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NTDB id 124 BSU 16930 NP 389575.2 MEFPKKAEIIAVGSELLLGQIANTNAQFISKQLAEIGVNVFYHTAVGDNPERLKQVIRIAEERSDFIIFSGGLGP 75
NTDB id 462 GPW51 RS00385 WP 012774894.1 ....MKAELIAVGTEILTGQIINTNAQFLSEKCAELGIDVYFHTAVGDNEGRLLSTLEVASKRSNMVVLCGGLGP 71
NTDB id 170 SP RS09755 WP 000642718.1 ....MKAEIIAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEVRLLSLLEIASQRSSLVILTGGLGP 71
NTDB id 280 KZH43 RS08670 WP 000642700.1 ....MKAEIIAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEVRLLSLLEIASQRSSLVILTGGLGA 71
NTDB id 205 SPR RS08830 WP 000642700.1 ....MKAEIIAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEVRLLSLLEIASQRSSLVILTGGLGA 71
NTDB id 239 SPD RS09270 WP 000642701.1 ....MKAEIIAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEVRLLSLLEIASQRSSLVILTGGLGA 71
NTDB id 538 SMSK321 RS11060 WP 000642686.1 ....MKAEIIAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEARLLSLLEIASQRSSLVILTGGLGP 71
NTDB id 510 SM12261 RS08320 WP 000642690.1 ....MKAEIIAVGTEILTGQIVNTNAQFLSEKLAEIGVDVYFQTAVGDNEARLLSLLEIASQRSSLVILTGGLGP 71
NTDB id 1111711 HMPREF9319 RS09535 WP 003066899.1 ....MKAEIIAVGTEILTGQITNTNAQFLSEEFAKLGIDVFFQTAVGDNEERLLSVIDLASKRSELVVLCGGLGP 71
NTDB id 412 SMU RS09535 WP 002262393.1 ....MKSEIIAVGTEILTGQIVNTNSQFLSEKFAELGIDVYFQTAVGDNEERLLSVLKIAKERSDLIVLCGGLGP 71
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NTDB id 124 BSU 16930 NP 389575.2 TKDDLTKETIANTLGRPLVLNDEAFQSIEDYFK.RTKRTMSPNNRKQALVIEGSDVLANHFGMAPGMLTEHESRY 149
NTDB id 462 GPW51 RS00385 WP 012774894.1 TEDDLTKQTLATFLGRNLVFDELAMAKLDRFFASRPGRVRTPNNERQAQIVEGSQALQNPAGLAVGGMIEQDGVT 146
NTDB id 170 SP RS09755 WP 000642718.1 TEDDLTKQTLAKFLGKALVFDPQAQEKLDIFFTLRPDYARTPNNERQAQIVEGAIPLPNETGLAVGGKLEVDGVT 146
NTDB id 280 KZH43 RS08670 WP 000642700.1 TEDDLTKQTLAKFLGKALVFDPQAQEKLDIFFALRPDYARTPNNERQAQIVEGAIPLPNETGLAVGGKLEVDGVT 146
NTDB id 205 SPR RS08830 WP 000642700.1 TEDDLTKQTLAKFLGKALVFDPQAQEKLDIFFALRPDYARTPNNERQAQIVEGAIPLPNETGLAVGGKLEVDGVT 146
NTDB id 239 SPD RS09270 WP 000642701.1 TEDDLTKQTLAKFLGKALVFDPQAQEKLDIFFALRPDYARTPNNERQVQIVEGAIPLPNETGLAVGGKLEVDGVT 146
NTDB id 538 SMSK321 RS11060 WP 000642686.1 TEDDLTKQTLAKFLGKELVFDPQAQEKLDVFFAQRPDYARTPNNERQAQIVEGATPLPNETGLAVGGILEVDGVT 146
NTDB id 510 SM12261 RS08320 WP 000642690.1 TEDDLTKQTLAKFLGKELVFDPQAQEKLDVFFAQRPDYARTPNNERQAQLVEGAIPLPNETGLAVGGILEVDGVT 146
NTDB id 1111711 HMPREF9319 RS09535 WP 003066899.1 TEDDLTKQTLAKYLGRDLVFDEQANKRLDEFFATRPQFARTANNERQAQLIEGSIPLQNSTGLAVGGVLEVNGVT 146
NTDB id 412 SMU RS09535 WP 002262393.1 TEDDLTKQTLAKFLKRELVFDKTAQERLDEFFASRPTSMRTPNNECQAQIIAGSQPLSNKTGLAVGGLLEADGVT 146
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NTDB id 124 BSU 16930 NP 389575.2 YMLLPGPPSELRPMFENEAKPLLLKKMGSNEKIVSTVLRFFGIGESQLEADLEDIIDAQTNPTIAPLAADGEVTL 224
NTDB id 462 GPW51 RS00385 WP 012774894.1 YIVLPGPPSELKAMFSESLLPLL...SQSQQQLYSRVLRFFGIGESQLVTVLADVIDKQTDPTLAPYAKVGEVTL 218
NTDB id 170 SP RS09755 WP 000642718.1 YVVLPGPPSELKPMVLNQLLPKL...MT.GSKLYSRVLRFFGIGESQLVTILADLIDNQIDPTLAPYAKTGEVTL 217
NTDB id 280 KZH43 RS08670 WP 000642700.1 YVVLPGPPSELKPMVLNQLLPKL...MT.GSKLYSRVLRFFGIGESQLVTILADLIDNQIDPTLAPYAKTGEVTL 217
NTDB id 205 SPR RS08830 WP 000642700.1 YVVLPGPPSELKPMVLNQLLPKL...MT.GSKLYSRVLRFFGIGESQLVTILADLIDNQIDPTLAPYAKTGEVTL 217
NTDB id 239 SPD RS09270 WP 000642701.1 YVVLPGPPSELKPMVLNQLLPKL...MT.GSKLYSRVLRFFGIGESQLVTILADLIDNQIDPTLAPYAKTGEVTL 217
NTDB id 538 SMSK321 RS11060 WP 000642686.1 YVVLPGPPSELKPMVLNQLLPKL...MT.GSKLYSRVLRFFGIGESQLVTILSDLIDNQTDPTLAPYAKTGEVTL 217
NTDB id 510 SM12261 RS08320 WP 000642690.1 YVVLPGPPSELKPMVLNQLLPKL...MT.GSKLHSRVLRFFGIGESQLVTILSDLIDNQTDPTLAPYAKTGEVTL 217
NTDB id 1111711 HMPREF9319 RS09535 WP 003066899.1 YVVLPGPPSELKPMVLDSLVPLL...SGDHKQLYSRVLRFFGIGESQLVTVLADLIDNQTDPTIAPYAKTGEVTL 218
NTDB id 412 SMU RS09535 WP 002262393.1 YVVLPGPPSELKPMVNKELLPYL...SKTSEKLYSRVLRFFGIGESHLVTLLHDLIAEQTDPTIAPYAKTGEVTI 218
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NTDB id 124 BSU 16930 NP 389575.2 RLTAKHADEKETERLLKETEAVILE.......RVGEFFYGYDD.TSLVKELSIACKEKGITISAAESFTGGLFSE 291
NTDB id 462 GPW51 RS00385 WP 012774894.1 RLSTKATSQEEANLRLNQLEEDILQHD.....KLADYFYAYGEDNSLVKTVATRLAEKRQTIAIVEQGTGGLLQA 288
NTDB id 170 SP RS09755 WP 000642718.1 RLSTKASSQEEANQALDILENQILDCQTFEGISLRDFCYGYGEETSLASIVVEELKRQGKTIAAAESLTAGLFQA 292
NTDB id 280 KZH43 RS08670 WP 000642700.1 RLSTKASSQEEANQALDILENQILDCQTFEGISLRDFCYGYGEETSLASIVVEELKRQGKTIAAAESLTAGLFQA 292
NTDB id 205 SPR RS08830 WP 000642700.1 RLSTKASSQEEANQALDILENQILDCQTFEGISLRDFCYGYGEETSLASIVVEELKRQGKTIAAAESLTAGLFQA 292
NTDB id 239 SPD RS09270 WP 000642701.1 RLSTKASSQEEANQALDILENQILDCQTFEGISLRDFCYGYGEETSLASIVVEELKRQGKTIAAAESLTAGLFQA 292
NTDB id 538 SMSK321 RS11060 WP 000642686.1 RLSTKASSQEEANQVLDILENQILGRQTFEGLSLRDLCYGYGEEASLASIVVEELKKQGKTITAAESLTAGLFQA 292
NTDB id 510 SM12261 RS08320 WP 000642690.1 RLSTKASSQEEANQVLDILENQILGRQTFEGLSLRDLCYGYGEETSLASIVVEELKRQGKTITSAESLTAGLFQA 292
NTDB id 1111711 HMPREF9319 RS09535 WP 003066899.1 RLSTKADDVTSAKAKLDALEHKILAKKTLNSIPLEQLLYGYGDDNNMARVVFDLLKEKHKTITAAESLTAGLFQS 293
NTDB id 412 SMU RS09535 WP 002262393.1 RLSTKAHRQKEADSKLDKLEKKIITID.....NLADYFYGYGEENSLPQVVFDLLKEKGKTITAAESLTAGLFQA 288
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NTDB id 124 BSU 16930 NP 389575.2 WLTDHSGASKLFAGGVVCYTNDVKQNVLGVKKETLDRFGAVSKECASELAKGVQKLTGSDIGISFTGVAGPDAQE 366
NTDB id 462 GPW51 RS00385 WP 012774894.1 ELSLALADQPYFSGGKVVGQLGIES.................GWLS.EEADCIRQELQADLGLAVSVLIKPESTE 345
NTDB id 170 SP RS09755 WP 000642718.1 TVANFSGVSSIFKGGFVTYSLEEKSRMLDIPAKNLEEHGVVSEFTAQKMAEQARSKTQSDFGISLTGVAGPDSLE 367
NTDB id 280 KZH43 RS08670 WP 000642700.1 TVANFSGVSSIFEGGFVTYSLEEKSRMLDIPAKNLEEHGVVSEFTAQKMAEQARSKTQSDFGISLTGVAGPDSLE 367
NTDB id 205 SPR RS08830 WP 000642700.1 TVANFSGVSSIFEGGFVTYSLEEKSRMLDIPAKNLEEHGVVSEFTAQKMAEQARSKTQSDFGISLTGVAGPDSLE 367
NTDB id 239 SPD RS09270 WP 000642701.1 TVANFSGVSSIFEGGFVTYSLEEKSRMLDIPAKNLEEHGVVSEFTAQKMAEQARSKTQSDFGISLTGVAGPDSLE 367
NTDB id 538 SMSK321 RS11060 WP 000642686.1 TVADFSGASSIFKGGFVTYSLEEKSKMLDIPVKDLEEQGVVSEFTAQKMAEQARSKTQSDFGISLTGVAGPDSLE 367
NTDB id 510 SM12261 RS08320 WP 000642690.1 RVADFSGASSIFKGGFVTYSLEEKSKMLDIPVKDLEEQGVVSEFTAQKMAEQARIKTQSDFGLSLTGVAGPDSLE 367
NTDB id 1111711 HMPREF9319 RS09535 WP 003066899.1 SIADFSGSSAVFNGGFVTYSIEEKSKMLHIPLKDLQEHGVVSHFTAEKMAEQSRLLTDADFGIGLTGVAGPDSLE 368
NTDB id 412 SMU RS09535 WP 002262393.1 RLADFAGASDIFKGGFITYSIEEKARMLGIPFEDLQLHGVVSAFTAEKMAERSRQLTQADLAISLTGVAGPDSLE 363
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NTDB id 124 BSU 16930 NP 389575.2 GHEPGHVFIGISANGKEEVHEFHFAGS.RTGIRKRGAKYGCHLILKLLEQK.... 416
NTDB id 462 GPW51 RS00385 WP 012774894.1 DNVLAKVYLTLATPSGISQKEIDLGGYSWQYLRQLACLQAWDFVRNTL....... 393
NTDB id 170 SP RS09755 WP 000642718.1 GHPVGTVFIGLAQDQGTEVIKVNIGGRSRADVRHIAVMHAFNLVRKALLSD.... 418
NTDB id 280 KZH43 RS08670 WP 000642700.1 GHPVGTVFIGLAQDQGTEVIKVNIGGRSRADVRHIAVMHAFNLVRKALLSD.... 418
NTDB id 205 SPR RS08830 WP 000642700.1 GHPVGTVFIGLAQDQGTEVIKVNIGGRSRADVRHIAVMHAFNLVRKALLSD.... 418
NTDB id 239 SPD RS09270 WP 000642701.1 GHPVGTVFIGLAQDQGTEVIKVNIGGRSRADVRHIAVMHAFNLVRKALLSD.... 418
NTDB id 538 SMSK321 RS11060 WP 000642686.1 GHPAGTVFIGLAQEHGTKVIKVNIGGRSRADVRHIAVMHAFNLVRKALLSD.... 418
NTDB id 510 SM12261 RS08320 WP 000642690.1 GHPAGTVFIGLAQEQGTEVIKVNIGGRSRADVRHIAVMHAFNLVRKALLSD.... 418
NTDB id 1111711 HMPREF9319 RS09535 WP 003066899.1 GHPAGTVFIGIATREKVHSIRVVIGGRSRSDVRYIATLYAFNLVRQALLQG.... 419
NTDB id 412 SMU RS09535 WP 002262393.1 GQPAGTVFIGLSSSKRTMAIKVLIGGRSRSDVRYIAVLHAFNLVRQTLLSHKNLV 418
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