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PDB header:recombination, dna binding protein
1 c3cldA_ Alignment Chain: A: PDB Molecule:regulatory protein recx;
X-ray crystal structure of recx
PDB header:recombination
. Chain: A: PDB Molecule:regulatory protein recx;
z C3dfgA_ Alignment 33 ppBTitle: crystal structure of recx: a potent inhibitor protein of2
reca from xanthomonas campestris
PDB header:signaling protein
3 c3d5IA_ Alignment 22 Chain: A: PDB Molecule:regulatory protein recx;
PDBTitle: crystal structure of regulatory protein recx
PDB header:recombination
4 c3e3vA_ Alignment 18 Chain: A: PDB Molecule:regulatory protein recx;
PDBTitle: crystal structure of recx from lactobacillus salivarius
PDB header:transcription
. Chain: A: PDB Molecule:adc operon repressor adcr;
2 C3tgnA_ Alignment 11 ppgTitle: crystal structure of the zinc-dependent marr family
transcriptional2 regulator adcr in the zn(ii)-bound state
PDB header:transcription regulator/antibiotic
6 c3kp3B_ Alignment 9 Chain: B: PDB Molecule:transcriptional regulator tcar;
PDBTitle: staphylococcus epidermidis in complex with ampicillin
PDB header:signaling protein
. Chain: C: PDB Molecule:iron-dependent repressor ider;
g elbae, Alignment 15 ppBTitle: crystal structure of the iron-dependent regulator (ider)2
from mycobacterium tuberculosis
PDB header:transcription
Chain: A: PDB Molecule:putative uncharacterized protein
8 c317wA_ Alignment 14 smu.1704;
PDBTitle: the crystal structure of smu.1704 from streptococcus
mutans ual59
PDB header:transcription
Chain: A: PDB Molecule:transcriptional regulator, marr family,
9 C3f3xA_ Alignment 10 putative;
PDBTitle: crystal structure of the transcriptional regulator bldr2
from sulfolobus solfataricus
PDB header:ligase
10 c2jnhA_ Alignment 22 Chain: A: PDB Molecule:e3 ubiquitin-protein ligase cbl-b;
PDBTitle: solution structure of the uba domain from cbl-b
PDB header:ligase
. Chain: A: PDB Molecule:e3 ubiquitin-protein ligase cbl-b;
11 c2do6A_ Alignment 22 ppBTitle: solution structure of rsgi ruh-065, a uba domain from
human2 cdna



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3c1dA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c3c1dA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3dfgA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c3dfgA_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3d5lA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c3d5lA_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3e3vA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c3e3vA_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3tgnA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c3tgnA_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3kp3B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c3kp3B_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1fx7C_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c1fx7C_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3l7wA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c3l7wA_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3f3xA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c3f3xA_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2jnhA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c2jnhA_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2do6A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c2do6A_.11.pdb
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c2pexA_

€2d9sA_

c2qwwB_

d2dilhal

dlhsjal
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c3hhhA_

d3ctaal

d2fbial

dlv4ral
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c319fD_

dlulya_

c3hruA_

C3f8fA_

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

not modelled

not modelled

not modelled
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not modelled
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49.9
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PDB header:transcription

Chain: A: PDB Molecule:146aa long hypothetical transcriptional
regulator;

PDBTitle: crystal structure of emrr homolog from
hyperthermophilic archaea2 sulfolobus tokodaii strain7

PDB header:transcription regulator

Chain: A: PDB Molecule:transcriptional regulator ohrr;
PDBTitle: structure of reduced c22s ohrr from xanthamonas
campestris

PDB header:ligase

Chain: A: PDB Molecule:cbl e3 ubiquitin protein ligase;
PDBTitle: solution structure of rsgi ruh-049, a uba domain from
mouse2 cdna

PDB header:transcription

Chain: B: PDB Molecule:transcriptional regulator, marr family;
PDBTitle: crystal structure of multiple antibiotic-resistance
repressor (marr)2 (yp_013417.1) from listeria monocytogenes 4b
f2365 at 2.07 a3 resolution

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

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

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

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:PF1790-like

PDB header:transcription regulator

Chain: A: PDB Molecule:transcriptional regulator, padr family;
PDBTitle: crystal structure of transcriptional regulator, a member
of padr2 family, from enterococcus faecalis v583

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

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

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

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

Fold:DNA/RNA-binding 3-helical bundle

Superfamily:"Winged helix" DNA-binding domain
Family:MarR-like transcriptional regulators

PDB header:transcription regulator

Chain: D: PDB Molecule:putative uncharacterized protein
smu.1604c;

PDBTitle: the crystal structure of smu.1604c from streptococcus
mutans ual59

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:Hypothetical protein PH1932

PDB header:transcription
Chain: A: PDB Molecule:metalloregulator scar;
PDBTitle: crystal structure of scar with bound zn2 +

PDB header:transcription regulator
Chain: A: PDB Molecule:transcriptional regulator, padr-like
family;


http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2gxgA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c2gxgA_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2pexA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c2pexA_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2d9sA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c2d9sA_.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2qwwB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c2qwwB_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2d1ha1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/d2d1ha1.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1hsja1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/d1hsja1.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1yg2a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/d1yg2a_.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2p4wa1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/d2p4wa1.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3hhhA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/656a5e77cb561bfa/c3hhhA_.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d3ctaa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2fbia1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1v4ra1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2hr3a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2frha1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3l9fD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ulya_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3hruA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3f8fA_
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Alignment
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Alignment
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Alignment
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33
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Alignment

not modelled

34

dldpua_

Alignment
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35

cldpuA_

Alignment
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dlxmaa_

Alignment

not modelled

37

clxmaA_

Alignment

not modelled

38

C3ff5B_

Alignment
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39

dlhwilal

Alignment

not modelled
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c2hoeA_

Alignment

not modelled
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c3elkA_

Alignment

not modelled

42

c2rdpA_

Alignment

not modelled
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c3hrmA_

Alignment

not modelled

a4

dls3ja_

Alignment

not modelled

45

d2ev0al

Alignment

not modelled

46

c3ngoB_

Alignment

not modelled

a7

dldgna_

Alignment

not modelled

48

d2isyal

Alignment

not modelled

49

c3deuB_

Alignment

not modelled

50

C2h09A_

Alignment

not modelled

51

c3f6VA_

Alignment

not modelled

52

dlpdxal

Alignment

not modelled

53

d2bv6al

Alignment

not modelled

39.8

PDBTitle: crystal structure of multidrug binding transcriptional
regulator Imrr2 complexed with daunomycin

14

PDB header:transcription regulator

Chain: B: PDB Molecule:probable transcriptional regulator, arsr
family

PDBTitle: crystal structure of arsr family transcriptional
regulator,2 rha00566

11

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:DNA-binding protein Mj223

PDB header:transcription

Chain: B: PDB Molecule:mepr;

PDBTiItle: crystal structure of mepr, a transcription regulator of
the2 staphylococcus aureus multidrug efflux pump mepa

23

PDB header:transcription

Chain: A: PDB Molecule:putative transcription regulator;
PDBTitle: crystal structure of a putative transcriptional regulator
(Ip_0360)2 from lactobacillus plantarum at 1.95 a resolution

17

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:C-terminal domain of RPA32

17

PDB header:dna binding protein

Chain: A: PDB Molecule:replication protein a (rpa32) c-terminal
domain;

PDBTitle: solution structure of the c-terminal domain of human
rpa322 complexed with ung2(73-88)

17

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

17

PDB header:transcription

Chain: A: PDB Molecule:predicted transcriptional regulator;
PDBTitle: structure of a transcriptional regulator from clostridium
thermocellum2 cth-833

27

PDB header:protein transport

Chain: B: PDB Molecule:peroxisomal biogenesis factor 14;
PDBTiItle: crystal structure of the conserved n-terminal domain of
the2 peroxisomal matrix-protein-import receptor, pex14p

30

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

18

PDB header:transferase

Chain: A: PDB Molecule:n-acetylglucosamine kinase;

PDBTitle: crystal structure of n-acetylglucosamine kinase (tm1224)
from2 thermotoga maritima at 2.46 a resolution

14

PDB header:transcription regulator

Chain: A: PDB Molecule:putative transcriptional regulator ta0346;
PDBTitle: crystal structure of putative transcriptional regulator
ta0346 from2 thermoplasma acidophilum

15

PDB header:transcription

Chain: A: PDB Molecule:putative transcriptional regulator marr;
PDBTitle: the structure of a marr family protein from bacillus2
stearothermophilus

PDB header:transcription regulator

Chain: A: PDB Molecule:hth-type transcriptional regulator sarz;
PDBTitle: crystal structure of staphylococcus aureus protein sarz
in sulfenic2 acid form

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

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:Iron-dependent repressor protein

18

PDB header:transcription

Chain: B: PDB Molecule:marr-family transcriptional regulator;
PDBTitle: crystal structure of a marr family transcriptional
regulator (cd1569)2 from clostridium difficile 630 at2.20 a
resolution

11

Fold:DEATH domain
Superfamily:DEATH domain
Family:Caspase recruitment domain, CARD

14

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:Iron-dependent repressor protein

14

PDB header:transcription regulator

Chain: B: PDB Molecule:transcriptional regulator slya;

PDBTitle: crystal structure of transcription regulatory protein slya2
from salmonella typhimurium in complex with salicylate3 ligands

PDB header:transcription

Chain: A: PDB Molecule:transcriptional regulator mntr;
PDBTitle: crystal structure of diphtheria toxin repressor like
protein2 from e. coli

16

PDB header:transcription regulator

Chain: A: PDB Molecule:possible transcriptional regulator, arsr
family

PDBTitle: crystal structure of possible transcriptional regulator
for2 arsenical resistance

15

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

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

54

dillnwa_

Alignment

not modelled

39.8

13

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



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3f6oB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ku9a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ecoB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3k69A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1dpua_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1dpuA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1xmaa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1xmaA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ff5B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1hw1a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2hoeA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3elkA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2rdpA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3hrmA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1s3ja_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2ev0a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3nqoB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1dgna_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2isya1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3deuB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2h09A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3f6vA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1p4xa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2bv6a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1lnwa_
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Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:MarR-like transcriptional regulators

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

PDB header:transcription regulator

Chain: B: PDB Molecule:transcriptional regulator, marr family;
PDBTitle: crystal structure of marr family transcriptional regulator
from2 silicibacter pomeroyi

PDB header:structural genomics, unknown function

Chain: A: PDB Molecule:1in2960 protein;

PDBTitle: the structure of a protein with unknown function from
listeria innocua2 clipl1262

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

PDB header:translation/rna

Chain: A: PDB Molecule:selenocysteine-specific elongation
factor;

PDBTitle: structure of the mrna-binding domain of elongation
factor2 selb from e.coli in complex with secis rna

PDB header:transcription

Chain: A: PDB Molecule:possible transcriptional regulator, arsr
family protein;

PDBTitle: arsr-like transcriptional regulator from rhodococcus sp.
rhal

PDB header:transcription

Chain: F: PDB Molecule:hth-type transcriptional regulator cymr;
PDBTitle: the structure of cymr (yrzc) the global cysteine
regulator2 of b. subtilis

PDB header:transcription

Chain: A: PDB Molecule:transcription activator hlyu;

PDBTitle: crystal structure of a transcriptional regulator hlyu from2
vibrio vulnificus cmcp6

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:Penicillinase repressor

PDB header:transcription regulator

Chain: A: PDB Molecule:transcriptional regulator, marr family;
PDBTitle: crystal structure of transcriptional regulator, marr
family, from2 silicibacter pomeroyi

PDB header:transcription

Chain: D: PDB Molecule:regulatory protein marr;

PDBTitle: crystal structure of a putative multiple antibiotic-
resistance2 repressor (ssu05_1136) from streptococcus suis
89/1591 at 2.20 a3 resolution

PDB header:replication

Chain: A: PDB Molecule:dnad-like replication protein;
PDBTitle: crystal structure of dnad-like replication protein from2
streptococcus mutans ual59, gi 24377835, residues 127-199

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

PDB header:transcription regulator

Chain: C: PDB Molecule:predicted transcriptional regulator;
PDBTitle: crystal structure of a transcriptional regulator from
oenococcus oeni

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

PDB header:transcription regulator

Chain: B: PDB Molecule:putative transcriptional regulator;
PDBTitle: possible transcriptional regulator from methanosarcina
mazei gol (gi2 21227196)

PDB header:cell cycle, transcription
Chain: O: PDB Molecule:protein susl;
PDBTitle: sac3:susl:cdc31 complex

PDB header:transcription regulator

Chain: A: PDB Molecule:repressor protein;

PDBTitle: crystal structure of putative marr family transcriptional 2
regulator from acinetobacter sp. adp

PDB header:transcription

Chain: B: PDB Molecule:transcriptional regulator marr/emrr
family;

PDBTitle: the crystal structure of an unliganded multiple antibiotic-
2 resistance repressor (marr) from xanthomonas campestris

Fold:DNA/RNA-binding 3-helical bundle

Superfamily:"Winged helix" DNA-binding domain
Family:MarR-like transcriptional regulators

PDB header:transcription

Chain: A: PDB Molecule:transcriptional regulator, marr family;
PDBTitle: the structure of nmb1585, a marr family regulator from
neisseria2 meningitidis

PDB header:transcription regulator

Chain: B: PDB Molecule:transcriptional regulator, padr-like
family;

PDBTitle: crystal structure of padr family transcriptional regulator
from2 eggerthella lenta dsm 2243

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:Transcriptional regulator Rrf2

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

PDB header:protein transport


http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d3deua1
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http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3cjnA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bddD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2zc2A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1r1ua_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3by6C_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d3broa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3r0aB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3fwcO_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3k0lA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2fa5B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2fbha1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3g3zA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ri2B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ylfa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1z91a1
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C2W85A_

dirlta_

C2k4bA_

clu78A_

dli27a_

c3bjaA_

c352wB_

clg3wA_

c2du9A_

clr22B_

c2qufB_

C2x49A_

d3bwgal

d2a6lal

d2fbkal

dlp4xa2

c3lwfD_

c3bj6B_

d2v9va2

c2kebA_

c3nrvC_

c2kkoB_

Cc3ctaA_

dlg3wal

d2fxaal
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Chain: A: PDB Molecule:peroxisomal membrane anchor protein
pex14;
PDBTitle: structure of pex14 in compex with pex19

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

PDB header:dna binding protein
Chain: A: PDB Molecule:transcriptional regulator;
PDBTitle: copr repressor structure

PDB header:dna binding protein/dna

Chain: A: PDB Molecule:transposable element tc3 transposase;
PDBTitle: structure of the bipartite dna-binding domain of tc32
transposase bound to transposon dna

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:C-terminal domain of the rap74 subunit of TFIIF

PDB header:transcription regulator

Chain: A: PDB Molecule:transcriptional regulator, marr family,
putative;

PDBTitle: crystal structure of putative marr-like transcription
regulator2 (np_978771.1) from bacillus cereus atcc 10987 at2.38 a
resolution

PDB header:transcription regulator

Chain: B: PDB Molecule:transcriptional regulator, marr family;
PDBTitle: the crystal structure of a marr transcriptional regulator
from2 methanosarcina mazei gol

PDB header:gene regulation
Chain: A: PDB Molecule:diphtheria toxin repressor;
PDBTitle: cd-cys102ser dixr

PDB header:transcription

Chain: A: PDB Molecule:predicted transcriptional regulators;
PDBTitle: crystal structure of the transcriptional factor from
c.glutamicum

PDB header:transcription repressor

Chain: B: PDB Molecule:transcriptional repressor smtb;
PDBTitle: crystal structure of the cyanobacterial metallothionein2
repressor smtb (c14s/c61s/c121s mutant) in the zn2alpha5-3 form
PDB header:transcription

Chain: B: PDB Molecule:transcription factor pf0095;

PDBTitle: crystal structure of transcription factor axxa-pf0095 from
pyrococcus?2 furiosus

PDB header:isomerase

Chain: A: PDB Molecule:nucleoside-diphosphate-sugar
epimerase;

PDBTitle: crystal structure of pa4631, a nucleoside-diphosphate-
sugar2 epimerase from pseudomonas aeruginosa

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

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

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

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

PDB header:transcription regulator

Chain: D: PDB Molecule:putative transcriptional regulator;
PDBTitle: crystal structure of putative transcriptional regulator
(np_470886.1)2 from listeria innocua at 2.06 a resolution

PDB header:transcription regulator

Chain: B: PDB Molecule:transcriptional regulator, marr family;
PDBTitle: crystal structure of marr family transcription regulator
sp03579

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:C-terminal fragment of elongation factor SelB

PDB header:dna binding protein

Chain: A: PDB Molecule:dna polymerase subunit alpha b;
PDBTitle: nmr solution structure of the n-terminal domain of the
dna polymerase2 alpha p68 subunit

PDB header:transcription regulator

Chain: C: PDB Molecule:putative transcriptional regulator
(marr/emrr family);

PDBTitle: crystal structure of marr/emrr family transcriptional
regulator from2 acinetobacter sp. adpl

PDB header:dna binding protein

Chain: B: PDB Molecule:possible transcriptional regulatory
protein

PDBTitle: solution nmr structure of the homodimeric winged helix-
turn-2 helix dna-binding domain (fragment 1-100) mb0332 from3
mycobacterium bovis, a possible arsr-family transcriptional4
regulator. northeast structural genomics consortium target5
mbr242e.

PDB header:transferase

Chain: A: PDB Molecule:riboflavin kinase;

PDBTitle: crystal structure of riboflavin kinase from
thermoplasma2 acidophilum

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:Ilron-dependent repressor protein

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


http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2w85A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1r1ta_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2k4bA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1u78A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1i27a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bjaA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3s2wB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1g3wA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2du9A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1r22B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2qufB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2x4gA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d3bwga1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2a61a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2fbka1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1p4xa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3lwfD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bj6B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2v9va2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2kebA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3nrvC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2kkoB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ctaA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1g3wa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2fxaa1

21

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:ROK associated domain

20

PDB header:transcription

Chain: D: PDB Molecule:biofilm growth-associated repressor;
PDBTitle: crystal structure of the transcriptional repressor bigr
from xylella2 fastidiosa

16

PDB header:transcription, replication/dna

Chain: A: PDB Molecule:transcription termination factor,
mitochondrial;

PDBTitle: crystal structure of human mitochondrial mterf in
complex with a 15-2 mer dna encompassing the trnaleu(uur)
binding sequence

18

PDB header:replication

Chain: B: PDB Molecule:chromosome replication initiation
protein;

PDBTitle: crystal structure of the n-terminal domain of dnad
protein2 from geobacillus kaustophilus hta426

11

PDB header:hydrolase

Chain: A: PDB Molecule:dipeptidase ac. metallo peptidase.
merops family m19;

PDBTitle: the crystal structure of the dipeptidase ac, metallo
peptidase. merops2 family m19

10

PDB header:transcription/dna

Chain: A: PDB Molecule:diphtheria toxin repressor;

PDBTitle: diphtheria tox repressor (c102d mutant) complexed with2
nickel and dtxr consensus binding sequence

18

PDB header:transcription

Chain: B: PDB Molecule:probable transcriptional regulator;
PDBTitle: crystal structure of probable transcriptional regulator
from2 pseudomonas aeruginosa

13

PDB header:transcription regulator
Chain: B: PDB Molecule:transcriptional regulator;
PDBTitle: crystal structure of marr

18

Fold:RuvA C-terminal domain-like
Superfamily:UBA-like
Family:UBA domain

12

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:Penicillinase repressor

14

PDB header:dna binding protein
Chain: A: PDB Molecule:leucine responsive regulatory protein;
PDBTitle: nmr structure of the dna-binding domain of e.coli Irp

13

PDB header:transcription/dna

Chain: A: PDB Molecule:iron-dependent repressor ider;
PDBTitle: crystal structure of a two-domain ider-dna complex
crystal2 formii

14

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

14

PDB header:transcription

Chain: B: PDB Molecule:transcriptional regulator mntr;
PDBTitle: bacillus subtilis manganese transport regulator (mntr)2
bound to calcium

Fold:DNA/RNA-binding 3-helical bundle
Superfamily:"Winged helix" DNA-binding domain
Family:ROK associated domain

105 dlz6ral Alignment not modelled
106 c3pgkD Alignment not modelled
107 c3n6sA Alignment not modelled
108 c2vn2B_ Alignment not modelled
109  c3fdgA_ Alignment - not modelled
110 C1f5tA_ Alignment not modelled
111 c2nnnB Alignment not modelled
112  c3bpxB Alignment not modelled
113 d2cosal AIignm: not modelled
114 d2g9wal Alignment not modelled
115 c2l4aA Alignment not modelled
116  C2it0A_ Alignment not modelled
117 d2cgd4al Alignment not modelled
118 2ev5B Alignment not modelled
119 1z 1 Alignment not modelled
120 dilg8fa3 :ignment not modelled

11

Fold:P-loop containing nucleoside triphosphate hydrolases
Superfamily:P-loop containing nucleoside triphosphate
hydrolases

Family:ATP sulfurylase C-terminal domain
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