
logo MKNNDCFLRLKNPQSGMAL I EVLVAMLVLTIG I LALLSVQLRTVASVREAETQTIVSQITQNLMEGML IMNPTIDSDSNKKNYNLYMT
NTDB id 1087 NMV RS07485 WP 014574103.1 MKNNDCFRLKNPQSGMALIEVLVAMLVLTIGILALLSVQLRTVASVREAETQTIVSQITQNLMEGMLMNPTIDSDSNKKNYNLYM 85
NTDB id 80976 HT085 RS02695 WP 003690898.1 MKNNDCLRLKNPQSGMALIEVLVAMLVLTIGILALLSVQLRTVASVREAETQTIVSQITQNLMEGMLMNPTIDSDSNKKNYNLYT 85
NTDB id 1137 NGFG RS02425 WP 003694976.1 MKNNDCLRLKNPQSGMALIEVLVAMLVLTIGILALLSVQLRTVASVREAETQTIVSQITQNLMEGMLINPTIDSDSNKKNYNLYT 85
NTDB id 1121 NGFG RS02425 WP 003694976.1 MKNNDCLRLKNPQSGMALIEVLVAMLVLTIGILALLSVQLRTVASVREAETQTIVSQITQNLMEGMLINPTIDSDSNKKNYNLYT 85
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*
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NTDB id 1087 NMV RS07485 WP 014574103.1 GNHTLPHTLSAVDGDFAIDAMKTKGQLAEAQLKRFSYELKNALPDAAAIHYAVCKDSSGKAPTLSGNAFSSNCDNKANGDTLIKV 170
NTDB id 80976 HT085 RS02695 WP 003690898.1 GSYTP....TYSGGDFKLNNLISKKDLAKTQLDRFGYELKQALPDAVDIRYAVCKDSSGKAPTLSGGTFSSNCDDKANGDTLIKV 166
NTDB id 1137 NGFG RS02425 WP 003694976.1 GSYAP....TSSDGDFKLNNLISKTDLAKAQLDRFGYELKQALPDAVAIRYAVCKDSSGDAPTLSGNTFSSNCDKKANGDTLIKV 166
NTDB id 1121 NGFG RS02425 WP 003694976.1 GSYAP....TSSDGDFKLNNLISKTDLAKAQLDRFGYELKQALPDAVAIRYAVCKDSSGDAPTLSGNTFSSNCDKKANGDTLIKV 166
consensus !** * ****!!!*******!**!!**!!*!!*!!!!*!!!!!**!*!!!!!!!!! !!!!!!**!!!!!!*!!!!!!!!!!

logo LWVNDSAGDSDI FSRTNLEVSGDSNIVYTYQARVGGRE
NTDB id 1087 NMV RS07485 WP 014574103.1 LWVNDSAGDSDISRTNLEVSGDNIVYTYQARVGGRE 206
NTDB id 80976 HT085 RS02695 WP 003690898.1 LWVNDSAGDSDISRTNLEVSGDNIVYTYQARVGGRE 202
NTDB id 1137 NGFG RS02425 WP 003694976.1 LWVNDSAGDSDIFRTNLEVSGSNIVYTYQARVGGRE 202
NTDB id 1121 NGFG RS02425 WP 003694976.1 LWVNDSAGDSDIFRTNLEVSGSNIVYTYQARVGGRE 202
consensus !!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!
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