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# Template Alignment Coverage 3D Model Confidence % i.d. Template Information
PDB header:protein transport
. Chain: B: PDB Molecule:ppe family protein ppel5;
1 Coxfsh_ Alignment PDBTitle: crystal structure of pe8-ppel5 in complex with espg5
from m.2 tuberculosis
PDB header:structural genomics, unknown function
] Chain: B: PDB Molecule:ppe family protein;
z £2g388 Alignment 30 ppBTitle: a pe/ppe protein complex from mycobacterium
tuberculosis
Fold:Ferritin-like
3 d2g38b1l Alignment 30 Superfamily:PE/PPE dimer-like
Family:PPE
PDB header:protein transport
4 caxy3A_ Alignment 21 Chain: A: PDB Molecule:esx-1 secretion-associated protein espb;
PDBTitle: structure of esx-1 secreted protein espb
PDB header:unknown function
5 CAWj2A Alignment 18 Chain: A: PDB Molecule:antigen mtb48;
PDBTitle: mycobacterial protein
— PDB header:cell invasion
. Chain: B: PDB Molecule:virulence factor esxa;
® €2vs0B_ Alignment 10 ppBTitle: structural analysis of homodimeric staphylococcal
aureus2 virulence factor esxa
— PDB header:unknown function
. . Chain: D: PDB Molecule:secreted protein esxb;
g cdiogh_ Alignment 14 ppBTitle: the crystal structure of a secreted protein esxb (wild-type,
in p212 space group) from bacillus anthracis str. sterne
— PDB header:viral protein
. Chain: A: PDB Molecule:putative uncharacterized protein sag1039;
8  cSgumA Alignment 15 ppgTitle: structure of the homodimeric wxg-100 family protein
from streptococcus2 agalactiae
i PDB header:unknown function
9 c3zbhC_ Alignment 14 Chain: C: PDB Molecule:esxa;
PDBTitle: geobacillus thermodenitrificans esxa crystal form i
- Fold:Ferritin-like
10 dlwa8al Alignment 20 Superfamily:EsxAB dimer-like
Family:ESAT-6 like
— PDB header:unknown function
11 calwsB_ i mra 12 Chain: B: PDB Molecule:uncharacterized protein;

PDBTitle: esxa : esxb (semet) hetero-dimer from thermomonospora
curvata



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5xfsB_
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/7d340c2310a3da1e/c2vs0B_.6.pdb
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/7d340c2310a3da1e/c4iogD_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3gvmA_
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/7d340c2310a3da1e/c3zbhC_.9.pdb
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/7d340c2310a3da1e/c4lwsB_.11.pdb

PDB header:unknown function
Chain: A: PDB Molecule:uncharacterized protein;

12 calwsA_ Alignment 19 ppBTitle: esxa : esxb (semet) hetero-dimer from thermomonospora

curvata
i Fold:Ferritin-like

13 dlwa8bl Alignment 18 Superfamily:EsxAB dimer-like

Family:ESAT-6 like
— PDB header:structural genomics, unknown function
q . Chain: A: PDB Molecule:esat-6-like protein mab_3112;

14 caioxh Alignment 19 ppBTitle: crystal structure of the mycobacterum abscessus esxef

(mab_3112-2 mab_3113) complex
— PDB header:unknown function
) Chain: B: PDB Molecule:esat-6-like protein esxh;

15 c2ke7B. Alignment 20 ppBTitle: structure and features of the complex formed by the
tuberculosis2 virulence factors rv0287 and rv0288
PDB header:structural genomics, unknown function

. . Chain: |: PDB Molecule:esat-6-like protein mab_3113;

g0 €404 Alignment GE4s 23 ppBrTitle: crystal structure of the mycobacterum abscessus esxef
(mab_3112-2 mab_3113) complex

= PDB header:transcription

17 C2iulA_ Alignment 33 Chain: A: PDB Molecule:eukaryotic translation initiation factor 5;
PDBTitle: crystal structure of eif5 c-terminal domain

— PDB header:translation
. Chain: E: PDB Molecule:eukaryotic translation initiation factor 5;

CE C2fulE_ Alignment 33 ppBTitle: crystal structure of the c-terminal domain of s. cerevisiae

eif5
— PDB header:protein binding

19 c5frgA_ Alignment Chain: A: PDB Molecule:formin-binding protein 1-like;

PDBTitle: the nmr structure of the cdc42-interacting region of tocal
— PDB header:translation
. Chain: A: PDB Molecule:translation initiation factor eif-2b epsilon

20 clpagA_ Alignment PDBTitle: crystal structure of the catalytic fragment of eukaryotic2
initiation factor 2b epsilon

= Fold:alpha-alpha superhelix

21 dlpaga_ Alignment not modelled 18 Superfamily:ARM repeat
Family:MIF4G domain-like

- PDB header:structural protein
22 c1bkvA_ Alignment not modelled 38 Chain: A: PDB Molecule:t3-785;
PDBTitle: collagen
i Fold:Tetracyclin repressor-like, C-terminal domain

23 dlui5a2 Alignment not modelled 24 Superfamily:Tetracyclin repressor-like, C-terminal domain
Family:Tetracyclin repressor-like, C-terminal domain
PDB header:translation
Chain: A: PDB Molecule:translation initiation factor eif-2b subunit

24 C3juiA_ Alignment not modelled 23 epsilon;

PDBTitle: crystal structure of the c-terminal domain of human
translation2 initiation factor eif2b epsilon subunit
- PDB header:structural protein
25 clbkvB_ Alignment not modelled 38 Chain: B: PDB Molecule:t3-785;
PDBTitle: collagen
I PDB header:structural protein
26 clbkvC_ Alignment not modelled 38 Chain: C: PDB Molecule:t3-785;
PDBTitle: collagen
PDB header:hormone/growth factor
Chain: A: PDB Molecule:glucagon;

27 clnauA_ Alignment not modelled 23 PDBTitle: nmr solution structure of the glucagon antagonist
[deshis1,2 desphe6, glu9]glucagon amide in the presence of3
perdeuterated dodecylphosphocholine micelles
PDB header:hydrolase

- Chain: A: PDB Molecule:25mer peptide from vacuolar atp synthase

28 c2nvjA_ Alignment not modelled 30 subunit

PDBTitle: nmr structures of transmembrane segment from subunit
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/7d340c2310a3da1e/d1wa8b1.13.pdb
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/7d340c2310a3da1e/c2kg7B_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4i0xJ_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/7d340c2310a3da1e/c4i0xJ_.16.pdb
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/7d340c2310a3da1e/c2iu1A_.17.pdb
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/7d340c2310a3da1e/c2fulE_.18.pdb
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a from2 the yeast proton v-atpase

PDB header:membrane protein

Chain: A: PDB Molecule:cdc42-interacting protein 4;
PDBTitle: the nmr structure of the tc10 and cdc42 interacting
domain2 of cip4

29 c2kedA_ Alignment not modelled

PDB header:apoptosis

Chain: A: PDB Molecule:activator of apoptosis harakiri;

PDBTitle: solution structure of the transmembrane domain of bcl-2
member2 harakiri in micelles

30 C2I5bA_ Alignment not modelled

PDB header:hormone/growth factor

Chain: A: PDB Molecule:glucagon-like peptide-1-(7-36)-amide;
PDBTitle: solution structure of glucagon-like peptide-1-(7-36)-amide
in2 trifluoroethanol/water

31 c1dOrA_ Alignment not modelled

PDB header:toxin/antitoxin

Chain: A: PDB Molecule:contact-dependent inhibitor a;

PDBTitle: contact-dependent inhibition system from escherichia coli
ncl01 -2 ternary cdia/cdii/ef-tu complex (trypsin-modified)

32 c5i4rA_ Alignment not modelled

PDB header:transport protein

Chain: B: PDB Molecule:voltage-dependent |-type calcium channel
24 subunit alpha-1c;

PDBTitle: crystal structure of the voltage dependent calcium
channel beta-22 subunit in complex with the cav1l.2 i-ii linker.

33 c4deyB_ Alignment not modelled

PDB header:hormone/growth factor
27 Chain: A: PDB Molecule:exendin-4;
PDBTitle: solution structure of exendin-4 in 30-vol% trifluoroethanol

34 cljriA_ Alignment not modelled

Fold:dsRBD-like
Superfamily:Rv2632c-like

35 d2fggal Alignment not modelled
Family:Rv2632c-like

PDB header:structural genomics

Chain: B: PDB Molecule:protein fam83b;

PDBTitle: structure of the domain of unknown function duf1669
from human fam83b

36 c51zkB_ Alignment not modelled

37 C2jtwA_ Alignment not modelled

PDB header:membrane protein
38 Chain: A: PDB Molecule:transmembrane helix 7 of yeast vatpase;
PDBTitle: solution structure of tm7 bound to dpc micelles
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