logo

NTDB id 476
NTDB id 325
NTDB id 293
consensus

logo

NTDB id 476
NTDB id 325
NTDB id 293
consensus

logo

NTDB id 476
NTDB id 325
NTDB id 293
consensus

logo

NTDB id 476
NTDB id 325
NTDB id 293
consensus

logo

NTDB id 476
NTDB id 325
NTDB id 293
consensus

logo

NTDB id 476
NTDB id 325
NTDB id 293
consensus

HSISS4 RS06995 WP 013990225.

STU RS16125 WP 002946410.1
STER RS06925 WP 011681416.1

HSISS4 RS06995 WP 013990225.

STU RS16125 WP 002946410.1
STER RS06925 WP 011681416.1

HSISS4 RS06995 WP 013990225.

STU RS16125 WP 002946410.1
STER RS06925 WP 011681416.1

HSISS4 RS06995 WP 013990225.

STU RS16125 WP 002946410.1
STER RS06925 WP 011681416.1

HSISS4 RS06995 WP 013990225.

STU RS16125 WP 002946410.1
STER RS06925 WP 011681416.1

HSISS4 RS06995 WP 013990225.

STU RS16125 WP 002946410.1
STER RS06925 WP 011681416.1

LR VLI R PR ACAMAVET e VR SR

MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYER GYIDYYDTKELQEKASSLDKS
MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERLGYIDYYDTKELQEKASSLDKS
MKKYILLRTLRSLLSIFVVTALTYTIIYTMVPRRLIFRQDPNYNKIAKTADSKANYENTIYERLGYIDYYDTKELQEKASSLDKS

T TREWARL 8RR LA TR E

VITKPTKENKAIYQKYVDSLG GWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW
VITKPTKENKAIYQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW
VTTKPTKENKA YQKYVDSLGRGWRLHQFKQSKQFYATRDVPVLERVFGFYTHLFEFDNTGWVKDKTNPNLKRYIRIENDPAIGW

N R SO T TAE LN T TNE TGS TG Sl

SVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQT[NSSIMVNFPTGKK SSVDIYSRTYKSPSQADA
SVVGSGTKHKYLLYFNSQFPFVHQNFVKMNLGTSYPTYAEQGVLDVITQGQGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA
SVVGSGTKHKYLLYFNGQFPFVHQNFVKMNLGTSYPTYAGQGVLDVITQGQGQTKSSVVNFPTGKKISSVDIYSRTYKSPSQADA

R APVAERIS VESKIL LTLAL L ANTERT LU TR

RDRSYYG DPYTATKSRYQYPSMVTSSATIAGLIGLVLSYALAIPLGSYMARIFKNTLFDSVSTG LTFLLSLPTIALVYIIRLIGS
RDRSYYGNDPYTATKSRYQYPSMVTSSATAGLIGLVLSYALAIPLGSYMALFKNT FDSVSTGVLTFLLSLPTIALVYIIRLIGS
RDRSYYGNDPYTATKSRYQYPSMVTSSAIAGLIGLVLSYALAIPLGSYMALFKNTLFDSVSTGVLTFLLSLPTIALVYIIRLIGS

LD AT AT AR LR A VL

EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHIJKNAMVSLVSGIPASI
EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHILKNAMVSLVSGIPASI
EIGLPDSFPILGAGDWRSYVLPSVILGLLSTPGLAIWIRRYMIDLQSQDFVRFARAKGLSEQEISNKHILKNAMVSLVSGIPASI

VAITATUETIAPS K LIRS LTS ESLLVDIL T DR

VRIVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTAL IFSLLVGDILMT IDPRIKLTSKGGKEEEAYS
VGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGGK| NS
VGVITGATLTETIFAYPGMGKMLIDSVRASNNAMVVGLVFIFTALSIFSLLVGDILMTIIDPRIKLTSKGGK 497

K| non conserved
B similar
>50% conserved

170
170
170

255
255
255

340
340
340

425
425
425



