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NTDB id 1139390 DQM69 RS03055 WP 002959464.1 MTDNRALIDEKYKWDLSSIFASDQDWEAQYQGLADAIEQAQDLSGHLAQSAQDLLRVTQTYLNLARCLEKVFVYASMKND 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKND 80
consensus !*!!! ***!!! !!!**!!!*! !!! ! * ! !!! !! !! ! !* ! !*!!!**!!!!!!!!

logo QDTTVAGLTYQELYAQAKASTNSLSYASKQLYSEQAFAFYFEPEFVLMALDGDEGKKFLAEFKLEQEQEPSEGLGLYDRHFYFEGQR I
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NTDB id 1139390 DQM69 RS03055 WP 002959464.1 QDTTVATYQELAAKATSLSAKYSQAFAFFEPEVLALGEGKFAEFLQEESELGLYRHFFGQIFSQQAHVLNQEKEELLAQA 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAA 160
consensus !!!!!* !!! !!!* ! ! !!!*!!!! *!! * ! !!! !* !!!! !*! * * !!! !! !!!!! !
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VLDNADI LSFPSWVLSDEGEQGDQEVVDELSTHGNF ITLMESKDRDRI
VRKQAGAYEAMYYGSTYEQQFQHTYAKQTLAQGTTVVKQVH

NTDB id 1139390 DQM69 RS03055 WP 002959464.1 QEVLEAGAETYEILDNADISFPSVLDEEGQEVDLSHGNFITLMESKDRRVRQAAYEAYYSTYQQFQHTYAKTLATTVKQH 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVH 240
consensus ** ** *!* *!!!!!! !! ! ! ! !*!*!!!!!!!!!!!!! *! *!!!! ! !! !!!!!!! !! !! !

logo NFYQSAKVRHYDNSARHQAALMAEANFHIPEGSVYDI
SLLESSTVHNKHYLPLLHRGRYLMDSLRKQEKI

VLGLDDELKMYDVYTPLSEKLTDEMTATLYTYEDEASKLGK
NTDB id 1139390 DQM69 RS03055 WP 002959464.1 NFSAKVRHYDSARQAAMEANHIPEGVYDILLSTVHKYLPLLRGYMSLRQEILGLDDLKMYDVYTPLSKLDMTYTYEDAKG 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 NYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLK 320
consensus !* !!!!!! !!!*!!* !!*!!! !!! !! *!*!*!!!!* !* !! *!!!!*!!!!!!!!!!! * !!!*

logo KAELEVLAS IVFGELDEYQSAKGRVEHAEAFLSTEQGRWIDVAHAPNKGKRSGAYSGGASYDTKNAF IMLLNWQDTLDNLFYTLVHEMTGHSLMHSTFTREQNT
NTDB id 1139390 DQM69 RS03055 WP 002959464.1 KALEVLSVFGLDYQARVEEALSQGWIDVAANKGKRSGAYSGGSYDTKAFILLNWQDTLDNLYTLVHEMGHSMHSTFTREN 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT 400
consensus !! !!! *!! *! !* ! * !!!!**!!!!!!!!!!!! !!! !!*!!!!!!!!!!!*!!!!! !!!*!!!!!!

logo QPYVYGDYPS I FLAE IASTTNENI LMTETLLKEAVKDDKETRFAI
LLNHYYLDGSFKGTVFRQTQFAEFEHQAIHEADAKSGQI

VLTASDQFY
NTDB id 1139390 DQM69 RS03055 WP 002959464.1 QPYVYGDYSIFLAEIASTTNENIMTETLLKEAKDDKERFALLNYYLDSFKGTVFRQTQFAEFEQAIHEADAKGQVLTSQY 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADF 480
consensus !!!!!!!!*!!!!!!!!!!!!!!*!!!!!!! !!!! !!!*!!*!!! !!!!!!!!!!!!!!!*!!!!!!! !!*!! *
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MNEKLYADLNEQAKYYGNLKPAKEDNPYEQIQFYEWAER IPHFYMYNFYYVYQYATGFAAASYLAEKIVHGNTEQAEDKAEARYLDTYLKAGSSADYPL

NTDB id 1139390 DQM69 RS03055 WP 002959464.1 LNELYADLNQAYYGLPKEDNPQIQYEWARIPHFYYNFYVYQYATGFAAASYLAEKIVHGNQADKARYLDYLKAGSSAYPL 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPL 560
consensus *! !!!!!! !! !* !!!* !!*!! !!!!!! !*!!!!!!!!!!!!!!!!!!!!!! !! !! !!!!!!! !!!



logo EVIAKKAGVDMTNQATDYLDEAGAFKQVFAEDKRLEVELEASLVEKKQGVHLRES
NTDB id 1139390 DQM69 RS03055 WP 002959464.1 EVIAKAGVDMTQADYLEGAFQVFAKRLEELESLVKQGVHRE 601
NTDB id 480 HSISS4 RS02090 WP 002890133.1 EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
consensus !!! !!!!!!!* !!!**!! !! !! !!! !! !!!
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