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NTDB id 993467 AAHT65 RS20205 WP 343310721.1 MKNTRLLLPLAAASATAGIAAASFFSALLIFVISLFFVYIKTKQLSLVFVSLSAFTIYFFLTSVIDSHNVSSYDIGTYKL 80
NTDB id 107 BSU 25570 NP 390435.1 MRNSRLLLPMAAASATAGITAAAYFPAIFLFILFLLIILIKTRHAFLIIVCFFSFILFFVLYAVTDSQNVSSYRQGTYQF 80
consensus !*!*!!!!!*!!!!!!!!! !! *!*!* *!** ! * !!!** !* !* ! **! ! ! !!*!!!!! !!!
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NTDB id 993467 AAHT65 RS20205 WP 343310721.1 RAVIQEIPKIDGDRMSMVVRTPDGEKWAASYKMESLAEKETLSQIEPGTACTFTGSLEKPKNATVPGTFDYKQYLYSQHI 160
NTDB id 107 BSU 25570 NP 390435.1 KAVIDTIPKIDGDRMSMMVETPDKEKWAAAYRIQSAGEKEQLLYIEPGMSCELTGTLEEPNHATVPGAFDYNEYLYRQHI 160
consensus *!!! !!!!!!!!!!!*! !!! !!!!! !** ! *!!! ! !!!! ! !!*!! ! *!!!!! !!! !!! !!!

logo HWNYS IVTAS IQNCSETAPDEGNFIKQYKRLVLSLVRKHS IL I SFTVNDSHLLVPEPDSSATGIVQAL ITLVGDRFYLVEMDDEVLETAYQKLGVVHLLAI SGLHV
NTDB id 993467 AAHT65 RS20205 WP 343310721.1 HWNYSITAIQNCSTADGIQYRLLSVRKSLISFVNDHVPESSAGIVQALILGDRFYLMDDVLEAYQKLGVVHLLAISGLHV 240
NTDB id 107 BSU 25570 NP 390435.1 HWNYSVTSIQNCSEPENFKYKVLSLRKHIISFTNSLLPPDSTGIVQALTVGDRFYVEDEVLTAYQKLGVVHLLAISGLHV 240
consensus !!!!!*! !!!!! ** !**!!*!!**!!! ! **!* ! !!!!!! *!!!!!* !*!! !!!!!!!!!!!!!!!!!!
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NTDB id 993467 AAHT65 RS20205 WP 343310721.1 GIVTAGIFYVLIRIGITREKAAILLLLFLPVYTILTGAAPSVMRAALMSGLYFIGSLWGKRMNPSIVICLSYLILLLFNP 320
NTDB id 107 BSU 25570 NP 390435.1 GILTAGLFYIMIRLGITREKASILLLLFLPLYVMLTGAAPSVLRAALMSGVYLAGSLVKWRVRSATAICLSYIVLLLFNP 320
consensus !!*!!!*!!**!!*!!!!!!! !!!!!!!!*! *!!!!!!!!*!!!!!!!*! !!! !* * !!!!!**!!!!!!

logo YHLFEQAIGFQLSFAVSFSL I LSSS I FKQKQLVKQSTGGSLGVQI
L
A
T
I
MVSL IAQLGSLP I L ILYHYFHQQFS IL I S IVPMNI

M
I
LMVPFYTFMCF IVLMPFG

NTDB id 993467 AAHT65 RS20205 WP 343310721.1 YHLFQIGFQLSFAVSFSLILSSSIFKKLQSGGLVQIAMVSLIAQLGSLPILIYYFQQFSLISIPMNIIMVPFYTMFVMPF 400
NTDB id 107 BSU 25570 NP 390435.1 YHLFEAGFQLSFAVSFSLILSSSIFQQVKT.SLGQLTIVSLIAQLGSLPILLYHFHQFSIISVPMNMLMVPFYTFCILPG 399
consensus !!!! !!!!!!!!!!!!!!!!!!! * ** ! !* *!!!!!!!!!!!!!*!*!*!!!*!!*!!!**!!!!!! ***!
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NTDB id 993467 AAHT65 RS20205 WP 343310721.1 SMIGFLLLSLSEPVGEYLFYWFDYIMRWSDKLIKYAADIEQFTVIAARPNAFVLFVLIGSIVVLLTAMEKSALYQRLLSV 480
NTDB id 107 BSU 25570 NP 390435.1 AVAGVLLLSLSASFGRLFFSWFDLLISWINRLITNIADVDVFTIMIAHPAPVLLFLFTVTIILLLMAIEKRSLSQLMVTG 479
consensus * ! !!!!!! * ! ! !!! ** ! *!! !!** !!** !*! * *!!* *!**!! !*!! ! ! ***
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NTDB id 993467 AAHT65 RS20205 WP 343310721.1 LLFIAMLFLVVIFPRLDPEGEVDMLDIGQGDSMFISAPYQRGHVMIDTGGILSYLTEPWREKRHPFSLSEKVLIPFLTAK 560
NTDB id 107 BSU 25570 NP 390435.1 GICCTVMFLLFIYPCLSSEGEVDMIDIGQGDSMFVGAPHQRGRVLIDTGGTLSYSSEPWREKQHPFSLGEKVLIPFLTAK 559
consensus *** **!!* !*!*! *!!!!!!*!!!!!!!!!* !!*!!!*!*!!!!! !!! *!!!!!! !!!!! !!!!!!!!!!!
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NTDB id 993467 AAHT65 RS20205 WP 343310721.1 GIKQLDALILTHADQDHIGEAKVLIKRHKVKQLIVPKGFVSEPNDKKVLRTAQQEGIRITEVKRGDTFQIKDLQFRVLSP 640
NTDB id 107 BSU 25570 NP 390435.1 GIKQLDALILTHADQDHIGEAEILLKHHKVKRLVIPKGFVSEPKDEKVLQAAREEGVAIEEVKRGDVLQIKDLQFHVLSP 639
consensus !!!!!!!!!!!!!!!!!!!!! *!*!*!!!! !**!!!!!!!! ! !!! ! !!* ! !!!!!! !!!!!!!*!!!!
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NTDB id 993467 AAHT65 RS20205 WP 343310721.1 ETPDPNSKNNSSLVLWMKTGHLSWVLTGDLEKEGEQEIMKAFPDLKADILKAGHHGSKGSTGEEFVRHLKPKAAIISAGE 720
NTDB id 107 BSU 25570 NP 390435.1 EAPDPASKNNSSLVLWMETGGMSWILTGDLEKEGEQEVMNVFPNIKADVLKVGHHGSKGSTGEEFIQQLQPKTAIISAGK 719
consensus ! !!! !!!!!!!!!!! !!**!!*!!!!!!!!!!!!*! !! *!!!*!! !!!!!!!!!!!!!* *! !! !!!!!!
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NTDB id 993467 AAHT65 RS20205 WP 343310721.1 NNRYHHPHQEVLDILKAHSVRIFRTDQSGTIQYRFKSGFGTFSVYPPYDTTGMTETN 777
NTDB id 107 BSU 25570 NP 390435.1 NNRYHHPHQKVLQLLQRHSIRVLRTDQNGTIQYRYKNRVGTFSVYPPYDTSDITETN 776
consensus !!!!!!!!! !! *! !!*!* !!!! !!!!!!*! !!!!!!!!!!!* *!!!!
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