
logo

MM
N
I
V
H
P
I
VEHKNPASSFYSCKELQRQSCTLERQSRHLLKRSTELSFPSDEEPMVIDEWHIKQENGLYIKTATEENGS IKS IKNTKRGRFYRVCLNRCGQHTDEQRFRCYFASFRYHPCSSYRCGN

NTDB id 973441 WF295 RS19135 WP 020453117.1 .MIHIEHPASYSCELRSCLEQRHLLKSELSFPEPVIDWHIQEGLIKTEEGIKKTKRGFVCLRCGQHERFCFARYPCYRCN 79
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSS..G 78
consensus * * *!** !*!*!! *! !!!!**!!!!****!*!!! ! ! ! ! !! * ! !!!!** *! ! * **

logo KCNCKLVYCRASCVMMGRVSECETVPSLLYSTWKREGEHGNERHSENWAKPS IVKYLTETWDKGKVLSASGQEQKAAKNSVI
L IDEAIRSKRKEELL IWAVCGASGKTELMLFPQ

NTDB id 973441 WF295 RS19135 WP 020453117.1 KCCVYCRACVMMGRVSECTSLLTWRGHGRHEWAPVYTEWKGVLSAGQEKAAKSIIDAIRRKEELLIWAVCGSGKTELLFQ 159
NTDB id 108 BSU 35470 NP 391427.1 KNKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFP 158
consensus !***!!! !!!!!!!!!* *! *!* * * ! ** ! ! !! !! !!! *!*!! *!!!!!!!!!!! !!!!*!!*

logo GI EFSALNNQGLRVC IATPRTDVVLELAEPRFLKRAHAFPQGAMDE IASALYGGSDPDKVGRTLSPLMVI STTHQLLRYKDEAFIDVI
MI IDEVDAF

NTDB id 973441 WF295 RS19135 WP 020453117.1 GIEFALNNGLRVCIATPRTDVVLELEPRFRHAFPGMEIAALYGGSPDVGTLSPLVISTTHQLLRYKEAFDVIIIDEVDAF 239
NTDB id 108 BSU 35470 NP 391427.1 GIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAF 238
consensus !!! !!!*!!!!!!!!!!!!!!!!! !! **!!*! *! !!!!!!*! ! !!!!*!!!!!!!!!!!*! !!*!!!!!!!!

logo PYSAIDNQTLQFYAVKQKASARKKRNQSATHL IVYLSTATPPSKRDELMKKRKRAELNSGKQLHSTVR IPARFHHRKSPLPEPRTFL IVWCGNWEKKRGKLKNRNRKI
VPLPARLV

NTDB id 973441 WF295 RS19135 WP 020453117.1 PYSIDNTLQYAVKKSAKRQSAHIYLTATPSRDMKKRAESGKLHTVRIPARFHRSPLPEPTLIWCGNWERGLKRRKVPLRL 319
NTDB id 108 BSU 35470 NP 391427.1 PYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAV 318
consensus !!! !*!!!*!! ! !**! **!!*!!!****!**! ! !!*!!!!!!*!! !!!!! *!!!!! * ! ! !*!* *
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KHQVEKELGQHRPVFLFVPS IVPS IVLEKKTAVAVASCLFLKGKEVHTCFRATAEGSVHYAEDKPEHRKNEKVNQQRFRDKGSKQLDELVL IVTTTI LERGVTVKPKAVQTV

NTDB id 973441 WF295 RS19135 WP 020453117.1 KKWLFKHQELQHPVFLFVPSIPVLKTVVSLLKKETFRAEGVYAEDPERNEKVNRFRKSKLEVLVTTTILERGVTVKKAQV 399
NTDB id 108 BSU 35470 NP 391427.1 KRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQT 398
consensus !*!* ! *!!!!!!!!***! * ! **! !*!!!**! !!!* !! !**!*!!!!!!!!!!!*! !

logo GVLGAESAS IVFSTESALVQI
MAGRATGRHKPEHYATDGDVCI FYFHFHGKRTKSML

N
A
DARKRHIKQEYMNEKLASAKKEVEMCL ITD

NTDB id 973441 WF295 RS19135 WP 020453117.1 GVLGAESAVFSESALVQMAGRAGRHPEHTDGDVCFFHHGRTKSMNAARRHIQYMNKLSKKEMLID 464
NTDB id 108 BSU 35470 NP 391427.1 GVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!!! *!*!!!!!!*!!! !!!*!* !!!!**!!*!*!!!! !!*!! !! ! ! * !
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