
logo MKKYIVLELRLTFLRSL ILS I LFLVVTTALTYVTIVI FYTLMVPSRNRL I FRQDPNYNKMIVATKTPADKSKDANYRENSTVI FYERLMGYI SDYYNDSTKELEQI
EKAES

NTDB id 238980 QMA0248 RS02180 WP 003100862.1 MKKYIVERLFRSLISILLVTTLTYVIVFTLVPSNLIFRQDPNYNKMVTTPDKKDNYRNSVFERMGYISYYNSKELEIKAE 80
NTDB id 476 HSISS4 RS06995 WP 013990225.1 MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERMGYIDYYDTKELQEKAS 80
NTDB id 293 STER RS06925 WP 011681416.1 MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERLGYIDYYDTKELQEKAS 80
NTDB id 325 STU RS16125 WP 002946410.1 MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERLGYIDYYDTKELQEKAS 80
consensus !!!!!**!**!!!*!!**!!*!!!*!**!*!!**!!!!!!!!!!!***!*!*!*!!*!***!!*!!!*!!**!!!**!!*
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NTDB id 238980 QMA0248 RS02180 WP 003100862.1 KIDSSVTVEPTKKNETIYKKYIASLGRGWQLKQFKESKRFYATRQIPIYERVWNFFTRLVVIDHPWKIKDSKNPNLERYV 160
NTDB id 476 HSISS4 RS06995 WP 013990225.1 SLDKSVTTKPTKENKAIYQKYVDSLGHGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYI 160
NTDB id 293 STER RS06925 WP 011681416.1 SLDKSVTTKPTKENKAVYQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYI 160
NTDB id 325 STU RS16125 WP 002946410.1 SLDKSVTTKPTKENKAIYQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYI 160
consensus **!*!!!**!!!*!***!*!!**!!!*!!*!*!!!*!!*!!!!!**!**!!!**!*!*!***!*****!!**!!!!*!!*
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NTDB id 238980 QMA0248 RS02180 WP 003100862.1 RPEMDPAVGPALVGSGTKHKYLIYFNGQFPFVHQNIVKFDLGTSYPTYANIPVIQVITQGQGRSLSKEVKFPTGVTKSSP 240
NTDB id 476 HSISS4 RS06995 WP 013990225.1 RIENDPAIGWSVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTQSSEVNFPTGKK.VSS 239
NTDB id 293 STER RS06925 WP 011681416.1 RIENDPAIGWSVVGSGTKHKYLLYFNGQFPFVHQNFVKMNLGTSYPTYAGQGVLDVITQGQGQTKSSVVNFPTGKK.ISS 239
NTDB id 325 STU RS16125 WP 002946410.1 RIENDPAIGWSVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTKSSVVNFPTGKK.ISS 239
consensus !*!*!!!*!***!!!!!!!!!!*!!! !!!!!!!!*!!**!!!!!!!!!***!**!!!!!!!***!* !*!!!!** *!*
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NTDB id 238980 QMA0248 RS02180 WP 003100862.1 IDIYSRTYKSPRLMDARDRANFGKDDAYSATRNNHAEPSMISNSFKIGIAGVLLSYLFGLPIGMLMSYYKDGLFDRFSTA 320
NTDB id 476 HSISS4 RS06995 WP 013990225.1 VDIYSRTYKSPSQADARDRSYYGD.DPYTATKSRYQYPSMVTSSAIAGLIGLVLSYALAIPLGSYMARFKNTLFDSVSTG 318
NTDB id 293 STER RS06925 WP 011681416.1 VDIYSRTYKSPSQADARDRSYYGN.DPYTATKSRYQYPSMVTSSAIAGLIGLVLSYALAIPLGSYMALFKNTLFDSVSTG 318
NTDB id 325 STU RS16125 WP 002946410.1 VDIYSRTYKSPSQADARDRSYYGN.DPYTATKSRYQYPSMVTSSAIAGLIGLVLSYALAIPLGSYMALFKNTIFDSVSTG 318
consensus *!!!!!!!!!!***!!!!!***!* !*!*!!******!!!***!***!**!**!!!****!*!**!***!***!!**!!*
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NTDB id 238980 QMA0248 RS02180 WP 003100862.1 TTTFMLALPSIALVYIVRFIGSSVGLPDTFPLLGAGDPRSYVLPALILGILGTPGTVVWFRRYLVDLQGSDFVRFARAKG 400
NTDB id 476 HSISS4 RS06995 WP 013990225.1 ILTFLLSLPTIALVYIIRLIGSEIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKG 398
NTDB id 293 STER RS06925 WP 011681416.1 VLTFLLSLPTIALVYIIRLIGSEIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKG 398
NTDB id 325 STU RS16125 WP 002946410.1 VLTFLLSLPTIALVYIIRLIGSEIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKG 398
consensus **!!*!*!!*!!!!!!*!*!!!**!!!!*!!*!!!!!*!!!!!!**!!!*!*!!!***!*!!!**!!!**!!!!!!!!!!

logo LTSEAQE I SKNHKHLI FLKQNAMVPS ILVNSGIPQAAS IVGSTVIATGATLTETVI FAFYPGMGKML IDAS IVKRVAASNNSAMVVGLVF I FATVALTS I IFASLLVG
NTDB id 238980 QMA0248 RS02180 WP 003100862.1 LTEAEISKHHLFKQAMVPIVNGIPQAIVSTIAGATLTETVFAFPGMGKMLIDAIKVANNSMVVGLVFIFAVLSIIALLVG 480
NTDB id 476 HSISS4 RS06995 WP 013990225.1 LSEQEISNKHIFKNAMVSLVSGIPASIVSVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALTIFSLLVG 478
NTDB id 293 STER RS06925 WP 011681416.1 LSEQEISNKHILKNAMVSLVSGIPASIVGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVG 478
NTDB id 325 STU RS16125 WP 002946410.1 LSEQEISNKHILKNAMVSLVSGIPASIVGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVG 478
consensus !*!*!!!**!* !*!!!**!*!!!**!! *!*!!!!!!!*!!*!!!!!!!!!*****!!*!!!!!!!!!**!*!**!!!!



logo DLI LMTMI LIDPR IKLSTSKGGK
NTDB id 238980 QMA0248 RS02180 WP 003100862.1 DLLMTILDPRIKLSSKGGK 499
NTDB id 476 HSISS4 RS06995 WP 013990225.1 DILMTMIDPRIKLTSKGGK 497
NTDB id 293 STER RS06925 WP 011681416.1 DILMTIIDPRIKLTSKGGK 497
NTDB id 325 STU RS16125 WP 002946410.1 DILMTIIDPRIKLTSKGGK 497
consensus !*!!!**!!!!!!*!!!!!
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