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VLLQQ
NTDB id 1017 ACIAD RS02540 WP 011182074.1 MSKWTINKTLGCAAIVGAFILSGCQTVP..TTKDPEKGVKVRTQLAAEYIKSGDLDSAKRALDQALKVNPKDSSANMMMGVLLQQ 83
NTDB id 86315 KI216 RS13505 WP 018572782.1 .......MTSFCLSAA...VLTACQTPDSLGKKDPEKAAKVRTQLAVEYIKSGDLDAAKRALDQSLETNPRDAQANMMMGVLLQQ 75
NTDB id 1051 ABD1 RS02465 WP 004738086.1 MST.PKLKIMLCMGVAVALLASGCQTS.QTVKKDPEKAVKVRTQLAAEYIRSGDLDSAKRSLDQALSVDSRDATANMMMGILLQQ 83
consensus ** *** !**** * ****!!! *!!!!!**!!!!!!!*!!!*!!!!!*!!!*!!!*! ****!**!!!!!!*!!!!

logo EGSRKLPNLEKAEDAGHYFEKRRAVIQSSLDEPDEKNAQAHRNNYGTYLYQVMEGKRYHNEDALIQEQFLRTVLIAGSASTLGYDQRSYQRSALENAILGR IYLHKLDGGDI
VASNAEKMTFSK

NTDB id 1017 ACIAD RS02540 WP 011182074.1 EGSRPNLEKADAYFERAVQLDPENAQAHNNYGTYLYQMKRYHDAIQQLTLAGSSLGYDQRYRALENIGRIYLHLGGVANAEKMFS 168
NTDB id 86315 KI216 RS13505 WP 018572782.1 EGSKLNLEKADGYFRRAISLEPKNAQARNNYGTYLYQVGRYNEALEQLVIAGATLGYDQRSRSLENAGRIYLKLDDVANAEKTFK 160
NTDB id 1051 ABD1 RS02465 WP 004738086.1 EGSKPNLEKAEHYFKRAISSEPDNAQARNNYGTYLYQMERYNDAIEQFRIAGATLGYDQRYQALENLGRIYLKLGDIASAEKTFK 168
consensus !!!**!!!!!**!!*!!****!*!!!!*!!!!!!!!!* !!**!**!* *!!**!!!!!!***!!!*!!!!!*!***!*!!!*!*
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NTDB id 1017 ACIAD RS02540 WP 011182074.1 QALQANRDSSVSMLELAEIYYLQQRIPAATGMYEQYVRTVGQKNQGARALWIGIRVARANADRTGVQVLVNQLRIFYPDSSEYQR 253
NTDB id 86315 KI216 RS13505 WP 018572782.1 KALQANRDSYVSMLELAEIFYLNQQTAAATQMYEQFVRAVGQQNQSARALWLGMRIARANGDKMGMQVLVNQLRALYPESPEYQR 245
NTDB id 1051 ABD1 RS02465 WP 004738086.1 QALLANRDSYISMLELAEIFYLQQQIPAATQMYEQYVRTVGQKNQGARALWIGLRVARANADKMGMQVLVNQLRALFPESPEYQR 253
consensus *!!*!!!!!**!!!!!!!!*!!*!***!!!*!!!!*!!*!!!*!!*!!!!!*!*!*!!!!*!**!*!!!!!!!!***!*!*!!!!

logo YLKQLQYSTEAVWK
NTDB id 1017 ACIAD RS02540 WP 011182074.1 YLKLQYSTEAVWK 266
NTDB id 86315 KI216 RS13505 WP 018572782.1 YLQLQYSTEAVWK 258
NTDB id 1051 ABD1 RS02465 WP 004738086.1 YLQLQYSTEAVWK 266
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