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NTDB id 374 SMU RS06885 WP 002262930.1 ..MKKILIVDDEKPISDIIKFNLAKEGYDTITAFDGREALSKYEEENPDLIILDLMLPELDGLEVAKEVRKNSHV 73
NTDB id 413 AAK55817.1 141..845( ) ..MKKILIVDDEKPISDIIKFNMTKEGYEVVTAFNGREALEQFEAEQPDIIILDLMLPEIDGLEVAKTIRKTSSV 73
NTDB id 606 V4T04 RS01910 WP 003130756.1 MTSKKILIIEDEKNLARFVSLELEHEGYATEIKDNGRSGLEEATSKDYDLILLDLMLPELDGFEVARRLRKEKDT 75
NTDB id 1111764 HMPREF9425 RS07585 WP 003097952.1 .MSKRILIVEDERNLARFVSLELQHEGYDVVTADNGREGLEMALEKDFDLILLDLMLPEMDGFEVTRRLQQEKNT 74
NTDB id 471 HSISS4 RS01430 WP 002883757.1 .MSKRILIVEDEKNLARFVSLELQHEGYDVVTADNGREGLEMALEKDFDLILLDLMLPEMDGFEVTRRLQQEKDT 74
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NTDB id 374 SMU RS06885 WP 002262930.1 PIIMLSAKDSEFDKVIGLEIGADDYVTKPFSNRELLARVKAHLRRTENIESAVAEENASGIPEIIIGDLQILPDA 148
NTDB id 413 AAK55817.1 141..845( ) PILMLSAKDSEFDKVIGLELGADDYVTKPFSNRELQARVKALLRRSQPMPVDGQ.EADSKPQPIQIGDLEIVPDA 147
NTDB id 606 V4T04 RS01910 WP 003130756.1 PIIMMTARDSTMDRVAGLDIGADDYITKPFAIEELLARVRAFFRREEHGHA.VERAENTSF.....RDLVIDKTN 144
NTDB id 1111764 HMPREF9425 RS07585 WP 003097952.1 YIMMMTARDSIMDIVAGLDRGADDYIVKPFAIEELLARIRATFRRQDIEATKNAPAKASTY.....RDLKLDVQN 144
NTDB id 471 HSISS4 RS01430 WP 002883757.1 YIMMMTARDSIMDIVAGLDRGADDYIVKPFAIEELLARIRATFRRQDIEAAKNAPAKASTY.....RDLKLDVQN 144
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NTDB id 374 SMU RS06885 WP 002262930.1 FVAKKRGTEVELTHREFELLHHLATHTGQVMTREHLLETVWGYDYFGDVRTVDVTVRRLREKIEDTPSRPEYILT 223
NTDB id 413 AAK55817.1 141..845( ) YVAKKYGEELDLTHREFELLYHLASHTGQVITREHLLETVWGYDYFGDVRTVDVTVRRLREKIEDTPSRPEYILT 222
NTDB id 606 V4T04 RS01910 WP 003130756.1 RTVHRGKKVIDLTRREYDLLLTLMQNVGDVVTREHLVSQVWGYEEGTETNVVDVYIRYLRNKI.DVEGQDSYIQT 218
NTDB id 1111764 HMPREF9425 RS07585 WP 003097952.1 RAVIRGDEAIPLTKREFDLLNTLLSNMNQVMTREELLLQVWKYDDVIETNVVDVYIRYLRGKI.DIPGKESYIQT 218
NTDB id 471 HSISS4 RS01430 WP 002883757.1 RTVVRGDEAIPLTKREFDLLNTLLSNMNQVMTREELLLQVWKYDDAIETNVVDVYIRYLRGKI.DVPGKESYIQT 218
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NTDB id 374 SMU RS06885 WP 002262930.1 RRGVGYYMKSYD. 235
NTDB id 413 AAK55817.1 141..845( ) RRGVGYYMRNNA* 234
NTDB id 606 V4T04 RS01910 WP 003130756.1 VRGLGYVMRERK. 230
NTDB id 1111764 HMPREF9425 RS07585 WP 003097952.1 VRGMGYVIREK.. 229
NTDB id 471 HSISS4 RS01430 WP 002883757.1 VRGMGYVIREK.. 229
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