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NTDB id 44748 EoCCA6 RS05635 WP 152081844.1 MSELVNTSE.....VAIPAVPNKNGKINLLDLNRQQMREFFKEMGEKPFRADQVMKWMYHYCSDNFDDMTDINKVLRNKL 75
NTDB id 1457 ASU2 RS00455 WP 014990913.1 MSEQTQTCASEIQAMNAAVQHPKSEKINLMNLTRQEMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMSNINKVLREKL 80
NTDB id 1392 A4U84 RS02730 WP 010786053.1 .......MSEQIQATDASCNSTKTEKINLLNLNRQQMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMTNINKVLREKL 73
consensus *** ** **** * * !**!!!!**!*!!*!!!*!*!!!!!!!!!!!*!!!*!!***!!!!*!**!!!!!!*!!
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NTDB id 44748 EoCCA6 RS05635 WP 152081844.1 KEVAEIRAPEVVEEQRSSDGTIKWAIAVGDQRVETVYIPEDDRATLCVSSQVGCALECKFCSTAQQGFNRNLRVSEIIGQ 155
NTDB id 1457 ASU2 RS00455 WP 014990913.1 KQIAEIKAPEVSVEQRSSDGTIKWAMQVGDQQIETVYIPEADRATLCVSSQVGCALACKFCSTAQQGFNRNLTVSEIIGQ 160
NTDB id 1392 A4U84 RS02730 WP 010786053.1 KRIAEIKAPEVAVEQRSADGTIKWAMWVGDQQIETVYIPEDDRATLCVSSQVGCALACTFCSTAQQGFNRNLSVSEIIGQ 153
consensus ! *!!!*!!!! *!!!!*!!!!!!!* !!!!**!!!!!!!*!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!!*!!!!!!!
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NTDB id 44748 EoCCA6 RS05635 WP 152081844.1 VWRAAKIVGAAKITGTRPITNVVMMGMGEPLLNLTNVVPAMEIMLDDFGFGLSKRRVTLSTSGVVPALDKLGDMIDVALA 235
NTDB id 1457 ASU2 RS00455 WP 014990913.1 VWRASKIIGNFGVTGVRPITNVVMMGMGEPLLNLNNVIPAMEIMLDDFAYGLSKRRVTLSTAGVVPALDIMREKIDVALA 240
NTDB id 1392 A4U84 RS02730 WP 010786053.1 VWRASKIIGNFGVTGIRPITNVVMMGMGEPLLNMNNVIPAMEIMLDDFAYGLSKRRVTLSTSGVVPALDKMREQIDVALA 233
consensus !!!!*!!*!****!!*!!!!!!!!!!!!!!!!!**!!*!!!!!!!!!!**!!!!!!!!!!!*!!!!!!!**** !!!!!!
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NTDB id 44748 EoCCA6 RS05635 WP 152081844.1 ISLHAPNDEIRDEIVPINKKYNIETFLAAVRRYLEKSNANQGRVTIEYVMLDHVNDGTEHAHQLAELLKDTPCKINLIPW 315
NTDB id 1457 ASU2 RS00455 WP 014990913.1 ISLHAPNDELRDEIMPINKKYNIKMLMDSVHKYLEVSNANHGKVTIEYVLLDHVNDGTEHAHQLAEVLKNTPCKINLIPW 320
NTDB id 1392 A4U84 RS02730 WP 010786053.1 ISLHAPNDELRNELIPLNKKYNIKMLIDSVNKYLEVSNANHGKVTIEYVMLSHVNDDVEHAHQLADVLKNTPSKINLIPW 313
consensus !!!!!!!!!*!*!**!*!!!!!!******! *!!!*!!!!*!*!!!!!!*!*!!!!**!!!!!!!**!!*!!*!!!!!!!

logo NPFPGEAPYAGRKSSNTSRVIDRFSQKVTLMEYGFTTVTIVRKTRGDDIDAACGQLAGDVIDRTKRTFLMREKRMKQFGKESGIAVKQANHQV
NTDB id 44748 EoCCA6 RS05635 WP 152081844.1 NPFPGAPYGRSSNSRIDRFSKVLMEYGFTTIVRKTRGDDIDAACGQLAGDVIDRTKRTLRKRMQGESIAVKAV 388
NTDB id 1457 ASU2 RS00455 WP 014990913.1 NPFPEAPYGKSSNSRVDRFQKTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRTMEKRKFGKGIAVQNH 393
NTDB id 1392 A4U84 RS02730 WP 010786053.1 NPFPEAPYAKSSNTRIDRFQKTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTFEKRKFGEGIAVQNQ 386
consensus !!!!*!!!**!!!*!*!!!*!*!!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!**!!**!**!!!**
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