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PDB header:structural genomics, unknown function

Chain: A: PDB Molecule:universal stress protein e;

PDBTitle: the crystal structure of a universal stress protein e from
proteus2 mirabilis hi4320

1 c3o0lgA_ Alignment

PDB header:structural genomics, unknown function

29 Chain: A: PDB Molecule:uncharacterized protein pal789;
PDBTitle: the crystal structure of a functionally unknown protein
pal789 from2 pseudomonas aeruginosa paol

2 C3mtOA_ Alignment

PDB header:structure genomics, unknown function

15 Chain: A: PDB Molecule:universal stress protein;
PDBTitle: the crystal structure of a universal stress protein from2
archaeoglobus fulgidus dsm 4304

3 c3logA_ Alignment

PDB header:protein binding

Chain: A: PDB Molecule:hypothetical protein tb31.7;
PDBTitle: universal stress protein rv2623 from mycobaterium2
tuberculosis

4 c2jaxA_ Alignment L

PDB header:unknown function

Chain: B: PDB Molecule:putative uncharacterized protein
15 ttha0350;

PDBTitle: crystal structure of the hypothetical tandem-type

universal stress2 protein ttha0350 complexed with atps.

5 c3ab8B_ Alignment

PDB header:signaling protein

Chain: D: PDB Molecule:universal stress protein tead;
PDBTitle: universal stress protein tead from the trap transporter2
teaabc of halomonas elongata

6 c3hgmD_ Alignment iy

Fold:Adenine nucleotide alpha hydrolase-like
16 Superfamily:Adenine nucleotide alpha hydrolases-like

7 dimjha_ Alignment
Family:Universal stress protein-like

PDB header:chaperone

Chain: D: PDB Molecule:nucleotide-binding protein, universal
17 stress protein uspa

PDBTitle: universal stress protein uspa from lactobacillus

plantarum

8 C€3s3tD_ Alignment

Fold:Adenine nucleotide alpha hydrolase-like
16 Superfamily:Adenine nucleotide alpha hydrolases-like

9 d2z3val Alignment
Family:Universal stress protein-like

PDB header:structural genomics, unknown function

Chain: C: PDB Molecule:universal stress protein;

PDBTitle: structure of universal stress protein from archaeoglobus
fulgidus

10 c3dloC_ Alignment 15

Fold:Adenine nucleotide alpha hydrolase-like
16 Superfamily:Adenine nucleotide alpha hydrolases-like

11 dltg8a_ Alignment
Family:Universal stress protein-like
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12

dljmva_

Alignment

13

c2pfsA_

Alignment

14

c2dumD_

Alignment

15

c3fg9B_

Alignment

16

C3fhoA_

Alignment

17

dlg77a_

Alignment

18

d2gm3al

Alignment

19

c3idfA_

Alignment

20

¢c3g40A_

Alignment

21

d3clscl

Alignment

not modelled

89.1

17

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:Universal stress protein-like

15

PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:universal stress protein;
PDBTitle: crystal structure of universal stress protein from
nitrosomonas2 europaea

13

PDB header:structural genomics, unknown function
Chain: D: PDB Molecule:hypothetical protein ph0823;
PDBTitle: crystal structure of hypothetical protein, ph0823

17

PDB header:structural genomics, unknown function

Chain: B: PDB Molecule:protein of universal stress protein uspa
family;

PDBTitle: the crystal structure of an universal stress protein uspa2
family protein from lactobacillus plantarum wcfs1

15

PDB header:structural genomics, unknown function

Chain: A: PDB Molecule:putative universal stress protein
kpn_01444;

PDBTitle: crystal structure of putative universal stress protein
kpn_01444 -2 atpase

14

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:Universal stress protein-like

14

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:Universal stress protein-like

12

PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:usp-like protein;

PDBTitle: the crystal structure of a usp-like protein from
wolinella2 succinogenes to 2.0a

10

PDB header:transport protein

Chain: A: PDB Molecule:na-k-cl cotransporter;

PDBTitle: crystal structure of the cytoplasmic domain of a2
prokaryotic cation chloride cotransporter

16

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:ETFP subunits

22

c3a2kB_

Alignment

not modelled

87.1

12

PDB header:ligase/rna
Chain: B: PDB Molecule:trna(ile)-lysidine synthase;
PDBTitle: crystal structure of tils complexed with trna

23

clvi2C_

Alignment

not modelled

85.3

12

PDB header:ligase

Chain: C: PDB Molecule:argininosuccinate synthase;

PDBTitle: crystal structure of argininosuccinate synthase (tm1780)
from2 thermotoga maritima at 1.65 a resolution

24

dlp3yl_

Alignment

not modelled

82.3

11

Fold:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD

Superfamily:Homo-oligomeric flavin-containing Cys
decarboxylases, HFCD

Family:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD

25

2e21A_

Alignment

not modelled

80.8

13

PDB header:ligase

Chain: A: PDB Molecule:trna(ile)-lysidine synthase;

PDBTitle: crystal structure of tils in a complex with amppnp from
aquifex2 aeolicus.

26

dlefvb_

Alignment

not modelled

80.8

21

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:ETFP subunits

27

dlg5ga_

Alignment

not modelled

80.0

14

Fold:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD

Superfamily:Homo-oligomeric flavin-containing Cys
decarboxylases, HFCD

Family:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD

PDB header:lyase
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28 c3zquA_ Alignment not modelled 76.6 16 Chain: A: PDB Molecule:probable aromatic acid decarboxylase;
PDBTitle: structure of a probable aromatic acid decarboxylase

Fold:Flavodoxin-like
Superfamily:N5-CAIR mutase (phosphoribosylaminoimidazole
29 dlodva_ Alignment not modelled 73.1 15 carboxylase, PurE)
Family:N5-CAIR mutase (phosphoribosylaminoimidazole
carboxylase, PurE)
PDB header:ribosome
30 Cc2j289_ Alignment not modelled 72.8 12 Chain: 9: PDB Molecule:signal recognition particle 54;
PDBTitle: model of e. coli srp bound to 70s rncs

PDB header:ligase
11 Chain: A: PDB Molecule:argininosuccinate synthase;

31 Q@2nz2A_ Alignment not modelled VLE PDBTitle: crystal structure of human argininosuccinate synthase in
complex with2 aspartate and citrulline
PDB header:ligase

. Chain: D: PDB Molecule:argininosuccinate synthetase;

32 clkhaD_ Alignment flednecelied 7oA 10 ppaTitle: crystal structure of thermus thermophilus hb82
argininosuccinate synthetase in complex with atp
PDB header:lyase
Chain: A: PDB Molecule:phosphoribosylaminoimidazole

33 C2ywxA_ Allonment et resElled 70.0 10 carboxylase catalytic subunit;

PDBTitle: crystal structure of phosphoribosylaminoimidazole

carboxylase2 catalytic subunit from methanocaldococcus

jannaschii

PDB header:lyase

Chain: |: PDB Molecule:phosphoribosylaminoimidazole

34 c3trhl_ Alignment not modelled 68.6 7 carboxylase
PDBTitle: structure of a phosphoribosylaminoimidazole
carboxylase catalytic2 subunit (pure) from coxiella burnetii
PDB header:ligase

9 Chain: A: PDB Molecule:argininosuccinate synthase;
PDBTitle: crystal structure of e. coli argininosuccinate synthetase
in complex2 with aspartate and citrulline
PDB header:signaling protein

36 c3tvsA_ Alignment not modelled 66.9 11 Chain: A: PDB Molecule:cryptochrome-1;

PDBTitle: structure of full-length drosophila cryptochrome

35 c1k97A_ Alignment not modelled 67.2

PDB header:lyase
Chain: D: PDB Molecule:phosphoribosylaminoimidazole
37 c3Ip6D_ Alignment not modelled 65.0 13 carboxylase catalytic subunit;
PDBTitle: crystal structure of rv3275c-e60a from mycobacterium
tuberculosis at2 1.7a resolution
PDB header:isomerase,biosynthetic protein
Chain: D: PDB Molecule:n5-carboxyaminoimidazole
38  c3orsD_ Alignment not modelled 64.0 13 ribonucleotide mutase;
PDBTitle: crystal structure of n5-carboxyaminoimidazole
ribonucleotide mutase2 from staphylococcus aureus

Fold:Pyruvate kinase C-terminal domain-like
39 dleOta3 Alignment not modelled 63.6 27 Superfamily:PK C-terminal domain-like
Family:Pyruvate kinase, C-terminal domain

Fold:Pyruvate kinase C-terminal domain-like
40 dlpkla3 Alignment not modelled 61.9 16 Superfamily:PK C-terminal domain-like
Family:Pyruvate kinase, C-terminal domain

Fold:Adenine nucleotide alpha hydrolase-like
41 dlefpb_ Alignment not modelled 61.5 19 Superfamily:Adenine nucleotide alpha hydrolases-like
Family:ETFP subunits

PDB header:transferase
Chain: A: PDB Molecule:pts system, cellobiose-specific iib
component (cela);

42 c2lzaA Alignment i elllied a1 16 ppBTitle: solution structure of cellobiose-specific
phosphotransferase iib2 component protein from borrelia
burgdorferi
PDB header:cell cycle

43 clni5A_ Alignment not modelled 59.0 19 Chain: A: PDB Molecule:putative cell cycle protein mesj;

PDBTitle: structure of the mesj pp-atpase from escherichia coli

Fold:Adenine nucleotide alpha hydrolase-like
44 dlwy5al Alignment not modelled 58.7 18 Superfamily:Adenine nucleotide alpha hydrolases-like
Family:PP-loop ATPase

Fold:Adenine nucleotide alpha hydrolase-like
45 dlvbkal Alignment not modelled 58.6 13 Superfamily:Adenine nucleotide alpha hydrolases-like
Family:Thil-like

Fold:PreATP-grasp domain
46 dlgsoa?2 Alignment not modelled 57.4 17 Superfamily:PreATP-grasp domain
Family:BC N-terminal domain-like

Fold:Flavodoxin-like

Superfamily:N5-CAIR mutase (phosphoribosylaminoimidazole
47  dlgcza_ Alignment not modelled 57.2 10  carboxylase, PurE)

Family:N5-CAIR mutase (phosphoribosylaminoimidazole

carboxylase, PurE)

Fold:Flavodoxin-like

Superfamily:N5-CAIR mutase (phosphoribosylaminoimidazole
48 dlulla_ Alignment not modelled 57.1 15 carboxylase, PurE)
Family:N5-CAIR mutase (phosphoribosylaminoimidazole
carboxylase, PurE)
PDB header:lyase
Chain: A: PDB Molecule:probable aromatic acid decarboxylase;

49 cleibA Alignment it elellied $2 10 ppBTitle: crystal structure of phenylacrylic acid decarboxylase
from2 aquifex aeolicus
PDB header:oxidoreductase

50 c3qigD_ Gl et e 53.9 9 Chain: D: PDB Molecule:epidermin biosynthesis protein epid;

PDBTitle: epidermin biosynthesis protein epid from
staphylococcus aureus

Fold:Adenine nucleotide alpha hydrolase-like

51 dlo94c_ Alignment not modelled 53.1 12 Superfamily:Adenine nucleotide alpha hydrolases-like
Family:ETFP subunits

Fold:Pyruvate kinase C-terminal domain-like
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52 dla3xa3 Alignment not modelled 14 Superfamily:PK C-terminal domain-like
Family:Pyruvate kinase, C-terminal domain
PDB header:lyase

53 c3fyaC_ Alignment not modelled 9 Chain: C: PDB Molecule:6-4 photolyase;

PDBTitle: (6-4) photolyase crystal structure
PDB header:lyase
— Chain: A: PDB Molecule:n5-carboxyaminoimidazole
- ribonucleotide mutase;

54 cofwoA_ Alignment feigrocelicd 15 ppgTitle: structure of pure (n5-carboxyaminoimidazole
ribonucleotide mutase)2 h59f from the acidophilic bacterium
acetobacter aceti, at ph 8

- Fold:Ribonuclease H-like motif

55 dlnuOa_ Alignment not modelled 14 Superfamily:Ribonuclease H-like
Family:Putative Holliday junction resolvase RuvX
PDB header:oxidoreductase
Chain: F: PDB Molecule:dipicolinate synthase, b chain;

56 c3mcuF_ Alignment not modelled 3 PDBTitle: crystal structure of the dipicolinate synthase chain b
from2 bacillus cereus. northeast structural genomics consortium3
target bcr215.

_ Fold:Ribonuclease H-like motif

57 d3bzka5 Alignment not modelled 10 Superfamily:Ribonuclease H-like

Family:Tex RuvX-like domain-like
- Fold:Pyruvate kinase C-terminal domain-like

58 d2g50a3 Alignment not modelled 18 Superfamily:PK C-terminal domain-like
Family:Pyruvate kinase, C-terminal domain
PDB header:transcription

R Chain: D: PDB Molecule:propionate catabolism operon regulatory

59  c2pjuD_ Alignment not modelled 18  protein;

PDBTitle: crystal structure of propionate catabolism operon2
regulatory protein prpr
PDB header:lyase

- Chain: D: PDB Molecule:phosphoribosylaminoimidazole

60 c3rggD_ Alignment not modelled 13 carboxylase, pure protein;

PDBTitle: crystal structure of treponema denticola pure bound to
air
Fold:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD

. Superfamily:Homo-oligomeric flavin-containing Cys

61 dlgzua_ Alignment not modelled 14 decarboxylases, HFCD
Family:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD
Fold:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD

. Superfamily:Homo-oligomeric flavin-containing Cys

62 dinvla_ Alignment fetgrocelicd & decarboxylases, HFCD
Family:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD
PDB header:lyase

63 clmvlA_ Alignment not modelled 6 Chain: A: PDB Molecule:ppc decarboxylase athal3a;

PDBTitle: ppc decarboxylase mutant c175s
— PDB header:isomerase
. Chain: A: PDB Molecule:coenzyme bl2-dependent mutase;

64 C2vxbA_ Alignment e el Z PDBTitle: crystal structure of the methylmalonyl-coa mutase alpha-
subunit from2 aeropyrum pernix
PDB header:dna binding protein

65 c2yvaB_ Alignment not modelled 18 Chain: B: PDB Molecule:dnaa initiator-associating protein diaa;
PDBTitle: crystal structure of escherichia coli diaa
Fold:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD

; Superfamily:Homo-oligomeric flavin-containing Cys

66 dlsbza_ Alignment not modelled 6 S et orsletes, BIEED
Family:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD

= Fold:TIM beta/alpha-barrel

67 dlrvga_ Alignment not modelled 14 Superfamily:Aldolase
Family:Class Il FBP aldolase
PDB header:oxidoreductase

- Chain: B: PDB Molecule:light-independent protochlorophyllide

68  c2xdgB_ Alignment not modelled 15  reductase subunitb;

PDBTitle: dark operative protochlorophyllide oxidoreductase (chin-
2 chlb)2 complex
PDB header:ribosome

69 2137W_ Alignment ek el 13 er:::;rI\n W: PDB Molecule:signal recognition particle 54 kda
PDBTitle: model of mammalian srp bound to 80s rncs
PDB header:hydrolase

- Chain: B: PDB Molecule:formyltetrahydrofolate deformylase;

70 c3louB_ Alignment not modelled 18 PDBTitle: crystal structure of formyltetrahydrofolate deformylase
(yp_105254.1)2 from burkholderia mallei atcc 23344 at1.90 a
resolution

I Fold:Chelatase-like

71 d2pjual Alignment not modelled 17 Superfamily:PrpR receptor domain-like
Family:PrpR receptor domain-like
PDB header:oxidoreductase

. Chain: A: PDB Molecule:dipicolinate synthase subunitb;

72 kA Alignment it oelellied I3 € PDBTitle: crystal structure of dipicolinate synthase subunit b from
bacillus2 halodurans c
Fold:Pyruvate kinase C-terminal domain-like

73 dlliua3 Alignment not modelled 36.9 16 Superfamily:PK C-terminal domain-like
Family:Pyruvate kinase, C-terminal domain
PDB header:lyase

. Chain: B: PDB Molecule:putative fructose-bisphosphate aldolase;

74 c3pmbB_ Alignment feizecelied B 13 ppgTitle: crystal structure of a putative fructose-1,6-biphosphate
aldolase from2 coccidioides immitis solved by combined sad mr
Fold:Adenine nucleotide alpha hydrolase-like

75 dlvi2al Alianment not modelled 36.3 13 Superfamily:Adenine nucleotide alpha hydrolases-like
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Family:N-type ATP pyrophosphatases

PDB header:transferase
23 Chain: C: PDB Molecule:pyruvate kinase;

76 c3e0eC Alldopent not modelled 36.3 PDBTitle: crystal structure of pyruvate kinase from toxoplasma
gondii, 55.m00007
PDB header:ligase, lyase

77 c2h31A_ Alignment not modelled 36.2 13 Chain: A: PDB Molecule:multifunctional protein ade2;

PDBTitle: crystal structure of human paics, a bifunctional
carboxylase and2 synthetase in purine biosynthesis

Fold:Adenine nucleotide alpha hydrolase-like
78 dlni5al Alignment not modelled 35.9 19 Superfamily:Adenine nucleotide alpha hydrolases-like
Family:PP-loop ATPase

PDB header:transferase
79 c2vgbB_ Alignment not modelled 35.4 16 Chain: B: PDB Molecule:pyruvate kinase isozymes r/l;
PDBTitle: human erythrocyte pyruvate kinase

PDB header:isomerase

Chain: C: PDB Molecule:phosphoheptose isomerase;
PDBTitle: structure of a phosphoheptose isomerase from
francisella tularensis

80 c3triC_ Alignment not modelled 35.3 26

Fold:Flavodoxin-like
81 difmfa_ Alignment not modelled 34.7 15 Superfamily:Cobalamin (vitamin B12)-binding domain
Family:Cobalamin (vitamin B12)-binding domain

PDB header:transferase

13 Chain: B: PDB Molecule:pyruvate kinase;
PDBTitle: pyruvate kinase from saccharomyces cerevisiae
complexed with fbp, pg,2 mn2+ and k+

Fold:Adenine nucleotide alpha hydrolase-like
83 dlzunal Alignment not modelled 34.5 11 Superfamily:Adenine nucleotide alpha hydrolases-like
Family:PAPS reductase-like

PDB header:transferase
16 Chain: B: PDB Molecule:pyruvate kinase;

82 cla3wB_ Alignment not modelled 34.5

84 c3e0vB_ Alignment it ot 2 PDBTitle: crystal structure of pyruvate kinase from leishmania
mexicana in2 complex with sulphate ions
PDB header:transferase

85 c3masA_ Bl et eeeed 34.0 18 Chain: A: PDB Molecule:pyruvate kinase;

PDBTitle: crystal structure of cgdl_2040, a pyruvate kinase from
cryptosporidium2 parvum

PDB header:transferase
86 clpkiB_ Alignment not modelled 33.8 16 Chain: B: PDB Molecule:protein (pyruvate kinase);
PDBTitle: the structure of leishmania pyruvate kinase

Fold:SIS domain
87 dix92a_ Alignment not modelled 33.4 12 Superfamily:SIS domain
Family:mono-SIS domain

Fold:Flavodoxin-like
Superfamily:N5-CAIR mutase (phosphoribosylaminoimidazole
88 dlxmpa_ Alignment not modelled 32.9 11 carboxylase, PurE)
Family:N5-CAIR mutase (phosphoribosylaminoimidazole
carboxylase, PurE)
PDB header:rna-binding
Chain: A: PDB Molecule:signal recognition particle protein ffh;
PDBTitle: structure of the e. coli signal recognition particle2
bound to a translating ribosome
PDB header:rna binding protein, transport protein
Chain: A: PDB Molecule:signal recognition 54 kda protein;
90 c3dmb5A_ Alignment not modelled 32.1 13 PDBTitle: structures of srp54 and srp19, the two proteins
assembling2 the ribonucleic core of the signal recognition
particle3 from the archaeon pyrococcus furiosus.

PDB header:transferase

91 clt5aB_ Alignment not modelled 32.0 18 Chain: B: PDB Molecule:pyruvate kinase, m2 isozyme;
PDBTitle: human pyruvate kinase m2

89 c2iy3A_ Alignment not modelled 32.9 15

PDB header:transferase/transferase inhibitor

Chain: D: PDB Molecule:pyruvate kinase;

PDBTitle: crystal structure of s. aureus pyruvate kinase in complex
with a2 naturally occurring bis-indole alkaloid

Fold:SIS domain

93 ditk9a_ Alignment not modelled 30.7 10 Superfamily:SIS domain
Family:mono-SIS domain

92 c3t07D_ Alignment not modelled 30.8 23

PDB header:hydrolase/hydrolase inhibitor

Chain: A: PDB Molecule:poly(adp-ribose) glycohydrolase;
94 c3siiA_ Alignment not modelled 30.5 22 PDBTitle: the x-ray crystal structure of poly(adp-ribose)

glycohydrolase bound2 to the inhibitor adp-hpd from

thermomonospora curvata

PDB header:phosphotransferase
95 cleOtD_ Alignment not modelled 30.4 27 Chain: D: PDB Molecule:pyruvate kinase;
PDBTitle: r292d mutant of e. coli pyruvate kinase

PDB header:electron transport
Chain: A: PDB Molecule:electron transfer flavoprotein alpha-
96 C3ih5A_ Alignment not modelled 29.7 18  subunit;
PDBTitle: crystal structure of electron transfer flavoprotein alpha-2
subunit from bacteroides thetaiotaomicron
PDB header:lyase/dna
Chain: A: PDB Molecule:rel1660p;
PDBTitle: drosophila melanogaster (6-4) photolyase bound to
repaired2 ds dna
PDB header:lyase
Chain: A: PDB Molecule:alpha-subunit 2-hydroxyisocaproyl-coa
98 c303nA_ Alignment not modelled 29.4 2 dehydratase;
PDBTitle: (r)-2-hydroxyisocaproyl-coa dehydratase in complex with
its substrate2 (r)-2-hydroxyisocaproyl-coa
PDB header:transferase
11 Chain: A: PDB Molecule:sulfate adenylyltransferase subunit 2;
PDBTitle: crystal structure of a gtp-regulated atp sulfurylase2
heterodimer from pseudomonas syringae
Fold:Phosphotyrosine protein phosphatases I-like
100 dliiba_ Alignment not modelled 29.1 18 Superfamily:PTS system |IB component-like
Family:PTS system, Lactose/Cellobiose specific |IB subunit

97 Cc3cvyA_ Alignment not modelled 29.5 10

99 clzunA_ Alignment not modelled 29.2


http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3eoeC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2h31A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ni5a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2vgbB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3trjC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1fmfa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1a3wB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1zuna1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3e0vB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ma8A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1pklB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1x92a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1xmpa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2iy3A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3dm5A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1t5aB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3t07D_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1tk9a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3siiA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1e0tD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ih5A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3cvyA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3o3nA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1zunA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1iiba_

101

102
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106
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110

113

114

115

117

118

119

120

d2c5sal

dlvb3al

c301IB_

d1x94a_

dij20al

dlnp7a2

C2is8A_

d3bula2

C2Xx3yA_

c1094D_

C2p0OyA_

clagfB_

c2e28A_

c2hmaA_

c2hxgB_

c2v3cC_

dly5eal

d2dbsal

dlnria_

clnriA_

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

Alignment

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

not modelled

28.4

27.7

25.5

25.1

24.8

24.7

24.5

24.3

23.4

23.1

23.0

22.7

15

14

18

15

15

10

16

13

14

21

18

20

14

14

17

15

26

10

10

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:Thil-like

Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

PDB header:hydrolase

Chain: B: PDB Molecule:formyltetrahydrofolate deformylase;
PDBTitle: crystal structure of a formyltetrahydrofolate deformylase
(pspto_4314)2 from pseudomonas syringae pv. tomato str. dc3000
at2.20 a resolution

Fold:SIS domain
Superfamily:SIS domain
Family:mono-SIS domain

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:N-type ATP pyrophosphatases

Fold:Cryptochrome/photolyase, N-terminal domain
Superfamily:Cryptochrome/photolyase, N-terminal domain
Family:Cryptochrome/photolyase, N-terminal domain

PDB header:structural protein

Chain: A: PDB Molecule:molybdopterin biosynthesis enzyme,
moab;

PDBTitle: crystal structure of the molybdopterin biosynthesis
enzyme moab2 (ttha0341) from thermus theromophilus hb8

Fold:Flavodoxin-like
Superfamily:Cobalamin (vitamin B12)-binding domain
Family:Cobalamin (vitamin B12)-binding domain

PDB header:isomerase

Chain: A: PDB Molecule:phosphoheptose isomerase;

PDBTitle: crystal structure of gmha from burkholderia
pseudomallei

PDB header:electron transport

Chain: D: PDB Molecule:electron transfer flavoprotein alpha-
subunit;

PDBTitle: ternary complex between trimethylamine dehydrogenase
and2 electron transferring flavoprotein

PDB header:structural genomics, unknown function

Chain: A: PDB Molecule:hypothetical protein Ip_0780;
PDBTitle: crystal structure of q88yi3_lacpl from lactobacillus2
plantarum. northeast structural genomics consortium target3 Ipré
PDB header:transferase

Chain: B: PDB Molecule:pyruvate kinase;

PDBTitle: pyruvate kinase from rabbit muscle with mg, k, and -2
phospholactate

PDB header:transferase

Chain: A: PDB Molecule:pyruvate kinase;

PDBTitle: crystal structure analysis of pyruvate kinase from
bacillus2 stearothermophilus

PDB header:transferase

Chain: A: PDB Molecule:probable trna (5-methylaminomethyl-2-
thiouridylate)-

PDBTitle: the crystal structure of trna (5-methylaminomethyl-2-
thiouridylate)-2 methyltransferase trmu from streptococcus
pneumoniae

PDB header:isomerase
Chain: B: PDB Molecule:|-arabinose isomerase;
PDBTitle: crystal structure of mn2+ bound ecai

PDB header:signaling protein

Chain: C: PDB Molecule:signal recognition 54 kda protein;
PDBTitle: crystal structure of the srp54-srp19-7s.s srp rna
complex2 of m. jannaschii

Fold:Molybdenum cofactor biosynthesis proteins
Superfamily:Molybdenum cofactor biosynthesis proteins
Family:MogA-like

Fold: TTHCO002-like
Superfamily:TTHC002-like
Family:TTHCO002-like

Fold:SIS domain
Superfamily:SIS domain
Family:mono-SIS domain

PDB header:structural genomics, unknown function

Chain: A: PDB Molecule:hypothetical protein hi0754;
PDBTitle: crystal structure of putative phosphosugar isomerase
hi0754 from2 haemophilus influenzae
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