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NTDB id 167859 AL543 RS03445 WP 061051129.1 MKRNILLSLLLTATLFTSATHADSLKGYWHYDEFLTEFPEQQNLTDQLAKTVRDKPIPLSVKQRQPVVISVVYPGQQISD 80
NTDB id 1163 A1552VC RS18030 WP 000823678.1 MKRKLISPLFLIAALFSSTGQADSLKGYWHYDEFLAEFPEQRPISELFAQTVRDKPSALTVAQEQPVIISVVYPGQQISD 80
consensus !!! ** *! ! ! !!*! *!!!!!!!!!!!!!! !!!!! **** ! !!!!!! *!*! ! !!!*!!!!!!!!!!!!

logo YWVRNIKAFEKRMDAELGIRYQINQVFTRPNLDTRQQSVSLMEALKNKSDYL I FTLDTTRHRKF I EHVLHSSETKL I LQNI
NTDB id 167859 AL543 RS03445 WP 061051129.1 YWVRNIKAFEKRMDELGIRYQINQVFTRPNLDTRQQSVSLMEALKNKSDYLIFTLDTTRHRKFIEHVLHSSETKLILQNI 160
NTDB id 1163 A1552VC RS18030 WP 000823678.1 YWVRNIKAFEKRMDALGIRYQINQVFTRPNLDTRQQSVSLMEALKNKSDYLIFTLDTTRHRKFIEHVLHSSETKLILQNI 160
consensus !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TTPVKDWQGKRQPMMYIGFDHELYGALQLQLAQQYYKQAKHIAPKKQKPYSVLYFSEGYI SEARGDTF IQDQMNAEEVHHRFPQLASSYYTKAT
NTDB id 167859 AL543 RS03445 WP 061051129.1 TTPVKDWQGRQPMMYIGFDHELGALQLAQQYKKIAPKQKPYSVLYFSEGYISEARGDTFIQQMNEEHRFQLASSYYTKAT 240
NTDB id 1163 A1552VC RS18030 WP 000823678.1 TTPVKDWQGKQPMMYIGFDHEYGAQLLAQYYQAHAP.KKPYSVLYFSEGYISEARGDTFIQDMNAVHHFPLASSYYTKAT 239
consensus !!!!!!!!!*!!!!!!!!!!! !! !!! ! *!!* !!!!!!!!!!!!!!!!!!!!!!! !! !*!*!!!!!!!!!!

logo EQSGYEATLNIVKNNPE IGF IYACATDI
VALGAAQALKELGNRQDI LLVNGWGGGSAELDEALATKGDELDNLVTI

VMRMNDDTGVAMA
NTDB id 167859 AL543 RS03445 WP 061051129.1 EQSGYEATLNIVKNNPEIGFIYACATDIALGAAQALKELGRQDILLNGWGGGSAELDALTKGDLNLTIMRMNDDTGVAMA 320
NTDB id 1163 A1552VC RS18030 WP 000823678.1 EQSGYEATLNIVKNNPEIGFIYACATDVALGAAQALKELNRQDILVNGWGGGSAELEALAKGELDVTVMRMNDDTGVAMA 319
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !!!!!*!!!!!!!!!!*!! !!*! *!*!!!!!!!!!!!!

logo EAIKWDLEEGKSVVPLVYSGDFE I
VVTKQQDSASAKHR I
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NTDB id 167859 AL543 RS03445 WP 061051129.1 EAIKWDLEEKVVPLVYSGDFEIVTQQDSSKHVEALKARAFRYSDR 365
NTDB id 1163 A1552VC RS18030 WP 000823678.1 EAIKWDLEGKSVPLVYSGDFEVVTKQDSAARIAELKARAFRYSDR 364
consensus !!!!!!!! ! !!!!!!!!!!*!! !!! ** !!!!!!!!!!!
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