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VVAGDNIKSEDVESLAESVKGRAEPASADVEPATVSGAVEPAQVKETVAEVMVPAS
NTDB id 160894 CPter91 RS03115 WP 061936802.1 MFSFFKKKPKPEVAPLPAAELPQVETIETAPVEATPAVVADIS..............PADVPAV...VPA......VVPA 57
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEV...AQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPS 77
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NTDB id 160894 CPter91 RS03115 WP 061936802.1 ALAS.......EPPAV..VAAEAENE.IVSAPVAAEQKRSWLSRLKSGLSKTST....NLSTLFVGAKIDDDLYEELESA 123
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAGEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETV 157
consensus * ******* **!!** *!! * * !*! ! !!! !! !* **** ! *! !* ! *!!!!!!!*

logo L ILTVGSDAMGMVDEATEHFYLLMKNADLVKRGKKRVKSELEKGKLKTDEAGNSEQLVKRAGALKRESALL IYDL ILKTPLEQKPLVLDPEQTHKEQPFLVIMI
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NTDB id 160894 CPter91 RS03115 WP 061936802.1 LLVSDAGVDATHFLLNALKKKVKEEKLTEASQVKAALRSLLIDLLTPLQKPLVLDQ.HQPLVIMIAGVNGAGKTTTIGKL 202
NTDB id 1118 NGFG RS11455 WP 003696286.1 LITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKL 237
consensus !* ! !**!!**!* ** *! ! ** ***!!* ! !!* !! !!!!!* ** ! !!!*!!*!!!!!!!*!!!!
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NTDB id 160894 CPter91 RS03115 WP 061936802.1 AKHLQAHKQSVLLAAGDTFRAAAREQLTIWGERNNVTVISQESGDPAAVAFDAVHSAQARGTNVVMVDTAGRLPTQLHLM 282
NTDB id 1118 NGFG RS11455 WP 003696286.1 AKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLM 317
consensus !!* !!* !!!!!!!!!!!!!!!!!! !! !!!!!!!!! *!!*!!!*!!!!* ! !!! *!* !!!!!!!!!!!!!
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NTDB id 160894 CPter91 RS03115 WP 061936802.1 DELKKIKRVIGKGMATAPHEILLVIDGNTGQNALAQVKAFDDALGLTGLVITKLDGTAKGGVLAAIATTRAIPVYFIGVG 362
NTDB id 1118 NGFG RS11455 WP 003696286.1 EEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVG 397
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logo EGQIDEDLQRPFDNAARADFVDALLDS
NTDB id 160894 CPter91 RS03115 WP 061936802.1 EQIEDLQPFNAADFVDALLS 382
NTDB id 1118 NGFG RS11455 WP 003696286.1 EGIDDLRPFDARAFVDALLD 417
consensus ! !*!! !! ! !!!!!!
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