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Detailed template

information

# Template Alignment Coverage 3D Model Confidence
1 dls7ba_ Alignment

2 Cc2i68B_ Alignment

3 c3mp7B_ Alignment

4 C2VQcA_ Alignment

% i.d.

32

Template Information

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

32

PDB header:transport protein

Chain: B: PDB Molecule:protein emre;

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

29

PDB header:protein transport

Chain: B: PDB Molecule:preprotein translocase subunit sece;
PDBTitle: lateral opening of a translocon upon entry of protein
suggests the2 mechanism of insertion into membranes

24

PDB header:dna-binding protein

Chain: A: PDB Molecule:hypothetical 13.2 kda protein;
PDBTitle: structure of a dna binding winged-helix protein, f-112,2
from sulfolobus spindle-shaped virus 1.



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/f4684ca380277c22/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/f4684ca380277c22/c2i68B_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3mp7B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/f4684ca380277c22/c3mp7B_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2vqcA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/f4684ca380277c22/c2vqcA_.4.pdb

d2vqcal Alignment

Fold:DNA/RNA-binding 3-helical bundle
24 Superfamily:"Winged helix" DNA-binding domain
Family:F112-like



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2vqca1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/f4684ca380277c22/d2vqca1.5.pdb

