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NTDB id 231279 S101359 RS06130 WP 088116929.1 MFSAVTSEGKTVYLMKERYAATEASELRKTKFFCPVCREQLDVKLGSLKAPHFAHKQNKACTIEFEPESAYHLEGKKQLY 80
NTDB id 123 BSU 11530 NP 389035.1 ..............MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLY 66
consensus **************! * *! !** *!!!!!! ! !!!! !!!!!!!!!!! ! !* !!!!!!!!!!!*!!!
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LAPDLVFLQYKRTEQGFLKQEVGAI EIPLQWI IMGGYNSRLKRTASRSHSFFYQ
NTDB id 231279 S101359 RS06130 WP 088116929.1 SWLKAKGCSPVLEPYVKSIQQRPDIMANVQGDMLAFEFQCANLAPDLLYKRTQGLKQVGAEPLWIIGGNRLKRTSRHFFQ 160
NTDB id 123 BSU 11530 NP 389035.1 VWLKTQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQ 146
consensus !!! *!!*!!!!***!*!!!!*!! * *!!! !*!!! *!!!* !!! ! !! ! ! !!*! !!!!! *!*!
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NTDB id 231279 S101359 RS06130 WP 088116929.1 LSAFHWQFMKDNPRQFLLFYCPEARSFYKLHHITPFYANYACASLEAIPLTKANVKDIWFSASAPSFQLAAWQNAITRFR 240
NTDB id 123 BSU 11530 NP 389035.1 LSTFHWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFR 226
consensus !! !!!!!* ! !**!!!! !!! *!*!! !!! !* * !* !!***! !**!* * !! ! *! !!*!!!
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NTDB id 231279 S101359 RS06130 WP 088116929.1 HKPPRFLSKEANHLRLLFYEKRQTPLPFLPPEVFAPIPLGAVFLSPVFIWQGHLYLYMTDLAEKRMSIRFSAVFRFCKMQ 320
NTDB id 123 BSU 11530 NP 389035.1 HKPHRFNSKETNRLRLLFYEKRQTPFSFLPTEVFVPVRKGAVFKSPVFVWQGFLYLFMTDLGGKRAPIRFSAVLQQCKLH 306
consensus !!! !! !!! !*!!!!!!!!!!!! *!!!*!!! !** !!!! !!!!*!!!*!!!*!!!!* !! *!!!!!! !!**

logo IHQKNKNRIAHLRSYECYSEEQCLLRSEALVKQYIDNFLCGKKEGFL IREGTEQKEVYMVLVKNQYPAVGHDGCIHRSTLMEQDGLVI
MERDQRSTCFGI E

NTDB id 231279 S101359 RS06130 WP 088116929.1 IQKKRIHLRYEYSEQLLREALKQYINFLCGKEFLIEGEKEVYMVKYPVHDCRTLEGVMERDQTCFGE 387
NTDB id 123 BSU 11530 NP 389035.1 IHNKNIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !* ! !*!! !*!! *! !!*!!!! !!! ! !! ! !!!!** ! * **** **!!! *!! !
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