
logo MNQTVEPLVEKKKNPSLSFSAKDELQQFTLHRQSRHLLRTE I
L
P
SFSDEELMI ENWHI EKHNGFYI STAEKNS I IS IKNKKRGRYLRCNRCGQNTDKQRYFSFSYHWSCSDSEG

NTDB id 1074707 ACCH06 RS17790 WP 406589313.1 MQTELKKKPLFSADLQQFLHQRHLLRTEIPFSEELINWHIEHGFISAEKSIIKNKKGYLCNRCGQNDKRYFSSYWSCSDE 80
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHS..SG 78
consensus !* ** ! * !! *!!! !* !!!!!!!**!!*!*! !!! *!*!*!! !! !!* ! !!!!!! ! !!!! !*!**

logo KNKQLMYCRSCVMMGRVSEENI
V
F
PLYSWI

K
E
KENVEASNSWKQPS IKLTWDEGKLSLSGQQKAADNI

VL IDEAI STKKREELL IWAVCGAGKTE I
MLFP

NTDB id 1074707 ACCH06 RS17790 WP 406589313.1 KNQMYCRSCVMMGRVSENIFLYSWIKEVEASWQPIKLTWEGKLSLGQQKAADILIDAITKREELLIWAVCGAGKTEILFP 160
NTDB id 108 BSU 35470 NP 391427.1 KNKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFP 158
consensus !! *!!!!!!!!!!!!! **!!!! ! ! ! *!!!!!*!!!! !!!!!! *!!*!!*!*!!!!!!!!!!!!!!!*!!!

logo GI EFSALNQGFLRVC IATPRTDVVLELATPRLKATAFQGTATDKI SALYGGSDEDKGRSLSPLMI STTHQLLRYKDEAFIDVI
MI IDEVDAF

NTDB id 1074707 ACCH06 RS17790 WP 406589313.1 GIEFALNQGFRVCIATPRTDVVLELTPRLKTAFQTTKISALYGGSEDKGSLSPLMISTTHQLLRYKEAFDVIIIDEVDAF 240
NTDB id 108 BSU 35470 NP 391427.1 GIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAF 238
consensus !!! !!!!! !!!!!!!!!!!!!!! !!!! !!! !!!!!!!!*!!! !!!!!!!!!!!!!!!!*! !!*!!!!!!!!

logo PYSADQTLQFAVQKARKKNSTL IVYLSATPPSKELKKRKAHL INGKQLHKSVR IPARHHRKPLPEPRFCVWCGNWKQKKLANGRNSKIPKPAQV
NTDB id 1074707 ACCH06 RS17790 WP 406589313.1 PYSADQTLQFAVQKARKKNSTLIYLSATPSKELKKKAHIGKLKSVRIPARHHRKPLPEPRFCWCGNWQKKLAGSKIPKQV 320
NTDB id 108 BSU 35470 NP 391427.1 PYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAV 318
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!*!!!!*!!* ! !*!!!!!!!!!!!!!!!!!!*!!!!! !!! !!!* !

logo KI
RW I

VEFQHVKEGRPVFLFVPSVS IVLEKAVATACFAKGMVHRCYRTAGSVHAEDKHNRKEKVQQFRADGQRLDLVL ITTTI LERGVTVPKMVQT
NTDB id 1074707 ACCH06 RS17790 WP 406589313.1 KIWVEQHVKEGRPVFLFVPSVSVLEKVTACFAGMRYRTAGVHAEDKNRKEKVQQFRAGRLDVLITTTILERGVTVPMVQT 400
NTDB id 108 BSU 35470 NP 391427.1 KRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQT 398
consensus ! !*! !!!!!!!!!!!!!!!!*!!! !!! !***!!! !!!!!!*!!!!!!!!! ! !!*!!!!!!!!!!!!!! !!!

logo GVLGAESPS I FTESALVQIAGRTGRHKEKHYADQGDVIYFHFGKTKSMI
LDARKNHIKNEMNEKLAARKNVECL ITD

NTDB id 1074707 ACCH06 RS17790 WP 406589313.1 GVLGAESPIFTESALVQIAGRTGRHKKHAQGDVIYFHFGKTKSMIDARNHINEMNKLARKNELID 465
NTDB id 108 BSU 35470 NP 391427.1 GVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!!!*!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!!!!!*!!! !! !!! !! ! !* !

X non conserved
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X ≥ 50% conserved


