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NTDB id 982003 NST20 RS09595 WP 342399348.1 MLQSRTRWRVPETDPEAAATISQQLNVSPLVSKLLVNRGITDVEEARSFLFHEGAEYHDPFLLHDMEKAAARIREAIKRE 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !! !* !! ** *!** *** !!***!!! !!! !! ! !! !!** !***!!! ** ! !! !!* !!
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NTDB id 982003 NST20 RS09595 WP 342399348.1 EPVLVFGDYDADGVTSTVIMMAVLNDLGARAEFYIPDRFKEGYGPNEAAFRRAAEEGFQLIITVDTGIAAVHEAEVAREL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !*****!!!!!!!!!!! *!** !* ! ! *!!!!!!!!!!!!!!! !!! ! !! !!!!!!!!!!!!!!! !!*!!
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NTDB id 982003 NST20 RS09595 WP 342399348.1 GIPLIITDHHEPGPVLPEAFAIVHPKHPESTYPFRELSGAGVAFKVAHALYGKVPEQLEELAAIGTVADLVPLLDENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !***!!!!!!!!!! !!* !!!!!!*! *!!!!*!! ! !!!!!*!!!! ! *!* ! *!!!!!!*!!!!!!*!!!!!!
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NTDB id 982003 NST20 RS09595 WP 342399348.1 AANGIKRLRTTKRPGLAALCRCADIRQEEINEETIGFVLAPRLNAAGRLQHAAPAAELLMTENAEEAGMLAETIDGLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus ! !* !!! ! !*!! !*** ! !!!!*!! !!!!!!! !!* *! !! *!!!*! !! !! !! !!!!
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NTDB id 982003 NST20 RS09595 WP 342399348.1 RQKIVNEMTNEAIEMVEEEVEKGARVLVVGKEGWNAGVIGIAASRLTERFYRPAIVLSFDLETGLAKGSARSIDGFHMFN 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGL.DQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFE 399
consensus !!!*! !! !!!!!!! * *!!*! !!!*!!*!! !!*! *!!!!!!!!! ! ! !*!!!!!!!! !!**!
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NTDB id 982003 NST20 RS09595 WP 342399348.1 ELSKCRDILPHFGGHPMAAGMTLSLSDVDELRRRLNEQAA.ALPDEMFVPVTNISAEISIEEAGMEAIREMALLSPFGTA 479
NTDB id 354 BSU 27620 NP 390640.1 SLSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGML 479
consensus !! !!!!!!!!!!!!!!!!!!! !!**!! !!!! ! * !**! !*!! * * *!* *! ! !! *!!!!!
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NTDB id 982003 NST20 RS09595 WP 342399348.1 NPKPLLLLDGAYCPQIRAIGADGKHLKLALSKNGTTLDGVGFGLGNLAPHISPSACISVVGELSINEWNNIRKPQMMVKD 559
NTDB id 354 BSU 27620 NP 390640.1 NPKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKD 559
consensus !!!!**!** ! ** *! !!! !*!* * * !!*!!! ! ! **! ! *!!*!!!*!!!!!!! *!!!*!*!!
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NTDB id 982003 NST20 RS09595 WP 342399348.1 IKITNWQLFDFRGNRPLKQWVGHVPEDGQAFVVFQKETLRKLSLPDFSVRLVPVETMEEARAFDPANKNIVFLDLPPGPK 639
NTDB id 354 BSU 27620 NP 390640.1 AAVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLD 639
consensus ** !!!!! !! !* ! **! ! ! ! ** ! *! **** * * !*!!!* !! !!*!! *
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NTDB id 982003 NST20 RS09595 WP 342399348.1 MMAVLLEGGAPARIYAYFYHAGNHFFSTFPTREHFKWFYAFLAKRKTFNLKRHGDELAAYRGWSRNTIDFISQVFFELDF 719
NTDB id 354 BSU 27620 NP 390640.1 MLARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGF 719
consensus !*! !!!! !! !!! ! ** !! !!!! !*!!!!*!!!! !! ! *!*!! !!! **!!! !! !** !!!*! !
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LSLVKVASAGAKKQKRDLKTDESFQTYQAKKLQAQLQMYEQLMDEKQDKLLNYSSAFEHELKEMWFLDNKQLMI

MKPQADSVEQAYEYEESTARKRTWI
NTDB id 982003 NST20 RS09595 WP 342399348.1 VTIKDGFISLKAAKQKRDLKESFTYQKKLAQYQMEKDLLYSSFHELKMWFDQMIKPAVQYEEETAKWI 787
NTDB id 354 BSU 27620 NP 390640.1 VKIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT. 786
consensus ! ! ! *!* * !!!! *! !!! ! ** ! !!! *!!! ! **!* ! ! * *
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