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Detailed template

information

# Template Alignment Coverage 3D Model Confidence
1 c2kmlA_ Alignment

2 d2j3wbl Alignment

3 c2xseA_ Alignment

4 dlgasa3 Alignment

% i.d.

15

Template Information

PDB header:protein binding

Chain: A: PDB Molecule:protein dre2;

PDBTitle: solution structure of the n-terminal domain of the yeast
protein dre2

23

Fold:Ligand-binding domain in the NO signalling and Golgi
transport

Superfamily:Ligand-binding domain in the NO signalling and
Golgi transport

Family: TRAPP components

31

PDB header:oxidoreductase

Chain: A: PDB Molecule:thymine dioxygenase jbpl;

PDBTitle: the structural basis for recognition of j-base containing2
dna by a novel dna-binding domain in jbpl

Fold:TIM beta/alpha-barrel
Superfamily:PLC-like phosphodiesterases
Family:Mammalian PLC
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/74eb616329de7528/c2xseA_.3.pdb
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