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NTDB id 1034655 AB6911 RS06250 WP 003327575.1 MFSAVTSEGKTVYLMKERYAATEASELRKTKFFCPVCREQLDVKLGSLKAPHFAHKQNKACTIEFEPESAYHLEGKKQLY 80
NTDB id 123 BSU 11530 NP 389035.1 ..............MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLY 66
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LAPDLVFLQYKRTEQGFLKQAEGAI EIPLQWI IMGGYNSRLKRTASRSHSFFYQ
NTDB id 1034655 AB6911 RS06250 WP 003327575.1 SWLKAKGCSPVLEPYVKSIQQRPDIIANVQGGMLAFEFQCANLAPDLLYKRTQGLKQAGAEPLWIIGGNRLKRTSRHFFQ 160
NTDB id 123 BSU 11530 NP 389035.1 VWLKTQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQ 146
consensus !!! *!!*!!!!***!*!!!!**! * *!!! !*!!! *!!!* !!! ! !! ! ! !!*! !!!!! *!*!

logo LSATFHWQF IMKNAENSPRYQREFL ILCFYCPEARRSFLYKRLHSHI ITPFYATNHYASCYASSLVEQATIP I
L
H
T
K
RAGNAVGKDLMF

WFSTAEPSAKPSFIQPYASAGWQTKSAIHTRFR
NTDB id 1034655 AB6911 RS06250 WP 003327575.1 LSAFHWQFMKENPRQFLLFYCPEARSFYKLHHITPFYANYACASLEAIPLTKANVKDMWFSASAPSFQPAAWQSAITRFR 240
NTDB id 123 BSU 11530 NP 389035.1 LSTFHWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFR 226
consensus !! !!!!!* ! !**!!!! !!! *!*!! !!! !* * !* !!***! !**!* * !! !* *! !!*!!!
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NTDB id 1034655 AB6911 RS06250 WP 003327575.1 HKPPRFLSKEANHLRLLFYEKRQTPLPFLPPEVFAPIPLGAVFLSPVFIWQGHLYLYMTDLAEKRMSIRFSAVFRFCKMQ 320
NTDB id 123 BSU 11530 NP 389035.1 HKPHRFNSKETNRLRLLFYEKRQTPFSFLPTEVFVPVRKGAVFKSPVFVWQGFLYLFMTDLGGKRAPIRFSAVLQQCKLH 306
consensus !!! !! !!! !*!!!!!!!!!!!! *!!!*!!! !** !!!! !!!!*!!!*!!!*!!!!* !! *!!!!!! !!**
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NTDB id 1034655 AB6911 RS06250 WP 003327575.1 IQKKRIHLRYEYSEQLLREALKQYINFLCGKEFLIEGEKEVYMVKYPVHDCRTLEGVMERDQTCFGE 387
NTDB id 123 BSU 11530 NP 389035.1 IHNKNIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !* ! !*!! !*!! *! !!*!!!! !!! ! !! ! !!!!** ! * **** **!!! *!! !
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