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NTDB id 1014 ACIAD RS13855 WP 004924483.1 MSIR..HFFTFFWATLLTLFSMQIVFAQGFDQQYDAWKTQQKAHDTRLNSSASHHSLSKPTQQSGTGVKVNINSATAKEL 78
NTDB id 1395 DSB67 RS04445 WP 010649155.1 .......MKWMLTLC.LLILA.....PM.......SWAE.TKT.KADKY..............EGIEITVNVNSATAQEI 44
NTDB id 1159 ABDM36 RS04765 WP 001166105.1 MQIKTKIVTLFLSLC.LPTLP.....LL.......ANAEETAP.AAQVE..............EGIVITVNINTASAEEL 52
NTDB id 1150 A1552VC RS08580 WP 001166105.1 MQIKTKIVTLFLSLC.LPTLP.....LL.......ANAEETAP.AAQVE..............EGIVITVNINTASAEEL 52
NTDB id 1382 A4U84 RS07375 WP 062924234.1 MK.KLS..RYTFSLL.FGLFS.....AT.......TFAEEKVT.TSTEHTPVVMQQV..AATQKVNANVVNINTATASEI 61
NTDB id 71332 CHBNTHi RS09690 WP 181913754.1 MK.LMKTLFTSFVLC.GALVA.....SS.......AFAEEKTA.EQAVQ.PVVATQAEAQVAPATVSDKLNINTATASEI 64
NTDB id 1362 HI 1008 AAC22669.1 ....MKTLFTSVVLC.GALVV.....SS.......SFAEEKAT.XQTAQ.SVVTTQAEAQVAPAVVSDKLNINTATASEI 61
consensus * * * * **** * ** ***** * ** * *!*!*!*! !*
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NTDB id 1014 ACIAD RS13855 WP 004924483.1 QQ.LHGVGEKKALAIVEYRQQYGKFASVDDLQKVKGIGPKFIEKNRDRLAI. 128
NTDB id 1395 DSB67 RS04445 WP 010649155.1 ATLLIGIGEKKAQDIVEYRNEHGPFKTAADLTKVKGIGEATVRKNEDRILL. 95
NTDB id 1159 ABDM36 RS04765 WP 001166105.1 ATLLKGIGLKKAQAIVDYREANGPFTHIDDLTNVKGIGEATVRNNAARILL. 103
NTDB id 1150 A1552VC RS08580 WP 001166105.1 ATLLKGIGLKKAQAIVDYREANGPFTHIDDLTNVKGIGEATVRNNAARILL. 103
NTDB id 1382 A4U84 RS07375 WP 062924234.1 QDKLVGIGAKKAQAIVEYREKNGKFLNVEQLTEVSGIGKATLEKNRDCIVIE 113
NTDB id 71332 CHBNTHi RS09690 WP 181913754.1 QKSLTGIGAKKAEAIVQYREKHGNFTNVEQLLEVQGIGKATLEKNRDRIIF. 115
NTDB id 1362 HI 1008 AAC22669.1 QKSLTGIGAKKAEAIVQYREKHGNFXNAEQLLEVQGIGKATLEKNRDRIIF. 112
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