
logo MKKI SLLLVAGSLLCSAVLFLVACSNQKKQADGKLNIVTTFYPVYEFTKQVAGDETANVDELL IGAGTEPHDEYEPSAKAVATKIQDADAT
NTDB id 433 SGO RS09480 WP 012130953.1 MKKISLLLVGLLSVFLVACSNQKKADGKLNIVTTFYPVYEFTKQVAGDEANVDLLIGAGTEPHDYEPSAKAVATIQDADA 80
NTDB id 26007 SP70585 RS11390 WP 000724082.1 MKKISLLLASLCALFLVACSNQKQADGKLNIVTTFYPVYEFTKQVAGDTANVELLIGAGTEPHEYEPSAKAVAKIQDADT 80
NTDB id 436 SPR RS10070 WP 000724074.1 MKKISLLLASLCALFLVACSNQKQADGKLNIVTTFYPVYEFTKQVAGDTANVELLIGAGTEPHEYEPSAKAVAKIQDADT 80
consensus !!!!!!!!**!***!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!*!!!!!!!!!*!!!!!*

logo FVYENENMETWVPDKLLKDTLKDNKKKEVTKVTIKATGKDMLLLPGGEEEEEGDHEDHGEEGHYHHDEYFDPHVWLSPKVRAIQKMLVEHIRDSLS
NTDB id 433 SGO RS09480 WP 012130953.1 FVYENENMETWVPDLLKTLKNKKETVIKATGKMLLLPGGEEE.EDHEHGEEGHHHDYDPHVWLSPKRAIQMVEHIRDSLS 159
NTDB id 26007 SP70585 RS11390 WP 000724082.1 FVYENENMETWVPKLLDTLDKKKVKTIKATGDMLLLPGGEEEEGDHDHGEEGHYHEFDPHVWLSPVRAIKLVEHIRDSLS 160
NTDB id 436 SPR RS10070 WP 000724074.1 FVYENENMETWVPKLLDTLDKKKVKTIKATGDMLLLPGGEEEEGDHDHGEEGHHHEFDPHVWLSPVRAIKLVEHIRDSLS 160
consensus !!!!!!!!!!!!!*!!*!!**!!***!!!!!*!!!!!!!!!!**!!*!!!!!!*!**!!!!!!!!*!!!**!!!!!!!!!

logo

K
A
A
DYPEDKKAEATFEKNAAAYIKEKMLEQSALDKEAYEAAEGLASNQAKQKSFVTQHAAFNYLALDYGLKQVPAI SGLSPDSAEPSASARLAELTE

NTDB id 433 SGO RS09480 WP 012130953.1 KAYPEKKAAFEKNAAAYIKKMEALDKEYEAGLANAKQKSFVTQHAAFNYLALDYGLKQVPISGLSPDSEPSASRLAELTE 239
NTDB id 26007 SP70585 RS11390 WP 000724082.1 ADYPDKKETFEKNAAAYIEKLQALDKAYAEGLSQAKQKSFVTQHAAFNYLALDYGLKQVAISGLSPDAEPSAARLAELTE 240
NTDB id 436 SPR RS10070 WP 000724074.1 ADYPDKKETFEKNAAAYIEKLQSLDKAYAEGLSQAKQKSFVTQHAAFNYLALDYGLKQVAISGLSPDAEPSAARLAELTE 240
consensus **!!*!!**!!!!!!!!!*!***!!!*!**!!**!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!*!!!!!!!

logo YI
VKKNKIKAYIYFEENASQALASNTLASKETAGVEKLTDVLNPLESLTEEQDTKDAGAEDNYI S IVMQEAKNLKALKKQTTDQEGAPEAIAEAPEKEAE

NTDB id 433 SGO RS09480 WP 012130953.1 YIKKNKIKYIYFEENASQALASTLAKETGVELDVLNPLESLTEEQTKDGADYISIMQANLKALKKTTDQEGAEIAAEKEE 319
NTDB id 26007 SP70585 RS11390 WP 000724082.1 YVKKNKIAYIYFEENASQALANTLSKEAGVKTDVLNPLESLTEEDTKAGENYISVMEKNLKALKQTTDQEGPAIEPEKAE 320
NTDB id 436 SPR RS10070 WP 000724074.1 YVKKNKIAYIYFEENASQALANTLSKEAGVKTDVLNPLESLTEEDTKAGENYISVMEKNLKALKQTTDQEGPAIEPEKAE 320
consensus !*!!!!!*!!!!!!!!!!!!!*!!*!!*!!**!!!!!!!!!!!!*!!*!**!!!*!**!!!!!!*!!!!!!**!**!!*!

logo DTKTVQNGYFEDSAAVKDRTLSDYAGENWQSVYSPYFLKEDGTLFDQVFDYKAKLTGKMTAQAEYKDAYYDTKGYHKQTDVSTNKINITDKNTM
NTDB id 433 SGO RS09480 WP 012130953.1 DTKTVQNGYFEDSAVKDRTLSDYAGEWQSVYSYLKDGTLDQVFDYKAKLTGKMTAAEYKDYYDKGYKTDVSNINITDKTM 399
NTDB id 26007 SP70585 RS11390 WP 000724082.1 DTKTVQNGYFEDAAVKDRTLSDYAGNWQSVYPFLEDGTFDQVFDYKAKLTGKMTQAEYKAYYTKGYHTDVTKINITDNTM 400
NTDB id 436 SPR RS10070 WP 000724074.1 DTKTVQNGYFEDAAVKDRTLSDYAGNWQSVYPFLEDGTFDQVFDYKAKLTGKMTQAEYKAYYTKGYQTDVTKINITDNTM 400
consensus !!!!!!!!!!!!*!!!!!!!!!!!!*!!!!!**!*!!!*!!!!!!!!!!!!!!!*!!!!*!!*!!! !!!**!!!!!*!!

logo EFVVQDGGKQSKKYTYKYVGKHKTI LTYSKKGNRGVRFMLFEATDADAGQYFKYVQFSDHNIAPTVKAAEHFHI FYFGGETSQETALFNEELMEDN
NTDB id 433 SGO RS09480 WP 012130953.1 EFVVDGKSKKYTYKYVGKHTLTYSKGNRGVRFMFEATDADAGQYKYVQFSDHNIAPTKAAHFHIFYGGESQEALFNELEN 479
NTDB id 26007 SP70585 RS11390 WP 000724082.1 EFVQGGQSKKYTYKYVGKKILTYKKGNRGVRFLFEATDADAGQFKYVQFSDHNIAPVKAEHFHIFFGGTSQEALFEEMDN 480
NTDB id 436 SPR RS10070 WP 000724074.1 EFVQGGQSKKYTYKYVGKKILTYKKGNRGVRFLFEATDADAGQFKYVQFSDHNIAPVKAEHFHIFFGGTSQETLFEEMDN 480
consensus !!!**!*!!!!!!!!!!!**!!!*!!!!!!!!*!!!!!!!!!!*!!!!!!!!!!!!*!!*!!!!!*!!*!!!*!!*!**!



logo WPTYYPSDKNLTSGQE IAQEMLAH
NTDB id 433 SGO RS09480 WP 012130953.1 WPTYYPSKLTGQEIAQEMLAH 500
NTDB id 26007 SP70585 RS11390 WP 000724082.1 WPTYYPDNLSGQEIAQEMLAH 501
NTDB id 436 SPR RS10070 WP 000724074.1 WPTYYPDNLSGQEIAQEMLAH 501
consensus !!!!!!**!*!!!!!!!!!!!
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