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NTDB id 410778 GQR93 RS01065 WP 003551455.1 ...........................................MFKKRYY..VHQLDETDCGAAALAMILKYYHSDISIA 35
NTDB id 358 SMU RS01425 WP 002263523.1 MKQVIYVVLIVIAVNILLEIIKRVTKRGGTVSSSNPLPDGQSKLFWRRHYKLVPQIDTRDCGPAVLASVAKHYGSNYSIA 80
NTDB id 421 SGO RS10260 WP 012131060.1 ..........................................MKFRKQHY..RAQVDTRDCGVAALAMIFGYYGSYFSLA 36
NTDB id 483 SM12261 RS00275 WP 000668315.1 ..........................................MKFGKRHY..RPQVDQMDCGVASLAMVFGYYGSYYSLA 36
NTDB id 511 SMSK321 RS10730 WP 000668322.1 ..........................................MKFGKRHY..RPQVDQMDCGVASLAMVFGYYGSYYSLA 36
NTDB id 247 KZH43 RS00220 WP 000668290.1 ..........................................MKFGKRHY..RPQVDQMDCGVASLAMVFGYYGSYYFLA 36
NTDB id 206 SPD RS00235 WP 000668290.1 ..........................................MKFGKRHY..RPQVDQMDCGVASLAMVFGYYGSYYFLA 36
NTDB id 171 SPR RS00230 WP 000668290.1 ..........................................MKFGKRHY..RPQVDQMDCGVASLAMVFGYYGSYYFLA 36
NTDB id 131 SP RS00255 WP 000668284.1 ..........................................MKFGKRHY..RPQVDQMDCGVASLAMVFGYYGSYYFLA 36
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NTDB id 410778 GQR93 RS01065 WP 003551455.1 KIRGVAQTDKSGTTALGLINAAEHFKLKTQAIKTDISFFKSNDRKEILVPFIAHINKNHGLLHYVVVLKVRKDDLVIADP 115
NTDB id 358 SMU RS01425 WP 002263523.1 YLRELSKTNKQGTTALGIVEAAKKLGFETRSIKADMTLFDYN...DLTYPFIVHVIKGKRLQHYYVVYGSQNNQLIIGDP 157
NTDB id 421 SGO RS10260 WP 012131060.1 TLREKAKTTNDGTTALGLVKVAEGLNFETRAFKADMSLFDLE...EVSYPFIAHILKDGKLLHYYVVTGQDKHTIHIADP 113
NTDB id 483 SM12261 RS00275 WP 000668315.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLP...DLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADP 113
NTDB id 511 SMSK321 RS10730 WP 000668322.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLP...DLTFPFVAHVLKEGKLLHYYVVTGQDKGSIHIADP 113
NTDB id 247 KZH43 RS00220 WP 000668290.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLP...DLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADP 113
NTDB id 206 SPD RS00235 WP 000668290.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLP...DLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADP 113
NTDB id 171 SPR RS00230 WP 000668290.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLP...DLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADP 113
NTDB id 131 SP RS00255 WP 000668284.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLP...DLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADP 113
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NTDB id 410778 GQR93 RS01065 WP 003551455.1 DPSIGITKLTYTEFAKIWTGIAVFMAPGPTYVNIKDNNDSLWQTAKLLLKQKQIIATVVISTFLSTFITIVGALFLQKIV 195
NTDB id 358 SMU RS01425 WP 002263523.1 DPSVKVTRMSKERFQSEWTGLAIFLAPQPNYKPHKGEKNGLSNFFPLIFKQKALMTYIIIASLIVTLIDIVGSYYLQGIL 237
NTDB id 421 SGO RS10260 WP 012131060.1 DPQVKMTKISRERFEQEWTGITIFLAPSPAYKPSQEKKNGLLDFIPLLIKQKGLITNIVLATLLVTLINIVGSYYLQSII 193
NTDB id 483 SM12261 RS00275 WP 000668315.1 DPGVKLTKLPRERFAEEWTGVTLFMAPSPDYKPHKDQKNGLLSFIPILVKQRGLIANIVLATLLVTLINIVGSYYLQSII 193
NTDB id 511 SMSK321 RS10730 WP 000668322.1 DPGVKLTKLPRERFAEEWTGVTLFMAPSPDYKPHKDQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSII 193
NTDB id 247 KZH43 RS00220 WP 000668290.1 DPGVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSII 193
NTDB id 206 SPD RS00235 WP 000668290.1 DPGVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSII 193
NTDB id 171 SPR RS00230 WP 000668290.1 DPGVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSII 193
NTDB id 131 SP RS00255 WP 000668284.1 DPGVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSII 193
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NTDB id 410778 GQR93 RS01065 WP 003551455.1 DSYVIDGMTTTLTTAAICLFFAYVFHGIFNYFQGYLSTILGQRLSIDVLLSYILHLFKLPVSFFETRKTGEITSRFSDAN 275
NTDB id 358 SMU RS01425 WP 002263523.1 DEYIPDQLISTLGMITIGLIITYIIQQVMAFAKEYLLAVLSLRLVIDVILSYIKHIFTLPMSFFATRRTGEITSRFTDAN 317
NTDB id 421 SGO RS10260 WP 012131060.1 DTYVPDHMKTTLGMISIGLIIVYILQQFLSYAQEYLLLVLGQRLSIDVILSYIKHVFQLPMSFFATRRTGEIVSRFTDAN 273
NTDB id 483 SM12261 RS00275 WP 000668315.1 DTYVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDAN 273
NTDB id 511 SMSK321 RS10730 WP 000668322.1 DTYVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDAN 273
NTDB id 247 KZH43 RS00220 WP 000668290.1 DTYVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDAN 273
NTDB id 206 SPD RS00235 WP 000668290.1 DTYVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDAN 273
NTDB id 171 SPR RS00230 WP 000668290.1 DTYVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDAN 273
NTDB id 131 SP RS00255 WP 000668284.1 DTYVPDQMRSTLGIISIGLVIVYIFQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDAN 273
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NTDB id 410778 GQR93 RS01065 WP 003551455.1 NIILTLARTAISTLLNFGTIIVIGIVLMVISMKLFLLSMISVPIYAAIIFSFYKLFEKWNNESMEQNALLSSQMIEDLHG 355
NTDB id 358 SMU RS01425 WP 002263523.1 QIIDAVASTIFSIFLDMTMVILVGGVLLAQNNNLFFLTLLSIPIYAIIIFAFLKPFEKMNHEVMESNAVVSSSIIEDING 397
NTDB id 421 SGO RS10260 WP 012131060.1 RIIDALASTILSIFLDVSIVSIIAIVLFSQNSSLFFLTLLGIPVYALIIFLFMKPFEKMNHETMEANSLLSSSIIEDING 353
NTDB id 483 SM12261 RS00275 WP 000668315.1 SIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFITLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDING 353
NTDB id 511 SMSK321 RS10730 WP 000668322.1 SIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDING 353
NTDB id 247 KZH43 RS00220 WP 000668290.1 SIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDING 353
NTDB id 206 SPD RS00235 WP 000668290.1 SIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDING 353
NTDB id 171 SPR RS00230 WP 000668290.1 SIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDING 353
NTDB id 131 SP RS00255 WP 000668284.1 SIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDING 353
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NTDB id 410778 GQR93 RS01065 WP 003551455.1 IESIKSLNIENKMYDTIDTRFVKTLKADYAYSIASVTQAALKDVAELVITLAILYFGSLMAIKGQISLGQLVAFNSLMGY 435
NTDB id 358 SMU RS01425 WP 002263523.1 METIKSLTSESARYQNIDSEFVDYLEKNFKLHKYSAIQTALKSGAKLILNVVILWYGSRLVMDNKISVGQLITFNALLSY 477
NTDB id 421 SGO RS10260 WP 012131060.1 IETIKSLTSEKQRYQKIDKEFVTYLKKSFAYGRSESLQKVLKAAARLILNVLILWLGATLVMDQKISLGQLITYNTLLVY 433
NTDB id 483 SM12261 RS00275 WP 000668315.1 IETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVY 433
NTDB id 511 SMSK321 RS10730 WP 000668322.1 IETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVY 433
NTDB id 247 KZH43 RS00220 WP 000668290.1 IETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVY 433
NTDB id 206 SPD RS00235 WP 000668290.1 IETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVY 433
NTDB id 171 SPR RS00230 WP 000668290.1 IETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVY 433
NTDB id 131 SP RS00255 WP 000668284.1 IETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVY 433
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NTDB id 410778 GQR93 RS01065 WP 003551455.1 FLGPVEAIINLQNDLQNAKVANKRLNQVLLAPVEEKQKCPMALRENDLADQTEFSKVSFEYKYGQSILKNINLKIKRNES 515
NTDB id 358 SMU RS01425 WP 002263523.1 FSNPIENIINLQSKLQSARVANTRLNEVYLVESEFEKDGDLS.ENSFLDGDISFENLSYKYGFGRDTLSDINLSIKKGSK 556
NTDB id 421 SGO RS10260 WP 012131060.1 FTNPLENIINLQTKLQSARVANERLNEVYLVKSEFEEKKLIK.DLSHFQADIDFRGVSYKYGYGANVLSEIDLHIPAGSK 512
NTDB id 483 SM12261 RS00275 WP 000668315.1 FTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVE.DLSLMKGDMTFKQVSYKYGYGRDVLLDINLTIPQGSK 512
NTDB id 511 SMSK321 RS10730 WP 000668322.1 FTNPLENIINLQTKLQTAQVANNRLNEVYLVTSEFEEKKTVE.DLSLMKGEMTFKQVYYKYGYGRDVLSDINLTIPQGSK 512
NTDB id 247 KZH43 RS00220 WP 000668290.1 FTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVE.DLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSK 512
NTDB id 206 SPD RS00235 WP 000668290.1 FTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVE.DLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSK 512
NTDB id 171 SPR RS00230 WP 000668290.1 FTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVE.DLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSK 512
NTDB id 131 SP RS00255 WP 000668284.1 FTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVE.DLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSK 512
consensus !**!*!*!!!!!**!!*!*!!!*!!!*!*!***!******** **********!*** **!**!***!**!*!*******

logo

T
VSAI

L
FVGAFVI SGSGKTTLAKLMI

L
MVHNFYAEKDP I

N
S
K
T

QGDIKEVICLRS ILNGSGNQVDNI
L
K
R
N
F
V

Q
L
V
I
T
D
Q
K
Q
T
K
D
ALRNRQHYVI STNYLSPQTQAPFYI

VFSNGSTVI IMLDENI
L
A
V
LLGLARKKETGPTNSTMQETDI IL

NTDB id 410778 GQR93 RS01065 WP 003551455.1 VAIVGFSGSGKTTLAKLLVNFYKPITGKVLINGQDIRFVTQKDLRNYVTYLPQTPFIFSGSVIENIALGLRKTPNMETII 595
NTDB id 358 SMU RS01425 WP 002263523.1 VSLVGASGSGKTTLAKLIVNFYEPNKGIVRINGNDLKVIDKTALRRHISYLPQQAYVFSGSIMDNLVLGAKEGTSQEDII 636
NTDB id 421 SGO RS10260 WP 012131060.1 TSFVGVSGSGKTTLAKMMVHFYAPNQGDICLGGVNLNQLDKQALRQYINYLPQQPYVFNGTILENLLLGAREGTTQEDIL 592
NTDB id 483 SM12261 RS00275 WP 000668315.1 VAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILDNLLLGAKEGTTQEDIL 592
NTDB id 511 SMSK321 RS10730 WP 000668322.1 VAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQEDIL 592
NTDB id 247 KZH43 RS00220 WP 000668290.1 VAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQEDIL 592
NTDB id 206 SPD RS00235 WP 000668290.1 VAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQEDIL 592
NTDB id 171 SPR RS00230 WP 000668290.1 VAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQEDIL 592
NTDB id 131 SP RS00255 WP 000668284.1 VAFVGISGSGKTTLAKMMVNFYDPSQGEISLGSVNLNQIDKKALRQYINYLSQQPYVFNGTILENLLLGAKEGTTQEDIL 592
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NTDB id 410778 GQR93 RS01065 WP 003551455.1 RAAKLAEIHKDIEKLPNGYMTNL.SENSGLSGGQMQRIAVARAIISDAPVMIFDESTSNLDLLTEKRILNNLMGIKNKTL 674
NTDB id 358 SMU RS01425 WP 002263523.1 RACEIAEIRSDIEQMPQGYQTEL.SDGAGISGGQKQRIALARALLTQAPVLILDEATSSLDILTEKKIISNLLQMTEKTI 715
NTDB id 421 SGO RS10260 WP 012131060.1 RAVELAEIRSDIERMPLNYQTELSADGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIIDNLMVL.DKTI 671
NTDB id 483 SM12261 RS00275 WP 000668315.1 RAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLMAL.DKTL 671
NTDB id 511 SMSK321 RS10730 WP 000668322.1 RAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPILILDEATSSLDILTEKRIVDNLMAL.DKTL 671
NTDB id 247 KZH43 RS00220 WP 000668290.1 RAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.DKTL 671
NTDB id 206 SPD RS00235 WP 000668290.1 RAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.DKTL 671
NTDB id 171 SPR RS00230 WP 000668290.1 RAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.DKTL 671
NTDB id 131 SP RS00255 WP 000668284.1 RAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.DKTL 671
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NTDB id 410778 GQR93 RS01065 WP 003551455.1 IFIAHRLEVARKADRIIVMNDGQIIENGTHKDLINEHGNYYQLLQEA 721
NTDB id 358 SMU RS01425 WP 002263523.1 IFVAHRLSISQRTDEVIVMDQGKIVEQGTHKELLAKQGFYYNLFN.. 760
NTDB id 421 SGO RS10260 WP 012131060.1 IFIAHRLTIAERSEQVVVLDQGRIVESGSHKELIEREGFYHHLVNS. 717
NTDB id 483 SM12261 RS00275 WP 000668315.1 IFIAHRLTIAERTEKVVVLDQGKIVEEGNHADLLAQGGFYAHLVNS. 717
NTDB id 511 SMSK321 RS10730 WP 000668322.1 IFIAHRLTIAERTEKVVVLNQGKIVEEGKHADLLAQGGFYAHLVNS. 717
NTDB id 247 KZH43 RS00220 WP 000668290.1 IFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS. 717
NTDB id 206 SPD RS00235 WP 000668290.1 IFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS. 717
NTDB id 171 SPR RS00230 WP 000668290.1 IFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS. 717
NTDB id 131 SP RS00255 WP 000668284.1 IFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS. 717
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