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QTCIMASVESQEFI SPASQADMTADNSAAQSCSVNQVHKSPTSKASTEKINLMLDNLTNRQEQMRELFMASEMGEKPFRADQVLMKWIYHYFCGCEDDNFNDQNMS
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NTDB id 34235 W5S RS05740 WP 014698956.1 MSKQIVSESETIVSEFSPASADASQSVKTSAEKINLLDLNRQQMRELFMSMGEKPFRADQVMKWIYHYCCDDFNQMTDINKVFRS 85
NTDB id 1457 ASU2 RS00455 WP 014990913.1 MSEQT....QTCASEI...QAMNAAVQHPKSEKINLMNLTRQEMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMSNINKVLRE 78
NTDB id 1392 A4U84 RS02730 WP 010786053.1 ...........MSEQI...QATDASCNSTKTEKINLLNLNRQQMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMTNINKVLRE 71
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logo KLQKEQR IAE IRKAPEVASVDVEQRSASDGTIKWAI
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WVGGDQRQVI ETVYIPEADEDRATLCVSSQVGCALEACTKFCSTAQQGFNRNLRSTVSE I IGQVWR

NTDB id 34235 W5S RS05740 WP 014698956.1 KLQEIAEIRAPEVVDEQRSSDGTIKWAILVGGQRVETVYIPEEDRATLCVSSQVGCALECKFCSTAQQGFNRNLRVSEIIGQVWR 170
NTDB id 1457 ASU2 RS00455 WP 014990913.1 KLKQIAEIKAPEVSVEQRSSDGTIKWAMQVGDQQIETVYIPEADRATLCVSSQVGCALACKFCSTAQQGFNRNLTVSEIIGQVWR 163
NTDB id 1392 A4U84 RS02730 WP 010786053.1 KLKRIAEIKAPEVAVEQRSADGTIKWAMWVGDQQIETVYIPEDDRATLCVSSQVGCALACTFCSTAQQGFNRNLSVSEIIGQVWR 156
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logo AASKI IGANFKGVTGI
Q
VRP ITNVVMMGMGEPLLNMLTNNVVIPAME IMLDDFGAFYGLSKRRVTLSTASGVVPALDI

K
L
M
G
R
D
E
K
M
QIDVALAI SLHAPTND

NTDB id 34235 W5S RS05740 WP 014698956.1 AAKIIGAFKVTGQRPITNVVMMGMGEPLLNLTNVVPAMEIMLDDFGFGLSKRRVTLSTSGVVPALDKLGDMIDVALAISLHAPTD 255
NTDB id 1457 ASU2 RS00455 WP 014990913.1 ASKIIGNFGVTGVRPITNVVMMGMGEPLLNLNNVIPAMEIMLDDFAYGLSKRRVTLSTAGVVPALDIMREKIDVALAISLHAPND 248
NTDB id 1392 A4U84 RS02730 WP 010786053.1 ASKIIGNFGVTGIRPITNVVMMGMGEPLLNMNNVIPAMEIMLDDFAYGLSKRRVTLSTSGVVPALDKMREQIDVALAISLHAPND 241
consensus !*!!!!*!*!!!*!!!!!!!!!!!!!!!!!**!!*!!!!!!!!!!**!!!!!!!!!!!*!!!!!!!**** !!!!!!!!!!!!*!
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SVHNRRKYLEKVSNANQHGRKVTVI EYVLMLSDHI

VNDDGVTEHAHQLADECVLKDNTPSCKINL IPWNPFPGEAPYAGRKSSN
NTDB id 34235 W5S RS05740 WP 014698956.1 DIRNEIMPINKKYNIEMFLSAVRRYLEKSNANQGRVTVEYVMLDHINDGTEHAHQLAECLKDTPCKINLIPWNPFPGAPYGRSSN 340
NTDB id 1457 ASU2 RS00455 WP 014990913.1 ELRDEIMPINKKYNIKMLMDSVHKYLEVSNANHGKVTIEYVLLDHVNDGTEHAHQLAEVLKNTPCKINLIPWNPFPEAPYGKSSN 333
NTDB id 1392 A4U84 RS02730 WP 010786053.1 ELRNELIPLNKKYNIKMLIDSVNKYLEVSNANHGKVTIEYVMLSHVNDDVEHAHQLADVLKNTPSKINLIPWNPFPEAPYAKSSN 326
consensus **!*!**!*!!!!!!*!****! *!!!*!!!!*!*!!*!!!*!*!*!!**!!!!!!!**!!*!!*!!!!!!!!!!!*!!!**!!!

logo

T
SR I

VDRFSQKVTLMEYGFTTVTIVRKTRGDDIDAACGQLAGEDVVIDRTKRTFLMKEKKRMKAFGKEPGIAVKQANHQV
NTDB id 34235 W5S RS05740 WP 014698956.1 SRVDRFSKVLMEYGFTTIVRKTRGDDIDAACGQLAGEVVDRTKRTLKKKMAGEPIAVKAV 400
NTDB id 1457 ASU2 RS00455 WP 014990913.1 SRVDRFQKTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRTMEKRKFGKGIAVQNH 393
NTDB id 1392 A4U84 RS02730 WP 010786053.1 TRIDRFQKTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTFEKRKFGEGIAVQNQ 386
consensus *!*!!!*!*!!!!!!!**!!!!!!!!!!!!!!!!!!*!*!!!!!!**!***!**!!!**
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