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NTDB id 343674 EPB59 RS14965 WP 055049973.1 MKKKLMFSLLLTAALFSTEGYTSSLKGYWHYDDFLAKYPEQHQLTDQLAKMVREKPIPLGVEQKQPIVISVVYPGQQISD 80
NTDB id 1163 A1552VC RS18030 WP 000823678.1 MKRKLISPLFLIAALFSSTGQADSLKGYWHYDEFLAEFPEQRPISELFAQTVRDKPSALTVAQEQPVIISVVYPGQQISD 80
consensus !!*!!* *! ! !!!!!* ! !!!!!!!!!*!!! *!!!***** ! !!*!! *! ! ! !!**!!!!!!!!!!!!

logo YWVRNIKAFEKRMDAELGIRYQINQVFTRPNLDTRQQSVSLMEALKNKSDYL I FTLDTTRHRKF I EHVLHQSSEQTKL I LQNI
NTDB id 343674 EPB59 RS14965 WP 055049973.1 YWVRNIKAFEKRMDELGIRYQINQVFTRPNLDTRQQSVSLMEALKNKSDYLIFTLDTTRHRKFIEHVLQSSQTKLILQNI 160
NTDB id 1163 A1552VC RS18030 WP 000823678.1 YWVRNIKAFEKRMDALGIRYQINQVFTRPNLDTRQQSVSLMEALKNKSDYLIFTLDTTRHRKFIEHVLHSSETKLILQNI 160
consensus !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!

logo TTPVKDWQGKRQPMMYIGFDHELYGAQLQLAKQQYYQALHIAPKNKPYSVLYFSEGYI SEARGDTF IQDEMNAEAVHHRFPQLASSYYTKATE
NTDB id 343674 EPB59 RS14965 WP 055049973.1 TTPVKDWQGRQPMMYIGFDHELGAQQLAKQYQLIAPNKPYSVLYFSEGYISEARGDTFIQEMNEAHRFQLASSYYTKATE 240
NTDB id 1163 A1552VC RS18030 WP 000823678.1 TTPVKDWQGKQPMMYIGFDHEYGAQLLAQYYQAHAPKKPYSVLYFSEGYISEARGDTFIQDMNAVHHFPLASSYYTKATE 240
consensus !!!!!!!!!*!!!!!!!!!!! !!! !! !! *!! !!!!!!!!!!!!!!!!!!!!!!!*!! !*!*!!!!!!!!!!!

logo QSGYEATLNIVKNSNPE IGF IYACATDI
VALGAAQALKELGNRQDI LLVNGWGGGSAELEALAKGELDNMVTVMRMNDDTGVAMAE

NTDB id 343674 EPB59 RS14965 WP 055049973.1 QSGYEATLNIVKSNPEIGFIYACATDIALGAAQALKELGRQDILLNGWGGGSAELEALAKGELNMTVMRMNDDTGVAMAE 320
NTDB id 1163 A1552VC RS18030 WP 000823678.1 QSGYEATLNIVKNNPEIGFIYACATDVALGAAQALKELNRQDILVNGWGGGSAELEALAKGELDVTVMRMNDDTGVAMAE 320
consensus !!!!!!!!!!!! !!!!!!!!!!!!!*!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!

logo AIKWDLEGKSTVPLVYSGDFE I
VVTKQQDSATAQHRI
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NTDB id 343674 EPB59 RS14965 WP 055049973.1 AIKWDLEGKTVPLVYSGDFEIVTQQDSTQHVEALKARAFRYSDR 364
NTDB id 1163 A1552VC RS18030 WP 000823678.1 AIKWDLEGKSVPLVYSGDFEVVTKQDSAARIAELKARAFRYSDR 364
consensus !!!!!!!!!*!!!!!!!!!!*!! !!! ** !!!!!!!!!!!
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