
logo MKKIGSLLMLALVFGSVLCLSSAVLFLGVACGSNGQKTKQSTANDGKLNIVTTFYPVYEFTKQVVAGDTEATNVEDLLVIKGAGTEVPHDEGYEPSAKDAVAKRTIQDADTAFVYE
NTDB id 43161 SR187 RS00725 WP 120171197.1 MKKIGLLMLFVSALFLGACGNGKTSTNGKLNIVTTFYPVYEFTKQVVGDEATVDLLVKAGTEVHGYEPSAKDVARIQDADAFVYE 85
NTDB id 433 SGO RS09480 WP 012130953.1 MKKISLLLVGLLSVFLVACSNQK.KADGKLNIVTTFYPVYEFTKQVAGDEANVDLLIGAGTEPHDYEPSAKAVATIQDADAFVYE 84
NTDB id 436 SPR RS10070 WP 000724074.1 MKKISLLLASLCALFLVACSNQK.QADGKLNIVTTFYPVYEFTKQVAGDTANVELLIGAGTEPHEYEPSAKAVAKIQDADTFVYE 84
consensus !!!!*!!** * **!!*!!*!*! **!!!!!!!!!!!!!!!!!!!*!!*!*!*!!**!!!!*!*!!!!!!*!!*!!!!!*!!!!

logo NENMETWVPDKLKLDKSTI
L
K
D
A
K
NKKEVKTTVINKATEGDGKMLLLPGGEKEEEHGEGHDHDEGHGEDEGHSHHADEFYDPHVWLSPEKVRSAIAKQMLVENHIRDGSLVSKAADKYPDENKK

NTDB id 43161 SR187 RS00725 WP 120171197.1 NENMETWVPKLKKSIDAKKVTVINATEGMLLLPGGEKEHEGHDHGHGEDGHSHAYDPHVWLSPERSIALVENIRDGLVAKYPNKK 170
NTDB id 433 SGO RS09480 WP 012130953.1 NENMETWVPDLLKTLKNKKETVIKATGKMLLLPGGEEE.E..DHEHGEEGHHHDYDPHVWLSPKRAIQMVEHIRDSLSKAYPEKK 166
NTDB id 436 SPR RS10070 WP 000724074.1 NENMETWVPKLLDTLDKKKVKTIKATGDMLLLPGGEEEEG..DHDHGEEGHHHEFDPHVWLSPVRAIKLVEHIRDSLSADYPDKK 167
consensus !!!!!!!!!*!***** !!***!*!!* !!!!!!!!*! * !!*!!!*!!*!**!!!!!!!! !*! *!!*!!!*!** !!*!!

logo

A
E
A
T
VFEKNTATAAYIKEKMLEKQSALHDAKAEKYAESAETGLASANQAKQKYSFVTQHTAAFANYLALDYGLKQVAPS ITSGVLSAPDAKSDEPTSPAASRLAELTKEYVINKKYNGKIAKYIYF

NTDB id 43161 SR187 RS00725 WP 120171197.1 EVFEKNTTAYIEKLKALHAKYSETLSAAKQKYFVTQHTAFAYLALDYGLKQVSITGVSADKDPTPSRLAELTKYINKYGIKYIYF 255
NTDB id 433 SGO RS09480 WP 012130953.1 AAFEKNAAAYIKKMEALDKEYEAGLANAKQKSFVTQHAAFNYLALDYGLKQVPISGLSPDSEPSASRLAELTEYIKKNKIKYIYF 251
NTDB id 436 SPR RS10070 WP 000724074.1 ETFEKNAAAYIEKLQSLDKAYAEGLSQAKQKSFVTQHAAFNYLALDYGLKQVAISGLSPDAEPSAARLAELTEYVKKNKIAYIYF 252
consensus * !!!!**!!!*!* *!** ! **!**!!!!*!!!!!*!!*!!!!!!!!!!! !*!*!*! *!***!!!!!!*!**!**!*!!!!

logo EENASKQSAVLAENSTLSAKEATGVEKQTLDVLNPLESLTDEEQDMTKADKGAEKNDYI S IVMQEADKNLAKALEKQKTTSDQAEGAPSAE IAELAPEEKAEGETTDATKTVYQNGYFEDASAI
VK

NTDB id 43161 SR187 RS00725 WP 120171197.1 EENASKSVAETLAKETGVQLDVLNPLESLTDEDMKKGKDYISVMEDNLAALEKTTSQAGSEILPEEGETTAKTVYNGYFEDSAIK 340
NTDB id 433 SGO RS09480 WP 012130953.1 EENASQALASTLAKETGVELDVLNPLESLTEEQTKDGADYISIMQANLKALKKTTDQEGAEIAAEKEE.DTKTVQNGYFEDSAVK 335
NTDB id 436 SPR RS10070 WP 000724074.1 EENASQALANTLSKEAGVKTDVLNPLESLTEEDTKAGENYISVMEKNLKALKQTTDQEGPAIEPEKAE.DTKTVQNGYFEDAAVK 336
consensus !!!!!***! !!*!!*!! *!!!!!!!!!!*!**! ! *!!!*!* !!*!!**!!*!*! *! *!**! **!!!*!!!!!!*!*!

logo DRTLSDYAGNEWQSVYSPFYLEKLDGTFLDQVFDYKAKLKTGGKMTQAKAEYKADYYDTI
KGYQKTDVDSTHKNINIKTDDKNTMEFVQVDGDGQKKSEKKFYTYKYVGYKHKI

T
VL

NTDB id 43161 SR187 RS00725 WP 120171197.1 DRTLSDYAGEWQSVYPYLLDGTLDQVFDYKAKLKGGMTAKEYKDYYTIGYKTDVDHINIKDDTMEFVVGDKKEKFTYKYVGYKVL 425
NTDB id 433 SGO RS09480 WP 012130953.1 DRTLSDYAGEWQSVYSYLKDGTLDQVFDYKAKLTGKMTAAEYKDYYDKGYKTDVSNINITDKTMEFVVDGKSKKYTYKYVGKHTL 420
NTDB id 436 SPR RS10070 WP 000724074.1 DRTLSDYAGNWQSVYPFLEDGTFDQVFDYKAKLTGKMTQAEYKAYYTKGYQTDVTKINITDNTMEFVQGGQSKKYTYKYVGKKIL 421
consensus !!!!!!!!!*!!!!!**! !!!*!!!!!!!!!!*!*!!**!!!*!!**!!*!!!* !!!*! !!!!!******!*!!!!!!***!

logo TYSKKGNRGVRFMLFEATDANDAGRQYFKYVQFSDHNIAPTVKTAAEGHFHIYFYFGGTESQEAKTLLFNEEMLDENWPTYYPDNSKNSLSTGLQE IGAQEMLAH
NTDB id 43161 SR187 RS00725 WP 120171197.1 TYKKGNRGVRFLFEATDANAGRFKYVQFSDHNIAPVKTGHFHIYFGGESQEKLLEELENWPTYYPNSLTGLEIGQEMLAH 505
NTDB id 433 SGO RS09480 WP 012130953.1 TYSKGNRGVRFMFEATDADAGQYKYVQFSDHNIAPTKAAHFHIFYGGESQEALFNELENWPTYYPSKLTGQEIAQEMLAH 500
NTDB id 436 SPR RS10070 WP 000724074.1 TYKKGNRGVRFLFEATDADAGQFKYVQFSDHNIAPVKAEHFHIFFGGTSQETLFEEMDNWPTYYPDNLSGQEIAQEMLAH 501
consensus !!*!!!!!!!!*!!!!!!*!!**!!!!!!!!!!!!*!**!!!!**!!*!!! !**!**!!!!!!! !*!*!!*!!!!!!
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