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Detailed template
information

# Template Alignment Coverage 3D Model Confidence

Template Information

Fold:SAM domain-like
Superfamily:Hypothetical protein Yjb)
Family:Hypothetical protein Yjb)

PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:hypothetical protein pa4d738;
PDBTitle: nmr structure of p. aeruginosa protein pa4738:
northeast2 structural genomics consortium target pap2

PDB header:chaperone

Chain: A: PDB Molecule:12 kda heat shock protein;

PDBTitle: structural characterization of small heat shock protein
(hsp12)

PDB header:structural genomics, unknown function
Chain: B: PDB Molecule:uncharacterized protein;
PDBTitle: nmr structure of protein q60c73_metca. northeast
structural2 genomics consortium target mcrl

1 dlryka_ Alignment
2 CclywwA_ Alignment
3 Cc219gA_ Alignment
4 C€2js5B_ Alignment
5 C2k88A_ Alignment

PDB header:hydrolase

Chain: A: PDB Molecule:vacuolar proton pump subunit g;
PDBTitle: association of subunitd (vma6p) and e (vma4p) with g2
(vmalOp) and the nmr solution structure of subunit g (g1-3 59) of the
saccharomyces cerevisiae vlvo atpase



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ryka_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c36e066ba9e468ff/d1ryka_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ywwA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c36e066ba9e468ff/c1ywwA_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2l9qA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c36e066ba9e468ff/c2l9qA_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2js5B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c36e066ba9e468ff/c2js5B_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2k88A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c36e066ba9e468ff/c2k88A_.5.pdb

Alignment

11

PDB header:immune system

Chain: A: PDB Molecule:4e10_d0_lisla_001_c (t161);
PDBTitle: crystal structure of hiv epitope-scaffold
4e10_d0_lisla_001_c



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3lf9A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c36e066ba9e468ff/c3lf9A_.6.pdb

