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NTDB id 1014 ACIAD RS13855 WP 004924483.1 .MSIRHFFTFFWATLLTLFSMQIVFAQGFDQQYDAWKTQQKAHDTRLNSSASHHSLSKPTQQSGTGVKVNINSATAKELQ 79
NTDB id 1294 VP RS04495 WP 021449594.1 .......MKWILTLCLVVFAPLSLAAD...............TKA.D.............KYEGIEITVNINTASAEEIA 44
NTDB id 1159 ABDM36 RS04765 WP 001166105.1 MQIKTKIVTLFLSLCLPTLPLLANAEET.............APAA.Q.............VEEGIVITVNINTASAEELA 53
NTDB id 1150 A1552VC RS08580 WP 001166105.1 MQIKTKIVTLFLSLCLPTLPLLANAEET.............APAA.Q.............VEEGIVITVNINTASAEELA 53
NTDB id 1382 A4U84 RS07375 WP 062924234.1 ...MKKLSRYTFSLLFGLFSATTFAEEK.............VTTS.TEHTPVVMQQ.VAATQKVNANVVNINTATASEIQ 62
NTDB id 35480 D11S RS07220 WP 005548420.1 MKAMKHLLAS.LFVLGSVFAGSAVAAEK.............AAEP.......AVQTEQPAATAAVGEKVNINTASAAEIQ 59
NTDB id 1362 HI 1008 AAC22669.1 ...MKTLFTS.VVLCGALVVSSSFAEEK.............ATXQ.TAQSVVTTQAEAQVAPAVVSDKLNINTATASEIQ 62
consensus ** *** ***** ** *** * ** * *!!!*!*! !**
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NTDB id 1014 ACIAD RS13855 WP 004924483.1 Q.LHGVGEKKALAIVEYRQQYGKFASVDDLQKVKGIGPKFIEKNRDRLAI. 128
NTDB id 1294 VP RS04495 WP 021449594.1 TMLKGIGEKKAQSIVDYRTEHGPFKTAADLTNVKGIGEATIKKNEDRILL. 94
NTDB id 1159 ABDM36 RS04765 WP 001166105.1 TLLKGIGLKKAQAIVDYREANGPFTHIDDLTNVKGIGEATVRNNAARILL. 103
NTDB id 1150 A1552VC RS08580 WP 001166105.1 TLLKGIGLKKAQAIVDYREANGPFTHIDDLTNVKGIGEATVRNNAARILL. 103
NTDB id 1382 A4U84 RS07375 WP 062924234.1 DKLVGIGAKKAQAIVEYREKNGKFLNVEQLTEVSGIGKATLEKNRDCIVIE 113
NTDB id 35480 D11S RS07220 WP 005548420.1 KALVGIGAKKAEAVVQYREKHGNFSAVEQLLEVQGIGKATLEKNRDRIAL. 109
NTDB id 1362 HI 1008 AAC22669.1 KSLTGIGAKKAEAIVQYREKHGNFXNAEQLLEVQGIGKATLEKNRDRIIF. 112
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