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Detailed template
information

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

PDB header:membrane protein

1 clzcdA_ Alignment Chain: A: PDB Molecule:na(+)/h(+) antiporter 1;
crystal structure of the na+/h+ antiporter nhaa
— PDB header:membrane protein
> >10eA T 21 Chain: A: PDB Molecule:sodium/hydrogen exchanger 1;

PDBTitle: structural and functional analysis of tm vi of the nhel
isoform of the2 na+/h+ exchanger
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