
logo MSEQLTLQTACMASESTEPQIDQAAPLSDAMNTDNTVAAQSCTVNQTAHSTPAKSTSEKINLMLDNLTNRQEQMREFLFAEMGEKPFRADQVLMKWMIYHYFCGYEDDNFEDQNMS
T
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NINKGVLRAEKL

NTDB id 30686 YPD4 RS13365 WP 002209820.1 MSEQLLTASTPIDAAPLSDNTVQTTAPATSKINLLDLNRQQMREFFAEMGEKPFRADQVMKWMYHYCYDDFEQMTDINKGLRAKL 85
NTDB id 1457 ASU2 RS00455 WP 014990913.1 MSEQTQTCASEIQ.....AMNAAVQHPKSEKINLMNLTRQEMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMSNINKVLREKL 80
NTDB id 1392 A4U84 RS02730 WP 010786053.1 .......MSEQIQ.....ATDASCNSTKTEKINLLNLNRQQMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMTNINKVLREKL 73
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logo

Q
K
Q
R
V
IAE IRKAPEVSAEVEQRSASVDGTIKWAI

M
K
Q
WVGDQQVI ETVYIPEDADRATLCVSSQVGCALEACTKFCSTAQQGFNRNLRSTVSE I IGQVWRAAS

NTDB id 30686 YPD4 RS13365 WP 002209820.1 QRVAEIRAPEVAEEQRSVDGTIKWAIKVGDQQVETVYIPEADRATLCVSSQVGCALECKFCSTAQQGFNRNLRVSEIIGQVWRAA 170
NTDB id 1457 ASU2 RS00455 WP 014990913.1 KQIAEIKAPEVSVEQRSSDGTIKWAMQVGDQQIETVYIPEADRATLCVSSQVGCALACKFCSTAQQGFNRNLTVSEIIGQVWRAS 165
NTDB id 1392 A4U84 RS02730 WP 010786053.1 KRIAEIKAPEVAVEQRSADGTIKWAMWVGDQQIETVYIPEDDRATLCVSSQVGCALACTFCSTAQQGFNRNLSVSEIIGQVWRAS 158
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NTDB id 30686 YPD4 RS13365 WP 002209820.1 KIIGSLKSTGTRPITNVVMMGMGEPLLNLNNVVPAMDIMMDDFGFGLSKRRVTLSTSGVVPALDKLGDMIDVALAISLHAPTDDI 255
NTDB id 1457 ASU2 RS00455 WP 014990913.1 KIIGNFGVTGVRPITNVVMMGMGEPLLNLNNVIPAMEIMLDDFAYGLSKRRVTLSTAGVVPALDIMREKIDVALAISLHAPNDEL 250
NTDB id 1392 A4U84 RS02730 WP 010786053.1 KIIGNFGVTGIRPITNVVMMGMGEPLLNMNNVIPAMEIMLDDFAYGLSKRRVTLSTSGVVPALDKMREQIDVALAISLHAPNDEL 243
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VNDDGSVTEQHAHQLADECVLKDNTPSCKINL IPWNPFPGEAPYAGRKSSNTSR
NTDB id 30686 YPD4 RS13365 WP 002209820.1 RDEIVPINRKYNIETFLAAVRRYLDKSKANGGRVTVEYVMLDHINDSTEQAHQLAECLKDTPCKINLIPWNPFPGAPYGRSSNSR 340
NTDB id 1457 ASU2 RS00455 WP 014990913.1 RDEIMPINKKYNIKMLMDSVHKYLEVSNANHGKVTIEYVLLDHVNDGTEHAHQLAEVLKNTPCKINLIPWNPFPEAPYGKSSNSR 335
NTDB id 1392 A4U84 RS02730 WP 010786053.1 RNELIPLNKKYNIKMLIDSVNKYLEVSNANHGKVTIEYVMLSHVNDDVEHAHQLADVLKNTPSKINLIPWNPFPEAPYAKSSNTR 328
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NTDB id 30686 YPD4 RS13365 WP 002209820.1 VDRFSKVLMEYGFTTIVRKTRGDDIDAACGQLAGEVIDRTKRTLKKKMAGEPIAIKTV 398
NTDB id 1457 ASU2 RS00455 WP 014990913.1 VDRFQKTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRTMEKRKFGKGIAVQNH 393
NTDB id 1392 A4U84 RS02730 WP 010786053.1 IDRFQKTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTFEKRKFGEGIAVQNQ 386
consensus *!!!*!*!!!!!!!**!!!!!!!!!!!!!!!!!!*!!!!!!!!**!***!**!!***

X non conserved

X similar

X ≥ 50% conserved


