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LCAMAGVIVAGVALF ILALVSGCQTSTVHPQTQVTKKDPEKGAVKVRTQLAAEHYIKRSGDLDSAKRSALDQALKSVNDPSKRDSASTANMMMGVI LLQQE

NTDB id 1017 ACIAD RS02540 WP 011182074.1 MSKWTINKTLGCAAIVGAFILSGCQTVPT.TKDPEKGVKVRTQLAAEYIKSGDLDSAKRALDQALKVNPKDSSANMMMGVLLQQE 84
NTDB id 75987 H7R23 RS16945 WP 002114699.1 .MSIPKLKTVLCMGIAVAFLVSGCQTTHTQKKDPEKAVKVRTQLAAEHIRSGDLDSAKRALDQALSVDSRDATANMMMGILLQQE 84
NTDB id 1051 ABD1 RS02465 WP 004738086.1 .MSTPKLKIMLCMGVAVALLASGCQTSQTVKKDPEKAVKVRTQLAAEYIRSGDLDSAKRSLDQALSVDSRDATANMMMGILLQQE 84
consensus ** ***!***!*****!***!!!!!* ! *!!!!!*!!!!!!!!!!*!*!!!!!!!!!*!!!!!*!***!**!!!!!!*!!!!!

logo GSRKPNLEKADEAHYFEKRAVIQSLSDEPEDNAQARHNNYGTYLYQMKERYHNDAVIQEQLFTRLIAGSASTLGYDQRYRQALENI
LGR IYLHKLGGDI

VASNAEKMTFSKQ
NTDB id 1017 ACIAD RS02540 WP 011182074.1 GSRPNLEKADAYFERAVQLDPENAQAHNNYGTYLYQMKRYHDAIQQLTLAGSSLGYDQRYRALENIGRIYLHLGGVANAEKMFSQ 169
NTDB id 75987 H7R23 RS16945 WP 002114699.1 GSKPNLEKAEHYFKRAISSEPDNAQAHNNYGTYLYQMERYNDAVEQFRIAGATLGYDQRYQALENLGRIYLKLGDVANAEKTFKQ 169
NTDB id 1051 ABD1 RS02465 WP 004738086.1 GSKPNLEKAEHYFKRAISSEPDNAQARNNYGTYLYQMERYNDAIEQFRIAGATLGYDQRYQALENLGRIYLKLGDIASAEKTFKQ 169
consensus !!*!!!!!!**!!*!!****!*!!!!*!!!!!!!!!!*!!*!!**!***!!**!!!!!!!*!!!!*!!!!!*!!**!*!!!*!*!
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NTDB id 1017 ACIAD RS02540 WP 011182074.1 ALQANRDSSVSMLELAEIYYLQQRIPAATGMYEQYVRTVGQKNQGARALWIGIRVARANADRTGVQVLVNQLRIFYPDSSEYQRY 254
NTDB id 75987 H7R23 RS16945 WP 002114699.1 ALLANRDSYISMLELAEIFYLQQQIPAATQMYEQYVRTVGQKNQGARALWIGVRVARANADKMGMQVLVNQLRALFPESPEYQRY 254
NTDB id 1051 ABD1 RS02465 WP 004738086.1 ALLANRDSYISMLELAEIFYLQQQIPAATQMYEQYVRTVGQKNQGARALWIGLRVARANADKMGMQVLVNQLRALFPESPEYQRY 254
consensus !!*!!!!!**!!!!!!!!*!!!!*!!!!!*!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!**!*!!!!!!!!***!*!*!!!!!

logo LKQLQYSTEAVWK
NTDB id 1017 ACIAD RS02540 WP 011182074.1 LKLQYSTEAVWK 266
NTDB id 75987 H7R23 RS16945 WP 002114699.1 LQLQYSTEAVWK 266
NTDB id 1051 ABD1 RS02465 WP 004738086.1 LQLQYSTEAVWK 266
consensus !*!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


