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NTDB id 90773 TM2 RS12330 WP 236809981.1 MLLSKMRWEYEHPSEEKVKSLSENLNISALTASLLVQRGLEEVEEARSFLFDQKAEFHDPFLLKGMKVAVERINKAIEEQESIVI 85
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQEKIMI 85
consensus !! !!!!!! *! *!!!!!*!*!*!**! !!!!! !! * ! !! !!* !*!*!!! *!!!! ! *!! !! !! !*!
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NTDB id 90773 TM2 RS12330 WP 236809981.1 FGDYDADGVTSTSVLLHTLKERSAKVDFYIPDRFKEGYGPNEQAFRYIKEQGASLVITVDTGIAAVNEARIAKEIGLDLIITDHH 170
NTDB id 354 BSU 27620 NP 390640.1 YGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKELGLDVIITDHH 170
consensus *!!!!!!!!!!!!!*!!!! !! !!!!!!!!!!!!!!!!!!!!! !!! ! !!*!!!!!!!!!!*!!**!!!*!!!*!!!!!!

logo EPGSEPELPDEAVLRAIVHPKQPGCETYPFKELAGVGVAFKLVAHALLGEKLPDVELLDLAAIGTIADLVPLHDENRLWIAKTKLGLELQRLRQRSTNRRLPG
NTDB id 90773 TM2 RS12330 WP 236809981.1 EPSEELPEALAIVHPKQPGCEYPFKELAGVGVAFKVAHALLGKLPVELLDLAAIGTIADLVPLHDENRWIAKKGLLQLRQSRRPG 255
NTDB id 354 BSU 27620 NP 390640.1 EPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLIATLGLERLRRTNRLG 255
consensus !! *!!!* !!!!!!!!!! !!!!!!!!!!!!!!*!!!!!! !! !!!!!!!!!!!!!!!!!!!!!! !! !! !! * !*!
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NTDB id 90773 TM2 RS12330 WP 236809981.1 LKALLKEAGATLEEANEETVGFQIAPRLNAVGRIEQADPAVHLLMTEDMDEAEELARFVQELNKERQKIVSTITEEAIQMVEETG 340
NTDB id 354 BSU 27620 NP 390640.1 LKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKERQKMVSKMTDEAIEMVEQQG 340
consensus !! !*! !* * !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!*!! !!!!!! * !!!!!!!*!! *!*!!! !!! !
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MAKGSARS IPRGFDNLFEFHSLSEKCRDI LPHFGGHPMAAGMTLKQADE
NTDB id 90773 TM2 RS12330 WP 236809981.1 ADQSAIVVAKAGWNPGVVGIVASKLTDTFSRPAIVLGIDEETQMAKGSARSIPGFDLFFHLSKCRDILPHFGGHPMAAGMTLQAD 425
NTDB id 354 BSU 27620 NP 390640.1 LDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFESLSECRDILPHFGGHPMAAGMTLKAE 425
consensus !!*!!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!!! *!!!!!!!!*!! !! *!! !!!!!!!!!!!!!!!!!!! !*
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NTDB id 90773 TM2 RS12330 WP 236809981.1 DVPLLRERLNQYANETLTEEDFIPIQRVDAVCKVDEMTVQAIEEVGLLSPFGMQNPKPFIMIEDAQLEDIRTIGANQNHIKMSLK 510
NTDB id 354 BSU 27620 NP 390640.1 DVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLNPKPHVLVENAVLEDVRKIGANKTHVKMTIR 510
consensus !!! !! !!! ! !!!!!!!!!*! !! !! !***!! ! !* *!!!!!! !!!!****! ! !!!*! !!!! !*!!***
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NTDB id 90773 TM2 RS12330 WP 236809981.1 DEDKLLDCVGFHQGKLKEELVPGSQISVVGEVSINEWNNRKKPQLMLKDARVDEWQLFDLRGKKDWEKKVSTLDTAKTMVFCFDE 595
NTDB id 354 BSU 27620 NP 390640.1 NESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDAAVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKE 595
consensus ! !!!!!!* ! ! ! *!!!! !!*!!!*!!!!!!!!!!!!!!*!!! ! !!!!!!!!!!* !! !! !**!! * *! !
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VFLQNRHKEDHFLMSSTFPASRDHQFKWFYYAGF
NTDB id 90773 TM2 RS12330 WP 236809981.1 ETKRQSE..LVDIPIHLI.DAENVSTFDVQEKYVIFADVPADEHLLKLLLENQQPARIYTVFQRKEDHFMSSFPSRDQFKWFYGF 677
NTDB id 354 BSU 27620 NP 390640.1 DSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDMLARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAF 680
consensus ** ** * **!*!* ** !!* !** !*!* **! !!! ! !!! *! *!!!!*!*!! !!*!!!*!*!

logo LFLKRGASFDP I
VKEKHQGMSELAKHKRGWSTKVDETI INFMTKVFFDELGFVKI ENGVLS IVVRSDGAKPKKRDLTADSQSSTYQTAKQQRLMELDQKTLNTYSSAEKEL

NTDB id 90773 TM2 RS12330 WP 236809981.1 LFKRGSFPIKEQGMELAKHRGWTKDTIIFMTKVFFELGFVKIENGVLSIVRDAPKKDLTASSSYTAKQRLMELDQTLTYSSAKEL 762
NTDB id 354 BSU 27620 NP 390640.1 LLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFVKIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEEL 765
consensus ! !!! !**! *! !!!!!*!!* *!! !!!!!!!*!!!!!!!!!!!!*! !*!*!!! ! *! !!! !!!!!! ! !!!! !!

logo KEWLNKSLMMKSEQDVSEPAVLYESTRRT
NTDB id 90773 TM2 RS12330 WP 236809981.1 KEWLNSMMSEVSPVL...... 777
NTDB id 354 BSU 27620 NP 390640.1 KEWLNKLMKQDSEAYESTRRT 786
consensus !!!!! *! !* ******
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