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NTDB id 421 SGO RS10260 WP 012131060.1 ...................................................MKFRKQHYRAQVDTRDCGVAALAMIFGYY 29
NTDB id 511 SMSK321 RS10730 WP 000668322.1 ...................................................MKFGKRHYRPQVDQMDCGVASLAMVFGYY 29
NTDB id 483 SM12261 RS00275 WP 000668315.1 ...................................................MKFGKRHYRPQVDQMDCGVASLAMVFGYY 29
NTDB id 247 KZH43 RS00220 WP 000668290.1 ...................................................MKFGKRHYRPQVDQMDCGVASLAMVFGYY 29
NTDB id 206 SPD RS00235 WP 000668290.1 ...................................................MKFGKRHYRPQVDQMDCGVASLAMVFGYY 29
NTDB id 171 SPR RS00230 WP 000668290.1 ...................................................MKFGKRHYRPQVDQMDCGVASLAMVFGYY 29
NTDB id 131 SP RS00255 WP 000668284.1 ...................................................MKFGKRHYRPQVDQMDCGVASLAMVFGYY 29
NTDB id 390316 FSA31 RS08540 WP 002284754.1 MNTFSYLLLTVVLVLLVNLFLEFIKYFFKTTPAMNKVN..SKKTSNFLWSRTRTRRFKFVPQVDNRDCGPAALASIAKHY 78
NTDB id 358 SMU RS01425 WP 002263523.1 MK...QVIYVVLIVIAVNILLEIIKRVTKRGGTVSSSNPLPDGQSKLFWR....RHYKLVPQIDTRDCGPAVLASVAKHY 73
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NTDB id 421 SGO RS10260 WP 012131060.1 GSYFSLATLREKAKTTNDGTTALGLVKVAEGLNFETRAFKADMSLFDLEEVSYPFIAHILKDGKLLHYYVVTGQDKHTIH 109
NTDB id 511 SMSK321 RS10730 WP 000668322.1 GSYYSLAHLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKGSIH 109
NTDB id 483 SM12261 RS00275 WP 000668315.1 GSYYSLAHLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIH 109
NTDB id 247 KZH43 RS00220 WP 000668290.1 GSYYFLAHLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIH 109
NTDB id 206 SPD RS00235 WP 000668290.1 GSYYFLAHLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIH 109
NTDB id 171 SPR RS00230 WP 000668290.1 GSYYFLAHLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIH 109
NTDB id 131 SP RS00255 WP 000668284.1 GSYYFLAHLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDLPDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIH 109
NTDB id 390316 FSA31 RS08540 WP 002284754.1 GSYYSLVHLRELTKTDRQGTTALGIIEAAKNIGFETYSLDADMSLFNYDDLIYPFIVHVVKNKRLQHYYVVYDDEGDSLI 158
NTDB id 358 SMU RS01425 WP 002263523.1 GSNYSIAYLRELSKTNKQGTTALGIVEAAKKLGFETRSIKADMTLFDYNDLTYPFIVHVIKGKRLQHYYVVYGSQNNQLI 153
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NTDB id 421 SGO RS10260 WP 012131060.1 IADPDPQVKMTKISRERFEQEWTGITIFLAPSPAYKPSQEKKNGLLDFIPLLIKQKGLITNIVLATLLVTLINIVGSYYL 189
NTDB id 511 SMSK321 RS10730 WP 000668322.1 IADPDPGVKLTKLPRERFAEEWTGVTLFMAPSPDYKPHKDQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYL 189
NTDB id 483 SM12261 RS00275 WP 000668315.1 IADPDPGVKLTKLPRERFAEEWTGVTLFMAPSPDYKPHKDQKNGLLSFIPILVKQRGLIANIVLATLLVTLINIVGSYYL 189
NTDB id 247 KZH43 RS00220 WP 000668290.1 IADPDPGVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYL 189
NTDB id 206 SPD RS00235 WP 000668290.1 IADPDPGVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYL 189
NTDB id 171 SPR RS00230 WP 000668290.1 IADPDPGVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYL 189
NTDB id 131 SP RS00255 WP 000668284.1 IADPDPGVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYL 189
NTDB id 390316 FSA31 RS08540 WP 002284754.1 IGDPDPSVKVIRMSKERFQHEWTGVAIFFSPKDDYQPQKDKRRGLTSFIPSFLKQKSLLFYIIMASLIITLIEIIGAFYL 238
NTDB id 358 SMU RS01425 WP 002263523.1 IGDPDPSVKVTRMSKERFQSEWTGLAIFLAPQPNYKPHKGEKNGLSNFFPLIFKQKALMTYIIIASLIVTLIDIVGSYYL 233
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NTDB id 421 SGO RS10260 WP 012131060.1 QSIIDTYVPDHMKTTLGMISIGLIIVYILQQFLSYAQEYLLLVLGQRLSIDVILSYIKHVFQLPMSFFATRRTGEIVSRF 269
NTDB id 511 SMSK321 RS10730 WP 000668322.1 QSIIDTYVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRF 269
NTDB id 483 SM12261 RS00275 WP 000668315.1 QSIIDTYVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRF 269
NTDB id 247 KZH43 RS00220 WP 000668290.1 QSIIDTYVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRF 269
NTDB id 206 SPD RS00235 WP 000668290.1 QSIIDTYVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRF 269
NTDB id 171 SPR RS00230 WP 000668290.1 QSIIDTYVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRF 269
NTDB id 131 SP RS00255 WP 000668284.1 QSIIDTYVPDQMRSTLGIISIGLVIVYIFQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRF 269
NTDB id 390316 FSA31 RS08540 WP 002284754.1 QVMLDEYIPSQKISTLGFITLGLIITYVAQQIIAFAKEYLLIILGQRLVIDVILTYIKHIFILPMSFFSTRRTGEITSRF 318
NTDB id 358 SMU RS01425 WP 002263523.1 QGILDEYIPDQLISTLGMITIGLIITYIIQQVMAFAKEYLLAVLSLRLVIDVILSYIKHIFTLPMSFFATRRTGEITSRF 313
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NTDB id 421 SGO RS10260 WP 012131060.1 TDANRIIDALASTILSIFLDVSIVSIIAIVLFSQNSSLFFLTLLGIPVYALIIFLFMKPFEKMNHETMEANSLLSSSIIE 349
NTDB id 511 SMSK321 RS10730 WP 000668322.1 TDANSIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIE 349
NTDB id 483 SM12261 RS00275 WP 000668315.1 TDANSIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFITLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIE 349
NTDB id 247 KZH43 RS00220 WP 000668290.1 TDANSIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIE 349
NTDB id 206 SPD RS00235 WP 000668290.1 TDANSIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIE 349
NTDB id 171 SPR RS00230 WP 000668290.1 TDANSIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIE 349
NTDB id 131 SP RS00255 WP 000668284.1 TDANSIIDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIE 349
NTDB id 390316 FSA31 RS08540 WP 002284754.1 TDANQIIDAVASTIFSIFLDISMVFIVGGVLLIQNVVLFFLALLCVPIYIIIVFAFMKMFGYLNYEVMESNAIMSSSVIE 398
NTDB id 358 SMU RS01425 WP 002263523.1 TDANQIIDAVASTIFSIFLDMTMVILVGGVLLAQNNNLFFLTLLSIPIYAIIIFAFLKPFEKMNHEVMESNAVVSSSIIE 393
consensus !!!!*!!!!*!!!!*!!!!!***!*****!!**!!**!!!**!!**!*!**!*!*!*!*!***!***!!*!***!!!*!!

logo DINGMIETIKSLTSEEKSAVQSRYQNRKIDSKEFVTDFYLEKKNSFAKRTLYGHSKRSYAGSEAVSLIQQTVKSVAI
LKASTKGAVARKHL ILLNI

V
L
V
GI LWLYMGSATRVLVMTDNQGKI

MSVLGQML IATFYNAVT
NTDB id 421 SGO RS10260 WP 012131060.1 DINGIETIKSLTSEKQRYQKIDKEFVTYLKKSFAYGRSESLQKVLKAAARLILNVLILWLGATLVMDQKISLGQLITYNT 429
NTDB id 511 SMSK321 RS10730 WP 000668322.1 DINGIETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNT 429
NTDB id 483 SM12261 RS00275 WP 000668315.1 DINGIETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNT 429
NTDB id 247 KZH43 RS00220 WP 000668290.1 DINGIETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNT 429
NTDB id 206 SPD RS00235 WP 000668290.1 DINGIETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNT 429
NTDB id 171 SPR RS00230 WP 000668290.1 DINGIETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNT 429
NTDB id 131 SP RS00255 WP 000668284.1 DINGIETIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNT 429
NTDB id 390316 FSA31 RS08540 WP 002284754.1 DINGIETIKSLTSEEVSYQRIDKEFVDFLEKSFRLHKYGVIQVSIKTAAKLILNIVILWYGARLVMTGKISVGQMIAFNV 478
NTDB id 358 SMU RS01425 WP 002263523.1 DINGMETIKSLTSESARYQNIDSEFVDYLEKNFKLHKYSAIQTALKSGAKLILNVVILWYGSRLVMDNKISVGQLITFNA 473
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NTDB id 421 SGO RS10260 WP 012131060.1 LLVYFTNPLENIINLQTKLQSARVANERLNEVYLVKSEFEEKKLIKDLSHFQADIDFRGVSYKYGYGANVLSEIDLHIPA 509
NTDB id 511 SMSK321 RS10730 WP 000668322.1 LLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVTSEFEEKKTVEDLSLMKGEMTFKQVYYKYGYGRDVLSDINLTIPQ 509
NTDB id 483 SM12261 RS00275 WP 000668315.1 LLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVSYKYGYGRDVLLDINLTIPQ 509
NTDB id 247 KZH43 RS00220 WP 000668290.1 LLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQ 509
NTDB id 206 SPD RS00235 WP 000668290.1 LLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQ 509
NTDB id 171 SPR RS00230 WP 000668290.1 LLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQ 509
NTDB id 131 SP RS00255 WP 000668284.1 LLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQ 509
NTDB id 390316 FSA31 RS08540 WP 002284754.1 LLGYFSSPIENMINLQIKLQSARIANTRLNEVYLVDSEFENNGELSEGSFLDGDISFEKLSYKYGYGRDTLSDINLTIKK 558
NTDB id 358 SMU RS01425 WP 002263523.1 LLSYFSNPIENIINLQSKLQSARVANTRLNEVYLVESEFEKDGDLSENSFLDGDISFENLSYKYGFGRDTLSDINLSIKK 553
consensus !!*!!**!*!!*!!!!*!!!*!**!!*!!!!!!!!*!!!!********!*******!*** !!!!*!***!**!*!****

logo GSKTVSALFVGVAI SGSGKTTLVAKLMI
MVHNFYAEDP I

N
S
K

QGDILEVICRS ILNGSGNYVDNLKNDVQLIDKQTKVALRRQHYI SNYLSPQQAPYI
VFSNGSTIMLDENL IVLLGARKKEDGI

T
N
S
TQE

NTDB id 421 SGO RS10260 WP 012131060.1 GSKTSFVGVSGSGKTTLAKMMVHFYAPNQGDICLGGVNLNQLDKQALRQYINYLPQQPYVFNGTILENLLLGAREGTTQE 589
NTDB id 511 SMSK321 RS10730 WP 000668322.1 GSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQE 589
NTDB id 483 SM12261 RS00275 WP 000668315.1 GSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILDNLLLGAKEGTTQE 589
NTDB id 247 KZH43 RS00220 WP 000668290.1 GSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQE 589
NTDB id 206 SPD RS00235 WP 000668290.1 GSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQE 589
NTDB id 171 SPR RS00230 WP 000668290.1 GSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGAKEGTTQE 589
NTDB id 131 SP RS00255 WP 000668284.1 GSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGSVNLNQIDKKALRQYINYLSQQPYVFNGTILENLLLGAKEGTTQE 589
NTDB id 390316 FSA31 RS08540 WP 002284754.1 GSKVSLVGASGSGKTTLVKMIVNFYEPIQGLIRLNGYDLKDIDKTVLRQHINYLPQQAYIFSGTIMDNLILGAKKDINQE 638
NTDB id 358 SMU RS01425 WP 002263523.1 GSKVSLVGASGSGKTTLAKLIVNFYEPNKGIVRINGNDLKVIDKTALRRHISYLPQQAYVFSGSIMDNLVLGAKEGTSQE 633
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NTDB id 421 SGO RS10260 WP 012131060.1 DILRAVELAEIRSDIERMPLNYQTELSADGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIIDNLMVL.D 668
NTDB id 511 SMSK321 RS10730 WP 000668322.1 DILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPILILDEATSSLDILTEKRIVDNLMAL.D 668
NTDB id 483 SM12261 RS00275 WP 000668315.1 DILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLMAL.D 668
NTDB id 247 KZH43 RS00220 WP 000668290.1 DILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.D 668
NTDB id 206 SPD RS00235 WP 000668290.1 DILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.D 668
NTDB id 171 SPR RS00230 WP 000668290.1 DILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.D 668
NTDB id 131 SP RS00255 WP 000668284.1 DILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVDNLIAL.D 668
NTDB id 390316 FSA31 RS08540 WP 002284754.1 DIIRACEIAEIHSDIEQMPLGYQTELS.DSTGVSGGQKQRIALARALLTQAPVLILDEATSSLDVLTEKKIVNNLMAMAN 717
NTDB id 358 SMU RS01425 WP 002263523.1 DIIRACEIAEIRSDIEQMPQGYQTELS.DGAGISGGQKQRIALARALLTQAPVLILDEATSSLDILTEKKIISNLLQMTE 712
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NTDB id 421 SGO RS10260 WP 012131060.1 KTIIFIAHRLTIAERSEQVVVLDQGRIVESGSHKELIEREGFYHHLVNS 717
NTDB id 511 SMSK321 RS10730 WP 000668322.1 KTLIFIAHRLTIAERTEKVVVLNQGKIVEEGKHADLLAQGGFYAHLVNS 717
NTDB id 483 SM12261 RS00275 WP 000668315.1 KTLIFIAHRLTIAERTEKVVVLDQGKIVEEGNHADLLAQGGFYAHLVNS 717
NTDB id 247 KZH43 RS00220 WP 000668290.1 KTLIFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS 717
NTDB id 206 SPD RS00235 WP 000668290.1 KTLIFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS 717
NTDB id 171 SPR RS00230 WP 000668290.1 KTLIFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS 717
NTDB id 131 SP RS00255 WP 000668284.1 KTLIFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS 717
NTDB id 390316 FSA31 RS08540 WP 002284754.1 KTIVFVAHRLSIAQRTDRIIVMDQGKIVEEGSHKELLAHKGFYYKLFN. 765
NTDB id 358 SMU RS01425 WP 002263523.1 KTIIFVAHRLSISQRTDEVIVMDQGKIVEQGTHKELLAKQGFYYNLFN. 760
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