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NTDB id 237592 A8H28 RS22110 WP 036049127.1 MFSFFKRLIGSKADGAPTDDQDAPTD............RQDDAEAPA....TEAPRPVERVAAPT.....PAPAVPVEPA 59
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !!!!!*! ** * * ************ *! ! *!**** !* *!! ! ** ****** * *! !**
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NTDB id 237592 A8H28 RS22110 WP 036049127.1 APAQVAPALPAAAHEDEAQAVTAVEIVPPPAPEPAAKKSWIARLRSGLSKTS....SSLTSVFVSTKIDEDLYEELETAL 135
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVG..QVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVL 158
consensus *! * * ! *! * !! ** * ***!* * *! ! !!!* !! !* **** !! !! ! !!!!!!!!! !
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NTDB id 237592 A8H28 RS22110 WP 036049127.1 LMSDAGVDATEYLLGALREKVKAERLTDPQQVKAALRGLLIALLAPLEKSLMLG.RAQPLVMMIAGVNGAGKTTSIGKLA 214
NTDB id 1118 NGFG RS11455 WP 003696286.1 ITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLA 238
consensus * ! !**!!!!!* *! *! ! !** ***!!* ! !* !!!!*!*!** ! !*!*!!*!!!!!!!!!!!!!

logo KHYFLQASFQDGKQSVLLAAGDTFRAAAREQLAQAIWGEGRNNVTVI
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VVLMADTAGRLPTQLHLME
NTDB id 237592 A8H28 RS22110 WP 036049127.1 KHLQSFDQSVLLAAGDTFRAAAREQLAIWGERNNVTVVQQESGDPAAVIFDAVGAARARKINVVMADTAGRLPTQLHLME 294
NTDB id 1118 NGFG RS11455 WP 003696286.1 KYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLME 318
consensus !* ! !!!!!!!!!!!!!!!!!! !! !!!!!!* ! *!!*!!!*!!!! !!*!! ! *!*!!!!!!!!!!!!!!!
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NTDB id 237592 A8H28 RS22110 WP 036049127.1 ELRKVKRVIGKAQADAPHEVLLVIDANTGQNALAQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPVPVYFIGVGE 374
NTDB id 1118 NGFG RS11455 WP 003696286.1 EIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGE 398
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NTDB id 237592 A8H28 RS22110 WP 036049127.1 KVEDLQPFNAEEFTDALLG 393
NTDB id 1118 NGFG RS11455 WP 003696286.1 GIDDLRPFDARAFVDALLD 417
consensus **!! !! ! ! !!!!
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