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VEHKNPSVSFYSKRELQRQSCTLMERQSRHLLKRSTELPSFPSDEEPMVIDEWHIKQENGLYIKTATEENGS IKS IKNTKRGRFYRVCLNRCGQHTDEQRRSCYFASFRYHPCSSYRCGN

NTDB id 982286 MHI30 RS18865 WP 075751495.1 .MIYIEHPVSYSRELRSCMEQRHLLKSELPFPEPVIDWHIQEGLIKTEEGIKKTKRGFVCLRCGQHERSCFARYPCYRCN 79
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSS..G 78
consensus * ***!** !*!*!! ** !!!!**!!*!****!*!!! ! ! ! ! !! * ! !!!!** *! ! * **

logo KCNCKLVYCRASCVMMGRVSECETVPLLYSTWKREGEHGNERHSENWAKPS IVKYLTETWDKGAKLSASGQEQKAAKNSVI
L IDEAIRSKRKEELL IWAVCGASGKTELMLFPQ

NTDB id 982286 MHI30 RS18865 WP 075751495.1 KCCVYCRACVMMGRVSECTPLLTWRGHGRHEWAPVYTEWKGALSAGQEKAAKSIIDAIRRKEELLIWAVCGSGKTELLFQ 159
NTDB id 108 BSU 35470 NP 391427.1 KNKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFP 158
consensus !***!!! !!!!!!!!!* !! *!* * * ! ** ! ! !! !! !!! *!*!! *!!!!!!!!!!! !!!!*!!*

logo GI EFSALNNQGLRVC IATPRTDVVLELAPRFLKRAQASFPQGAVDE IASALYGGSDSDKVGRTLSPLMVI STTHQLLRYKDEAFIDVI
MI IDEVDAF

NTDB id 982286 MHI30 RS18865 WP 075751495.1 GIEFALNNGLRVCIATPRTDVVLELAPRFRQSFPGVEIAALYGGSSDVGTLSPLVISTTHQLLRYKEAFDVIIIDEVDAF 239
NTDB id 108 BSU 35470 NP 391427.1 GIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAF 238
consensus !!! !!!*!!!!!!!!!!!!!!!!!!!! * !*! *! !!!!!! ! ! !!!!*!!!!!!!!!!!*! !!*!!!!!!!!

logo PYSAIDNQTLQFYAVKQKASARKKQNQSATHL IVYLSTATPPSAKDELMKKRKRAELNSGKQLHSTVR IPARFHHRKSPLPEPRTFL IVWCGNWEKKRGKLKNRNRKI
VPPSARLV

NTDB id 982286 MHI30 RS18865 WP 075751495.1 PYSIDNTLQYAVKKSAKQQSAHIYLTATPSADMKKRAESGKLHTVRIPARFHRSPLPEPTLIWCGNWERGLKRRKVPSRL 319
NTDB id 108 BSU 35470 NP 391427.1 PYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAV 318
consensus !!! !*!!!*!! ! ! *! **!!*!!!* **!**! ! !!*!!!!!!*!! !!!!! *!!!!! * ! ! !*!* *
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KHQVEKELGQHRPVFLFVPSVPS IVLEKKTAVAVASCLFLKGKEVHLCFLRATAEGSVHYAEDKPEHRKNEKVNQQRFRDEGSKQLDELVL IVTTTI LERGVTVKPKAVQTV

NTDB id 982286 MHI30 RS18865 WP 075751495.1 KKWLFKHQELQHPVFLFVPSVPVLKTVVSLLKKELFLAEGVYAEDPERNEKVNRFRESKLEVLVTTTILERGVTVKKAQV 399
NTDB id 108 BSU 35470 NP 391427.1 KRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQT 398
consensus !*!* ! *!!!!!!!!!**! * ! ** !*!!!**! !!!* !!* !**!*!!!!!!!!!!!*! !

logo GVLGAESAS I FSTESALVQI
MAGRATGRHKPEHYATDGDVCI FYFHFHGKRTKASML

N
A
DAQRKRHIKQEHMNEKLASAKKEVEMCL ITD

NTDB id 982286 MHI30 RS18865 WP 075751495.1 GVLGAESAIFSESALVQMAGRAGRHPEHTDGDVCFFHHGRTKAMNAAQRHIQHMNKLSKKEMLID 464
NTDB id 108 BSU 35470 NP 391427.1 GVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!!! !!*!!!!!!*!!! !!!*!* !!!!**!!*!*!! ! ! *!! *!! ! ! * !
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