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NTDB id 302540 EGCR1 RS13830 WP 114525303.1 MAEQKQNRPRGGGHGPVGAPVEKAKDFKGTIKKLVSYLGAYKIGVFFVMIFAIASTIFNIWGPKILSKAITELFNGLIKK 80
NTDB id 370 SMU RS04260 WP 002263294.1 ......................MENKKKSLLSQMAPYLKGYKALFGLAVIFTIVSSTITVIGPDRLKEMTDTMTKGL... 55
consensus ********************** ! * * *!! *!! *!! ! !* * !! ! * !!***
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NTDB id 302540 EGCR1 RS13830 WP 114525303.1 YQGTGDINFDKIGGILLFMLGLYVAASVFGIIQGWIMSTISQKITYRMRKEISEKINRMPMNYFESRTTGEVLSRITNDV 160
NTDB id 370 SMU RS04260 WP 002263294.1 ...AGKIDLDKIGEIALTLALLYFAGALVSYTASFIVSTLIQKFSQRLRNAIADKINKVPLKYFDSHSQGDTLSRVTNDV 132
consensus *** ! ! !!!! ! ! * !! !* * *!*!!* !! * !*! ! *!!!**!* !!*!** !* !!!*!!!!
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NTDB id 302540 EGCR1 RS13830 WP 114525303.1 DTLGQSLNQSLTQLITSTFTIIGVIVMMLSISVKMTGVAILIVPISLILIMIVVKNSQKYFKTQQEYLGVINGKVEETIG 240
NTDB id 370 SMU RS04260 WP 002263294.1 DLMTQSFNQSLVSMVAAIILLIGSIFMMIKTNGALAATAILSVFAGFVLSTVIMAKSQPLFKKQQANLADVSGYVEEVYS 212
consensus ! * !! !!!! ** *!! ! !!* * * !!! !* *! *** !!* !! !! !* * ! !!!
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NTDB id 302540 EGCR1 RS13830 WP 114525303.1 GYTIVRLFNDEENSLTEFKEQNDILFKSAWKSQFLSGLMQPIMNFVGNLGYVGVAIVGGIMAYNGSITVGDIQAFIQYVR 320
NTDB id 370 SMU RS04260 WP 002263294.1 GHNVVSSYNAIQQSKKQFENLNDQLFASMWKSQFFSGIMMPLMQFIGNFGYVMVCIVGATMAINGDITMGTIVAFMTYVR 292
consensus !* *! *! *! ! !! !! ! !!!!! !!*! !*!*!*!! !!! !*!!!* !! !! !!*! ! !!* !!!
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NTDB id 302540 EGCR1 RS13830 WP 114525303.1 NLTQPIAQLAQVSNMLQSMAAAAERVFEFLSEEEEDQLAENPVQIDKAKGMVDFEHVQFGYTPDKIVIQDFTSHVDPGQT 400
NTDB id 370 SMU RS04260 WP 002263294.1 IFTQPIAQIAQGITQLQSANAAMGRVFEFLDEEEIEDENHKVKQLEKVEGNVNFDNVFFGYSPDKTIIHDFSAHAKAGQK 372
consensus !!!!!!*!! !!! !! !!!!!! !!! * * * !**! ! ! !**! !!!*!!! *!*!!* ! *!!
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NTDB id 302540 EGCR1 RS13830 WP 114525303.1 VAIVGPTGAGKTTMVKLLMRFYDVNSGAIKIDGHNIKDFNRADLRKNIGMVLQDTWLFKGTIMDNLRYGRLDATDEEVYA 480
NTDB id 370 SMU RS04260 WP 002263294.1 IAIVGPTGAGKTTIVNLLMRFYEVDRGMISIDGVNIHDMTRKEVHDAFAMVLQDTWLFEGTVKENLIYNQKHITDEQVIA 452
consensus *!!!!!!!!!!!!*! !!!!!!*! ! ! !!!*!!*! ! *** *!!!!!!!!! !!* *!! ! * !!! ! !
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NTDB id 302540 EGCR1 RS13830 WP 114525303.1 AAKAAHVDHFIKTLPGGYDMELNEESSNISQGQKQLLTIARAILADKPILILDEATSSVDTRTEGLIQEAMNNLMKGRTS 560
NTDB id 370 SMU RS04260 WP 002263294.1 AAKAVGVHHFIKTLPKGYDTVLDD.SVTLSVGQKQLLTIARALLKDAPLLILDEATSSVDTRTEELIQRAMDHLMEGRTS 531
consensus !!!! *!*!!!!!!! !!! ! **! *! !!!!!!!!!!!*! ! !*!!!!!!!!!!!!!!! !!! !! *!! !!!!



logo FVIAHRLSTIKRDNADKL I LVYMQRDNGDNI IKEQGSHDEEQLLMAEKNGFLYAADLYNSQFETEEVA
NTDB id 302540 EGCR1 RS13830 WP 114525303.1 FVIAHRLSTIKDADKILYMQNGDIKEQGSHEELLAKNGLYAALYNSQFEE... 610
NTDB id 370 SMU RS04260 WP 002263294.1 FVIAHRLSTIRNADLILVMRDGNIIEQGSHDQLMAENGFYADLYNSQFTEEVA 584
consensus !!!!!!!!!!* !! !! ! ! ! !!!!!* !*! !! !! !!!!!! !***
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