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Detailed template
information

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

PDB header:viral protein
Chain: A: PDB Molecule:replicase polyprotein lab;

1 c2jzth_ Alignment PDBTitle: nmr conformer closest to the mean coordinates of the
domain 513-651 of2 the sars-cov nonstructural protein nsp3
PDB header:viral protein
Chain: A: PDB Molecule:non-structural protein 3;

2 c2kqvA Alignment PDBTitle: sars coronavirus-unique domain (sud): three-domain
molecular2 architecture in solution and rna binding. i: structure of

the sud-m3 domain of sud-mc



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2jzfA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/478ba3a5a6d06996/c2jzfA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2kqvA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/478ba3a5a6d06996/c2kqvA_.2.pdb

