
logo MFSFFKRKRKKPKPAQEPTPADLEPEPAPPQPVQSAEATAPAKPVAEASEVPVAAQIVGQANAIAAKEPDLVEPASLAESVKGPRAAEPSAVETVSGAVEQVKETVAEAMPSERR
NTDB id 254196 CR152 RS07930 WP 099874427.1 MFSFFKKKPPAP..DLPPPPPSAAPAPVAAVPAAIVQAAAAPDLPA.......PAAPAV................APSRR 55
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNI.KEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSE. 78
consensus !!!!!**!** *** !***** *!*! *! !! * *!** ********! *!!**************** !! *
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NTDB id 254196 CR152 RS07930 WP 099874427.1 YGTTSTFV..APAPLPAFGSELIPETAERLGNDADSKSSWMARLKAGLSKTSNN....LSLLFVGARIDEDLYEELEAAL 129
NTDB id 1118 NGFG RS11455 WP 003696286.1 AGEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVL 158
consensus ! !**!* *** ! ** ! ** **! ! !!!! !! !* ****! *! !* ! !!!!!!!! !
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NTDB id 254196 CR152 RS07930 WP 099874427.1 LMSDAGMDATDFLLTELRRKVKEDKLLDAAAVKAALKVLMTDMLRPLVKPLELG.RHEPLVMMIAGVNGAGKTTTIGKLA 208
NTDB id 1118 NGFG RS11455 WP 003696286.1 ITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLA 238
consensus * ! !!*!!**!* **! *! ! !* ***!!! * !***!! !!! !** *!! !*!*!!*!!!!!!!*!!!!!

logo KHYFMQAKQYEGKQSVLLAAGDTFRAAAREQLMQAVWGGQRNNVTVIASQETSTGDPSAAVACFDAVQASAGKARGKI
MDI

VVLMAVDTAGRLPTQLHLME
NTDB id 254196 CR152 RS07930 WP 099874427.1 KHMQKYEQSVLLAAGDTFRAAAREQLMVWGQRNNVTVIAQESGDPAAVAFDAVQSGKARKMDVVMVDTAGRLPTQLHLME 288
NTDB id 1118 NGFG RS11455 WP 003696286.1 KYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLME 318
consensus !* ! !!!!!!!!!!!!!!!!!! !! !!!!!!! ! *!!*!!!*!!!!! *!!! *!*!* !!!!!!!!!!!!!!
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NTDB id 254196 CR152 RS07930 WP 099874427.1 ELKKIKRVIGKGMDGAPHEVLLVIDGNTGQNALAQVKAFDDALQLTGLVITKLDGTAKGGVLAAIARTRPIPVYFIGVGE 368
NTDB id 1118 NGFG RS11455 WP 003696286.1 EIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGE 398
consensus !*!!*!!!* !***!!!!!***!*!*! !!!!* !!!!!!!!! !!!!**!!!!!!!!!!*!!!*! !!*!! *!!!!!
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NTDB id 254196 CR152 RS07930 WP 099874427.1 KIEDLQPFSADEFVEALLG 387
NTDB id 1118 NGFG RS11455 WP 003696286.1 GIDDLRPFDARAFVDALLD 417
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