
logo MLASKMTRWENIQQRPVDNEQDQKQVKQMS ILATEQAQLHITPLVASLLVKSRGFYDHTAVEASARLSFFLEHRTKDAQDSFHYDSPFELLMKNDGMEKEKAAVDER I EKKQAI STNQDQ
NTDB id 233724 CA592 RS14715 WP 004889282.1 MLASKTRWNIQQVNEQQVQMIAQALHITPLVASLLVSRGYHTVEAARSFFERK.QSFHSPFLLNDMEKAVERIEKAITND 79
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !!!!! !! !! * ! * !!!!!!!!!!!! !!**! ! !! ! * !* !* !! * ! ! *!! !!**
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NTDB id 233724 CA592 RS14715 WP 004889282.1 EHILIFGDYDADGVSSTVVMVSALREKGANVSFYIPNRFTEGYGPNEQAFRLAKQQGVSLIITVDTGISALHEANVAKQL 159
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !*!*!*!!!!!!!!*!! !!** ! !*! !!!! !! !!!!!!!!!!! ! ! !!!!!!!!!! !*!!! !!! !
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NTDB id 233724 CA592 RS14715 WP 004889282.1 GIDLIITDHHEPGPVLPEAYATIHPKIS.PNYPFKHLAGVGVAFKLAHALIGRVPYEWLDVVAIGTIADLVPLQDENHLL 238
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !*!*!!!!!!!!!! !!* ! *!!! ** !!!!*!!!!!!!!!!!!!!*! *! ! !!* !!!!!!!!!!!*!!!*!*
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NTDB id 233724 CA592 RS14715 WP 004889282.1 ARLGIEQFRQTNRPGLQALCKQCGVSHTAVTEDTIAFMIGPRVNAAGRLDCADPAVQLLLTTDAHEADMLAEQIDAMNRE 318
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus ! !!*! ! !!!*!! !*! *! * !*!**! **!!*!! !!***!!!!!*!!** ! *!!* !! !! *!*!
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NTDB id 233724 CA592 RS14715 WP 004889282.1 RQQLVNEITEEAIQLVEQHYRDDRVLVVAKEGWNVGVIGIVASRLVEKFYRPTIVLSIDQEKGIAKGSARSIEGFDLFAN 398
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
consensus !! *! *!*!!! *!!!* ! *!!!! !!!*!!*!!!!!*!!**!!!! !!! !! !!!!!!!!!!!! !! !!
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NTDB id 233724 CA592 RS14715 WP 004889282.1 LSNCRDILPHFGGHPMAAGMTLSFHDVDELRRRLNEAAEQQLTDEHFIPITHIDLCCSIPDVSLELIEQMNRLAPFGMGN 478
NTDB id 354 BSU 27620 NP 390640.1 LSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLN 480
consensus !! !!!!!!!!!!!!!!!!!!! *!!**!! !!!! !** !!*!*!!!* **!!*! **!***! ! !! ! !!!! !
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NTDB id 233724 CA592 RS14715 WP 004889282.1 PKPRVLFQHVQLDTLRKIGTDQNHLKLLLTEDGKTLEAIGFGFGNIGDEIAPDVHLSVVGELAINEWNNFRKPQLMIQDI 558
NTDB id 354 BSU 27620 NP 390640.1 PKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDA 560
consensus !!!*!! * !* *!!!! !*!* * * !***!! ! * * ! ! **!*!!!* !!!!!! *!!!!!! !
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NTDB id 233724 CA592 RS14715 WP 004889282.1 AVNEWQLFDMRHIRHPSKFMASLPKEKRLLIAFHRDTVDALQLSAYADEIVY.VSNEQEAIIDVSGKYIVFLDLPPSQQI 637
NTDB id 354 BSU 27620 NP 390640.1 AVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDM 640
consensus !! !!!!!!*!* !** * !! !! ** !* !* !! !** * ! *! !* ! !!! !!*!!! *
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NTDB id 233724 CA592 RS14715 WP 004889282.1 VKVLLSCSLPERIYALFYQRENHFFSVLPTREHFKWLYSFLHKRSPFDVRRYADDLARSRGWTKETILFMIQVFKELGFI 717
NTDB id 354 BSU 27620 NP 390640.1 LARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFV 720
consensus * !! * !!!!! *! **! !! ! ! !*!!!! ! !!*!! *!!!**** *!!***!!* !!! !! !! *!!!*
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NTDB id 233724 CA592 RS14715 WP 004889282.1 TVENGIVSLVCDVQKRDLTESPSYRLKQAQAELEHMFLYSSYSQLKRWFDSLYEEENVNGFKTIRHDCS 786
NTDB id 354 BSU 27620 NP 390640.1 KIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEA.YESTRRT.. 786
consensus *!!!**!*!* !!!!!*!**! !! !!** !!! !! ! ! * ** * !* **
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