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NTDB id 268798 BV11031 RS01505 WP 010329907.1 MKNFKRNFSIVLILFSFLYFAYIVYFTQNGILVGTYVSETANHELKVEKLTKSTYGKYMGLKEGDLILEISGKKPTNENI 80
NTDB id 91 BSU 31690 NP 391047.2 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKPSDKHL 80
consensus !!! * !*! *!* ! !! ! ! * !!!**!! ** * *! ** !*!! **!!* !!*!! ! !!* **
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NTDB id 268798 BV11031 RS01505 WP 010329907.1 KRNYLAKAEHLKVKRDNHEIQLHNMEYISLNNSYSFFIYIIPCIFFALSLLCAFYIYRVNRVKNTYSAYILINFLLFISI 160
NTDB id 91 BSU 31690 NP 391047.2 KWGYLSHINSLDILRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLSIICIFYILKVNKKRRSFAAYILILLLLDISI 160
consensus ! !! * *! * ! * !*!* * **!! *!!!!****!* !* !!**! !!! *!!* * ** !!!!! !! !!!
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NTDB id 268798 BV11031 RS01505 WP 010329907.1 AYLSAGGVTRGYEVNRYINLFTFLNVPVLYLHFLYQYFKELRIKFSSRYIVNMLYMLPIINVLLVFTQKYLPSGIMTNIS 240
NTDB id 91 BSU 31690 NP 391047.2 AYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKTFLNR..ISFLYIIPIFNLGIEFFQDYLQVDIDF.LA 237
consensus !!*!!!!* !!* *!!!!!!!!!* !*!!!*!* ! !* ! !*** !!**!! !* * ! ! !!* ! **
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NTDB id 268798 BV11031 RS01505 WP 010329907.1 NINLVTFLVEISVVYFCIIY.YGIIYRKRDHYYLLKVLLISNTVAFFPFTVLYIMPEVLFGQYIYSAIVTAPFLIIIPLA 319
NTDB id 91 BSU 31690 NP 391047.2 TLNLVSFATLT.LFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFG 316
consensus *!!!*! ** !* !!** !* *! **!!*!***!!* ! !! * ***! * !*!!**!* *!* !**!! *
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NTDB id 268798 BV11031 RS01505 WP 010329907.1 LVYQFVVNKIYDIDFILGRIRYYSLLSIIPTIGIVWLSIIFDSKRADFNIILITLCTFIIFLSVFYIKELLDYKFRLKRF 399
NTDB id 91 BSU 31690 NP 391047.2 LVYQFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRF 396
consensus !!!!!! !!**!!*!!!!!*!!! !! *!!!* !! **!! !** !** !** !!! !!**!*!!!!!!!
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NTDB id 268798 BV11031 RS01505 WP 010329907.1 SEKYNYQDSIFKYTQLIKGVSALDQVFKNLKTTILEVLPVSKAYIFEVGADREIIYFDKQSVEPNWRLYKTEFEKVTKET 479
NTDB id 91 BSU 31690 NP 391047.2 SEKFNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEVGPDWNFYQEEFENVTSEI 476
consensus !!!*!!!!!!!!!!!!**!!* ! !!!! !! !!!*!!*!!!!! !!! *!* *!* !!* ! ! ! ! !!! !! !
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NTDB id 268798 BV11031 RS01505 WP 010329907.1 GKIIEVNQGFLIKVGEKGTSSYVLLCLSSINTPRLTRDEISWLKTLSFYTSVSMENVVQIEELMDHLQALKREDANPVWL 559
NTDB id 91 BSU 31690 NP 391047.2 GKIIEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWL 556
consensus !!!!!!!!!!!*!!!!*! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!*!! !! ! !!*!!



logo KKLMF
Y
A
TI EEKQRSEGLARDLHDSVLQDL I SLKRQCELFLAGDFKKDDNPCQREEVQDKLVQMNEQMSDVI SMTRETCHELRPQ

NTDB id 268798 BV11031 RS01505 WP 010329907.1 KKLMYTIEEKQRSELARDLHDSVLQDLISLKRQCELFLADFKKDDNPCQEEVQDKLVQMNEQMSDVISMTRETCHELRPQ 639
NTDB id 91 BSU 31690 NP 391047.2 KKLMFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQ 636
consensus !!!!* !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LLYDLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYR I IQEFLSNAVKHSQATDVL IML I S IQNKIVLHY
NTDB id 268798 BV11031 RS01505 WP 010329907.1 LLYDLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHY 719
NTDB id 91 BSU 31690 NP 391047.2 LLYDLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHY 716
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EDDNGVGFDQEKHNHTEHSMSMGLSGIKERVRALDGRLR I ETCSEGKGFKADI E I EL
NTDB id 268798 BV11031 RS01505 WP 010329907.1 EDNGVGFDQEKHHEHSMSMGLSGIKERVRALDGRLRIETCEGKGFKADIEIEL 772
NTDB id 91 BSU 31690 NP 391047.2 EDDGVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
consensus !! !!!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!
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