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# Template

Alignment Coverage

3D Model

Confidence

1 C2pxgA_ Alignment
2 €3s99G_ Alignment
3 dlzkdal Alignment

% i.d.

12

Template Information

PDB header:membrane protein
Chain: A: PDB Molecule:outer membrane protein;
PDBTitle: nmr solution structure of omla

31

PDB header:transferase

Chain: G: PDB Molecule:methyl coenzyme m reductase, alpha
subunit;

PDBTitle: crystal structure of a methyl-coenzyme m reductase
purified from black2 sea mats

12

Fold:S-adenosyl-L-methionine-dependent methyltransferases
Superfamily:S-adenosyl-L-methionine-dependent
methyltransferases

Family:RPA4359-like



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2pxgA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/96ec33ffed8c9a90/c2pxgA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3sqgG_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/96ec33ffed8c9a90/c3sqgG_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1zkda1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/96ec33ffed8c9a90/d1zkda1.3.pdb

