
logo MENKKKSLLSQMAPYLKGYKALFGLAVI FTIVSSTITVIGPDRLKEMTDTMTKGLAGKIDLDKIGE IALTLALLYFAGAL
NTDB id 1121433 EL130 RS06215 WP 002275251.1 MENKKKSLLSQMAPYLKGYKALFGLAVIFTIVSSTITVIGPDRLKEMTDTMTKGLAGKIDLDKIGEIALTLALLYFAGAL 80
NTDB id 370 SMU RS04260 WP 002263294.1 MENKKKSLLSQMAPYLKGYKALFGLAVIFTIVSSTITVIGPDRLKEMTDTMTKGLAGKIDLDKIGEIALTLALLYFAGAL 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VSYTASF IVSTL IQKFSQRLRNAIADKINKVPLKYFDSHSQGDTLSRVTNDVDLMTQSFNQSLVSMVAAI I LL IGS I FMM
NTDB id 1121433 EL130 RS06215 WP 002275251.1 VSYTASFIVSTLIQKFSQRLRNAIADKINKVPLKYFDSHSQGDTLSRVTNDVDLMTQSFNQSLVSMVAAIILLIGSIFMM 160
NTDB id 370 SMU RS04260 WP 002263294.1 VSYTASFIVSTLIQKFSQRLRNAIADKINKVPLKYFDSHSQGDTLSRVTNDVDLMTQSFNQSLVSMVAAIILLIGSIFMM 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IKTNGALAATAI LSVFAGFVLVSTVIMAKSQPLFKKQQANLADVSGYVEEVYSGHNVVSSYNAIQQSKKQFENLNDQLFAS
NTDB id 1121433 EL130 RS06215 WP 002275251.1 IKTNGALAATAILSVFAGFVVSTVIMAKSQPLFKKQQANLADVSGYVEEVYSGHNVVSSYNAIQQSKKQFENLNDQLFAS 240
NTDB id 370 SMU RS04260 WP 002263294.1 IKTNGALAATAILSVFAGFVLSTVIMAKSQPLFKKQQANLADVSGYVEEVYSGHNVVSSYNAIQQSKKQFENLNDQLFAS 240
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo MWKSQFFSGIMMPLMQF IGNFGYVMVC IVGATMAINGDITMGTIVAFMTYVR I FTQP IAQIAQGITQLQSANAAMGRVFE
NTDB id 1121433 EL130 RS06215 WP 002275251.1 MWKSQFFSGIMMPLMQFIGNFGYVMVCIVGATMAINGDITMGTIVAFMTYVRIFTQPIAQIAQGITQLQSANAAMGRVFE 320
NTDB id 370 SMU RS04260 WP 002263294.1 MWKSQFFSGIMMPLMQFIGNFGYVMVCIVGATMAINGDITMGTIVAFMTYVRIFTQPIAQIAQGITQLQSANAAMGRVFE 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FLDEEE I EDENHKVKQLEKVEGNVNFDNVFFGYSPDKTI IHDFSAHAKAGQKIA IVGPTGAGKTTIVNLLMRFYEVDRGM
NTDB id 1121433 EL130 RS06215 WP 002275251.1 FLDEEEIEDENHKVKQLEKVEGNVNFDNVFFGYSPDKTIIHDFSAHAKAGQKIAIVGPTGAGKTTIVNLLMRFYEVDRGM 400
NTDB id 370 SMU RS04260 WP 002263294.1 FLDEEEIEDENHKVKQLEKVEGNVNFDNVFFGYSPDKTIIHDFSAHAKAGQKIAIVGPTGAGKTTIVNLLMRFYEVDRGM 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I S IDGVNIHDMTREKEVHDAFAMVLQDTWLFEGTVKENL IYNQKHITDEQVIAAAKAVGVHHF IKTLPKGYDTVLDDSVTL
NTDB id 1121433 EL130 RS06215 WP 002275251.1 ISIDGVNIHDMTREEVHDAFAMVLQDTWLFEGTVKENLIYNQKHITDEQVIAAAKAVGVHHFIKTLPKGYDTVLDDSVTL 480
NTDB id 370 SMU RS04260 WP 002263294.1 ISIDGVNIHDMTRKEVHDAFAMVLQDTWLFEGTVKENLIYNQKHITDEQVIAAAKAVGVHHFIKTLPKGYDTVLDDSVTL 480
consensus !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SVGQKQLLTIARALLKDAPLL I LDEATSSVDTRTEEL IQRAMDHLMEGRTSFVIAHRLSTIRNADL I LVMRDGNI I EQGS
NTDB id 1121433 EL130 RS06215 WP 002275251.1 SVGQKQLLTIARALLKDAPLLILDEATSSVDTRTEELIQRAMDHLMEGRTSFVIAHRLSTIRNADLILVMRDGNIIEQGS 560
NTDB id 370 SMU RS04260 WP 002263294.1 SVGQKQLLTIARALLKDAPLLILDEATSSVDTRTEELIQRAMDHLMEGRTSFVIAHRLSTIRNADLILVMRDGNIIEQGS 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo HDQLMAENGFYADLYNSQFTEEVA
NTDB id 1121433 EL130 RS06215 WP 002275251.1 HDQLMAENGFYADLYNSQFTEEVA 584
NTDB id 370 SMU RS04260 WP 002263294.1 HDQLMAENGFYADLYNSQFTEEVA 584
consensus !!!!!!!!!!!!!!!!!!!!!!!!
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