
logo MKKRKTLFI LSPSLFLLGIAFATLPFASSSTGYQSASDQSVLKNGYWHYDQEFLANAEFNPEQQKRAP I
L
S
TELSFLASDQATVRDQKSPSQSARLTVAKQEQQTPVI

TI SVVYPGQQI SD
NTDB id 43184 VFU RS17150 WP 004726763.1 MKKTLFLSLLLGFTPFASSYSSQVLNGYWHYQEFLNANPQQKALTESLSDAVRQSSQRLTVKQQTPVTISVVYPGQQISD 80
NTDB id 1163 A1552VC RS18030 WP 000823678.1 MKRKLISPLFLIAALFSSTGQADSLKGYWHYDEFLAEFPEQRPISELFAQTVRDKPSALTVAQEQPVIISVVYPGQQISD 80
consensus !!* ! *! ! *! !* ! !!!!! !!! ! !****! !! * !!! ! !! !!!!!!!!!!!!

logo YWVRNIKAFEKMRLMDEAELGI ERYQINQVFTRPNLQDTRQQSLVSLMEALVKNKNSTDYL I FTLDTTRHRKF I EHVLHNSSEPTKL I LQNI
NTDB id 43184 VFU RS17150 WP 004726763.1 YWVRNIKAFEMRLEELGIEYQINQVFTRPNQDTRQQSLSLMEAVKNNTDYLIFTLDTTRHRKFIEHVLNSSPTKLILQNI 160
NTDB id 1163 A1552VC RS18030 WP 000823678.1 YWVRNIKAFEKRMDALGIRYQINQVFTRPNLDTRQQSVSLMEALKNKSDYLIFTLDTTRHRKFIEHVLHSSETKLILQNI 160
consensus !!!!!!!!!! !** !!! !!!!!!!!!!! !!!!!!*!!!!!*!! *!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!

logo TTPVKRDWDQEGKRQPMMYI
VGFDHELYGAQLQLAQYYQRAEHAVPKGKSKPYSVLYFSEGYI

VSDEARGDTF IQDQMENASTVGHDHFYPQLASSYYTKAT
NTDB id 43184 VFU RS17150 WP 004726763.1 TTPVRDWDERQPMMYVGFDHELGAQQLAQYYREHVPKGSKYSVLYFSEGYVSDARGDTFIQQMESTGDYQLASSYYTKAT 240
NTDB id 1163 A1552VC RS18030 WP 000823678.1 TTPVKDWQGKQPMMYIGFDHEYGAQLLAQYYQAHAPKK.PYSVLYFSEGYISEARGDTFIQDMNAVHHFPLASSYYTKAT 239
consensus !!!!*!! *!!!!!*!!!!! !!! !!!!! ! !! **!!!!!!!!!!*!*!!!!!!!! ! ****!!!!!!!!!!

logo

E
Q
E
QSGYEATLVNIVKNDNPDE IGKF IYACASTDVALGAAKQALKQAELKNREQDI LQVNGWGGGSAELEALADEKGEHLDVTVMRI

MNDDTGI
VAMA

NTDB id 43184 VFU RS17150 WP 004726763.1 QESGYEATVNIVKNDPDIKFIYACSTDVALGAAKALQALKREDIQVNGWGGGSAELEALDEGHLDVTVMRINDDTGIAMA 320
NTDB id 1163 A1552VC RS18030 WP 000823678.1 EQSGYEATLNIVKNNPEIGFIYACATDVALGAAQALKELNRQDILVNGWGGGSAELEALAKGELDVTVMRMNDDTGVAMA 319
consensus !!!!!!*!!!!! !*! !!!!! !!!!!!!! !! ! ! !! !!!!!!!!!!!!!! !*!!!!!!!*!!!!!*!!!

logo EAIKRWDLEGKLASVPLVVYSGDFE I
VVTKDQDQSAPAKKR IAGELFLKAQRAFRYSDR

NTDB id 43184 VFU RS17150 WP 004726763.1 EAIKRDLEGLAVPVVYSGDFEIVTKDDQPKKIGLFKQRAFRYSDR 365
NTDB id 1163 A1552VC RS18030 WP 000823678.1 EAIKWDLEGKSVPLVYSGDFEVVTKQDSAARIAELKARAFRYSDR 364
consensus !!!! !!!! !!*!!!!!!!*!!! ! * *!* ! !!!!!!!!
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