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# Template Alignment Coverage 3D Model Confidence % i.d. Template Information
PDB header:chaperone
. Chain: D: PDB Molecule:urease accessory protein ureh;
1 €3st50. Alignment 12 ppBTitle: crystal structure of helicobacter pylori urease accessory
protein2 uref/h complex
PDB header:transport protein
. Chain: B: PDB Molecule:abc transporter, atp-binding protein;
2 cAdn/B_ Alignment 16 ppBTitle: crystal structure of putative abc transporter, atp-binding
protein2 from methanosarcina mazei gol
Fold:Single-stranded right-handed beta-helix
3 dlvhda_ Alignment 14 Superfamily:Stabilizer of iron transporter SufD
Family:Stabilizer of iron transporter SufD
Fold:Common fold of diphtheria toxin/transcription
. factors/cytochrome f
& dlxdla_ Alignment 20 Superfamily:DR1885-like metal-binding protein
Family:DR1885-like metal-binding protein
PDB header:transport protein/protein binding
. Chain: A: PDB Molecule:fes cluster assembly protein sufb;
5 c5awfA_ Alignment ® PDBTitle: crystal structure of sufb-sufc-sufd complex from
escherichia coli
— PDB header:metal binding protein
; ) Chain: A: PDB Molecule:mg-chelatase subunit chlh;
® cazniA, Alignment 15 ppBrTitle: crystal structure of the catalytic subunit of magnesium
chelatase
— PDB header:chaperone
. Chain: A: PDB Molecule:sco3965;
g c3zk0A, Alignment Z PDBTitle: the crystal structure of a cu(i) metallochaperone from2
streptomyces lividans in its apo form
Fold:C-terminal domain of mollusc hemocyanin
8 dljs8a2 Alignment 14 Superfamily:C-terminal domain of mollusc hemocyanin
Family:C-terminal domain of mollusc hemocyanin
D Fold:Cystatin-like
9 distfi_ Alignment 14 Superfamily:Cystatin/monellin
Family:Cystatins
PDB header:metal transport
D Chain: A: PDB Molecule:putative uncharacterized protein
10 c2k6zA_ Alignment 11 tthal943;
PDBTitle: solution structures of copper loaded form pcua (trans2
conformation of the peptide bond involving the nitrogen of3 p14)
—— Fold:DNA clamp
11 dit6lal Alignment 8 Superfamily:DNA clamp

Family:DNA polymerase processivity factor



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3sf5D_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/c3sf5D_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4dn7B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/c4dn7B_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vh4a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/d1vh4a_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1x9la_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/d1x9la_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5awfA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/c5awfA_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4zhjA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/c4zhjA_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3zk0A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/c3zk0A_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1js8a2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/d1js8a2.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1stfi_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/d1stfi_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2k6zA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/c2k6zA_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1t6la1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/d1t6la1.11.pdb

PDB header:structural genomics
Chain: A: PDB Molecule:cv0863;

9 PDBTitle: solution nmr structure of uncharacterized protein cv0863
from2 chromobacterium violaceum. northeast structural genomics
target3 (nesg) target cvt3. ocsp target cv0863.

12 C2x8nA_ Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2x8nA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/38dbd4172ee0aae9/c2x8nA_.12.pdb

