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Detailed template
information

# Template Alignment Coverage 3D Model Confidence % i.d. Template Information

1 dls7ba_ Alignment

Fold:Multidrug resistance efflux transporter EmrE
18 Superfamily:Multidrug resistance efflux transporter EmrE
Family:Multidrug resistance efflux transporter EmrE

PDB header:transport protein
Chain: B: PDB Molecule:protein emre;

22 PDBTitle: cryo-em based theoretical model structure of
transmembrane2 domain of the multidrug-resistance antiporter from
e. coli3 emre

2 C2i68B_ Alignment

PDB header:oxidoreductase

8 Chain: F: PDB Molecule:nadh-quinone oxidoreductase subunitj;
PDBTitle: crystal structure of the membrane domain of respiratory
complex i from2 e. coli at 3.0 angstrom resolution

3 c3rkoF_ Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1s7ba_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/2b7c875db4597b9c/d1s7ba_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2i68B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/2b7c875db4597b9c/c2i68B_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3rkoF_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/2b7c875db4597b9c/c3rkoF_.3.pdb

