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NTDB id 358 SMU RS01425 WP 002263523.1 MKQVIYVVLIVIAVNILLEIIKRVTKRGGTVSSSNPLPDGQSKLFWRRHYKLVPQIDTRDCGPAVLASVAKHYGSNYSIA 80
NTDB id 421 SGO RS10260 WP 012131060.1 ..........................................MKFRKQHY..RAQVDTRDCGVAALAMIFGYYGSYFSLA 36
NTDB id 511 SMSK321 RS10730 WP 000668322.1 ..........................................MKFGKRHY..RPQVDQMDCGVASLAMVFGYYGSYYSLA 36
NTDB id 483 SM12261 RS00275 WP 000668315.1 ..........................................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
NTDB id 302347 DR994 RS03385 WP 232086640.1 ................................................................................ 0
NTDB id 370 SMU RS04260 WP 002263294.1 ................................................................................ 0
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NTDB id 358 SMU RS01425 WP 002263523.1 YLRELSKTNKQGTTALGIVEAAKKLGFETRSIKADMTLFDYNDLTYPFIVHVIKGKRLQHYYVVYGSQNNQLIIGDPDPS 160
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 302347 DR994 RS03385 WP 232086640.1 ................................................................................ 0
NTDB id 370 SMU RS04260 WP 002263294.1 ................................................................................ 0
consensus ********************************************************************************
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NTDB id 358 SMU RS01425 WP 002263523.1 VKVTRMSKERFQSEWTGLAIFLAPQPNYKPHKGEKNGLSNFFPLIFKQKALMTYIIIASLIVTLIDIVGSYYLQGILDEY 240
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 302347 DR994 RS03385 WP 232086640.1 ................................................................................ 0
NTDB id 370 SMU RS04260 WP 002263294.1 .............................MENKKKSLLSQMAPYLKGYKALFGLAVIFTIVSSTITVIGPDRLKEMTDTM 51
consensus ********************************************************************************
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NTDB id 358 SMU RS01425 WP 002263523.1 IPD....QLISTLGMITIGLIITYIIQQVMAFAKEYLLAVLSLRLVIDVILSYIKHIFTLPMSFFATRRTGEITSRFTDA 316
NTDB id 421 SGO RS10260 WP 012131060.1 VPD....HMKTTLGMISIGLIIVYILQQFLSYAQEYLLLVLGQRLSIDVILSYIKHVFQLPMSFFATRRTGEIVSRFTDA 272
NTDB id 511 SMSK321 RS10730 WP 000668322.1 VPD....QMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDA 272
NTDB id 483 SM12261 RS00275 WP 000668315.1 VPD....QMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDA 272
NTDB id 247 KZH43 RS00220 WP 000668290.1 VPD....QMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDA 272
NTDB id 206 SPD RS00235 WP 000668290.1 VPD....QMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDA 272
NTDB id 171 SPR RS00230 WP 000668290.1 VPD....QMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDA 272
NTDB id 131 SP RS00255 WP 000668284.1 VPD....QMRSTLGIISIGLVIVYIFQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDA 272
NTDB id 302347 DR994 RS03385 WP 232086640.1 ................................................................................ 0
NTDB id 370 SMU RS04260 WP 002263294.1 TKGLAGKIDLDKIGEIALTLALLYFAGALVSYTASFIVSTLIQKFSQRLRNAIADKINKVPLKYFDSHSQGDTLSRVTND 131
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NTDB id 358 SMU RS01425 WP 002263523.1 NQIIDAVAST.IFSIFLDMTMVILVGGVLL..AQNNNLFFLTLL...SIPIYAIIIFAFLKPFEKMNHEVMESNAVVSSS 390
NTDB id 421 SGO RS10260 WP 012131060.1 NRIIDALAST.ILSIFLDVSIVSIIAIVLF..SQNSSLFFLTLL...GIPVYALIIFLFMKPFEKMNHETMEANSLLSSS 346
NTDB id 511 SMSK321 RS10730 WP 000668322.1 NSIIDALAST.ILSIFLDVSTVVIISLVLF..SQNTNLFFMTLL...ALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSS 346
NTDB id 483 SM12261 RS00275 WP 000668315.1 NSIIDALAST.ILSIFLDVSTVVIISLVLF..SQNTNLFFITLL...ALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSS 346
NTDB id 247 KZH43 RS00220 WP 000668290.1 NSIIDALAST.ILSIFLDVSTVVIISLVLF..SQNTNLFFMTLL...ALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSS 346
NTDB id 206 SPD RS00235 WP 000668290.1 NSIIDALAST.ILSIFLDVSTVVIISLVLF..SQNTNLFFMTLL...ALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSS 346
NTDB id 171 SPR RS00230 WP 000668290.1 NSIIDALAST.ILSIFLDVSTVVIISLVLF..SQNTNLFFMTLL...ALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSS 346
NTDB id 131 SP RS00255 WP 000668284.1 NSIIDALAST.ILSIFLDVSTVVIISLVLF..SQNTNLFFMTLL...ALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSS 346
NTDB id 302347 DR994 RS03385 WP 232086640.1 ................................................................................ 0
NTDB id 370 SMU RS04260 WP 002263294.1 VDLMTQSFNQSLVSMVA..AIILLIGSIFMMIKTNGALAATAILSVFAGFVLSTVIMAKSQPLFKKQQANLA...DVSGY 206
consensus ********** ******************* ************ *********************************
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NTDB id 358 SMU RS01425 WP 002263523.1 IIEDINGMETI...KSLTSESARYQNIDSEFV.DYLEKNFKLHKYSAIQTALKSGAKLILNVVILWYGSRLVMDNKISVG 466
NTDB id 421 SGO RS10260 WP 012131060.1 IIEDINGIETI...KSLTSEKQRYQKIDKEFV.TYLKKSFAYGRSESLQKVLKAAARLILNVLILWLGATLVMDQKISLG 422
NTDB id 511 SMSK321 RS10730 WP 000668322.1 IIEDINGIETI...KSLTSESQRYQKIDKEFV.DYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLG 422
NTDB id 483 SM12261 RS00275 WP 000668315.1 IIEDINGIETI...KSLTSESQRYQKIDKEFV.DYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLG 422
NTDB id 247 KZH43 RS00220 WP 000668290.1 IIEDINGIETI...KSLTSESQRYQKIDKEFV.DYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLG 422
NTDB id 206 SPD RS00235 WP 000668290.1 IIEDINGIETI...KSLTSESQRYQKIDKEFV.DYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLG 422
NTDB id 171 SPR RS00230 WP 000668290.1 IIEDINGIETI...KSLTSESQRYQKIDKEFV.DYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLG 422
NTDB id 131 SP RS00255 WP 000668284.1 IIEDINGIETI...KSLTSESQRYQKIDKEFV.DYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLG 422
NTDB id 302347 DR994 RS03385 WP 232086640.1 ................................................................................ 0
NTDB id 370 SMU RS04260 WP 002263294.1 VEEVYSGHNVVSSYNAIQQSKKQFENLNDQLFASMWKSQFFSG....IMMPLMQFIGNFGYVMVCIVGATMAINGDITMG 282
consensus *********** ****************** ***********************************************
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NTDB id 358 SMU RS01425 WP 002263523.1 QLITFNALLSYFSNPIENIINLQSKLQSARVANTRLNEVYLVESEFEKDGDLSENSFLDGDISFENLSYKYGFGRDTLSD 546
NTDB id 421 SGO RS10260 WP 012131060.1 QLITYNTLLVYFTNPLENIINLQTKLQSARVANERLNEVYLVKSEFEEKKLIKDLSHFQADIDFRGVSYKYGYGANVLSE 502
NTDB id 511 SMSK321 RS10730 WP 000668322.1 QLITYNTLLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVTSEFEEKKTVEDLSLMKGEMTFKQVYYKYGYGRDVLSD 502
NTDB id 483 SM12261 RS00275 WP 000668315.1 QLITYNTLLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVSYKYGYGRDVLLD 502
NTDB id 247 KZH43 RS00220 WP 000668290.1 QLITYNTLLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSD 502
NTDB id 206 SPD RS00235 WP 000668290.1 QLITYNTLLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSD 502
NTDB id 171 SPR RS00230 WP 000668290.1 QLITYNTLLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSD 502
NTDB id 131 SP RS00255 WP 000668284.1 QLITYNTLLVYFTNPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSD 502
NTDB id 302347 DR994 RS03385 WP 232086640.1 ................................................................................ 0
NTDB id 370 SMU RS04260 WP 002263294.1 TIVAFMTYVRIFTQPIAQIAQGITQLQSANAAMGRVFEFLDEEEIEDENHKVKQLEKVEGNVNFDNVFFGYSPDKTIIHD 362
consensus ******************************************************************* ************
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NTDB id 358 SMU RS01425 WP 002263523.1 INLSIKKGSKVSLVGASGSGKTTLAKLIVNFYEPNKGIVRINGNDLKVIDKTALRRHISYLPQQAYVFSGSIMDNLVLGA 626
NTDB id 421 SGO RS10260 WP 012131060.1 IDLHIPAGSKTSFVGVSGSGKTTLAKMMVHFYAPNQGDICLGGVNLNQLDKQALRQYINYLPQQPYVFNGTILENLLLGA 582
NTDB id 511 SMSK321 RS10730 WP 000668322.1 INLTIPQGSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGA 582
NTDB id 483 SM12261 RS00275 WP 000668315.1 INLTIPQGSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILDNLLLGA 582
NTDB id 247 KZH43 RS00220 WP 000668290.1 INLTVPQGSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGA 582
NTDB id 206 SPD RS00235 WP 000668290.1 INLTVPQGSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGA 582
NTDB id 171 SPR RS00230 WP 000668290.1 INLTVPQGSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGGVNLNQIDKKALRQYINYLPQQPYVFNGTILENLLLGA 582
NTDB id 131 SP RS00255 WP 000668284.1 INLTVPQGSKVAFVGISGSGKTTLAKMMVNFYDPSQGEISLGSVNLNQIDKKALRQYINYLSQQPYVFNGTILENLLLGA 582
NTDB id 302347 DR994 RS03385 WP 232086640.1 ..........................MINRFYDIQSGVITYDGIDVKLIEKDSLRRSLGIVLQDTHLFTGTIAENIAYGR 54
NTDB id 370 SMU RS04260 WP 002263294.1 FSAHAKAGQKIAIVGPTGAGKTTIVNLLMRFYEVDRGMISIDGVNIHDMTRKEVHDAFAMVLQDTWLFEGTVKENLIYNQ 442
consensus ******************************!!****!*************************!****!*!****!*****
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NTDB id 358 SMU RS01425 WP 002263523.1 KEGTSQEDIIRACEIAEIRSDIEQMPQGYQTEL.SDGAGISGGQKQRIALARALLTQAPVLILDEATSSLDILTEKKIIS 705
NTDB id 421 SGO RS10260 WP 012131060.1 REGTTQEDILRAVELAEIRSDIERMPLNYQTELSADGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIID 662
NTDB id 511 SMSK321 RS10730 WP 000668322.1 KEGTTQEDILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPILILDEATSSLDILTEKRIVD 662
NTDB id 483 SM12261 RS00275 WP 000668315.1 KEGTTQEDILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVD 662
NTDB id 247 KZH43 RS00220 WP 000668290.1 KEGTTQEDILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVD 662
NTDB id 206 SPD RS00235 WP 000668290.1 KEGTTQEDILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVD 662
NTDB id 171 SPR RS00230 WP 000668290.1 KEGTTQEDILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVD 662
NTDB id 131 SP RS00255 WP 000668284.1 KEGTTQEDILRAVELAEIREDIERMPLNYQTELTSDGAGISGGQRQRIALARALLTDAPVLILDEATSSLDILTEKRIVD 662
NTDB id 302347 DR994 RS03385 WP 232086640.1 ADA.TREEILEAARIANVDSFVQHLDNDYDTVLTDDGAGLSNGQRQLIAIARAALANAPVLILDEATSSIDSRTEKMVQE 133
NTDB id 370 SMU RS04260 WP 002263294.1 KHI.TDEQVIAAAKAVGVHHFIKTLPKGYDTVLD.DSVTLSVGQKQLLTIARALLKDAPLLILDEATSSVDTRTEELIQR 520
consensus ******!****!****************!*!*!**!****!*!!*!****!!!*!**!!*!!!!!!!!!*!**!!*****
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NTDB id 358 SMU RS01425 WP 002263523.1 NLLQM.TEKTIIFVAHRLSISQRTDEVIVMDQGKIVEQGTHKELLAKQGFYYNLFN........ 760
NTDB id 421 SGO RS10260 WP 012131060.1 NLMVL..DKTIIFIAHRLTIAERSEQVVVLDQGRIVESGSHKELIEREGFYHHLVNS....... 717
NTDB id 511 SMSK321 RS10730 WP 000668322.1 NLMAL..DKTLIFIAHRLTIAERTEKVVVLNQGKIVEEGKHADLLAQGGFYAHLVNS....... 717
NTDB id 483 SM12261 RS00275 WP 000668315.1 NLMAL..DKTLIFIAHRLTIAERTEKVVVLDQGKIVEEGNHADLLAQGGFYAHLVNS....... 717
NTDB id 247 KZH43 RS00220 WP 000668290.1 NLIAL..DKTLIFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS....... 717
NTDB id 206 SPD RS00235 WP 000668290.1 NLIAL..DKTLIFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS....... 717
NTDB id 171 SPR RS00230 WP 000668290.1 NLIAL..DKTLIFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS....... 717
NTDB id 131 SP RS00255 WP 000668284.1 NLIAL..DKTLIFIAHRLTIAERTEKVVVLDQGKIVEEGKHADLLAQGGFYAHLVNS....... 717
NTDB id 302347 DR994 RS03385 WP 232086640.1 GMDRLMEGRTVFVIAHRLSTIVNSDVILVMDHGRIIERGDHDTLMEQGGTYYRLYTGGLEID.. 195
NTDB id 370 SMU RS04260 WP 002263294.1 AMDHLMEGRTSFVIAHRLSTIRNADLILVMRDGNIIEQGSHDQLMAENGFYADLYNSQFTEEVA 584
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