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NTDB id 361885 FAZ95 RS02355 WP 137330974.1 MFSFFKRFKGSKAPETAQDESLAT...QEADAEQAE........AP.ASPSSR..SE...............FEPP...G 48
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !!!!!*! ! ! !*** ! * ! ******** ** !* !**! *************** !*!***!
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NTDB id 361885 FAZ95 RS02355 WP 137330974.1 EPSDELYAEPETQAEAAVESVE.IVPPPAPEPAAKKSWLDRLKSGLSKT....SAGLTGIFVGAKIDDDLYEELETALLM 123
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
consensus !* * * *! !! ! ! ** ***!* * *! ! !!! !! !***** ! !*! !* ! *!!!!!!!! !*
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NTDB id 361885 FAZ95 RS02355 WP 137330974.1 SDAGVEATTYLLETLREKVRAERLTDPMQVKAALRSLLVSLLKPLEKSLMLGR.AQPLVMMIAGVNGAGKTTSIGKLAKH 202
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
consensus ! !*!!! !!* *! *! ! !* ***!!* ! !*!!!!!*!*!* * ! !*!*!!*!!!!!!!!!!!!!!*
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NTDB id 361885 FAZ95 RS02355 WP 137330974.1 LQRFDQSVLLAAGDTFRAAAREQLAIWGQRNNVTVVAQESGDPAAVIFDAVSAARARKIDVLMADTAGRLPTQLHLMEEL 282
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
consensus ! !!!!!!!!!!!!!!!!!! !! !!!!!!* ! *!!*!!!*!!!! !!*!! !!***!!!!!!!!!!!!!!!!*
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NTDB id 361885 FAZ95 RS02355 WP 137330974.1 RKVKRVIGKALDGAPHEVLLVIDANTGQNALAQVKAFDDALTLTGLIVTKLDGTAKGGILAAIARQRPVPVYFIGVGEKV 362
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
consensus *!!!!!* !!**!!!!!***!*!!! !!!!* !!!!!!!!! !!!!!!!!!!!!!!!!!!!!*! !!!!! *!!!!! *
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NTDB id 361885 FAZ95 RS02355 WP 137330974.1 EDLQPFNAEEFADALLG 379
NTDB id 1118 NGFG RS11455 WP 003696286.1 DDLRPFDARAFVDALLD 417
consensus *!! !! ! ! !!!!
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