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NTDB id 103598 B37 RS04125 WP 044790144.1 MVYRLVAIFFILLALSGCGQSPLKGKIEKVGLLVPDTISDQVWGTKGYKGLLRIQSVYNVDVYYKEGIDNDAAIKMAVEDFHKKG 85
NTDB id 94 BSU 11300 NP 389012.2 MITRLVMIFSVLLLLSGCGQTPFKGKIEKVGMLFPDTINDLVWGTKGYKGLLNIQSKYNVDVYYKEGVKTEEDIINAIEDFHKRG 85
consensus !* !!! !! *!! !!!!!!*! !!!!!!!!*! !!!! ! !!!!!!!!!!! !!! !!!!!!!!!!* * ! !*!!!!!*!
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NTDB id 103598 B37 RS04125 WP 044790144.1 VNLIYGHGSEYEKAFNEICKDYPDIHFVLMNSKAEHQNVTSISLEGEAMGFFGGMTAAHQSKTKKIGVLATYKWQPEVEGFAEGA 170
NTDB id 94 BSU 11300 NP 389012.2 VNLLYGHGSEYAEVFNLVGEDYPDMEFVISNAKAKADNVTSVHFSGEAMGFFGGMTAAHMSKTNQVGVIASFTWQPEVDGFIKGA 170
consensus !!!*!!!!!!! !! ** !!!!**!!* ! !! * !!!!** !!!!!!!!!!!!!! !!! *!!*!** !!!!!*!! !!

logo KYELDNPDI EVMNTEKYTVDGHQWDDDSETNTAVKLYEQKMKKNAEGADVVYPAGDGYNVPVI EQQIKKDGLYAIGYVSTDQSDELGENTVVLTSTI
VQHNVDDK

NTDB id 103598 B37 RS04125 WP 044790144.1 KYLDPDIEVMTEYVGQWDDSENAVKLYEKMKKAGADVVYPAGDGYNVPVIEQIKKDGLYAIGYVSDQSELGENVVLTSTIQHVDD 255
NTDB id 94 BSU 11300 NP 389012.2 KYENPDIEVNTKYTDHWDDDTTAVKLYQKMKNEGADVVYPAGDGYNVPVIQQIKKDGLYAIGYVTDQSDLGENTVLTSTVQNVDK 255
consensus !! !!!!! ! ! *!!! !!!!! !!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!*!!!*!!!! !!!!!*!*!!
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NTDB id 103598 B37 RS04125 WP 044790144.1 AYELTADEFNKGTLKGGKRSFDIQEGVIEMGKFSPVVDPSFQEEMKRLIDEYKKTNKLPNEH 317
NTDB id 94 BSU 11300 NP 389012.2 AYEIIAEQFNKGTLEGGDHYYDLNTGVVEMGTFSPLVDQDFQQRIAKLIKTYNKTGELPKNE 317
consensus !!!* !* !!!!!! !! * *!** !!*!!! !!!*!!* !! * *!! ! !! !! *
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