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RCLNRCGQHTDEQRRSFYFASFRYHPCSYRCSGS
NTDB id 969028 MHH84 RS20670 WP 003185720.1 .MIHIEQPAFYTRELRSCLEQRHLLKSELPFRESVVDWHIQEGLIKTEEGIKKTKKGFICLRCGQHERSFFARYPCYRCS 79
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHS..SG 78
consensus * * *! * ***!! *! !!!!**!!*! * ***!!! ! ! ! ! !* * ! !!!!** *! ! ****

logo KCNCKLVYCRSCVMMGRVSDECETVPLLYSTWHKEMEHNVESHSKNWAKPS IVHKLTETWDKGAKLSASGQEQKAAKNSVI
L I ENAIRSKRKEELL IVWAVCGASGKTELMLFPQ

NTDB id 969028 MHH84 RS20670 WP 003185720.1 KCCVYCRSCVMMGRVSDCTPLLTWHMHVSHKWAPVHTEWKGALSAGQEKAAKSIINAIRRKEELLVWAVCGSGKTELLFQ 159
NTDB id 108 BSU 35470 NP 391427.1 KNKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFP 158
consensus !***!!!!!!!!!!!!** !! *!* * * ! *** ! ! !! !! !!! *! !! *!!!!!*!!!!! !!!!*!!*

logo GI EFSALNNQGLRTVC IATPRTDVVLELAPRFLKRAQAFPQGAVDE IASALYGGSDSDKVGNRLSPL IMI STTHQLLRYKDEAFIDVI
MI IDEVDAF

NTDB id 969028 MHH84 RS20670 WP 003185720.1 GIEFALNNGLTVCIATPRTDVVLELAPRFRQAFPGVEIAALYGGSSDVGNLSPLIISTTHQLLRYKEAFDVIIIDEVDAF 239
NTDB id 108 BSU 35470 NP 391427.1 GIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAF 238
consensus !!! !!!*!! !!!!!!!!!!!!!!!!! * !!*! *! !!!!!! ! ! !!!!*!!!!!!!!!!!*! !!*!!!!!!!!

logo PYSAIDNQTLQFYAVKQKASARKKRNQSATHL IVYLSTATPPSAKDELMKKRKRAELNSGKQLDHSTVR IPARFHHRKSPLPEPRTFL IVWCGNWKKKSLKNRNRKI
VPFPARLV

NTDB id 969028 MHH84 RS20670 WP 003185720.1 PYSIDNTLQYAVKKSAKRQSAHIYLTATPSADMKKRAESGKLDTVRIPARFHRSPLPEPTLIWCGNWKKSLKRRKVPFRL 319
NTDB id 108 BSU 35470 NP 391427.1 PYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAV 318
consensus !!! !*!!!*!! ! !**! **!!*!!!* **!**! ! !**!!!!!!*!! !!!!! *!!!!!!! ! ! !*!* *
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KHQVEKELGQQRPVFLFVPSVPS IVLEKKSAVAVASCVFLKGKEVHTCFRATAEGSVHYADEDKPDHRKNEKVNQQRFRDEGSKQLDELVL IVTTTI LERGVTVKPKAVQTV

NTDB id 969028 MHH84 RS20670 WP 003185720.1 KKWLFKHQELQQPVFLFVPSVPVLKSVVSVLKKETFRAEGVYADDPDRNEKVNRFRESKLEVLVTTTILERGVTVKKAQV 399
NTDB id 108 BSU 35470 NP 391427.1 KRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQT 398
consensus !*!* ! !!!!!!!!!**! * ! **! !*!*!**! !!!* !!* !**!*!!!!!!!!!!!*! !

logo GVLGAESAS IVFTESALVQI
MAGRATGRHKPEHYATDGDVCI FYFHFYGKRTKSML

N
A
DARKRHIKQENMNEKLMASAKKEVEMCL ITD

NTDB id 969028 MHH84 RS20670 WP 003185720.1 GVLGAESAVFTESALVQMAGRAGRHPEHTDGDVCFFHYGRTKSMNAARRHIQNMNKMSKKEMLID 464
NTDB id 108 BSU 35470 NP 391427.1 GVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!!! *!!!!!!!!*!!! !!!*!* !!!!**!!*!*!!!! !!*!! !! * ! * !
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