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NTDB id 1170 A1552VC RS11080 WP 000418747.1 MELFYFYPWLFPVLATLFGLIVGSFLNVVIYRLPKIMEREWRAECAASFPEYGITPPEGKLTLSLPRSTCPHCQTPIRVI 80
NTDB id 420472 M654 RS17375 WP 026588126.1 .........MFLAYLFLSGLVLGSFFNAAGRRIP........................GKISLIFPRSSCPVCRRKLTSL 47
NTDB id 103 BSU 28070 NP 390685.2 ..........MLSILFIFGLILGSFYYTAGCRIP........................LHLSIIAPRSSCPFCRRTLTPA 46
consensus *** *****!!**!!!** ** !*! ****** !!!*!! !** ** *
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NTDB id 1170 A1552VC RS11080 WP 000418747.1 DNIPLLSWLALRGQCSHCKAPISARYPLIELLTALMSLVIATHFPFGVFA.VALLFFSYVLIAATFIDFDTLLLPDQLTL 159
NTDB id 420472 M654 RS17375 WP 026588126.1 ELIPVLSYLFLRGKCKGCKSPVSILYPAVELLTALLFVLAGLRFKSPGELLLMLALFSLL.LIVLVSDIAYMVIPDAILC 126
NTDB id 103 BSU 28070 NP 390685.2 ELIPILSFLFQKGKCKSCGHRISFMYPAAELVTACLFAAAGIRFGISLELFPAVVFISLL.IIVAVTDIHFMLIPNRILI 125
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NTDB id 1170 A1552VC RS11080 WP 000418747.1 ...PLLWGGIALALLGFSPVSLSDAVIGAMAGYLSLWSIYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQQLPVIVLLSS 236
NTDB id 420472 M654 RS17375 WP 026588126.1 FFLPFFVIGRMLV....PLEPWYSGLPGAAAGLLLP.....LIVKLFAKDGIGGGDVKLFAVIGFVLGARLIFPVFFISA 197
NTDB id 103 BSU 28070 NP 390685.2 FFLPFLAAARLIS....PLDSWYAGLLGAAAGFLFL.....AVIAAITHGGVGGGDIKLFAVIGFVLGVKMLAAAFFFSV 196
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NTDB id 1170 A1552VC RS11080 WP 000418747.1 VVGVIFGLIQLRQQKKGIDMAFPFGPYLAIAGWFALLWGDKVIDWYFTTWVGQPL 291
NTDB id 420472 M654 RS17375 WP 026588126.1 AAGTLLGFAGMIAGKVKGSEPIPFAPAILIGTVIVCFYGEPLIDSYIELLHI... 249
NTDB id 103 BSU 28070 NP 390685.2 LIGALYGAAAVLTGRLAKRQPLPFAPAIAAGSILAYLYGDSIISFYIKMALG... 248
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