logo

NTDB id 1127920 FGL22 RS03880 WP 046159387.1
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 1127920 FGL22 RS03880 WP 046159387.1
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 1127920 FGL22 RS03880 WP 046159387.1
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 1127920 FGL22 RS03880 WP 046159387.1
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

IRURTLLALLLLSTNIN0 RIS v o JLSHGES SN DA

MLTRSKHZKRMEN SEFRRRARY LESISVBAKSDE ITRSIHIFTKQIYRTVLGDKGESSSES|MEVYSIaV|Y Q
AMNKKTRQTLIGLLVLLLLSTGSYYIKQMEPSAPNSP K T NLSQKKQASEAPSQALAESVLTDAVKSQ
AMNKKTRQTLIGLLVLLLLSTGSYYIKQMEPSAPNSP K T [, NLSQKKQASEAPSQALAESVLTDAVKSQ
AMNKKTRQTLIGLLVLLLLSTGSYYIKQMEPSAPNSP K T [, NLSQKKQASEAPSQALAESVLTDAVKSQ

AMNKKTRQTLIGLLVLLLLSTGSYYIKQMBPSAPNSP K T | NLSQKKQASEAPSQALAESVLTDAVKSQ
U R U Pk Dk | ! Pl Ul U P!

LSBTV HEL TURGLSAATRORINET TS

IKGSLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQV
IKGSLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQV

IKGSLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQV

IKGSLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQV
TUL Db b b DL e o b b e DD L Lo b ok | NI NN

R BT AR

BILKGYBHAVDRGHLLGYAL GGL|SGFDASTSNPINIApQI® WANQAIEEYSTGQNYYE[VR ALDY(EKRVRYRVTL)®
KNLKGSYTHAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGONYYESKVRKALDQNKRVRYRVTLY
KNLKGSYTHAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDQNKRVRYRVTLY]
KNLKGSYTHAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGONYYESKVRKALDONKRVRYRVTLY

KNLKGSYTHAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDQNKRVRYRVTLY
Pl Es bk DL s bbb DL L skl bk bk b DL LD bk b sk b D bk DL LD

e et T s

YASNEDLVPSASQIEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
YASNEDLVPSASQIEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
YASNEDLVPSASQIEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274

YASNEDLVPSASQIEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVT QYL
! N N N NN NN N N Y

X non conserved
B similar
>50% conserved

160
145
145
145
145

240
225
225
225
225



