
C. dromedarius 9 8261 15 0.18%
KIR3DP C. bactrianus 10 8261 56 0.68%
Vicugna pacos 4 8357 92 1.10%
C. dromedarius 8 13061 46 0.35% 1375 7 0.51% 7 7|
KIR3DL C. bactrianus 4 13061 124 0.95% 1375 24 1.75% 3 3]
Vicugna pacos 4 13469 207 1.54% 1377 18 1.31% 7 7
C. dromedarius 9 9843 71 0.72% 1422 8 0.56% 10 3]
LILRB1 C. bactrianus 10 9843 4 0.04% 1422 0 0.00% 4 1
Vicugna pacos 4 9893 124 1.25% 1425 22 1.54% 8 7|
LILRA 2-1g C. dromedarius 9 7220 32 0.44% 1074 5 0.47% 7 3]
C. bactrianus 9 7210 1 0.01% 1074 0 0.00% 2 1]
LILRA 4-1g C. dromedarius 9 4451 10 0.22% 1479 1 0.07% 4 3]
C. bactrianus 6 4442 33 0.74% 1479 13 0.88% 6 4
LLRE2 C. dromedarius 7 8010 20 0.25% 1650 3 0.18% 5 6)
C. bactrianus 8 7994 22 0.28% 1644 1 0.06% 2 2|
LILRB2-like C. dromedarius 10 7078 14 0.20% 1650 3 0.18% 6 6
LILRB3 C. dromedarius 9 8061 21 0.26% 1896 10 0.53% 5 4
C. bactrianus 8 8094 55 0.68% 1896 18 0.95% 6 5|
C. dromedarius 10 7212 69 0.96% 969 2 0.21% 6 2
NCR1 C. bactrianus 10 7215 26 0.36% 969 6 0.62% 5 3]
Vicugna pacos 4 7248 71 0.98% 969 5 0.52% 7 3
C. dromedarius 10 14723 58 0.39% 903 2 0.22% 3 2
NCR2 C. bactrianus 8 14723 38 0.26% 903 5 0.55% 3 3]
Vicugna pacos 4 13134 85 0.65% 903 5 0.55% 4 3]
C. dromedarius 9 3040 8 0.26% 561 1 0.18% 2 2|
NCR3 C. bactrianus 10 3040 1 0.36% 561 1 0.18% 2 2|
Vicugna pacos 4 3036 11 0.36% 561 3 0.53% 3 3]

presumably pseudogene



Supplementary Table 5. Amino acid sequence similarity of dromedary NK receptors with
their orthologues in Bactrian camel, alpaca, cattle and pig

Camelus dromedarius Camelus bactrianus Vicugna pacos Bos taurus Sus scrofa BLASTP
97% - 100% 88% - 89% 58% 58% identities
KLRA 98% - 100% 91% 69% 68% positives
§ § NP_776801.1 NP_999503.1 reference
99% - 100% 97% - 98% 62% - 69% 69% identities
KLRC1 99% - 100% 97% - 98% 72% - 80% 82% positives
§ § e.g. NP_001162059.1 XP_020948016.1 reference
98% 94% - 95% 60% - 61% 0% identities
KLRC2 98% 96% 73% - 75% 0% positives
§ § e.g. NP_001091632.1 * reference
100% 96%-97% 64% - 69% 73% identities
KLRD 100% 97% 73% - 77% 85% positives
§ § e.g. XP_005207144.1 XP_005655734.2 reference
96% - 99% 89% - 93% 74% 72% identities
KLRE 96% - 99% 90% - 94% 82% 81% positives
§ § XP_005207145.1 XP_005655736.2 reference
99% 96% 65% 67% identities
KLRI 99% 96% - 97% 79% 80% positives
§ § XP_005207101.1 XP_020948014.1 reference
99%-100% 96% 70% -71% 71% - 72% identities
KLRJ 100% 97% - 98% 81% 83% positives
§ § NP_001002884.1 XP_013843835.1 reference
99% 93% - 94% 72% - 73% 70% identities
KLRK 99%-100% 94% - 95% 81% 79% positives
§ § NP_001068607.1 XP_005655731.1 reference
97% - 99% 92% - 93% 45% - 47% 59% identities
KIR3DL 97% - 99% 93% - 94% 56% -58% 70% positives
§ § e.g. NP_852116.1 NP_001106689.1 reference
99% 93% 59% 68% identities
LILRB1 99% 93% - 94% 68% 74% positives
§ § * XP_024834567.1 * XP_013854218.2 reference
92% - 93% ND 63% - 67% 50% - 69% identities
LILRB2 95% ND 71% - 74% 61% -76% positives
§ ND e.g. XP_024834575.1 e.g. XP_020950636.1 reference
96% - 97% ND 63% - 64% 65% identities
LILRB3 97% - 98% ND 72% - 73% 72% positives
§ ND  e.g. XP_024844763.1 * XP_020950636.1 reference
99% - 100% ND 0% 0% identities
LILRA 2-1g 100% ND 0% 0% positives
§ ND * * reference
94% - 100% ND 67% - 72% 65% - 73% identities
LILRA 4-1g 94% - 100% ND 75% - 80% 72% - 80% positives
§ ND e.g. XP_024844775.1 e.g. NP_001121923.1 reference
99% 95% 71% 71% identities
NCR1 99% 96% 81% 79% positives
§ § NP_899209.1 NP_001116615.1 reference
99% - 100% 95% - 96% 0% 65% identities
NCR2 99% - 100% 95% - 96% 0% 72% positives
§ § * XP_020954329.1 reference
99% - 100% 96% - 97% 69% 44% identities
NCR3 99% - 100% 97% - 98% 77% 48% positives
§ § NP_001035614.1 XP_013833084.1 reference

§ - this study sequences; * - not present in genome/ mostly related sequence

ND - not determined; presumably pseudogene




cytoplasmic tail transmembrane region stalk C-type lectin-like domain
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Supplementary Figure S1. Alignments of predicted allelic variants of natural killer complex receptors. Domain organization of protein molecule is depicted as color rectangles. ITIM — signaling motif, dot — the same amino acid, dash — gap in alignment,
asterisk — stop codon in coding sequence
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frame of KIR3DL mRNA, dot — the same amino acid, dash — gap in alignment, asterisk — stop codon in coding sequence



signal peptid Ig-like domain C2-1 Ig-like domain C2-4 stem transmembrane region cytoplasmic tail

10 20 30 40 S0 60 70 80 S0 100 110 120 130 140 150 160 170 180 190 200 210 220 230 240 250 260 270 280 2380 300 310 320
B B R -1 -1 - - - -1 O e e I On Rl - - -1 - -1 -1 - -1 -1 -1 -1 -1 - - -1 - -1 -1 - - -1 - -1 -1- -1 S I I I -1 e -1 -1 - - - -1 - -1 - -1 - - -1 - -1 -1 - - -1 -1 -1 -1 - - -1 < s -1 - -1 -1 - - -1 -1 -1 -1 B I
C. dromedarius NCR1*01 MPPALAALLFLG LFLSQRSSTQRQTLSKPAIWAKPSEWPR:JQWIIWCQJAHLJAVEYQLYFE‘J'JFSHLBRPKSLRMTNRVKFPIPMSNTAUIYRCFYRS ELWSEPSDPLDLW‘I‘uMY‘DTPTLSVQPRPBVASuENVTFYCHLAAATNTFE‘LLREL:TP QSRY JNIMFFVJPVSAAHRJT\’RCF«_,SYHNMISE‘PSBPVELLVRJDVuDTSAARTEHTSSPDPWDSYPLTTBTPFBKDLALWDHTAQNLLRIGLA.E‘LVLVAVWILLAEDWLHRKKPQKRANRVSSRBCRRRFRTQRPLBRQPRDWM(JKADS LS*
C. dromedarius NCR1%02 = .....ccccceveccese s o 4 B - i AR = e DYer e BEN e et e AN T SS9 i o o o e i e, ST BOCROC P S PRI e PO G SR B P RS i S A O olyp):iem e () DT iees o L 20 R AR SRS T ST o v 25) ISR S U, RIS E s o w3 SN WAL e i i 1 I A LS e sihinl e S AT IS, P R R A Sitse cisimalienata mie E S . o i) S liaie) s s e T *
C. bactrianus NCRI*01 = ....ccsceceesassccsscas S R 8 Ve AT D e T P Y SRR ST S AR R R ) B AR A ST ST O WS RN BN A ) ST A TN R A SR ) S SR O i Y N T T R 15 B 0 I 1 D S0 o 9157 o o R S S A SR S o7 st S T A O SR S i e SO AR e SRR B vanareiarase *
C.. ‘bactrianus: NERINOZ b Safeaties eoaalersts o kel s oy e alu S, el eiatets bba aiaa i da Mava s wialis e e e i sl b e s el aitsne o B |8 ol skhdie e dateaSbials) o8 o e WHa s @ra) wteionbiaria R | S e e M o s faice v i i e 1 s e A W S A R o G 0 G MG S i, i AV e ) B AVl ' Ml ) T T | TR e I v (. R il R T A SR i e s AT TS i A A S e e e A e RS A R e e A ek S e *
C. {bactrianus NCRIT¥®O3 & qavideasvaimeees savaseieasiaeie soisalive syl saie s o i v s e saiam st e 3 wadesiipeiie o ue v sty o R aiss s s oisioniess seseesens sacs s senssiesuesssesssaseeseesesuesssnseeessesssassesiaenseesenesensanessess s eseseneese s s eeiesedeesesesensasassseseessasseiaiessesesessessseenine eesessessesseeaeeseesesse sineesesseeseisnesiessessesess *
10 20 30 40 S0 60 70 80 S0 100 110 120 130 140 150 160 170 180 190 200 210 220 230 240 250 260 270 280 290 300 310 320
S | | | | | | | | | | =)s | | | | | | | | | | | 1 | | | 1 | lsenclsessel sssaleass Vagsuls coslasesllhsasles: calesa: haanbiss chaasiles salasezllbsaalace shassalsnss baass dassels saalosssl gavslas cnlass e e ks s b mesles salene: bessilesa slisssalsz:
Vicugna pacos NCR1*01 MPPAFHALLE‘L’JLFLSQRI(;TQRQTLSKPVIWAKPSFMVPR’;QPVIIWCQJAHLJAIEYQLYFE(J_,E‘SALERPKPSR!-&TNRVKFPIPAMTSHTA(JIY‘RCSYRS GELWSEPSDPLDLVVTGMYDTPTLSVQPRPEVASGENVTFYCHLATATNTFFLLREGTPRRPQSRYGNIRAEFPVGPVSAAHRGTYRCFGSYNNYAWSFPSEPVELLVRGDVGDTSAARTEHTSSPDPWDSYLLTTETPFERD LALWDHTAQNLLRIGLAFLVLVALVWLLAEDWLHRRRSQRRANRVS SRECRRRFRAQRPLERDPRDVVAAGRKADSLP*
Vicugna pacos: NCRIMOT 4. eiee Vs Seles e astenae e saisien s g tie s sl qme slolers s St sl piled o pis s w0 Ie Ve s dl@lie aeesmiais viaerol:s Hieg o siis @i s /oieidie e vlie v s me s/l Dol s el o mee e dasn e smipe ie ¢ B0 S el oo Ross s A e b o nends 506t Bes SRcR Ry siekeiaEs T meas oty s mN s i, a e ie e W da i ae SR S Aoy o adise i g cie aiuie B8 sie e Bleideia vl 8 } R S RN S G R 1 R PROU e o P o B vk 7 B AR *
Vicugna pacos: NEREMIZ il i e e se se i asmes Sesee st feiaaaen fupesime salonaied st i wivideme deeaais s s ded 2000 $0 0 aiere e dte i b s o sjeden setiehe st s apR el ablae e nin eaes v dRRINe b S usalieine seae i 48 s Reed ORI AINe SN R EE bR A e b Sata e A M sEcHbGE S eI S SR e e e e 2 B os Saisiaaten me S SRS SR W R DR i *

signal peptid Ig-like domain vig cytoplasmic tail
10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170 180 190 200 210 220 230 240 250 260 270 280 290 300
- -1 - -1 - - -1 - - R e - - -1 - 2 s saallesw s saos s sailaaa e sl e e L - - -1- -1 C I I -1 - s -1 -1 - - -1 - - - -1 - - -1 o B R -1 -1 - -1- -1 - - - -1 - - -1 - e e - -1 - e I I - -1
C. dromedarius NCR2*01 MSFPA(;'I‘LSRV'PVAWRMPLPLLLLLLPE‘PUSW»«.LPJAQHLQSVA’JQTLSVRCQYPPKSWPYERKLWCREVSPLKCMRLVTSSSPHTLVQASRFSIWDNPDEL;FE‘IVTM’W LREEDS JHYWCRNYHASSHSVSKSLKFYLAVSPASASMQATWAPHDLVSQTESCVSSK;N«RBAPMSTTITALSLQQNSTLWSSPMSRALVWLC’ LLvI'\RSLVLSMLLVQPHHVSP‘JH(JPLCQSPNCCPF\F‘JFHIl_DCSPSYIPLLV}JTSVRLHCVJIEDQSHSQQP}‘LCQE(JMQ"MPTEl_RsL/JHQ*
C. dromedariug NCR2¥02 ., i esineslssielienssiss sedesneissassesessssssaesssinesess s aisdioasiaiossseass e s ssasiessnesesssiosssssssshesessiosss saiaieainietesssssesssseesesssesssisseensssssssenisesssessinssssessssssaassinesssass Wil srandio vis e e o #e’esldie a'e wiei dle e ok e aleiere ol 6 W @isie ki B aieietsiels saleia siemw Wb 4 A BT b4 Hein dreele BTH SIaIE biele b wis v e BTE e aTe $TB 80 B8TE ibE 4 als Wb oiwia s *
C: bactrianus NCR2¥0X: . «ais siasciniais sidsisiasaieois sidieieissden oefionenspnseiswnesssseisessissssussessisnsiesssonsiaesesesdsaneiwessessigmeaasionsenssssiabansstiosolssasseensdsssenseesss ssiasissseideiassesosiacossasieniaeianssiosssssinesioessseussiesnsissaseeaeieesssisiaeeoaaaissesssssiasisgisess ospesessn sineeessedssnsiadasonaeesieceaonnsiassspesessssiesesss *
C. bactrianus NCR2¥02 . .ccssscciavcaassiscsss oo seessssiseoscsossssoedesaesssssssssonsnsssonssdossssosssseoesedsesessnsssassssnasessssss Disssoscnessossvssopoaesissasoadesssonoessssdeniles osanneessoeesnsssesesssnseessssssnecosbesaneeeonsssesssessensesssnpsniedeseoisssassnesssesnesancsesessisssensessineenessesssoasssssoesilensssas *
C. bactrianus NCR2M®03 (i issssonsisadheseidsnodensss samess g voaitns s s bolnssike b s oh 6amelhmie s ol o0 ade o md w85 on s mh s Rl et kes oot damadlen @ Sl e s 5imedes shrmane a0 i sme R s GHe@Red o a s i s oo B AGHRS S a8 oo meshseiasi o 8@ ee e e aased S0 s e bm el eh Chs A BEA S Mkiass FN S u MDA e Salhi s AR e eoh 4 A R S W 8 e BTN N6 oie s SIS Rs SaE SN S e s MeTA PP *
10 20 30 40 so 60 70 80 s0 100 110 120 130 140 150 160 170 180 190 200 210 220 230 240 250 260 270 280 230 300
sesalseis seiece INaml sossl el s s sstmilns solesen e ssil-cn slssse lenaslsvesll s sssllans Al osnmilesss e st spsleeasll benmilenogls soale e (e slisas sl aolens I soslen sl seallce S5 b-anlagnllc e osso) - s lenas PSsanie satlil e soiellen salaast il 5o lzes s ooss s 2e)e ven et s glesss |onaalszan e
Vicugna pacos NCR2*01 MSSPSGTLGRHPVAWRAPLP-LLLLLPFPGSWALPC AQHLQWA[&TLMCQYPPKSWPYERKUWCREVSPLmLVTSSSPHTLVQASRFSIWDNPDEJFFIVTMTULRBEDS\JH\’WCRNYHASSHSVSRSLKFYLHVSPASASMQATRAPHDLVSQTESCVSST‘JAAREAPRASTTITALSQQQNSTLWSSPMMLmch LLVAR'SLVLSALLVQPHHVSPJP«JPLCQSPNCCPAFJFHILDCSPSYIPLUNTSVRLHCV;IEDQSQSQJPMLCHKDTQWKTLTELRSLKJHQ'
NVicugna: pacos NCR2B02 i o.ees ie siee amee e e | S TR S XN A PP - g M G e PR N R o Sy R S gy R O S SR N e Rl ol T PSS P e T B DR T I oy i S T SR R NI O G S R PSSR TR o N QPO X SRR - g P TS R A e P PR S R R B G G P P S T S e e PSS I - TR e s K *
Vicugna pacos NCR2%03 ....icaisiniessinses Boait aa i e e R e i i B A 5 e BT B4 8 e A A e (ae AllE B SR R AT S B e SRR B s S e S AR e A R TR RARARES P AR e e A AR P Sa s R S AR i SaATANS e AR SR e AR A SRS M A Bl RR R slar s N SR T S R TR e A e A SRR S A B e S e AR A e AR e e - RPN e R e e DR PRSP S i B *
10 20 30 40 so 60 70 80 30 100 110 120 130 140 1s0 160 170 180
sepn Wesssless Ahessnlen ol liesuilsensbssnsllsssa lencn asanl soalsasal sosmllicn salmvenls seplless: sl sasslissalbsen aas lass diesedl susalassalsssslb sl ssmpllessslcasalasss B sslzcasalsausllan gals
C. dromedarius NCR3*01 MARILLLVFITVHPUSCVL\‘NSQLPEIHTQE’:PPASLPCSFNASQ\JRM«T(JSVT\‘“QDKVAP RKV'RNL:TPEFRL»HLAPLASSCE‘LSAHQAELNIWDT'DHDARVSTCQ}EVL LGVGTGNGTLLLMERDELLRRPPLLVAG ThLLFRDJFYAFRFLSVfMJSTIYY* GRCHCHLGTHCPSLDG L**
€. ‘dromedarius NERINO2 oo vieiesdleiasil aeiesidiee siee e Ve imeies e siah siblea s bstasie st oo slbioims s o.® oo ate ie nmdiern @ie selemios e sil s Bgs oiaid B RS Ssinaieviwe mdle s elene ofeine;emaidis clamrure & aee e dee el dli die while e cadeeies s T/ s wale s 0iis sieise * %
C. bactrianus NCR3®01  ..ccceccoscsssccsscsocscesosssvsnssosssssossssasscsesssssesssssosssassscsssnasusscscsssssstvsssssns GiRioiioescsssnessnssssacsssssasossssonssesstscstssscsscssossscsniansssios Wiiela@ie e s dme sane e * %
Cs ‘bactians NCRINOZ 5o o sivs s i sie sty sis s o h S mmibmm s mis foms Sieis o mis 0 s Sk i 6 e S A s SimSia Srars Vs SRR R ope o 50 .y it e R 09 B & BSOS K o oe 9580008 6066506 8980850888680 8086886898 08086088 8000 e0000000 R, sonspossssssesses * %
10 20 30 40 s0 60 70 80 80 100 110 120 130 140 150 160 170 180
dfizeed) samlan sdlasnnle sl sin dlssas Jossalemn el sl isvsl sestls s sulassnll aanllsens faansles sofoans lesa s glss slseas N osmallpve sl ssa) sz s IsssilE sssilznad) sasales sa)=mnniles

Vicugna pacos NCR3*01 MARHLLLVFITVHPAJSCVUINSQLPEIHTQEQPPASLPCSFNASQQRMAT‘JSVTWYQDRVAPRRRVRDUTPEFRJHLAPLASSCFLSA}EAELNIWDT*DEARVSTCWUJ ;VuTuNuTLLu&ERDELLRR.PPLLVAuTALLFRDuF&nFSFLSVAMJSTIYYQJKCHCHL STHCPSLDGL**
Vicugna pacos NCR3*02
Vicugna pacos NCR3*03

Supplementary Figure S3. Alignments of predicted allelic variants of NCR receptors. Domain organization of protein molecule is depicted as color rectangles. dot — the same amino acid, dash — gap in alignment, asterisk — stop codon in coding sequence



