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NTDB id 421 SGO RS10260 WP 012131060.1 ............................................MKFRKQHYRAQVDTRDCGVAALAMIFGYYGSYFSLA 36
NTDB id 511 SMSK321 RS10730 WP 000668322.1 ............................................MKFGKRHYRPQVDQMDCGVASLAMVFGYYGSYYSLA 36
NTDB id 483 SM12261 RS00275 WP 000668315.1 ............................................MKFGKRHYRPQVDQMDCGVASLAMVFGYYGSYYSLA 36
NTDB id 247 KZH43 RS00220 WP 000668290.1 ............................................MKFGKRHYRPQVDQMDCGVASLAMVFGYYGSYYFLA 36
NTDB id 206 SPD RS00235 WP 000668290.1 ............................................MKFGKRHYRPQVDQMDCGVASLAMVFGYYGSYYFLA 36
NTDB id 171 SPR RS00230 WP 000668290.1 ............................................MKFGKRHYRPQVDQMDCGVASLAMVFGYYGSYYFLA 36
NTDB id 131 SP RS00255 WP 000668284.1 ............................................MKFGKRHYRPQVDQMDCGVASLAMVFGYYGSYYFLA 36
NTDB id 966120 NSQ79 RS08615 WP 107372339.1 ............................................MFLYRRTFVPQMDIRDCGVAALASIAKYYGSDYSLA 36
NTDB id 358 SMU RS01425 WP 002263523.1 MKQVIYVVLIVIAVNILLEIIKRVTKRGGTVSSSNPLPDGQSKLFWRRHYKLVPQIDTRDCGPAVLASVAKHYGSNYSIA 80
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NTDB id 421 SGO RS10260 WP 012131060.1 TLREKAKTTNDGTTALGLVKVAEGLNFETRAFKADMSLFDLEEVSYPFIAHILKDGKLLHYYVVTGQDKHTIHIADPDPQ 116
NTDB id 511 SMSK321 RS10730 WP 000668322.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKGSIHIADPDPG 116
NTDB id 483 SM12261 RS00275 WP 000668315.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADPDPG 116
NTDB id 247 KZH43 RS00220 WP 000668290.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADPDPG 116
NTDB id 206 SPD RS00235 WP 000668290.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADPDPG 116
NTDB id 171 SPR RS00230 WP 000668290.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADPDPG 116
NTDB id 131 SP RS00255 WP 000668284.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADPDPG 116
NTDB id 966120 NSQ79 RS08615 WP 107372339.1 YLRELAKTTKEGTTALGIVEAAKKIGFETKAIQADMSLFNMDDVPYPFIAHVNKEGKLQHYYVVYKNGKNKLVIGDPDPS 116
NTDB id 358 SMU RS01425 WP 002263523.1 YLRELSKTNKQGTTALGIVEAAKKLGFETRSIKADMTLFDYNDLTYPFIVHVIKGKRLQHYYVVYGSQNNQLIIGDPDPS 160
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NTDB id 421 SGO RS10260 WP 012131060.1 VKMTKISRERFEQEWTGITIFLAPSPAYKPSQEKKNGLLDFIPLLIKQKGLITNIVLATLLVTLINIVGSYYLQSIIDTY 196
NTDB id 511 SMSK321 RS10730 WP 000668322.1 VKLTKLPRERFAEEWTGVTLFMAPSPDYKPHKDQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSIIDTY 196
NTDB id 483 SM12261 RS00275 WP 000668315.1 VKLTKLPRERFAEEWTGVTLFMAPSPDYKPHKDQKNGLLSFIPILVKQRGLIANIVLATLLVTLINIVGSYYLQSIIDTY 196
NTDB id 247 KZH43 RS00220 WP 000668290.1 VKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSIIDTY 196
NTDB id 206 SPD RS00235 WP 000668290.1 VKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSIIDTY 196
NTDB id 171 SPR RS00230 WP 000668290.1 VKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSIIDTY 196
NTDB id 131 SP RS00255 WP 000668284.1 VKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSIIDTY 196
NTDB id 966120 NSQ79 RS08615 WP 107372339.1 IKVTKMSKKQFKKEWTGVALFIGPEPSYKPHKEKGIGLLAFLPLIFKQKSLITNIVLASFLVTLVNIVGSYYLQGILDDY 196
NTDB id 358 SMU RS01425 WP 002263523.1 VKVTRMSKERFQSEWTGLAIFLAPQPNYKPHKGEKNGLSNFFPLIFKQKALMTYIIIASLIVTLIDIVGSYYLQGILDEY 240
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VFDQTHLPMSFFATRQRTGEVITVSRFSTDANQRS I I
NTDB id 421 SGO RS10260 WP 012131060.1 VPDHMKTTLGMISIGLIIVYILQQFLSYAQEYLLLVLGQRLSIDVILSYIKHVFQLPMSFFATRRTGEIVSRFTDANRII 276
NTDB id 511 SMSK321 RS10730 WP 000668322.1 VPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSII 276
NTDB id 483 SM12261 RS00275 WP 000668315.1 VPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSII 276
NTDB id 247 KZH43 RS00220 WP 000668290.1 VPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSII 276
NTDB id 206 SPD RS00235 WP 000668290.1 VPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSII 276
NTDB id 171 SPR RS00230 WP 000668290.1 VPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSII 276
NTDB id 131 SP RS00255 WP 000668284.1 VPDQMRSTLGIISIGLVIVYIFQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSII 276
NTDB id 966120 NSQ79 RS08615 WP 107372339.1 IPHQMRSTLGIISIGLVVSYVLQQMMTYARDYLLTILSQRFTIDVILSYVRHIFDLPMSFFATRQTGEVTSRFSDANSII 276
NTDB id 358 SMU RS01425 WP 002263523.1 IPDQLISTLGMITIGLIITYIIQQVMAFAKEYLLAVLSLRLVIDVILSYIKHIFTLPMSFFATRRTGEITSRFTDANQII 320
consensus *!*****!!!*!*!!!***!**!!****!**!!!**!**!**!!!!!!!**!*!*!!!!!!!!!*!!!**!!!*!!!*!!



logo DAVLASTI FLSLI FLDMVTS IMVTLVI
S
V
L
V
I
V
I
A
G
S
G
I
S
L
I
VLLFALSQNNSVTSNLFWF ILMVTLCLGSAVILPVIYATLIV IVI LFLVAFLMKPFEKMNHRKEDVTMQESANSALMVVLSSAS I I EDINGMIET

NTDB id 421 SGO RS10260 WP 012131060.1 DALASTILSIFLDVSIVSIIAIVLFSQNSSLFFLTLLGIPVYALIIFLFMKPFEKMNHETMEANSLLSSSIIEDINGIET 356
NTDB id 511 SMSK321 RS10730 WP 000668322.1 DALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIET 356
NTDB id 483 SM12261 RS00275 WP 000668315.1 DALASTILSIFLDVSTVVIISLVLFSQNTNLFFITLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIET 356
NTDB id 247 KZH43 RS00220 WP 000668290.1 DALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIET 356
NTDB id 206 SPD RS00235 WP 000668290.1 DALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIET 356
NTDB id 171 SPR RS00230 WP 000668290.1 DALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIET 356
NTDB id 131 SP RS00255 WP 000668284.1 DALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIET 356
NTDB id 966120 NSQ79 RS08615 WP 107372339.1 DALASTILSLFLDVSVLVVIGSILLLQNVSLFWIVLCSVPIYTIIVLVFMKPFEKMNHKVMQSNAMVSSAIIEDINGIET 356
NTDB id 358 SMU RS01425 WP 002263523.1 DAVASTIFSIFLDMTMVILVGGVLLAQNNNLFFLTLLSIPIYAIIIFAFLKPFEKMNHEVMESNAVVSSSIIEDINGMET 400
consensus !!*!!!!*!*!!!**********!**!!**!!***!***!*!**!***!*!!!!!!!***!**!***!!*!!!!!!!*!!
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NTDB id 421 SGO RS10260 WP 012131060.1 IKSLTSEKQRYQKIDKEFVTYLKKSFAYGRSESLQKVLKAAARLILNVLILWLGATLVMDQKISLGQLITYNTLLVYFTN 436
NTDB id 511 SMSK321 RS10730 WP 000668322.1 IKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFTN 436
NTDB id 483 SM12261 RS00275 WP 000668315.1 IKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFTN 436
NTDB id 247 KZH43 RS00220 WP 000668290.1 IKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFTN 436
NTDB id 206 SPD RS00235 WP 000668290.1 IKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFTN 436
NTDB id 171 SPR RS00230 WP 000668290.1 IKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFTN 436
NTDB id 131 SP RS00255 WP 000668284.1 IKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFTN 436
NTDB id 966120 NSQ79 RS08615 WP 107372339.1 IKSLTSEEIRYQKLDGEFIDYLENSFRLSKLSILQTSLKQGAQLILNVLILWTGAQLVMSNKISVGQLITFNTLLSYFTK 436
NTDB id 358 SMU RS01425 WP 002263523.1 IKSLTSESARYQNIDSEFVDYLEKNFKLHKYSAIQTALKSGAKLILNVVILWYGSRLVMDNKISVGQLITFNALLSYFSN 480
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NTDB id 421 SGO RS10260 WP 012131060.1 PLENIINLQTKLQSARVANERLNEVYLVKSEFEE.KKLIKDLSHFQADIDFRGVSYKYGYGANVLSEIDLHIPAGSKTSF 515
NTDB id 511 SMSK321 RS10730 WP 000668322.1 PLENIINLQTKLQTAQVANNRLNEVYLVTSEFEE.KKTVEDLSLMKGEMTFKQVYYKYGYGRDVLSDINLTIPQGSKVAF 515
NTDB id 483 SM12261 RS00275 WP 000668315.1 PLENIINLQTKLQTAQVANNRLNEVYLVASEFEE.KKTVEDLSLMKGDMTFKQVSYKYGYGRDVLLDINLTIPQGSKVAF 515
NTDB id 247 KZH43 RS00220 WP 000668290.1 PLENIINLQTKLQTAQVANNRLNEVYLVASEFEE.KKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSKVAF 515
NTDB id 206 SPD RS00235 WP 000668290.1 PLENIINLQTKLQTAQVANNRLNEVYLVASEFEE.KKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSKVAF 515
NTDB id 171 SPR RS00230 WP 000668290.1 PLENIINLQTKLQTAQVANNRLNEVYLVASEFEE.KKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSKVAF 515
NTDB id 131 SP RS00255 WP 000668284.1 PLENIINLQTKLQTAQVANNRLNEVYLVASEFEE.KKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSKVAF 515
NTDB id 966120 NSQ79 RS08615 WP 107372339.1 PLENIINLQSKLQSAKVANARLNEVYLVESEFKETNGNIYQKQPMNGDIIISGLSYKYGFGQDTLSDIDLTIRRGEKVSF 516
NTDB id 358 SMU RS01425 WP 002263523.1 PIENIINLQSKLQSARVANTRLNEVYLVESEFEK.DGDLSENSFLDGDISFENLSYKYGFGRDTLSDINLSIKKGSKVSL 559
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NTDB id 421 SGO RS10260 WP 012131060.1 VGVSGSGKTTLAKMMVHFYAPNQGDICLGGVNLNQLDKQALRQYINYLPQQPYVFNGTILENLLLGAREGTTQEDILRAV 595
NTDB id 511 SMSK321 RS10730 WP 000668322.1 VGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQEDILRAV 595
NTDB id 483 SM12261 RS00275 WP 000668315.1 VGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILDNLLLGAKEGTTQEDILRAV 595
NTDB id 247 KZH43 RS00220 WP 000668290.1 VGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQEDILRAV 595
NTDB id 206 SPD RS00235 WP 000668290.1 VGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQEDILRAV 595
NTDB id 171 SPR RS00230 WP 000668290.1 VGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQEDILRAV 595
NTDB id 131 SP RS00255 WP 000668284.1 VGISGSGKTTLAKMMVNFYDPSQGEISLGSVNLNQIDKKALRQYINYLSQQPYVFNGTILENLLLGAKEGTTQEDILRAV 595
NTDB id 966120 NSQ79 RS08615 WP 107372339.1 VGVSGSGKTTLAKMIVNFYQPYKGKVSLGSQDINLIDKKSLRRKINYLPQQSYIFSGSILENLTLGADITVTEEDILRAC 596
NTDB id 358 SMU RS01425 WP 002263523.1 VGASGSGKTTLAKLIVNFYEPNKGIVRINGNDLKVIDKTALRRHISYLPQQAYVFSGSIMDNLVLGAKEGTSQEDIIRAC 639
consensus !!*!!!!!!!!!!**!*!!*!**!************!!**!!**!*!!*!!*!*!*!*!**!!*!!!******!!!*!!*



logo

D
E I
LAE IRRSEDI EEQRMPMQLGNFYQTELSTASDGSAGLI SGGQKRQRIALARALLTKQDAP I

VL I LDEATSGSLDVI LTEKKRVI IVSDNLLMIKQVAMLTEQDKTI
L I FVI

NTDB id 421 SGO RS10260 WP 012131060.1 ELAEIRSDIERMPLNYQTELSADGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIIDNLMVL.DKTIIFI 674
NTDB id 511 SMSK321 RS10730 WP 000668322.1 ELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPILILDEATSSLDILTEKRIVDNLMAL.DKTLIFI 674
NTDB id 483 SM12261 RS00275 WP 000668315.1 ELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLMAL.DKTLIFI 674
NTDB id 247 KZH43 RS00220 WP 000668290.1 ELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.DKTLIFI 674
NTDB id 206 SPD RS00235 WP 000668290.1 ELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.DKTLIFI 674
NTDB id 171 SPR RS00230 WP 000668290.1 ELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.DKTLIFI 674
NTDB id 131 SP RS00255 WP 000668284.1 ELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.DKTLIFI 674
NTDB id 966120 NSQ79 RS08615 WP 107372339.1 DIAEIRRDIEEMPMGFQTELS.DGSGLSGGQKQRIALARALLTKAPVLILDEATSGLDVLTEKKVIDNLLKLTQKTIIFV 675
NTDB id 358 SMU RS01425 WP 002263523.1 EIAEIRSDIEQMPQGYQTELS.DGAGISGGQKQRIALARALLTQAPVLILDEATSSLDILTEKKIISNLLQMTEKTIIFV 718
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NTDB id 421 SGO RS10260 WP 012131060.1 AHRLTIAERSEQVVVLDQGRIVESGSHKELIEREGFYHHLVNS 717
NTDB id 511 SMSK321 RS10730 WP 000668322.1 AHRLTIAERTEKVVVLNQGKIVEEGKHADLLAQGGFYAHLVNS 717
NTDB id 483 SM12261 RS00275 WP 000668315.1 AHRLTIAERTEKVVVLDQGKIVEEGNHADLLAQGGFYAHLVNS 717
NTDB id 247 KZH43 RS00220 WP 000668290.1 AHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS 717
NTDB id 206 SPD RS00235 WP 000668290.1 AHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS 717
NTDB id 171 SPR RS00230 WP 000668290.1 AHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS 717
NTDB id 131 SP RS00255 WP 000668284.1 AHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS 717
NTDB id 966120 NSQ79 RS08615 WP 107372339.1 AHRLSIAQRTDKIIVIEQGRLIESGSHSELMSRHGFYYRLFKK 718
NTDB id 358 SMU RS01425 WP 002263523.1 AHRLSISQRTDEVIVMDQGKIVEQGTHKELLAKQGFYYNLFN. 760
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