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TNINKKVLRDE
NTDB id 34093 NT08PM RS06840 WP 014668288.1 .MLEQQTCAEKAANTVNTVELSTDSAKKINLMNLTRQQMREFFKELGEKPFRADQLVKWIYHFGEDNFDNMTNINKKLRD 79
NTDB id 1457 ASU2 RS00455 WP 014990913.1 MSEQTQTCASEIQA..MNAAVQHPKSEKINLMNLTRQEMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMSNINKVLRE 78
NTDB id 1392 A4U84 RS02730 WP 010786053.1 .......MSEQIQA..TDASCNSTKTEKINLLNLNRQQMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMTNINKVLRE 71
consensus ***** *** * *** ***!!!!*!!*!!*!!!*!*!*!!!!!!!!!!*!!!!!!!!!!!!!!*!!!!*!!*

logo KLKRQVIAE IKAPEVSAVEQRSSADGTIKWAMW
QVGDQQVI ETVYIPEDADRATLCVSSQVGCALACKTFCSTAQQGFNRNLSTVSE I I

NTDB id 34093 NT08PM RS06840 WP 014668288.1 KLKQVAEIKAPEVAVEQRSADGTIKWAMQVGDQQVETVYIPEADRATLCVSSQVGCALACTFCSTAQQGFNRNLTVSEII 159
NTDB id 1457 ASU2 RS00455 WP 014990913.1 KLKQIAEIKAPEVSVEQRSSDGTIKWAMQVGDQQIETVYIPEADRATLCVSSQVGCALACKFCSTAQQGFNRNLTVSEII 158
NTDB id 1392 A4U84 RS02730 WP 010786053.1 KLKRIAEIKAPEVAVEQRSADGTIKWAMWVGDQQIETVYIPEDDRATLCVSSQVGCALACTFCSTAQQGFNRNLSVSEII 151
consensus !!!**!!!!!!!!*!!!!!*!!!!!!!!*!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!*!!!!!

logo GQVWRASKI IGNFGVTGI
VRP ITNVVMMGMGEPLLNLMVANNVVIPAME IMLDDFAYGLSKRRVTLSTASGVVPALDI
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NTDB id 34093 NT08PM RS06840 WP 014668288.1 GQVWRASKIIGNFGVTGVRPITNVVMMGMGEPLLNVANVVPAMEIMLDDFAYGLSKRRVTLSTSGVVPALDKLSEMIDVA 239
NTDB id 1457 ASU2 RS00455 WP 014990913.1 GQVWRASKIIGNFGVTGVRPITNVVMMGMGEPLLNLNNVIPAMEIMLDDFAYGLSKRRVTLSTAGVVPALDIMREKIDVA 238
NTDB id 1392 A4U84 RS02730 WP 010786053.1 GQVWRASKIIGNFGVTGIRPITNVVMMGMGEPLLNMNNVIPAMEIMLDDFAYGLSKRRVTLSTSGVVPALDKMREQIDVA 231
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!**!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!***! !!!!

logo LAI SLHAPNDELRNDELI IMVPLINKKYNIKML IMDSVHNRKYLSEVSNANHGKVTI EYVLMLSDHVNDDGTVEHAHQLADEQVLKNI
TPSCKINL I

NTDB id 34093 NT08PM RS06840 WP 014668288.1 LAISLHAPNDELRDEIVPINKKYNIKMLMDSVNRYLSVSNANHGKVTIEYVMLDHVNDGVEHAHQLAQVLKNIPCKINLI 319
NTDB id 1457 ASU2 RS00455 WP 014990913.1 LAISLHAPNDELRDEIMPINKKYNIKMLMDSVHKYLEVSNANHGKVTIEYVLLDHVNDGTEHAHQLAEVLKNTPCKINLI 318
NTDB id 1392 A4U84 RS02730 WP 010786053.1 LAISLHAPNDELRNELIPLNKKYNIKMLIDSVNKYLEVSNANHGKVTIEYVMLSHVNDDVEHAHQLADVLKNTPSKINLI 311
consensus !!!!!!!!!!!!!*!**!*!!!!!!!!!*!!!**!!*!!!!!!!!!!!!!!*!*!!!!**!!!!!!!*!!!!*!*!!!!!

logo PWNPFPEAPYGAKSSNTSRVIDRFQKTLMEYGFTVTIVRKTRGDDIDAACGQLAGDVIDRTKRTAFMQEKKRQKFGEKQEGIAVRQNQH
NTDB id 34093 NT08PM RS06840 WP 014668288.1 PWNPFPEAPYAKSSNSRIDRFQKTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRTAQKKQFGQEIAVRNH 394
NTDB id 1457 ASU2 RS00455 WP 014990913.1 PWNPFPEAPYGKSSNSRVDRFQKTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRTMEKRKFGKGIAVQNH 393
NTDB id 1392 A4U84 RS02730 WP 010786053.1 PWNPFPEAPYAKSSNTRIDRFQKTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTFEKRKFGEGIAVQNQ 386
consensus !!!!!!!!!!*!!!!*!*!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!! *!**!! *!!!*!*
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