
logo

MNKRHALFLTAVLGMATAQAQTAP IPVTSATTVVNTGGDPQLSKANVTFNI SQTGNALTATL IALAKSAGYE IV I EPSAA
NTDB id 303810 DVJ83 RS07445 WP 114671921.1 MNKRHALFLTAVLGMATAQAQTAPIPVTSATTVVNTGGDPQLSKANVTFNISQTGNALTATLIALAKSAGYEIVIEPSAA 80
NTDB id 1304 DR RS03995 WP 227086002.1 ................................................................................ 0
consensus ********************************************************************************

logo

AALVGTATPTQAAGGQLATYNFVNRPFNEVWPLLLDLYGLSYENIQVGNTGI LRVSVKP IQR IMALPESLDAVRVERQLK
NTDB id 303810 DVJ83 RS07445 WP 114671921.1 AALVGTATPTQAAGGQLATYNFVNRPFNEVWPLLLDLYGLSYENIQVGNTGILRVSVKPIQRIMALPESLDAVRVERQLK 160
NTDB id 1304 DR RS03995 WP 227086002.1 ................................................................................ 0
consensus ********************************************************************************

logo

LSFGTLKRVEATNTQGVNNDSSSTSNTVSSTKTIQEDI I LDSSTLKIVAETVSNS I IVRGTNQEVAQVVSLLNGI I SQAN
NTDB id 303810 DVJ83 RS07445 WP 114671921.1 LSFGTLKRVEATNTQGVNNDSSSTSNTVSSTKTIQEDIILDSSTLKIVAETVSNSIIVRGTNQEVAQVVSLLNGIISQAN 240
NTDB id 1304 DR RS03995 WP 227086002.1 ................................................................................ 0
consensus ********************************************************************************
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NTDB id 303810 DVJ83 RS07445 WP 114671921.1 TGAYIRQVYSLKGNWSTIESVLSGQFPDIRVTPAGR..QVILTGVASRIEAANALLNQIDQAPTITGPQTVQRVFQLTNA 318
NTDB id 1304 DR RS03995 WP 227086002.1 ....MQRIYTVRGQAADITALLAAQYPTLRVTPVGQTGQLVLNGAQAQLDTALALLEQVDRPAPVAESRTVQRVFQLVNA 76
consensus ***** *!***!* ! *! *!*! *!!!! ! **!**! ! ** ! !!! !*! **** * !!!!!!!! !!

logo SAEEVKATLEGTLARDLTATDSNSGNDAVLPNVPVTATDANGNTTVVSVPNALGKRTANQGTANQATQAQTQTQATQTAQAQATPAGNTQQA
NTDB id 303810 DVJ83 RS07445 WP 114671921.1 SAEEVKATLEGTLARDLTTDSSGDALPNVPVTATDANGNTTVVSVPNALGRTANQGTAQTQATQTQATQTQAAPAGTQQA 398
NTDB id 1304 DR RS03995 WP 227086002.1 SAEEVKATLEGTLARDLTADSNNDVLPNVPVTATDANGNTTVVSVPNALGKTANQGTANAQAQ......TAQTPANTQQA 150
consensus !!!!!!!!!!!!!!!!!! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!* !! ******! !! !!!!

logo TL IADKRTNSL IVRGTPEQVAQVAEL IVPQLDQVVPQINVQVR IQEVNERALQSLGLNWRATFGGFNVAVSTGGTGLAATFN
NTDB id 303810 DVJ83 RS07445 WP 114671921.1 TLIADKRTNSLIVRGTPEQVAQVAELIPQLDQVVPQINVQVRIQEVNERALQSLGLNWRATFGGFNVAVTGGTGLAATFN 478
NTDB id 1304 DR RS03995 WP 227086002.1 TLIADKRTNSLIVRGTPEQVAQVAELVPQLDQVVPQINVQVRIQEVNERALQSLGLNWRATFGGFNVAVSGGTGLAATFN 230
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!

logo PTQSFLGFNI FPTLTALETQGLTRRVYDGNVTMQSGQRSLSATGGAQNASSGSAAASVKSGGRLE INIPSAAGNIVRQIDY
NTDB id 303810 DVJ83 RS07445 WP 114671921.1 PTQSFLGFNIFPTLTALETQGLTRRVYDGNVTMQSGQRSLSATGGAQNASSSAAASVKSGGRLEINIPSAAGNIVRQIDY 558
NTDB id 1304 DR RS03995 WP 227086002.1 PTQSFLGFNIFPTLTALETQGLTRRVYDGNVTMQSGQRSLSATGGAQNASSGAAASVKSGGRLEINIPSAAGNIVRQIDY 310
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo GLNLDFFSPQVAPDGTITLR I
VRGQVNQPATAP ITADSLPNL IDFTNSEAQSTITFKRNGQTI

VLMSGLLGSTETNTNSRSSGVPFL
NTDB id 303810 DVJ83 RS07445 WP 114671921.1 GLNLDFFSPQVAPDGTITLRVRGQVNQPATPITADSLPNLIDFTNSEAQSTITFRNGQTVLMSGLLGSTETNSSSGVPFL 638
NTDB id 1304 DR RS03995 WP 227086002.1 GLNLDFFSPQVAPDGTITLRIRGQVNQPATAITADSLPNLIDFTNSEAQSTITFKNGQTILMSGLLGSTETTNRSGVPFL 390
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!! !!!!!!

logo SSLPGI
VGAAFGEKRSTEKTQSQLLVI ITGTVVK

NTDB id 303810 DVJ83 RS07445 WP 114671921.1 SSLPGIGAAFGEKRSEKTQSQLLVIITGTVVK 670
NTDB id 1304 DR RS03995 WP 227086002.1 SSLPGVGAAFGEKRTEKTQSQLLVIITGTVVK 422
consensus !!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!
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