logo

NTDB id 966106 NSQ79 RS05590 WP 175062606.1
NTDB id 262 KZH43 RS08770 WP 001036779.1
NTDB id 221 SPD RS09380 WP 001036779.1

NTDB id 187 SPR RS08930 WP 001036779.1

NTDB id 152 SP RS09870 WP 001036779.1
consensus

logo

NTDB id 966106 NSQ79 RS05590 WP 175062606.1
NTDB id 262 KZH43 RS08770 WP 001036779.1
NTDB id 221 SPD RS09380 WP 001036779.1

NTDB id 187 SPR RS08930 WP 001036779.1

NTDB id 152 SP RS09870 WP 001036779.1
consensus

logo

NTDB id 966106 NSQ79 RS05590 WP 175062606.1
NTDB id 262 KZH43 RS08770 WP 001036779.1
NTDB id 221 SPD RS09380 WP 001036779.1

NTDB id 187 SPR RS08930 WP 001036779.1

NTDB id 152 SP RS09870 WP 001036779.1
consensus

logo

NTDB id 966106 NSQ79 RS05590 WP 175062606.1
NTDB id 262 KZH43 RS08770 WP 001036779.1
NTDB id 221 SPD RS09380 WP 001036779.1

NTDB id 187 SPR RS08930 WP 001036779.1

NTDB id 152 SP RS09870 WP 001036779.1
consensus

o SR VLLTSHO PRI, o SRRSO

MAKRKTSLTNJSQ
....... MNKKTRQTLIGLLVLLLLSTGSYYIKQMPSAPNSPKTNL
....... MNKKTRQTLIGLLVLLLLSTGSYYIKQMPSAPNSPKTNL
....... MNKKTRQTLIGLLVLLLLSTGSYYIKQMPSAPNSPKTNL
....... MNKKTRQTLIGLLVLLLLSTGSYYIKQMPSAPNSPKTNL

DU S AE VWA T T TSRO

SBMVKSQ [y EWNG GA IVNGNKTNL AKVSS[NPYA N[EYKT V[A[¢ Q
DAVKSQIKGSLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTP
DAVKSQIKGSLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTP

DAVKSQIKGSLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTP

DAVKSQIKGSLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTP
NI e BRI

ML TTATR AL AL D R SR A A EYIRALA

P\GWHQV NLEGIRMYNHAVDRGHLLGYAL GGLJSGFDASTSNPJENIAVQTAWANQA Q

PGWHQVKNLKGSYTHAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGONYYESKVRKALDQNKRVR|
PGWHQVKNLKGSYTHAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDQNKRVR
PGWHQVKNLKGSYTHAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGONYYESKVRKALDQNKRVR|

PGWHQVKNLKGSYTHAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDQNKRVR]
N I

ALl LKA N T

YRVTLMY|He L PS Sj5l EAKS DGELEFNVIJVPNVQENG BLDY){ GIVTVIR 293
YRVTLYYASNEDLVPSASQIEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
YRVTLYYASNEDLVPSASQIEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
YRVTLYYASNEDLVPSASQIEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274

YRVTLYYASNEDLVPSASQIEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVT QYA
I I S

X non conserved
B similar
>50% conserved

160
139
139
139
139

240
219
219
219
219



