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TNINKKVLREKLKRQVIAE
NTDB id 1392 A4U84 RS02730 WP 010786053.1 .......MSEQIQATDASCNSTKTEKINLLNLNRQQMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMTNINKVLREKLKRIAE 78
NTDB id 23682 ASUC RS10495 WP 012073752.1 ......................MSEKINLMDLTRQQMREFFKELGEKPFRADQLVKWIYHFGEDNFDNMTNINKKLREKLKQVAE 63
NTDB id 1457 ASU2 RS00455 WP 014990913.1 MSEQTQTCASEIQAMNAAVQHPKSEKINLMNLTRQEMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMSNINKVLREKLKQIAE 85
consensus *** * * **!!!!!**!*!!*!!!*!*!*!!!!!!!!!!*!!!!!!!!!!!!!!*!!!!*!!!!!!**!!

logo IKAPEVSAVEQRSASDGTIKWAMW
QVGDQQVI ETVYIPEDADRATLCVSSQVGCALACKTFCSTAQQGFNRNLSTVSE I IGQVWRASKI IGN

NTDB id 1392 A4U84 RS02730 WP 010786053.1 IKAPEVAVEQRSADGTIKWAMWVGDQQIETVYIPEDDRATLCVSSQVGCALACTFCSTAQQGFNRNLSVSEIIGQVWRASKIIGN 163
NTDB id 23682 ASUC RS10495 WP 012073752.1 IKAPEVAVEQRSSDGTIKWAMQVGDQQVETVYIPEADRATLCVSSQVGCALACTFCSTAQQGFNRNLTVSEIIGQVWRASKIIGN 148
NTDB id 1457 ASU2 RS00455 WP 014990913.1 IKAPEVSVEQRSSDGTIKWAMQVGDQQIETVYIPEADRATLCVSSQVGCALACKFCSTAQQGFNRNLTVSEIIGQVWRASKIIGN 170
consensus !!!!!!*!!!!!*!!!!!!!!*!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!

logo FGVTGVIRP ITNVVMMGMGEPLLNLMANNVVIPAME IMLDDFAYGLSKRRVTI
LSTASGVVPALDI
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NTDB id 1392 A4U84 RS02730 WP 010786053.1 FGVTGIRPITNVVMMGMGEPLLNMNNVIPAMEIMLDDFAYGLSKRRVTLSTSGVVPALDKMREQIDVALAISLHAPNDELRNELI 248
NTDB id 23682 ASUC RS10495 WP 012073752.1 FGVTGIRPITNVVMMGMGEPLLNMANVVPAMEIMLDDFAYGLSKRRVTISTSGVVPALDKLPEMIDVALAISLHAPNDELRDEIV 233
NTDB id 1457 ASU2 RS00455 WP 014990913.1 FGVTGVRPITNVVMMGMGEPLLNLNNVIPAMEIMLDDFAYGLSKRRVTLSTAGVVPALDIMREKIDVALAISLHAPNDELRDEIM 255
consensus !!!!!*!!!!!!!!!!!!!!!!!**!!*!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!***! !!!!!!!!!!!!!!!!!*!**

logo PLINKKYNIKML IMDSVHNRKYLSEVSNANHGKVTI EYVMLLSDHVNDDGVTEHAHQLAEDVLKNTPSCKINL IPWNPFPEAPYGAKSSNTSR I
VDRFQ

NTDB id 1392 A4U84 RS02730 WP 010786053.1 PLNKKYNIKMLIDSVNKYLEVSNANHGKVTIEYVMLSHVNDDVEHAHQLADVLKNTPSKINLIPWNPFPEAPYAKSSNTRIDRFQ 333
NTDB id 23682 ASUC RS10495 WP 012073752.1 PINKKYNIKMLMDSVNRYLSVSNANHGKVTIEYVLLDHVNDGTEHAHQLADVLKNTPCKINLIPWNPFPEAPYAKSSNSRVDRFQ 318
NTDB id 1457 ASU2 RS00455 WP 014990913.1 PINKKYNIKMLMDSVHKYLEVSNANHGKVTIEYVLLDHVNDGTEHAHQLAEVLKNTPCKINLIPWNPFPEAPYGKSSNSRVDRFQ 340
consensus !*!!!!!!!!!*!!!**!!*!!!!!!!!!!!!!!*!*!!!!**!!!!!!!*!!!!!!*!!!!!!!!!!!!!!!*!!!!*!*!!!!

logo KTLMEYGFTVI
TVRKTRGDDIDAACGQLAGDVIDRTKRTAFMQEKKRQKFGEKQVGIGAVVQNHQ

NTDB id 1392 A4U84 RS02730 WP 010786053.1 KTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTFEKRKFGEGIAVQNQ 386
NTDB id 23682 ASUC RS10495 WP 012073752.1 KTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTAQKKQFGQVIGVVNQ 371
NTDB id 1457 ASU2 RS00455 WP 014990913.1 KTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRTMEKRKFGKGIAVQNH 393
consensus !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!! *!**!! *!*!*!*
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