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NTDB id 1074662 ACCH06 RS06285 WP 309484970.1 MFSAVTSSGKTVYLMKERYAATEASELRKTKFFCPVCREQLDVKLGSLKAPHFAHKQNKACTIEFEPESAYHLEGKKQLY 80
NTDB id 123 BSU 11530 NP 389035.1 ..............MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLY 66
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LAPDLVFLQYKRTEQGFLKQAEGAI EIPLQWI IMGGYNSRLKRTASRSHSFFYQ
NTDB id 1074662 ACCH06 RS06285 WP 309484970.1 SWLKAKGCSPILEPYVKSIQQRPDIMANVQGDMLAFEFQCANLAPDLLYKRTQGLKQAGAEPLWIIGGNRLKRTSRHFFQ 160
NTDB id 123 BSU 11530 NP 389035.1 VWLKTQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQ 146
consensus !!! *!!!!!!!***!*!!!!*!! * *!!! !*!!! *!!!* !!! ! !! ! ! !!*! !!!!! *!*!
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NTDB id 1074662 ACCH06 RS06285 WP 309484970.1 LSAFHWQFMKENPRQFLLFYCPEARSFYKLHHITPFYANYACASLEAIPLTKANVKDMWFSASAPSFQPAAWQNAITRFR 240
NTDB id 123 BSU 11530 NP 389035.1 LSTFHWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFR 226
consensus !! !!!!!* ! !**!!!! !!! *!*!! !!! !* * !* !!***! !**!* * !! !* *! !!*!!!

logo HKPHPRFLNSKEATNHRLRLLFYEKRQTPFLPSFLPPTEVFAVP I
V
P
R
K
LGAVFKLSPVF IVWQGFHLYLFYMTDLAGEGKRAMPS IRFSAVFLQRFQCKLMHQ

NTDB id 1074662 ACCH06 RS06285 WP 309484970.1 HKPPRFLSKEANHLRLLFYEKRQTPLPFLPPEVFAPIPLGAVFLSPVFIWQGHLYLYMTDLAEKRMSIRFSAVFRFCKMQ 320
NTDB id 123 BSU 11530 NP 389035.1 HKPHRFNSKETNRLRLLFYEKRQTPFSFLPTEVFVPVRKGAVFKSPVFVWQGFLYLFMTDLGGKRAPIRFSAVLQQCKLH 306
consensus !!! !! !!! !*!!!!!!!!!!!! *!!!*!!! !** !!!! !!!!*!!!*!!!*!!!!* !! *!!!!!! !!**

logo IHQKNKNRIAHLRSYECYSEEQCLLRSEALVKQYIDNFLCGKKEGFLMREGTEQKEVYMVLVKNQYPAVGHDGCIHRSTLMEQDGLVI
MERDQRSTCFGI E

NTDB id 1074662 ACCH06 RS06285 WP 309484970.1 IQKKRIHLRYEYSEQLLREALKQYINFLCGKEFLMEGEKEVYMVKYPVHDCRTLEGVMERDQTCFGE 387
NTDB id 123 BSU 11530 NP 389035.1 IHNKNIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !* ! !*!! !*!! *! !!*!!!! !!! ! !! ! !!!!** ! * **** **!!! *!! !
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