
logo MFSFFWKRKRKRKAKEQEPATPSALPEPEAVQSVPQAEPTAAKTPVAEASAEPVAQSAIPVGPNP IKEDVESLAEPSAVAKGPRAEPASAVETVSGAVEQVKETVAVEPMVPPSETAG
NTDB id 1029602 AB5B06 RS15330 WP 416047524.1 MFSFWKKRKAEPASAPPEVQSPAPAATPAAAPASAPPPI.........PAAGPAPAA..............VVPVPPTA. 56
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
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NTDB id 1029602 AB5B06 RS15330 WP 416047524.1 ..ALPVQSATPAAAEE.....LVLTPPPAASAEAKRGWMQRLRTGLSKTSR....NLGTLFVGVKVDEDLFEDLETALIM 125
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
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NTDB id 1029602 AB5B06 RS15330 WP 416047524.1 ADAGVEATEHLLSALRRRVKTERIETAEGVKAALRELLTDLLRPLEKTMSLG.REQPLVMMISGVNGAGKTTSIGKLCKH 204
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
consensus *! !*!!!!*!* *! !! * * ***!!*! ! !!**!!!!** !** ! !*!* !*!!!!!!!!!!!!*!*
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NTDB id 1029602 AB5B06 RS15330 WP 416047524.1 FQSYDQSVLLAAGDTFRAAAREQLTIWGERNNVTVVSQESGDPAAVIFDAVNAARARGIDIVMADTAGRLPTQLHLMEEL 284
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
consensus !! !!!!!!!!!!!!!!!!!! !! !!!!!!*!! *!!*!!!*!!!!*!!*!!!!!!!*!!!!!!!!!!!!!!!!*
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NTDB id 1029602 AB5B06 RS15330 WP 416047524.1 KKVKRVIAKAMPNAPHESLLVIDANTGQNALSQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPVPVYFIGVGEKV 364
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
consensus !!!!!!* !!*! !!!! **!*!!! !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!! *!!!!! *
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NTDB id 1029602 AB5B06 RS15330 WP 416047524.1 EDLQPFKAEEFADALLG 381
NTDB id 1118 NGFG RS11455 WP 003696286.1 DDLRPFDARAFVDALLD 417
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