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Fold:DNA/RNA-binding 3-helical bundle

1 difsea_ Alignment .). 48.8 17 rSeu(;t:la;':(:;\rr;lin:C»terminaI effector domain of the bipartite response
'\,fm = Family:GerE-like (LuxR/UhpA family of transcriptional regulators)
Fold:DNA/RNA-binding 3-helical bundle
rfamily:C-terminal effector domain of the bipartite r n
> dlpdwa_ G et ¢ 45.9 15 rSeuthleat:rsly C-terminal effector domain of the bipartite response
b . Family:GerE-like (LuxR/UhpA family of transcriptional regulators)
SaEny
.b PDB header:transcription
3 c2rnjA_ Alignment ‘ 44.2 26 Chain: A: PDB Molecule:response regulator protein vrar;
J PDBTitle: nmr structure of the s. aureus vrar dna binding domain
i Fold:Cystatin-like
4 dlsgwa?2 Alignment i 38.4 32 Superfamily:Pre-PUA domain
o —— Family:Nip7p homolog, N-terminal domain

PDB header:transcription

: - ALY Chain: E: PDB Molecule:dormancy survival regulator;
2 clzlie_ Alignment b o Y 19 ppaTitle: crystal structure of the mycobacterium tuberculosis
y hypoxic2 response regulator dosr c-terminal domain
e PDB header:transcription
6 c2krfB . ;"“.g 30.8 29 Chain: B: PDB Molecule:transcriptional regulatory protein coma;
= Alignment I"]] : PDBTitle: nmr solution structure of the dna binding domain of
competence protein2 a
.’ﬁf‘_ Fold:DNA/RNA-binding 3-helical bundle
7 dlvioal T 4 30.3 22 rSeugrLt-lz;Igrrglly:C-termmal effector domain of the bipartite response
. “ Family:GerE-like (LuxR/UhpA family of transcriptional regulators)
N Fold:DNA/RNA-binding 3-helical bundle
. Superfamily:Sigma3 and sigma4 domains of RNA polymerase
8 dirp3a2 Alignment @ 28.7 16 Sianms (e
Family:Sigma4 domain
J PDB header:dna binding protein
9 C2jpcA_ Alignment F : 4 26.4 21 Chain: A: PDB Molecule:ssrb;
'L_/‘@ PDBTitle: ssrb dna binding protein
~ A
" Fold:DNA/RNA-binding 3-helical bundle
'
. o £ Superfamily:C-terminal effector domain of the bipartite response
10 dlaO4al Alignment /) 22.8 15 regulators
4 Family:GerE-like (LuxR/UhpA family of transcriptional regulators)
4
@J k Fold:DNA/RNA-binding 3-helical bundle
11 d113lal T 215 17 rSeug[LT;::rrglly:C-termmal effector domain of the bipartite response
\_.‘ Family:GerE-like (LuxR/UhpA family of transcriptional regulators)
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/d1fsea_.1.pdb
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/d1p4wa_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2rnjA_
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/c2jpcA_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1a04a1
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PDB header:transcription regulator

Chain: C: PDB Molecule:transcriptional regulator;
20.3 28 PDBTItle: crystal structure of putative transcriptional regulator
containing a2 luxr dna binding domain (np_811094.1) from
bacteroides3 thetaiotaomicron vpi-5482 at 2.04 a resolution

PDB header:transcription

Chain: A: PDB Molecule:transcriptional regulatory protein fixj;
PDBTitle: solution structure of the c-terminal transcriptional 2
activator domain of fixj from sinorhizobium melilot

17

Fold:Transcription factor I1A (TFIIA), alpha-helical domain
17 Superfamily:Transcription factor [IA (TFIIA), alpha-helical domain
Family:Transcription factor [I1A (TFIIA), alpha-helical domain

Fold:DNA/RNA-binding 3-helical bundle

19 Superfamily:Sigma3 and sigma4 domains of RNA polymerase
sigma factors

Family:Sigma4 domain

PDB header:membrane protein

Chain: A: PDB Molecule:dolichyl-diphosphooligosaccharide--
protein

PDBTitle: solution structure of a human minimembrane protein
ost4

PDB header:transcription/membrane protein
Chain: A: PDB Molecule:rna polymerase sigma factor;

31 PDBTitle: crystal structure of mycobacterium tuberculosis anti-
sigma factor rsla2 in complex with -35 promoter binding domain of
sigl

Fold:PTPA-like
23 Superfamily:PTPA-like
Family:PTPA-like

PDB header:toxin

Chain: A: PDB Molecule:latarcin-1;

PDBTitle: spatial structure and membrane permeabilization for2
latarcin-1, a spider antimicrobial peptide

Fold:Smc hinge domain
21 Superfamily:Smc hinge domain
Family:Smc hinge domain

Fold:Transcription factor I1A (TFIIA), alpha-helical domain
22 Superfamily:Transcription factor I|A (TFIIA), alpha-helical domain
Family:Transcription factor [1A (TFIIA), alpha-helical domain

PDB header:transcription/dna

22 Chain: B: PDB Molecule:transcription initiation factor iia alpha
chain;
PDBTitle: human ftfiia/tbp/dna complex

PDB header:transcription

22 Chain: B: PDB Molecule:quorum-sensing control repressor;
PDBTitle: quorum sensing control repressor, gscr, bound to n-3-
oxo-dodecanoyl-1-2 homoserine lactone

PDB header:transcription

Chain: B: PDB Molecule:two component transcriptional regulatory
17 protein devr;
PDBTitle: crystal structure of the mycobacterium tuberculosis
hypoxic response2 regulator dosr

PDB header:viral protein

Chain: A: PDB Molecule:sirvl hypothetical protein orf119;
PDBTitle: crystal structure of the hypothetical protein orf119 from2
sulfolobus islandicus rod-shaped virus 1

Fold:TIM beta/alpha-barrel
29 Superfamily:UROD/MetE-like
Family:Cobalamin-independent methionine synthase

Fold:DNA/RNA-binding 3-helical bundle

13 Superfamily:Sigma3 and sigma4 domains of RNA polymerase
sigma factors
Family:YIxM/p13-like

12 c3cloC_ Alignment
13 Cc1x3uA_ Alignment
14 dinh2b_ Alignment
15 dlor7al Alignment
16 c2latA_ Alignment
17 c3hugA_ Alignment
18 d2ixoal Alignment
19 C2pCoA_ Alignment
20 dlgxla_ Alignment
21  dilnvpb_ Alignment not modelled
22 clnvpB_ Alignment not modelled
23 C3sztB_ Alignment not modelled
24 c3c3wB_ Alignment not modelled
25  c2x3gA_ Alignment not modelled
26  dlulhal Alignment not modelled
27 dlxsva_ Alignment not modelled
28  c2uvpB_ Alignment not modelled

PDB header:unknown function

Chain: B: PDB Molecule:hoba;

PDBTitle: crystal structure of hoba (hp1230)from helicobacter
pylori

Fold:lambda repressor-like DNA-binding domains



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3cloC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/c3cloC_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1x3uA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/c1x3uA_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1nh2b_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/d1nh2b_.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1or7a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/d1or7a1.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2latA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/c2latA_.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3hugA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/c3hugA_.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2ixoa1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/d2ixoa1.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2pcoA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/c2pcoA_.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1gxla_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/1d2b5dea1f46d245/d1gxla_.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1nvpb_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1nvpB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3sztB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3c3wB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2x3gA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1u1ha1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1xsva_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2uvpB_

15

Superfamily:lambda repressor-like DNA-binding domains
Family:SinR domain-like

25

Fold:Spectrin repeat-like
Superfamily:XseB-like
Family:XseB-like

26

26

PDB header:recombination
Chain: A: PDB Molecule:regulatory protein recx;
PDBTitle: crystal structure of recx from lactobacillus salivarius

Fold:Serum albumin-like
Superfamily:Serum albumin-like
Family:Serum albumin-like

PDB header:signaling protein
Chain: A: PDB Molecule:regulatory protein recx;
PDBTitle: crystal structure of regulatory protein recx

22

PDB header:rna binding protein

Chain: A: PDB Molecule:rna polymerase sigma-h factor;
PDBTitle: the crystal structure of the rna polymerase sigma-h
factor from2 fusobacterium nucleatumto 2.5a

27

PDB header:transferase

Chain: A: PDB Molecule:leucyl/phenylalanyl-trna-protein
transferase;

PDBTitle: crystal structure of leucyl/phenylalanyl-trna protein2
transferase from escherichia coli

27

Fold:Acyl-CoA N-acyltransferases (Nat)
Superfamily:Acyl-CoA N-acyltransferases (Nat)
Family:LFTR-like

31

Fold:Ferredoxin-like
Superfamily:Dimeric alpha+beta barrel
Family:PG130-like

19

PDB header:transcription

Chain: A: PDB Molecule:dna binding domain/transcriptional
regulator;

PDBTitle: solution structure of the n-terminal domain of cara
repressor

13

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

36

PDB header:transferase

Chain: A: PDB Molecule:dna-directed rna polymerase subunit
beta;

PDBTitle: crystal structure of the escherichia coli rna polymerase
beta subunit2 beta2-betai4 domains

29

PDB header:transferase

Chain: A: PDB Molecule:5-methyltetrahydropteroyltriglutamate--
PDBTitle: a. thaliana cobalamine independent methionine
synthase

31

PDB header:protein binding

Chain: X: PDB Molecule:avr3all;

PDBTitle: crystal structure of rxlIr effector avr3all from
phytophthora capsici

33

PDB header:protein binding
Chain: A: PDB Molecule:avr3a4;
PDBTitle: solution structure of the rxlr effector p. capsici avr3a4

13

PDB header:hydrolase

Chain: B: PDB Molecule:atp synthase delta chain;

PDBTitle: nmr solution structure of the e.coli f-atpase delta subunit
n-terminal2 domain in complex with alpha subunit n-terminal 22
residues

29 d1lb0Ona2 Alignment not modelled
30 dlvp7a_ Al i;nent not modelled
31 c3e3vA_ T Alignment not modelled
32 dlkxpd3 A“gn;‘t not modelled
33 c3d5IA_ T Alignment not modelled
34 c3mzyA_ AIignment_ not modelled
35 c2cxaA_ Alignment not modelled
36 d2cxaal Alignment not modelled
37 d2go8al A;ment not modelled
38 c2jmlA_ Alignment_ not modelled
39 C208xA_ AIignment_ not modelled
40 C3ItA_ T Alignment not modelled
41 clu22A_ Alignme: not modelled
42 Cc3zr8X_ Alignme: not modelled
43 c21c2A_ Alignme: not modelled
44  c2a7uB_ Alignme: not modelled
45 dlabva_ Alignme: not modelled

13

Fold:ATPD N-terminal domain-like

Superfamily:N-terminal domain of the delta subunit of the F1FO-
ATP synthase

Family:N-terminal domain of the delta subunit of the F1FO-ATP
synthase



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1b0na2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vp7a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3e3vA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1kxpd3
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3d5lA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3mzyA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2cxaA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2cxaa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2go8a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2jmlA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2o8xA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ltiA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1u22A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3zr8X_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2lc2A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2a7uB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1abva_

