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NTDB id 617 LCA RS06480 WP 011375001.1 .MSTEEKLTTLLKHCAKQRVQDLYFTPTIGGWRLTERRQSDLVTNQELDKPTGTRYLNRLKYMAGMDISETRRAQ 74
NTDB id 586 KW2 RS10855 WP 011836048.1 ..MVQKKAQELIQKAIEMEASDIYLIASGNLYKIYIRQQLGRTLIEEVNQEIGLALLTHFKFLAGMNTGERRRVQ 73
NTDB id 429 SGO RS09420 WP 012130942.1 ..MVQKIAQAIVRQAKEECAQDIYFVPKDDCYELYMRIGDERRFIQTYDFDQLAAVISHFKFLAGMNVGEKRRSQ 73
NTDB id 500 SM12261 RS00945 WP 000249545.1 ..MVQEIAQEIIRSARKKGAQDIYFVPKLDAYELHMRVGDERCKIGCYDFEKFAAVISHFKFVAGMNVGEKRRSQ 73
NTDB id 270 KZH43 RS09265 WP 000249564.1 ..MVQEIAQEIIRSARKKGTQDIYFVPKLDAYELHMRVGDERCKIGSYDFEKFAAVISHFKFVAGMNVGEKRRSQ 73
NTDB id 229 SPD RS09895 WP 000249564.1 ..MVQEIAQEIIRSARKKGTQDIYFVPKLDAYELHMRVGDERCKIGSYDFEKFAAVISHFKFVAGMNVGEKRRSQ 73
NTDB id 195 SPR RS09430 WP 000249564.1 ..MVQEIAQEIIRSARKKGTQDIYFVPKLDAYELHMRVGDERCKIGSYDFEKFAAVISHFKFVAGMNVGEKRRSQ 73
NTDB id 160 SP RS10380 WP 000249564.1 ..MVQEIAQEIIRSARKKGTQDIYFVPKLDAYELHMRVGDERCKIGSYDFEKFAAVISHFKFVAGMNVGEKRRSQ 73
NTDB id 584 DLJ51 RS00890 WP 019777327.1 MVEVQELGKELIRQAVEEQAQDIYLLPKPAVYKIYLRFGEKRHLIQTCPPEQAAGLISHFKFLAGMNVGEKRRAQ 75
NTDB id 1111659 HMPREF9319 RS00385 WP 003062917.1 ..MIQEEAKQLIKDAVEVNAQDIYILPREDCYEVYQRVGDQRRFVDYFEIEQMTSLISHFKFVAGMNVGEKRRSQ 73
NTDB id 385 SMU RS09035 WP 002263435.1 ..MVQKLGRKIIAEAVQNKAQDIYIIPKKESYELYMRIGNERRFIDVYDHHFMANLISHFKFVAGMNVGEKRRSQ 73
NTDB id 394 FSA28 RS09405 WP 002291652.1 ..MVQKLGRKIIAEAVQNKAQDIYIIPKKESYELYMRIGNERRFIDVYDHHFMANLISHFKFVAGMNVGEKRRSQ 73
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NTDB id 617 LCA RS06480 WP 011375001.1 TGRSELQLAD.QTIYLRLATVGDFLNRESLVIRFIYPIGAIYHCDDQQILAQLTQMSRQSGLILFAGPTGSGKTT 148
NTDB id 586 KW2 RS10855 WP 011836048.1 LGACWYELEGSSAKRLRLSTVGDFEGNESLVIRLLHDQKQELEFWFD.DK..LQDFRCKRGLYLFAGPVGSGKTS 145
NTDB id 429 SGO RS09420 WP 012130942.1 LGSCDYRYDD.KETSIRLSTVGDYRGYESLVIRLLHDEETELKFWFT.HFPELREKFKDRGLYLFSGPVGSGKTT 146
NTDB id 500 SM12261 RS00945 WP 000249545.1 LGSCDYEYDQ.KMASLRLSTVGDYRGHESLVIRLLHDEEQDLHFWFQ.DIEELGKQYRQRGLYLFAGPVGSGKTT 146
NTDB id 270 KZH43 RS09265 WP 000249564.1 LGSCDYAYDH.KIASLRLSTVGDYRGHESLVIRLLHDEEQDLHFWFQ.DIEELGKQYRQRGLYLFAGPVGSGKTT 146
NTDB id 229 SPD RS09895 WP 000249564.1 LGSCDYAYDH.KIASLRLSTVGDYRGHESLVIRLLHDEEQDLHFWFQ.DIEELGKQYRQRGLYLFAGPVGSGKTT 146
NTDB id 195 SPR RS09430 WP 000249564.1 LGSCDYAYDH.KIASLRLSTVGDYRGHESLVIRLLHDEEQDLHFWFQ.DIEELGKQYRQRGLYLFAGPVGSGKTT 146
NTDB id 160 SP RS10380 WP 000249564.1 LGSCDYAYDH.KIASLRLSTVGDYRGHESLVIRLLHDEEQDLHFWFQ.DIEELGKQYRQRGLYLFAGPVGSGKTT 146
NTDB id 584 DLJ51 RS00890 WP 019777327.1 LGACDYAFADGETAALRLSTVGDYQGRESLVIRLLFDRKRELKFWFD.GLNALLPKIIGRGLYLFSGPVGSGKTT 149
NTDB id 1111659 HMPREF9319 RS00385 WP 003062917.1 LGSCDYQFADEEEISLRLSSVGDYRGRESLVIRLLYSGRHDLQYWFD.GMKNILEAIDSRGLYLFSGPVGSGKTT 147
NTDB id 385 SMU RS09035 WP 002263435.1 LGSCDYSYDEGKVISLRLSSVGDYRGYESLVIRLLFSGRHDLKFWFN.SMDLILNEIKGRGLYLFSGPVGSGKTS 147
NTDB id 394 FSA28 RS09405 WP 002291652.1 LGSCDYSYDEGKVISLRLSSVGDYRGYESLVIRLLFSGRHDLKFWFN.SMDLILNEIKGRGLYLFSGPVGSGKTS 147
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LSLRLHRPDTVILL IVIGE IRDLQRKSQETAQRYAVLIVSRAAS
NTDB id 617 LCA RS06480 WP 011375001.1 SLYHLAQQSMSAKMVVAIEDPIEIVAPEFLQLQVNDNAGLSYAELLKISLRLRPDTLIIGEIRDLETAQYVVSAA 223
NTDB id 586 KW2 RS10855 WP 011836048.1 LMFDLAHRHFSNAQVITIEEPVELIDSDFIQLQVNDVIGNSYDELIKLSLRHRPDLLIVGEIRDQQTARAVLRAS 220
NTDB id 429 SGO RS09420 WP 012130942.1 LMHQLAQLKFKGQQVMSIEDPVEIKQEDMLQLQLNETIGLTYESLIKLSLRHRPDLLIIGEIRDSETARAVVRAS 221
NTDB id 500 SM12261 RS00945 WP 000249545.1 LMHELAKSLFKGQQVMSIEDPVEIKQDNMLQLQLNEAIGLTYENLIKLSLRHRPDLLIIGEIRDSETARAVVRAS 221
NTDB id 270 KZH43 RS09265 WP 000249564.1 LMHELSKSLFKGQQVMSIEDPVEIKQDDMLQLQLNEAIGLTYENLIKLSLRHRPDLLIIGEIRDSETARAVVRAS 221
NTDB id 229 SPD RS09895 WP 000249564.1 LMHELSKSLFKGQQVMSIEDPVEIKQDDMLQLQLNEAIGLTYENLIKLSLRHRPDLLIIGEIRDSETARAVVRAS 221
NTDB id 195 SPR RS09430 WP 000249564.1 LMHELSKSLFKGQQVMSIEDPVEIKQDDMLQLQLNEAIGLTYENLIKLSLRHRPDLLIIGEIRDSETARAVVRAS 221
NTDB id 160 SP RS10380 WP 000249564.1 LMHELSKSLFKGQQVMSIEDPVEIKQDDMLQLQLNEAIGLTYENLIKLSLRHRPDLLIIGEIRDSETARAVVRAS 221
NTDB id 584 DLJ51 RS00890 WP 019777327.1 LMYELVSRKYPDSQIITIEDPVEIKQDNMLQLQLNPSIGMTYDHLIKLSLRHRPDVLIIGEIRDRETAQAVIRAS 224
NTDB id 1111659 HMPREF9319 RS00385 WP 003062917.1 LMYQLVREKFPDKQVITIEDPVEIKQEQMLQLQLNSDIGMTYDELIKLSLRHRPDILIIGEIRDSETARAVVRAS 222
NTDB id 385 SMU RS09035 WP 002263435.1 LMYQLVKLRFETKQVITIEDPVEIKQDNMLQLQLNESIDMTYDNLIKLSLRHRPDILIIGEIRDKETARAVIRAS 222
NTDB id 394 FSA28 RS09405 WP 002291652.1 LMYQLVKLRFETKQVITIEDPVEIKQDNMLQLQLNESIDMTYDNLIKLSLRHRPDILIIGEIRDKETARAVIRAS 222
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NTDB id 617 LCA RS06480 WP 011375001.1 LSGHLVLSTIHARSTQGVVARLLDLGISELQLRACLTGIAYQSLVTKDDVVQAH...YELLTGSDYFSKKEGGC. 294
NTDB id 586 KW2 RS10855 WP 011836048.1 LTGYTVFSTIHAASVKGVVQRLLELGLSDWELKNGLEAVVYQRLIAGKGVLDIAKSKFDTWSPKKWNEKIENLYA 295
NTDB id 429 SGO RS09420 WP 012130942.1 LTGATVFSTIHAKSIPGVYERLLELGVSEEELKIVLQGICYQRLIGGGGVIDFASDNYQEHEPTVWNQQIDQLLA 296
NTDB id 500 SM12261 RS00945 WP 000249545.1 LTGATVFSTIHAKSIRGVYERLLELGVSEEELAVVLQGVCYQRLIGGGGIVDFANKDYQEHQSTSWNAQIDQLLK 296
NTDB id 270 KZH43 RS09265 WP 000249564.1 LTGATVFSTIHAKSIRGVYERLLELGVSEEELAVVLQGVCYQRLIGGGGIVDFASRDYQEHQAAKWNEQIDQLLK 296
NTDB id 229 SPD RS09895 WP 000249564.1 LTGATVFSTIHAKSIRGVYERLLELGVSEEELAVVLQGVCYQRLIGGGGIVDFASRDYQEHQAAKWNEQIDQLLK 296
NTDB id 195 SPR RS09430 WP 000249564.1 LTGATVFSTIHAKSIRGVYERLLELGVSEEELAVVLQGVCYQRLIGGGGIVDFASRDYQEHQAAKWNEQIDQLLK 296
NTDB id 160 SP RS10380 WP 000249564.1 LTGATVFSTIHAKSIRGVYERLLELGVSEEELAVVLQGVCYQRLIGGGGIVDFASRDYQEHQAAKWNEQIDQLLK 296
NTDB id 584 DLJ51 RS00890 WP 019777327.1 LTGIRVFSTVHAKSIPGVYARILELGVSQDELDNCLAGIAYQRLIGGGGLIDFAQDHFQNHQAECWNEKIDQLLA 299
NTDB id 1111659 HMPREF9319 RS00385 WP 003062917.1 LTGAIVFSTIHAKSIPGVYERLLELGVSKQELENSLRAIVYQRLIGGGGVIDFVKENFESHRPECWNAKIESLVK 297
NTDB id 385 SMU RS09035 WP 002263435.1 LTGAMVFSTIHAKSIPGVYARMLELGTSSEELQNALRGIVYQRLIGGGGIIDFAKGDYQNHSAKKWNKQIYDLFT 297
NTDB id 394 FSA28 RS09405 WP 002291652.1 LTGAMVFSTIHAKSIPGVYARMLELGTSSEELQNALCGIVYQRLIGGGGIIDFAKGDYQNHSAKKWNKQIYDLFT 297
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NTDB id 617 LCA RS06480 WP 011375001.1 ...........DV.................. 296
NTDB id 586 KW2 RS10855 WP 011836048.1 NGHLTAIEAEREKISINQASKIDTTDGESFE 326
NTDB id 429 SGO RS09420 WP 012130942.1 AGHIHPEQAEAEKIRNQQAKTSY........ 319
NTDB id 500 SM12261 RS00945 WP 000249545.1 DGHITSLQAETEKISYS.............. 313
NTDB id 270 KZH43 RS09265 WP 000249564.1 DGHITSLQAETEKISYS.............. 313
NTDB id 229 SPD RS09895 WP 000249564.1 DGHITSLQAETEKISYS.............. 313
NTDB id 195 SPR RS09430 WP 000249564.1 DGHITSLQAETEKISYS.............. 313
NTDB id 160 SP RS10380 WP 000249564.1 DGHITSLQAETEKISYS.............. 313
NTDB id 584 DLJ51 RS00890 WP 019777327.1 AGHLTEEEAAAEKIKD............... 315
NTDB id 1111659 HMPREF9319 RS00385 WP 003062917.1 DGHITAEQAKIEKIAI............... 313
NTDB id 385 SMU RS09035 WP 002263435.1 AGYITEGEAQAEEIED............... 313
NTDB id 394 FSA28 RS09405 WP 002291652.1 AGYITEGEAQAEEIED............... 313
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