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NTDB id 40016 LAC30SC RS09510 WP 013642491.1 ...........................................MLIQYKSIYVPQVDESDCGVACLAMILKKYHSRVSLA 37
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
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NTDB id 40016 LAC30SC RS09510 WP 013642491.1 HLRHSARTNLEGTTALGLVKTAQAFNLNTQAVKADMSLFDSDTDIQYPFIVHVLKQGELLHYYVVIKATKKYLIIADPDP 117
NTDB id 358 SMU RS01425 WP 002263523.1 YLRELSKTNKQGTTALGIVEAAKKLGFETRSIKADMTLFDY.NDLTYPFIVHVIKGKRLQHYYVVYGSQNNQLIIGDPDP 159
NTDB id 421 SGO RS10260 WP 012131060.1 TLREKAKTTNDGTTALGLVKVAEGLNFETRAFKADMSLFDL.EEVSYPFIAHILKDGKLLHYYVVTGQDKHTIHIADPDP 115
NTDB id 511 SMSK321 RS10730 WP 000668322.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDL.PDLTFPFVAHVLKEGKLLHYYVVTGQDKGSIHIADPDP 115
NTDB id 483 SM12261 RS00275 WP 000668315.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDL.PDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADPDP 115
NTDB id 247 KZH43 RS00220 WP 000668290.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDL.PDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADPDP 115
NTDB id 206 SPD RS00235 WP 000668290.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDL.PDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADPDP 115
NTDB id 171 SPR RS00230 WP 000668290.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDL.PDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADPDP 115
NTDB id 131 SP RS00255 WP 000668284.1 HLRELAKTTMDGTTALGLVKVAEEIGFETRAIKADMTLFDL.PDLTFPFVAHVLKEGKLLHYYVVTGQDKDSIHIADPDP 115
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NTDB id 40016 LAC30SC RS09510 WP 013642491.1 SVGLTKIAKDKFAQEWTGIALLMAPNDKFEPIKEKKRNLWSLFPYMFKQKSLLTNIILASLLMTIISICSSYFLQGVIDT 197
NTDB id 358 SMU RS01425 WP 002263523.1 SVKVTRMSKERFQSEWTGLAIFLAPQPNYKPHKGEKNGLSNFFPLIFKQKALMTYIIIASLIVTLIDIVGSYYLQGILDE 239
NTDB id 421 SGO RS10260 WP 012131060.1 QVKMTKISRERFEQEWTGITIFLAPSPAYKPSQEKKNGLLDFIPLLIKQKGLITNIVLATLLVTLINIVGSYYLQSIIDT 195
NTDB id 511 SMSK321 RS10730 WP 000668322.1 GVKLTKLPRERFAEEWTGVTLFMAPSPDYKPHKDQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSIIDT 195
NTDB id 483 SM12261 RS00275 WP 000668315.1 GVKLTKLPRERFAEEWTGVTLFMAPSPDYKPHKDQKNGLLSFIPILVKQRGLIANIVLATLLVTLINIVGSYYLQSIIDT 195
NTDB id 247 KZH43 RS00220 WP 000668290.1 GVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSIIDT 195
NTDB id 206 SPD RS00235 WP 000668290.1 GVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSIIDT 195
NTDB id 171 SPR RS00230 WP 000668290.1 GVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSIIDT 195
NTDB id 131 SP RS00255 WP 000668284.1 GVKLTKLPRERFEEEWTGVTLFMAPSPDYKPHKEQKNGLLSFIPILVKQRGLIANIVLATLLVTVINIVGSYYLQSIIDT 195
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NTDB id 40016 LAC30SC RS09510 WP 013642491.1 YIPNGTYQTLSILAIGLLIAYVFNSIFSYGQSLLLNVLGQRLSIDLNLQYIRHLFELPMEFFVTRRTGEITSRFSDASRI 277
NTDB id 358 SMU RS01425 WP 002263523.1 YIPDQLISTLGMITIGLIITYIIQQVMAFAKEYLLAVLSLRLVIDVILSYIKHIFTLPMSFFATRRTGEITSRFTDANQI 319
NTDB id 421 SGO RS10260 WP 012131060.1 YVPDHMKTTLGMISIGLIIVYILQQFLSYAQEYLLLVLGQRLSIDVILSYIKHVFQLPMSFFATRRTGEIVSRFTDANRI 275
NTDB id 511 SMSK321 RS10730 WP 000668322.1 YVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSI 275
NTDB id 483 SM12261 RS00275 WP 000668315.1 YVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSI 275
NTDB id 247 KZH43 RS00220 WP 000668290.1 YVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSI 275
NTDB id 206 SPD RS00235 WP 000668290.1 YVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSI 275
NTDB id 171 SPR RS00230 WP 000668290.1 YVPDQMRSTLGIISIGLVIVYILQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSI 275
NTDB id 131 SP RS00255 WP 000668284.1 YVPDQMRSTLGIISIGLVIVYIFQQILSYAQEYLLLVLGQRLSIDVILSYIKHVFHLPMSFFATRRTGEIVSRFTDANSI 275
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NTDB id 40016 LAC30SC RS09510 WP 013642491.1 IDALASTVISLFLDLSIVVVMGIVLAIQNSTLFVVTLLALPFYAIVILGFTKKFDKMNNDQMESNAVLSSSVIEDIQGIE 357
NTDB id 358 SMU RS01425 WP 002263523.1 IDAVASTIFSIFLDMTMVILVGGVLLAQNNNLFFLTLLSIPIYAIIIFAFLKPFEKMNHEVMESNAVVSSSIIEDINGME 399
NTDB id 421 SGO RS10260 WP 012131060.1 IDALASTILSIFLDVSIVSIIAIVLFSQNSSLFFLTLLGIPVYALIIFLFMKPFEKMNHETMEANSLLSSSIIEDINGIE 355
NTDB id 511 SMSK321 RS10730 WP 000668322.1 IDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIE 355
NTDB id 483 SM12261 RS00275 WP 000668315.1 IDALASTILSIFLDVSTVVIISLVLFSQNTNLFFITLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIE 355
NTDB id 247 KZH43 RS00220 WP 000668290.1 IDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIE 355
NTDB id 206 SPD RS00235 WP 000668290.1 IDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIE 355
NTDB id 171 SPR RS00230 WP 000668290.1 IDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIE 355
NTDB id 131 SP RS00255 WP 000668284.1 IDALASTILSIFLDVSTVVIISLVLFSQNTNLFFMTLLALPIYTVIIFAFMKPFEKMNRDTMEANAVLSSSIIEDINGIE 355
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NTDB id 40016 LAC30SC RS09510 WP 013642491.1 TIKALNSEQTRYRKIDSQFVDYLKKSFRYSKTESLQSALKTFIQLSLNVIILWVGAKVVMNGQMSIGQLMTFNALLSYFV 437
NTDB id 358 SMU RS01425 WP 002263523.1 TIKSLTSESARYQNIDSEFVDYLEKNFKLHKYSAIQTALKSGAKLILNVVILWYGSRLVMDNKISVGQLITFNALLSYFS 479
NTDB id 421 SGO RS10260 WP 012131060.1 TIKSLTSEKQRYQKIDKEFVTYLKKSFAYGRSESLQKVLKAAARLILNVLILWLGATLVMDQKISLGQLITYNTLLVYFT 435
NTDB id 511 SMSK321 RS10730 WP 000668322.1 TIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFT 435
NTDB id 483 SM12261 RS00275 WP 000668315.1 TIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFT 435
NTDB id 247 KZH43 RS00220 WP 000668290.1 TIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFT 435
NTDB id 206 SPD RS00235 WP 000668290.1 TIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFT 435
NTDB id 171 SPR RS00230 WP 000668290.1 TIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFT 435
NTDB id 131 SP RS00255 WP 000668284.1 TIKSLTSESQRYQKIDKEFVDYLKKSFTYSRAESQQKALKKVAHLLLNVGILWMGAVLVMDGKMSLGQLITYNTLLVYFT 435
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NTDB id 40016 LAC30SC RS09510 WP 013642491.1 DPLQSIINLQPTLQSANVAQNRLNEVYMVKSEFQKDAQIRDAKQLAGEIEYHHVDYHYGYGVDVLKDINLKIEPNDKLAI 517
NTDB id 358 SMU RS01425 WP 002263523.1 NPIENIINLQSKLQSARVANTRLNEVYLVESEFEKDGDLSENSFLDGDISFENLSYKYGFGRDTLSDINLSIKKGSKVSL 559
NTDB id 421 SGO RS10260 WP 012131060.1 NPLENIINLQTKLQSARVANERLNEVYLVKSEFEEKKLIKDLSHFQADIDFRGVSYKYGYGANVLSEIDLHIPAGSKTSF 515
NTDB id 511 SMSK321 RS10730 WP 000668322.1 NPLENIINLQTKLQTAQVANNRLNEVYLVTSEFEEKKTVEDLSLMKGEMTFKQVYYKYGYGRDVLSDINLTIPQGSKVAF 515
NTDB id 483 SM12261 RS00275 WP 000668315.1 NPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVSYKYGYGRDVLLDINLTIPQGSKVAF 515
NTDB id 247 KZH43 RS00220 WP 000668290.1 NPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSKVAF 515
NTDB id 206 SPD RS00235 WP 000668290.1 NPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSKVAF 515
NTDB id 171 SPR RS00230 WP 000668290.1 NPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSKVAF 515
NTDB id 131 SP RS00255 WP 000668284.1 NPLENIINLQTKLQTAQVANNRLNEVYLVASEFEEKKTVEDLSLMKGDMTFKQVHYKYGYGRDVLSDINLTVPQGSKVAF 515
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NTDB id 40016 LAC30SC RS09510 WP 013642491.1 VGMSGSGKSTMVKLLVDFFSPSKGKLTFNGFDSTKVDKHVLRSYVNYVPQTPYIFSGTIKENLLLGSRPDITEKDILKAC 597
NTDB id 358 SMU RS01425 WP 002263523.1 VGASGSGKTTLAKLIVNFYEPNKGIVRINGNDLKVIDKTALRRHISYLPQQAYVFSGSIMDNLVLGAKEGTSQEDIIRAC 639
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
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NTDB id 40016 LAC30SC RS09510 WP 013642491.1 QIAEIESEIEQLPLQFETKMDENAKILSGGQKQRLTIARALLSPAKILIFDEATSGLDTITEKKVVDNLMKLKDKTIIFI 677
NTDB id 358 SMU RS01425 WP 002263523.1 EIAEIRSDIEQMPQGYQTEL.SDGAGISGGQKQRIALARALLTQAPVLILDEATSSLDILTEKKIISNLLQMTEKTIIFV 718
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
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NTDB id 40016 LAC30SC RS09510 WP 013642491.1 AHRLAIAQRTNNIVVVDHGQIVEQGSHEELMQKHGFYYNLVEN 720
NTDB id 358 SMU RS01425 WP 002263523.1 AHRLSISQRTDEVIVMDQGKIVEQGTHKELLAKQGFYYNLFN. 760
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
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