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Detailed template

information

# Template Alignment Coverage 3D Model Confidence
1 C3p5nA_ Alignment

2 c3ribA_ Alignment

3 c2ksdA_ Alignment

4 c2yvxD_ Alignment

% i.d.

11

Template Information

PDB header:transport protein

Chain: A: PDB Molecule:riboflavin uptake protein;
PDBTitle: structure and mechanism of the s component of a
bacterial ecf2 transporter

14

PDB header:thiamine-binding protein

Chain: A: PDB Molecule:thit;

PDBTitle: crystal structure at 2.0 a of the s-component for thiamin
from an ecf-2 type abc transporter

14

PDB header:transferase

Chain: A: PDB Molecule:aerobic respiration control sensor
protein arcb;

PDBTitle: backbone structure of the membrane domain of e. coli2
histidine kinase receptor arcb, center for structures of3 membrane
proteins (csmp) target 4310c

18

PDB header:transport protein
Chain: D: PDB Molecule:mg2 + transporter mgte;
PDBTitle: crystal structure of magnesium transporter mgte



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3p5nA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4642e827c0396f89/c3p5nA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3rlbA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4642e827c0396f89/c3rlbA_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2ksdA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4642e827c0396f89/c2ksdA_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2yvxD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4642e827c0396f89/c2yvxD_.4.pdb

PDB header:membrane protein/transport protein

12 Chain: B: PDB Molecule:upf0092 membrane protein yajc;
PDBTitle: x-ray crystal structure of acrb in complex with a novel2
transmembrane helix.

5 c2rddB_ Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2rddB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/4642e827c0396f89/c2rddB_.5.pdb

