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NTDB id 1110 NGFG RS09235 WP 003689817.1 AG.....IAVELVIVEDDQLAGLLDWVGSRSTSLLQE...........LGEGQEEEESHTLYIDNEEAEDGPVPR 174
NTDB id 1168 A1552VC RS11070 WP 000957200.1 TG.....LQVELALADHRALQAAIRRLYGRSIQGAANQG..KEISQDELANLVKVSDDELQSIEDLSQDDSPVSR 184
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NTDB id 1401 DSB67 RS12665 WP 010643259.1 QTGHLVLSTLHTNSAAETVIRLSNMGVESFNLASSLSLIIAQRLARKLCPYCRQPQE.PNSQL.QHIGIANTEQ. 480
NTDB id 1251 GCO85 RS07725 WP 011946523.1 QTGHLVLSTLHTNSAAETLNRLVNMGIPTFNIASSVTLIIAQRLARKLCNQCKAVRDDFTNQGLIELGFKEADLV 492
NTDB id 1145261 PHAGEPCYII10 RS23985 WP 003141354.1 QTGHMVMSTLHTNSAAETLTRLLNMGVPAFNLATSVNLIIAQRLARKLCSHCKKEH.EVPRETLLHEGFPEDKIG 485
NTDB id 1058 ABD1 RS01615 WP 001274986.1 QTGHMVMSTLHTNSAPETLTRLRNMGVPSFNIATSVNLVIAQRLARRLCSQCKIPA.DIPKQSLLEMGFTEQDLA 486
NTDB id 1018 ACIAD RS01685 WP 004920473.1 QTGHLVMSTLHTNNAAETLTRLRNMGVASFNIATSVNLVIAQRLARRLCSQCKRPI.QVPERSLLEMGFTPEDLA 486
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NTDB id 1028 TT RS08215 WP 011173991.1 ..GARLYKGMGCERCGGTGYKGRYAIHELLVVDDEIRHAIVAGKSATEIKEIAR.RKGMKTLREDGLYKALQGIT 878
NTDB id 1306 DR RS10060 WP 027479822.1 ..GANLMRGTGCPRCGGTGYKGRMGIHELMVMDDSLRRTIGAGRPAAEIRDVALGESGLRSLRQDGIEKALQGLT 876
NTDB id 1110 NGFG RS09235 WP 003689817.1 .KDWKLYRAVGCDRCRGQGYKGRAGVYEVMPISEEMQRVIMNNGTEVGILDVAY.KEGMVDLRRAGILKIMQGIT 547
NTDB id 1168 A1552VC RS11070 WP 000957200.1 ...LYEANAAGCNECTG.GYSGRVGIYEVMAFNTELAEAIMQRASIHQIERLAK.ANGMQTLQESGLEKLREGIT 551
NTDB id 1293 VP RS12240 WP 005479695.1 ...IFRANPDGCNECTH.GYSGRTGIYEVMRFDESLSEALIKGASVHELEKLAI.ANGMSTLQMSGIEKLKQGIT 550
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ...IFQANPDGCNECTH.GYSGRTGIYEVMKFDESLSEALIKGASVHELEKLAI.ANGMQTLQMSGIEKLKQGIT 550
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ..NLKLYKAVGCEQCTS.GYRGRVGLFEVLPMTKELGQLIMSGGNSLDILKLAQ.SEGMLTIFQSGIEKVKEGIT 563
NTDB id 1145261 PHAGEPCYII10 RS23985 WP 003141354.1 ..TFKLYSPVGCDHCKN.GYKGRVGIYEVVKNTPALQRIIMEEGNSIEIAEQAR.KEGFNDLRTSGLLKAMQGIT 556
NTDB id 1058 ABD1 RS01615 WP 001274986.1 HPDFRVFQPVGCLECRE.GYKGRVGIYEVMKVTPEISKIIMEDGNALEIAAASE.KLGFNNLRRSGLKKVMQGVT 559
NTDB id 1018 ACIAD RS01685 WP 004920473.1 QPEFQIFEPVGCHDCRE.GYKGRVGIYEVMKITPEISKIIMEDGNALEIAATAE.TLGFNNLRRSGLKKVMQGVT 559
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NTDB id 1028 TT RS08215 WP 011173991.1 TLEEVLARTIE 889
NTDB id 1306 DR RS10060 WP 027479822.1 TLEEVLAVTAS 887
NTDB id 1110 NGFG RS09235 WP 003689817.1 SLEEVTANTND 558
NTDB id 1168 A1552VC RS11070 WP 000957200.1 SFAELQRVLYF 562
NTDB id 1293 VP RS12240 WP 005479695.1 SFSELQRVLYF 561
NTDB id 1401 DSB67 RS12665 WP 010643259.1 SFRELQRVLYF 561
NTDB id 1251 GCO85 RS07725 WP 011946523.1 TIEEVNRVTVD 574
NTDB id 1145261 PHAGEPCYII10 RS23985 WP 003141354.1 SLEEVNRVTKD 567
NTDB id 1058 ABD1 RS01615 WP 001274986.1 SLQEVNRVTSE 570
NTDB id 1018 ACIAD RS01685 WP 004920473.1 SLQEINRVTSE 570
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