
logo

MQRIYTVRGQAADITALLAAQYPTLRVTPVGQTGQLVLNGAQAQLDTALALLEQVDRPAPVAE
M
A
S
R
V
T
V
N
VQRVFQLVNASAEE

NTDB id 1094060 ACINK0 RS09305 WP 414656532.1 ..............................................................MAVVNQRVFQLVNASAEE 18
NTDB id 1304 DR RS03995 WP 227086002.1 MQRIYTVRGQAADITALLAAQYPTLRVTPVGQTGQLVLNGAQAQLDTALALLEQVDRPAPVAESRTVQRVFQLVNASAEE 80
consensus ************************************************************** !!!!!!!!!!!!!

logo VKATLEGTLARDLTASDTASNNTDEPVLPNVPVTATDANGNTTVVSVPNALMAGKQTVANQGTAANAQGQAQSAQQTATAQATAPANSTQQATL IADKRTN
NTDB id 1094060 ACINK0 RS09305 WP 414656532.1 VKATLEGTLARDLTSTA.TEPLPNVPVTATDANGNTTVVSVPNAMAQVANQGTAAQGQSAQTAAAASTQQATLIADKRTN 97
NTDB id 1304 DR RS03995 WP 227086002.1 VKATLEGTLARDLTADSNNDVLPNVPVTATDANGNTTVVSVPNALGKTANQGTANAQA.QTAQTPANTQQATLIADKRTN 159
consensus !!!!!!!!!!!!!! * **!!!!!!!!!!!!!!!!!!!!!!!** !!!!!! * *! !!!!!!!!!!!!!

logo SL IVRGTPEQVAQI
VAELVPQLDQVVPQI

VNVQVR IQE I
V
N
T
E
K
E
RALSNQSLGLNWRASTFGGFNVAVSGGSDTGFLAQAGTFNPTQSFLVGFN

NTDB id 1094060 ACINK0 RS09305 WP 414656532.1 SLIVRGTPEQVAQIAELVPQLDQVVPQVNVQVRIQEITKEASNSLGLNWRASFGGFNVAV.GSDGFQGTFNPTQSFVGFN 176
NTDB id 1304 DR RS03995 WP 227086002.1 SLIVRGTPEQVAQVAELVPQLDQVVPQINVQVRIQEVNERALQSLGLNWRATFGGFNVAVSGGTGLAATFNPTQSFLGFN 239
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!*!!!!!!!!* ! *!!!!!!!!*!!!!!!!!*! ! *!!!!!!!!*!!!

logo I FPTLRTATLESTQGNLTRRTVYDGNVTMQSGQRSLGSAQKTGGSATQNASSDGAAAS IVKSGGRLVEVI
LNIPSAPAGNI EVKREQIDYGLNLDFFDSP

NTDB id 1094060 ACINK0 RS09305 WP 414656532.1 IFPTLRTLESQNLTRTVYDGNVTMQSGQRSLGQKGSTQNASSDAAASIKSGGRVVLNIPSPAGNIEKEIDYGLNLDFFDP 256
NTDB id 1304 DR RS03995 WP 227086002.1 IFPTLTALETQGLTRRVYDGNVTMQSGQRSLSATGGAQNASSGAAASVKSGGRLEINIPSAAGNIVRQIDYGLNLDFFSP 319
consensus !!!!! !!*! !!! !!!!!!!!!!!!!!! ! !!!!! !!!!*!!!!!* *!!!!*!!!! * !!!!!!!!!! !

logo QVAPDGSTITLR I
VRGQVNNQLPAKTAI

V
A
T
AA
G
A
D
A
SLPNLNI

LDFATNSEAQSTITFKNSGQTI
VLMSGLLGSSTNTENTDTNTRSGVPFLSSLPGVVGAG

NTDB id 1094060 ACINK0 RS09305 WP 414656532.1 QVAPDGSITLRVRGQVNNLKTAVAAGAALPNNLDFANSEAQSTITFKSGQTVLMSGLLSTNNTDTRSGVPFLSSLPVVGG 336
NTDB id 1304 DR RS03995 WP 227086002.1 QVAPDGTITLRIRGQVNQPATAIT.ADSLPNLIDFTNSEAQSTITFKNGQTILMSGLLGSTETTNRSGVPFLSSLPGVGA 398
consensus !!!!!!*!!!!*!!!!!** !!* ** !!! *!! !!!!!!!!!!! !!!*!!!!!! * ! !!!!!!!!!!! !!*

logo AFGEKQRTKTERKRTEQSTQLL IV I IVTGTI
VVK

NTDB id 1094060 ACINK0 RS09305 WP 414656532.1 AFGEQTKRKRETQLLIIVTGTIVK 360
NTDB id 1304 DR RS03995 WP 227086002.1 AFGEKRTEKTQSQLLVIITGTVVK 422
consensus !!!! ! *!!!*!*!!!*!!

X non conserved

X similar

X ≥ 50% conserved


