logo

NTDB id 1161743 U8955 RS08705 WP 038804570.1
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 1161743 U8955 RS08705 WP 038804570.1
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 1161743 U8955 RS08705 WP 038804570.1
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 1161743 U8955 RS08705 WP 038804570.1
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

Ll S

LA

T LTI Fs e LR S DA

MNKKTRQINLIGLL RLLLSIGSYYIKQMWMEIN PKTI{ SQKKQASEAPSQRLAESVLT  KNQ

MNKKTRQTLIGLLVLLLLSTGSYYIKQMPSAPNSPKTNLSQKKQASEAPSQALAESVLTDAVKSQIKGSLEWNGSGAFIYV|
MNKKTRQTLIGLLVLLLLSTGSYYIKQMPSAPNSPKTNLSQKKQASEAPSQALAESVLTDAVKSQIKGSLEWNGSGAFTIYV|

MNKKTRQTLIGLLVLLLLSTGSYYIKQMPSAPNSPKTNLSQKKQASEAPSQALAESVLTDAVKSQIKGSLEWNGSGAFTIYV|

MNKKTRQTLIGLLVLLLLSTGSYYIKQMPSAPNSPKTNLSQKKQASEAPSQALAESVLTDAVKSQIKGSLEWNGSGAFIV
N I T

TS VNNV VA SRR LTS T R A

NGNKTNLDAKVSSKPYADNKTKIJVGKETVPTVANA LSKATRQYKNRIBETGNGSTSWTPPGWHQVKNLKG YTHAVDRGH
NGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQVKNLKGSYTHAVDRGH
NGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQVKNLKGSYTHAVDRGH
NGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQVKNLKGSYTHAVDRGH

NGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQVKNLKGSYTHAVDRGH
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LLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDONKRVRYRVTLYYASNEDLVPSASQIE
LLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQONYYESKVRKALDQNKRVRYRVTLYYASNEDLVPSASQIE
LLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDOQNKRVRYRVTLYYASNEDLVPSASQIE

LLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDQNKRVRYRVTLYYASNEDLVPSASQIE
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SO LWLV DR8I

AKSSDGELEFNVL PNVQKG QLDYRTG VTVT 274
AKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
AKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
AKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274

AKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
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X non conserved
B similar
>50% conserved
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