
logo MFSFFWKRKRKRKAKEQEPATPAVELAEEPAPQAVPQAEPTAAVEKVEPASEPVAPAQIVGNI
P
A
K
E
P
DVESL

T
A
P
A
E
P
SVKPAGPRAEPASAVEPTVPSGAVEQVKETVAEQMVPPSEPAPAGEPAVAAE

NTDB id 41610 CNE RS01865 WP 013955457.1 MFSFWKKRKAEPAPVEAPAPAPAP.VEVPAPVPA....PAP....TPAPVPAPAPA...PVP..........AQVPPPAPAPVAA 63
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEA.GEAAE 84
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NTDB id 41610 CNE RS01865 WP 013955457.1 PVPVP....APAPAEA.LELVPPPAQTAEAKLGWMHRLRTGLSKTSRN....IGTLFVGVKVDEALFEELETALLMADAGVEATE 139
NTDB id 1118 NGFG RS11455 WP 003696286.1 RVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATE 169
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NTDB id 41610 CNE RS01865 WP 013955457.1 YLLGELRKRVKAERIETAEGVKAALRELLTQLLRPLEKTMALG.REQPMVMMIAGVNGAGKTTSIGKLCKHFQRYDQKVLLAAGD 223
NTDB id 1118 NGFG RS11455 WP 003696286.1 YLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGD 254
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NTDB id 41610 CNE RS01865 WP 013955457.1 TFRAAAREQLTIWGERNNVTVVAQESGDPAAVIFDAVNAAKARGIDIVMADTAGRLPTQLHLMEELKKVKRVISKAMPSAPHEVL 308
NTDB id 1118 NGFG RS11455 WP 003696286.1 TFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEII 339
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NTDB id 41610 CNE RS01865 WP 013955457.1 LVIDANTGQNALQQTRAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPVPVYFIGVGEKVEDLQPFKADEFADALLG 386
NTDB id 1118 NGFG RS11455 WP 003696286.1 VVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
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