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NTDB id 91469 L6430 RS13430 WP 035338963.1 MVYRLVAIFFILLALSGCGQSPLKGKIEKVGLLVPDTINDQVWGTKGYKGLLRIQSVYNVDVYYKEGIDNDAAIKMAVEDFHKKG 85
NTDB id 94 BSU 11300 NP 389012.2 MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIEDFHKRG 85
consensus !* !!! !! *!! !!!!!!*! !!!!!!!!*! !!!!!! !!!!!!!!!!! !!! !!!!!!!!!!* * ! !*!!!!!*!
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VGVI
LASTFYKTWQPEVDEGF ISEKGA

NTDB id 91469 L6430 RS13430 WP 035338963.1 VNLIYGHGSEYEKAFNEICKDYPDIHFVLMNSKADHQNVTSISLEGEAMGFFGGMTAAHQSKTKKIGVLATYKWQPEVEGFSEGA 170
NTDB id 94 BSU 11300 NP 389012.2 VNLLYGHGSEYAEVFNLVGEDYPDMEFVISNAKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFTWQPEVDGFIKGA 170
consensus !!!*!!!!!!! !! ** !!!!**!!* ! !! * !!!!** !!!!!!!!!!!!!! !!! *!!*!** !!!!!*!! !!

logo KYELDNPDI EVMNTEKYTVDGHQWDDDSETNTAVKLYEQKMKKNAEGADVVYPAGDGYNVPVI EQQIKKDGLYAIGYVSTDQSDELGENTVVLTSTMVQHNVDDK
NTDB id 91469 L6430 RS13430 WP 035338963.1 KYLDPDIEVMTEYVGQWDDSENAVKLYEKMKKAGADVVYPAGDGYNVPVIEQIKKDGLYAIGYVSDQSELGENVVLTSTMQHVDD 255
NTDB id 94 BSU 11300 NP 389012.2 KYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDLGENTVLTSTVQNVDK 255
consensus !! !!!!! ! ! *!!! !!!!! !!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!*!!!*!!!! !!!!!*!*!!
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NTDB id 91469 L6430 RS13430 WP 035338963.1 AYELTADEFNKGTLKGGKRSFDIQDGVIEMGEFSPVVDQSFQEKMNRLIDEYKKTNKLPNEH 317
NTDB id 94 BSU 11300 NP 389012.2 AYEIIAEQFNKGTLEGGDHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
consensus !!!* !* !!!!!! !! * *!** !!*!!! !!!*!!! !! ** *!! ! !! !! *
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