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- Fold:SAM domain-like
1 d2ag0Oal Alignment .98 71.4 16 Superfamily:RuvA domain 2-like
Family:Hef domain-like

. Fold:Skpl dimerisation domain-like
2 d2ovral Alignment i 35.2 14 Superfamily:Skpl dimerisation domain-like
Family:Skp1l dimerisation domain-like

(\’QQ PDB header:dna binding protein
. ™. Chain: A: PDB Molecule:excinuclease abc subunit c;

3 el Alignment ’ 4 BEE 19 ppBTitle: solution structure of the c-terminal domain of uvre from
e-2 coli

4
' Fold:SAM domain-like
4 dilkfta_ Alignment : ) e 31.6 19 Superfamily:RuvA domain 2-like
( Family:Excinuclease UvrC C-terminal domain

'y Fold:Skp1l dimerisation domain-like
5 dlnexal Alignment [ 30.5 18 Superfamily:Skpl dimerisation domain-like
Family:Skp1l dimerisation domain-like

PDB header:signaling protein

Chain: D: PDB Molecule:skpl-like protein 1a;

PDBTitle: mechanism of auxin perception by the tirl ubiqutin
ligase

6 c2plnD_ Alignment 28.9 17

Fold:TIM beta/alpha-barrel
7 dlbdOa2 Alignment 27.0 26 Superfamily:PLP-binding barrel
- Family:Alanine racemase-like, N-terminal domain

¥ [ PDB header:transcription/cell cycle
8 C20vagA Alignment L ‘. _ 26.9 14 Chain: A: PDB Molecule:s-phase kinase-associated protein 1a;
K PDBTitle: structure of the skpl-fbw7-cyclinedegc complex

“} Fold:DNA/RNA-binding 3-helical bundle
9 difsea_ Alignment . » 26.0 17 rSeugztle;::rr:ﬂy:C—termmal effector domain of the bipartite response
Family:GerE-like (LuxR/UhpA family of transcriptional regulators)
PDB header:ligase, cell cycle
10 clnexC_ T C.:‘? L1 25.6 17 gtl;:%in: C: PDB Molecule:centromere dna-binding protein complex

" PDBTitle: crystal structure of scskpl-sccdc4-cpd peptide complex

o

Fold:SAM domain-like
11 dix2ial Alignment / 22.5 9 Superfamily:RuvA domain 2-like
- Family:Hef domain-like
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12

PDB header:hydrolase
Chain: C: PDB Molecule:adamts-4;
PDBTitle: crystal structure of adamts4 with inhibitor bound

20

PDB header:structural protein
Chain: A: PDB Molecule:talin-1;

PDBTitle: nmr structure of the f1 domain (residues 86-202) of the2

talin

12

PDB header:transferase

Chain: D: PDB Molecule:leucine carboxyl methyltransferase 1;
PDBTiItle: crystal structure of human leucine
carboxylmethyltransferase-1 in2 complex with s-adenosyl
homocysteine

16

Fold:SAM domain-like
Superfamily:RuvA domain 2-like
Family:Hef domain-like

11

PDB header:transferase

Chain: A: PDB Molecule:leucine carboxyl methyltransferase 1;
PDBTitle: crystal structure of human leucine carboxyl
methyltransferase 1

16

Fold:S-adenosyl-L-methionine-dependent methyltransferases
Superfamily:S-adenosyl-L-methionine-dependent
methyltransferases

Family:Leucine carboxy methyltransferase Ppml

14

Fold:SipA N-terminal domain-like
Superfamily:SipA N-terminal domain-like
Family:SipA N-terminal domain-like

28

PDB header:cell cycle

Chain: C: PDB Molecule:scm3;

PDBTitle: the heterotrimeric complex of kluyveromyces lactis
scm3, cse4 and h4

14

Fold:SipA N-terminal domain-like
Superfamily:SipA N-terminal domain-like
Family:SipA N-terminal domain-like

PDB header:rna-binding protein

Chain: A: PDB Molecule:transcription elongation protein nusa;
PDBTitle: nmr structure of the carboxyterminal domains of
escherichia2 coli nusa

Fold:SAM domain-like
Superfamily:RuvA domain 2-like
Family:Hef domain-like

17

Fold:Skpl dimerisation domain-like
Superfamily:Skpl dimerisation domain-like
Family:Skp1l dimerisation domain-like

20

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:Homeodomain-like
Family:Paired domain

24

Fold:TIM beta/alpha-barrel
Superfamily:PLP-binding barrel
Family:Alanine racemase-like, N-terminal domain

16

PDB header:hydrolase
Chain: D: PDB Molecule:xpf endonuclease;
PDBTitle: xpf from aeropyrum pernix

18

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:Homeodomain-like
Family:Paired domain

12 c2rjpC_ Alignment
13 c2kc2A_ Alignment
14  c3ieiD_ Alignment
15 d2bgwal Alignment
16 c3mntA_ Alignment
17 dirjda_ Alignment
18 d2fm9al Alignment
19 c2yfvC_ Alignment
20 d2fm8cl Alignment
21 clwchA_ Alignment not modelled
22 d2aljbl Alignment not modelled
23 difs2bl Alignment not modelled
24 dlk78al Alignment not modelled
25 dlrcga2 Alignment not modelled
26 c2bhnD_ Alignment not modelled
27 d6épaxal Alignment not modelled
28 c2k9IlA_ Alignment not modelled
29 c2pfcA_ Alianment not modelled

14

PDB header:transcription
Chain: A: PDB Molecule:rna polymerase sigma factor rpon;
PDBTitle: structure of the core binding domain of sigma54

21

PDB header:unknown function
Chain: A: PDB Molecule:hypothetical protein rv0098/mt0107;
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http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1wcnA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2a1jb1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1fs2b1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1k78a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1rcqa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2bhnD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d6paxa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2k9lA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2pfcA_

PDBTitle: structure of mycobacterium tuberculosis rv0098

18

Fold:SAM domain-like
Superfamily:Rad51 N-terminal domain-like
Family:DNA repair protein Rad51, N-terminal domain

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:Lrp/AsnC-like transcriptional regulator N-terminal domain

PDB header:oxidoreductase

Chain: A: PDB Molecule:fumarate reductase, flavoprotein subunit;
PDBTitle: solution nmr structure of fumarate reductase flavoprotein
subunit from2 lactobacillus plantarum, northeast structural
genomics consortium3 target | pr145j

12

Fold:SAM domain-like
Superfamily:Rad51 N-terminal domain-like
Family:DNA repair protein Rad51, N-terminal domain

Fold:SAM domain-like
Superfamily:C-terminal domain of RNA polymerase alpha subunit
Family:C-terminal domain of RNA polymerase alpha subunit

13

10

PDB header:transcription

Chain: A: PDB Molecule:probable rna polymerase sigma-c factor;
PDBTitle: crystal structure of the "-35 element" promoter
recognition domain of2 mycobacterium tuberculosis sigc

PDB header:antimicrobial protein

Chain: A: PDB Molecule:antimicrobial peptide latarcin 2a;
PDBTitle: nmr structure of a novel antimicrobial peptide, latarcin
2a,2 from spider (lachesana tarabaevi) venom
Fold:DNA/RNA-binding 3-helical bundle

Superfamily:"Winged helix" DNA-binding domain
Family:C-terminal fragment of elongation factor SelB

15

Fold:Succinate dehydrogenase/fumarate reductase flavoprotein,
catalytic domain

Superfamily:Succinate dehydrogenase/fumarate reductase
flavoprotein, catalytic domain

Family:Succinate dehydrogenase/fumarate reductase flavoprotein,
catalytic domain

11

Fold:SAM domain-like
Superfamily:Rad51 N-terminal domain-like
Family:DNA repair protein Rad51, N-terminal domain

11

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:ArsR-like transcriptional regulators

20

PDB header:oxidoreductase

Chain: F: PDB Molecule:oxidoreductase, short chain
dehydrogenase/reductase family;

PDBTitle: 2.05 angstrom resolution crystal structure of a short
chain2 dehydrogenase from bacillus anthracis str. 'ames ancestor'
in complex3 with nad+

13

PDB header:dna binding protein

Chain: C: PDB Molecule:chromosomal replication initiator protein
dnaa;

PDBTItle: crystal structure of a hoba-dnaa (domain i-ii) complex
from2 helicobacter pylori.

PDB header:virus

Chain: 4: PDB Molecule:protein (genome polyprotein);
PDBTitle: foot-and-mouth disease virus/ oligosaccharide receptor
complex.

Fold:SAM domain-like
Superfamily:C-terminal domain of RNA polymerase alpha subunit
Family:C-terminal domain of RNA polymerase alpha subunit

Fold:Rhodanese/Cell cycle control phosphatase
Superfamily:Rhodanese/Cell cycle control phosphatase
Family:Ubiquitin carboxyl-terminal hydrolase 8, USP8

25

PDB header:structural genomics, unknown function

Chain: A: PDB Molecule:predicted n6-adenine-specific dna
methylase;

PDBTitle: crystal structure of a predicted n6-adenine-specific dna
methylase2 from listeria monocytogenes str. 4b f2365

21

PDB header:hydrolase

Chain: D: PDB Molecule:capsule biosynthesis protein capd;
PDBTitle: crystal structure of bacillus anthracis transpeptidase
enzyme capd

Fold:Succinate dehydrogenase/fumarate reductase flavoprotein,
catalytic domain

Superfamily:Succinate dehydrogenase/fumarate reductase
flavoprotein, catalytic domain

Family:Succinate dehydrogenase/fumarate reductase flavoprotein,
catalytic domain

25

Fold:beta-Grasp (ubiquitin-like)
Superfamily:Staphylokinase/streptokinase
Family:Staphylokinase/streptokinase

11

Fold:SAM domain-like
Superfamily:Rad51 N-terminal domain-like
Family:DNA repair protein Rad51, N-terminal domain

11

PDB header:toxin

Chain: A: PDB Molecule:iota toxin componentia;

PDBTitle: crystal structure of the enzymatic componet of iota-
toxin2 from clostridium perfringens with nadh

10

PDB header:hydrolase

Chain: B: PDB Molecule:uvrabc system protein c;

PDBTitle: crystal structure of the c-terminal half of uvrc bound to2
its catalytic divalent cation

30 d2ilgal Alignment not modelled
31 d2cgdal Alignment not modelled
32 c2IfcA_ Alignment not modelled
33 dlpznal Alignment not modelled
34 dilb2b_ Alignment not modelled
35 C208xA_ Alignment not modelled
36 C299pA_ Alignment not modelled
37 dllvaad Alignment not modelled
38 dlyOpa3 Alignment not modelled
39 dlszpbl Alignment not modelled
40 dlyOQua_ Alignment not modelled
41 c3ijrF_ Alignment not modelled
42 c2wp0C_ Alignment not modelled
43 clggpd_ Alignment not modelled
44 dlcooa_ Alignment not modelled
45 d2gwfal Alignment not modelled
46  c3kObA_ Alignment not modelled
47 €399kD_ Alignment not modelled
48 dld4ca3 Alignment not modelled
49 dlbmicl Alignment not modelled
50 dlszpal Alignment not modelled
51 clgigA_ Alignment not modelled
52 c2nrzB_ Alignment not modelled
53 diladb_ Alignment not modelled

25

Fold:beta-Grasp (ubiquitin-like)
Superfamily:Staphylokinase/streptokinase
Family:Staphylokinase/streptokinase
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http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1cooa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2gwfa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3k0bA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3g9kD_
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11

Fold:SAM domain-like
Superfamily:C-terminal domain of RNA polymerase alpha subunit
Family:C-terminal domain of RNA polymerase alpha subunit

11

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:Sigma3 and sigma4 domains of RNA polymerase
sigma factors

Family:YIxM/p13-like

10

PDB header:oxidoreductase

Chain: A: PDB Molecule:isocitrate dehydrogenase [nadp];
PDBTitle: crystal structure of an isocitrate dehydrogenase from
sinorhizobium2 meliloti 1021

16

PDB header:structural genomics, unknown function

Chain: B: PDB Molecule:uncharacterized protein;

PDBTitle: crystal structure of an uncharacterized protein from2
listeria monocytogenes, trigonal form

23

PDB header:hydrolase

Chain: B: PDB Molecule:dual specificity protein phosphatase 16;
PDBTitle: the structure of the rhodanese domain of the human
dual2 specificity phosphatase 16

16

Fold:Ligand-binding domain in the NO signalling and Golgi
transport

Superfamily:Ligand-binding domain in the NO signalling and
Golgi transport

Family: TRAPP components

27

Fold:TIM beta/alpha-barrel
Superfamily:PLP-binding barrel
Family:Alanine racemase-like, N-terminal domain

25

Fold:beta-Grasp (ubiquitin-like)
Superfamily:Staphylokinase/streptokinase
Family:Staphylokinase/streptokinase

16

Fold:GINS/PriA/YgbF domain
Superfamily:PriA/YqbF domain
Family:PSF2 N-terminal domain-like

14

Fold:SAM domain-like
Superfamily:Rad51 N-terminal domain-like
Family:DNA repair protein Rad51, N-terminal domain

14

PDB header:dna binding protein
Chain: A: PDB Molecule:dna repair protein rad51;
PDBTitle: rad51 (n-terminal domain)

54 dlz3ebl Alignment not modelled
55 dlxsva_ Alignment not modelled
56 c3us8A_ Alignment not modelled
57 c3bgsB Alignment - not modelled
58 C2vswB_ Alignm; not modelled
59  dlwc9a_ Alignment - not modelled
60 dlvfsa2 Alig_nment not modelled
61 dildzb_ Al ign—ment not modelled
62 d2e9xb2 Alig_nment not modelled
63 dilb22a_ Alignment not modelled
64 clb22A_ Alignment not modelled
65 dldoga_ Alignment not modelled
66 dlaO4al not modelled

Alignment

Fold:SAM domain-like
Superfamily:C-terminal domain of RNA polymerase alpha subunit
Family:C-terminal domain of RNA polymerase alpha subunit

10

Fold:DNA/RNA-binding 3-helical bundle

Superfamily:C-terminal effector domain of the bipartite response
regulators

Family:GerE-like (LuxR/UhpA family of transcriptional regulators)
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