
logo MKKVIGSLLFLALVGSVLCLSSAVLLFLGVACGSNSQTKAKQSEADGKLNIVTTFYPVYEFTKQVAGDTEANVEDLLVIKGAGTEVPHDEGYEPSAKDAI
VAKRTIQEDAD

NTDB id 26638 SSUBM407 RS00700 WP 011921705.1 MKKVGLLFLSVSALLLGACGNSTASEDGKLNIVTTFYPVYEFTKQVAGDEANVDLLVKAGTEVHGYEPSAKDIARIQEAD 80
NTDB id 433 SGO RS09480 WP 012130953.1 MKKISLLLVGLLSVFLVACSNQK.KADGKLNIVTTFYPVYEFTKQVAGDEANVDLLIGAGTEPHDYEPSAKAVATIQDAD 79
NTDB id 436 SPR RS10070 WP 000724074.1 MKKISLLLASLCALFLVACSNQK.QADGKLNIVTTFYPVYEFTKQVAGDTANVELLIGAGTEPHEYEPSAKAVAKIQDAD 79
consensus !!!**!!**** ***!*!!*!** *!!!!!!!!!!!!!!!!!!!!!!!*!!!*!!**!!!!*!*!!!!!!**!*!!*!!

logo

T
AFVYENENMETWVHPKDVLELDKSTLKDKNTTKKEVKNTTVI SKATEGDGKMLLLPGGEEEEHGEGDHEDHSGEEGHSHHADEFYDPHVWLSPEKVRAIKQTMLVENHIRDSL

NTDB id 26638 SSUBM407 RS00700 WP 011921705.1 AFVYENENMETWVHDVEKSLDTTKVNVISATEGMLLLPGGEEEHEGHDHSEEGHSHAYDPHVWLSPERAITLVENIRDSL 160
NTDB id 433 SGO RS09480 WP 012130953.1 AFVYENENMETWVPDLLKTLKNKKETVIKATGKMLLLPGGEEE.EDHEHGEEGHHHDYDPHVWLSPKRAIQMVEHIRDSL 158
NTDB id 436 SPR RS10070 WP 000724074.1 TFVYENENMETWVPKLLDTLDKKKVKTIKATGDMLLLPGGEEEEGDHDHGEEGHHHEFDPHVWLSPVRAIKLVEHIRDSL 159
consensus *!!!!!!!!!!!!******!* *!* *!*!!* !!!!!!!!!! **!*!*!!!!*!**!!!!!!!! !!! *!!*!!!!!

logo

V
S
K
A
A
D
KYPDEKKADETAFETKNAAAYIKEKMLDEQSALDAKAEKYAESAETGLASANQAKQKYSFVTQHTAAFANYLALDYGLKQVAPS ITSGVLASAPDAESDEPTSPAASRLAELT

NTDB id 26638 SSUBM407 RS00700 WP 011921705.1 VAKYPEKKDAFETNAAAYIEKLDALDAKYSETLSAAKQKYFVTQHTAFAYLALDYGLKQVSITGVAADEDPTPSRLAELT 240
NTDB id 433 SGO RS09480 WP 012130953.1 SKAYPEKKAAFEKNAAAYIKKMEALDKEYEAGLANAKQKSFVTQHAAFNYLALDYGLKQVPISGLSPDSEPSASRLAELT 238
NTDB id 436 SPR RS10070 WP 000724074.1 SADYPDKKETFEKNAAAYIEKLQSLDKAYAEGLSQAKQKSFVTQHAAFNYLALDYGLKQVAISGLSPDAEPSAARLAELT 239
consensus ** !!*!!**!!*!!!!!!*!***!!* ! **!**!!!!*!!!!!*!!*!!!!!!!!!!! !*!***! *!***!!!!!!

logo EYVINKKYNGKIAKYIYFEENASKQSAVLAENSTLSAKEATGVEKQTLDVLNPLESLTDEEQDMTKADNGAEKNDYI S IVMQEADKNL IKALEKQKTTSDQEGAPSAE IAELAPEEKAEG
NTDB id 26638 SSUBM407 RS00700 WP 011921705.1 EYINKYGIKYIYFEENASKSVAETLAKETGVQLDVLNPLESLTDEDMKNGKDYISVMEDNLIALEKTTSQEGSEILPEEG 320
NTDB id 433 SGO RS09480 WP 012130953.1 EYIKKNKIKYIYFEENASQALASTLAKETGVELDVLNPLESLTEEQTKDGADYISIMQANLKALKKTTDQEGAEIAAEKE 318
NTDB id 436 SPR RS10070 WP 000724074.1 EYVKKNKIAYIYFEENASQALANTLSKEAGVKTDVLNPLESLTEEDTKAGENYISVMEKNLKALKQTTDQEGPAIEPEKA 319
consensus !!**!**!*!!!!!!!!!***! !!*!!*!! *!!!!!!!!!!*!**! ! *!!!*!* !!*!!**!!*!!! *! *!**

logo

AETDATQKTVYQNGYFEDASAVKDRTLSDYAGNEWQSVYSPFYLEKLDGTFLDQVW
FDYKAKI

L
K
TGGKMTQAEAEYKADTYYTDTKGYQKTDVDSTKNQINITDKN

NTDB id 26638 SSUBM407 RS00700 WP 011921705.1 AETAQTVYNGYFEDSAVKDRTLSDYAGEWQSVYPYLLDGTLDQVWDYKAKIKGGMTAEEYKTYYDTGYKTDVDQINITDN 400
NTDB id 433 SGO RS09480 WP 012130953.1 .EDTKTVQNGYFEDSAVKDRTLSDYAGEWQSVYSYLKDGTLDQVFDYKAKLTGKMTAAEYKDYYDKGYKTDVSNINITDK 397
NTDB id 436 SPR RS10070 WP 000724074.1 .EDTKTVQNGYFEDAAVKDRTLSDYAGNWQSVYPFLEDGTFDQVFDYKAKLTGKMTQAEYKAYYTKGYQTDVTKINITDN 398
consensus !***!!*!!!!!!*!!!!!!!!!!!!*!!!!!**! !!!*!!!*!!!!!**!*!!**!!! !!**!!*!!!**!!!!!*

logo TMEFVQVDGDGQKKSEKKFYTYKYVGYKHKTI LTYSKKGNRGVRFMLFEATDANDAGNQFYKYVQFSDHNIAPTVKTAAEGHFHIYFYFGGTESQEAKTLLFNEEML
NTDB id 26638 SSUBM407 RS00700 WP 011921705.1 TMEFVVGDKKEKFTYKYVGYKILTYKKGNRGVRFLFEATDANAGNYKYVQFSDHNIAPVKTGHFHIYFGGESQEKLLEEL 480
NTDB id 433 SGO RS09480 WP 012130953.1 TMEFVVDGKSKKYTYKYVGKHTLTYSKGNRGVRFMFEATDADAGQYKYVQFSDHNIAPTKAAHFHIFYGGESQEALFNEL 477
NTDB id 436 SPR RS10070 WP 000724074.1 TMEFVQGGQSKKYTYKYVGKKILTYKKGNRGVRFLFEATDADAGQFKYVQFSDHNIAPVKAEHFHIFFGGTSQETLFEEM 478
consensus !!!!!******!*!!!!!!***!!!*!!!!!!!!*!!!!!!*!!**!!!!!!!!!!!!*!**!!!!**!!*!!! !**!*



logo

D
ENWPTYYPDSVGKNLSTGLQE IGAQEMLAH

NTDB id 26638 SSUBM407 RS00700 WP 011921705.1 ENWPTYYPVGLTGLEIGQEMLAH 503
NTDB id 433 SGO RS09480 WP 012130953.1 ENWPTYYPSKLTGQEIAQEMLAH 500
NTDB id 436 SPR RS10070 WP 000724074.1 DNWPTYYPDNLSGQEIAQEMLAH 501
consensus *!!!!!!! !*!*!!*!!!!!!
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