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# Template Alignment Coverage 3D Model Confidence

% i.d. Template Information

PDB header:structural genomics, unknown function

Chain: B: PDB Molecule:uncharacterized protein yiif;
PDBTitle: solution structure of protein yiif from shigella flexneri2
serotype 5b (strain 8401) . northeast structural genomics3
consortium target sftl

PDB header:de novo protein
Chain: A: PDB Molecule:af.2al;
PDBTitle: nmr structure of designed protein, af.2al, (ensembles)

PDB header:unknown function

Chain: C: PDB Molecule:hypothetical 23.6 kda protein in yuhl-ura8
intergenic

PDBTitle: crystal structure of subunit vps25 of the endosomal
trafficking2 complex escrt-ii

PDB header:hydrolase

Chain: D: PDB Molecule:cytidine deaminase;

PDBTitle: 1.6 a crystal structure of cytidine deaminase from
burkholderia2 pseudomallei

PDB header:toxin-antitoxin
Chain: A: PDB Molecule:paaa2;
PDBTitle: e. coli 0157 pare2-associated antitoxin 2 (paaa2)

PDB header:lipid-binding protein

Chain: D: PDB Molecule:iron uptake system component efeo;
PDBTitle: 1.50 angstrom crystal structure of c-terminal fragment
(residues 322-2 384) of iron uptake system component efeo from
yersinia pestis.

PDB header:toxin/antitoxin

Chain: U: PDB Molecule:antitoxin vapbl1;

PDBTitle: crystal structure of mycobacterium tuberculosis vapbcll
toxin-2 antitoxin complex

1 C2K5iB_ Alignment

2 C2rt4A_ Alignment

3 c1xb4C_ Alignment

4  c3dmoD_ Alignment
5 c3zbeA_ _Alignment |
6 c5twoD_ Alignment_ |
7 c6a7vU_ Alignment |
8 c5e8jC_ Alignment_

9 c2n2sA_ Alignment —

10 c31g8B_ Alignment

11 COgW6A_ ,:gr;ment

PDB header:translation

Chain: C: PDB Molecule:rnmt-activating mini protein;
PDBTitle: crystal structure of mrna cap guanine-n7
methyltransferase in complex2 with ram

PDB header:signaling protein

Chain: A: PDB Molecule:pheromone ep-1;

PDBTitle: nmr solution structure of the pheromone ep-1 from
euplotes petzi

PDB header:hydrolase

Chain: B: PDB Molecule:a-type atp synthase subunit e;

PDBTitle: crystal structure of the c-terminal part of subunit e (e101-
206) from2 methanocaldococcus jannaschii of alao atp synthase

PDB header:toxin

Chain: A: PDB Molecule:res toxin;

PDBTitle: structure of the pseudomonas putida res-xre toxin-
antitoxin complex



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2k5jB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c2k5jB_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2rt4A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c2rt4A_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1xb4C_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c1xb4C_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3dmoD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c3dmoD_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3zbeA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c3zbeA_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5tw9D_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c5tw9D_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6a7vU_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c6a7vU_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5e8jC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c5e8jC_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2n2sA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c2n2sA_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3lg8B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c3lg8B_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6gw6A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c6gw6A_.11.pdb

PDB header:ribosome
Chain: 3: PDB Molecule:ribosomal protein I133;

12 c3bbo3, Alignment PDBTitle: homology model for the spinach chloroplast 50s subunit
fitted to 9.4a2 cryo-em map of the 70s chlororibosome
— PDB header:nuclear protein
13 c3ledA_ Alignment Chain: A: PDB Molecule:microprocessor complex subunit dgcr8;
PDBTitle: crystal structure of the dgcr8 dimerization domain
— Fold:Protozoan pheromone-like
14 d1x9ba_ T gsgggamlly:Hypothetlcal membrane protein Ta0354, soluble
Family:Hypothetical membrane protein Ta0354, soluble domain
— Fold:C-type lectin-like
15 dldy2a_ Alignment 35 Superfamily:C-type lectin-like
Family:Endostatin
- Fold:Open three-helical up-and-down bundle
16 dljw2a_ Alignment Superfamily:Hemolysin expression modulating protein HHA
Family:Hemolysin expression modulating protein HHA
PDB header:ribosomal protein
. Chain: A: PDB Molecule:50s ribosomal protein I1;
17 c3qovA_ Alignment e PDBTitle: crystal structure of ribosomal protein 11 from aquifex
aeolicus
— Fold:Common fold of diphtheria toxin/transcription
. factors/cytochrome f
18 d2qva2 Alignment Superfamily:beta-sandwich domain of Sec23/24
Family:beta-sandwich domain of Sec23/24
— PDB header:toxin
. Chain: A: PDB Molecule:part: cog5654 (res domain) toxin;
19 c6dohA_ Alignment 23 ppBTitle: part: prs adp-ribosylating toxin bound to cognate antitoxin
pars
— PDB header:membrane protein/transcription
. Chain: C: PDB Molecule:uncharacterized protein rv3413c/mt3522;
20 c3vepC Alignment PDBTitle: crystal structure of sigd4 in complex with its negative
regulator rsda
— PDB header:membrane protein/transcription
. Chain: X: PDB Molecule:uncharacterized protein rv3413c/mt3522;
21 c3vepX, Alignment e (sl PDBTitle: crystal structure of sigd4 in complex with its negative
regulator rsda
- Fold:Double-stranded beta-helix
22 dlxsga_ Alignment not modelled Superfamily:RmIC-like cupins
Family:Ureidoglycolate hydrolase AllA
b Fold:Ribonuclease H-like motif
23 dlzbsa2 Alignment not modelled 33 Superfamily:Actin-like ATPase domain
Family:BadF/BadG/BcrA/BcrD-like
- Fold:Ribonuclease H-like motif
24 dlexqga_ Alignment not modelled Superfamily:Ribonuclease H-like
Family:Retroviral integrase, catalytic domain
- Fold:Double-stranded beta-helix
25 d2bdral Alignment not modelled Superfamily:RmIC-like cupins

Family:Ureidoglycolate hydrolase AllA



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bbo3_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c3bbo3_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3le4A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c3le4A_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1x9ba_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/d1x9ba_.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1dy2a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/d1dy2a_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1jw2a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/d1jw2a_.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3qoyA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c3qoyA_.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2qtva2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/d2qtva2.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6d0hA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c6d0hA_.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3vepC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/dd378ce0a41ab4e5/c3vepC_.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3vepX_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1xsqa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1zbsa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1exqa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2bdra1

