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Detailed template
information

# Template Alignment Coverage 3D Model Confidence

1 C2qptA_ Alignment
2 c2yvxD Alignment

% i.d.

Template Information

PDB header:endocytosis
Chain: A: PDB Molecule:eh domain-containing protein-2;

= PDBTitle: crystal structure of an ehd atpase involved in membrane
remodelling
PDB header:transport protein

13 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=c2qptA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1a56a405c6f7f4f4/c2qptA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2yvxD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1a56a405c6f7f4f4/c2yvxD_.2.pdb

