
logo MFSFFKRKRKKPKVQVEPETPTAPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPASEVAGP
NTDB id 1064692 ACHMW6 RS04405 WP 395405886.1 MFSFFKKKPVVPETPA...........................................................PAVAP 21
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !!!!!**!* * ** ***********************************************************! !*

logo EAAPEPPRVESAKPETATVAETVAVGSDEAVGPQLVAQEFAEVEVATATATEREPEHKLQGSWAMASRLKAQGLASKSTRSADKMAKNSLASGVLVFGVGAGKQIDGEDLYEELEATAVL IL
NTDB id 1064692 ACHMW6 RS04405 WP 395405886.1 EAPPPV...PTATAEVASDAVGPLAFEVETAARPEKQSWMSRLKAGLSKTSA....NLSVLFVGAKIDEDLYEELEAALL 94
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEA.VATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLI 159
consensus !!***!**** ! !! *!!!** * **! ! !!! !! !* **** ! *! !* ! !!!!!!!! !*

logo

M
T
G
SDAMGI

M
D
EATEQYLLMDKADLVRGRKRVKSDLEKGKLKLDAGANAELVKRGQALKEALL IYDEL ILEKPLEQKPFLEVLGPERTHKEQPFLVI

MMI
L
A
SGI

VNGAGKTTSTIGKLAK
NTDB id 1064692 ACHMW6 RS04405 WP 395405886.1 MSDAGIDATQYLLDALRRKVKDEKLLDAAAVKQALKELLIELLEPLQKPFELGR.HQPLVMMISGVNGAGKTTTIGKLAK 173
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAK 239
consensus ! !**!! !!* *! *! ! !* ** !!!! ! *!* !! !! !* ** ! !*!* !*!!!!!!!*!!!!!!
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NTDB id 1064692 ACHMW6 RS04405 WP 395405886.1 HMQAHGQSVLLAAGDTFRAAAREQLMVWGQRNNVTVISQESGDPAAVSFDAVQSGKARGTDVVMIDTAGRLPTQLHLMEE 253
NTDB id 1118 NGFG RS11455 WP 003696286.1 YFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE 319
consensus * !!*! !!!!!!!!!!!!!!!!!! !! !!!!!!!!! *!!*!!!*!!!!! *!!!! !*!* !!!!!!!!!!!!!!!
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NTDB id 1064692 ACHMW6 RS04405 WP 395405886.1 LKKVKRVIGKGQEGAPHETLLVIDGNTGQNALAQVKAFDDALQLTGLIITKLDGTAKGGIIAAIARVRPVPVYFIGIGEK 333
NTDB id 1118 NGFG RS11455 WP 003696286.1 IKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEG 399
consensus *!!!!!!* !* *!!!!! **!*!*! !!!!* !!!!!!!!! !!!!!*!!!!!!!!!!!*!!*! !!!!! *!!*!!

logo IDEDLQRPFDAARAEFVDEALLAD
NTDB id 1064692 ACHMW6 RS04405 WP 395405886.1 IEDLQPFDAAEFVEALLA 351
NTDB id 1118 NGFG RS11455 WP 003696286.1 IDDLRPFDARAFVDALLD 417
consensus !*!! !!!! !!*!!!
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