ml a.kelley@imperial.ac.uk
2  Description [{VXCGHE
1\

Date ;hlijan 511:27:51 GMT

U”'q”eJ°b 696755bbf7d62110

PNy

Detailed template

information
# Template Alignment Coverage 3D Model Confidence % i.d. Template Information
Fold:Flavodoxin-like
Superfamily:N5-CAIR mutase (phosphoribosylaminoimidazole
1 dlgcza_ Alignment carboxylase, PurE)
Family:N5-CAIR mutase (phosphoribosylaminoimidazole
carboxylase, PurE)
PDB header:lyase
Chain: D: PDB Molecule:phosphoribosylaminoimidazole
2 c3Ip6D_ Alignment carboxylase catalytic subunit;
PDBTitle: crystal structure of rv3275c-e60a from mycobacterium
tuberculosis at2 1.7a resolution
PDB header:lyase
Chain: |: PDB Molecule:phosphoribosylaminoimidazole
3 c3trhl_ Alignment carboxylase
PDBTitle: structure of a phosphoribosylaminoimidazole
carboxylase catalytic2 subunit (pure) from coxiella burnetii
PDB header:lyase
Chain: A: PDB Molecule:n5-carboxyaminoimidazole
. ribonucleotide mutase;
4 c2fw9A_ Alignment PDBTitle: structure of pure (n5-carboxyaminoimidazole
ribonucleotide mutase)2 h59f from the acidophilic bacterium
acetobacter aceti, atph 8
Fold:Flavodoxin-like
Superfamily:N5-CAIR mutase (phosphoribosylaminoimidazole
5 dlulla_ Alignment carboxylase, PurE)
Family:N5-CAIR mutase (phosphoribosylaminoimidazole
carboxylase, PurE)
PDB header:isomerase,biosynthetic protein
Chain: D: PDB Molecule:n5-carboxyaminoimidazole
6 c3orsD_ Alignment ribonucleotide mutase;
PDBTitle: crystal structure of n5-carboxyaminoimidazole
ribonucleotide mutase2 from staphylococcus aureus
Fold:Flavodoxin-like
Superfamily:N5-CAIR mutase (phosphoribosylaminoimidazole
7 dlodva_ Alignment carboxylase, PurE)
Family:N5-CAIR mutase (phosphoribosylaminoimidazole
carboxylase, PurE)
Fold:Flavodoxin-like
Superfamily:N5-CAIR mutase (phosphoribosylaminoimidazole
8 dlxmpa_ Alignment carboxylase, PurE)
Family:N5-CAIR mutase (phosphoribosylaminoimidazole
carboxylase, PurE)
PDB header:lyase
Chain: D: PDB Molecule:phosphoribosylaminoimidazole
9 c3rggD_ Alignment carboxylase, pure protein;
PDBTitle: crystal structure of treponema denticola pure bound to
air
PDB header:ligase, lyase
- Chain: A: PDB Molecule:multifunctional protein ade2;
10 c2h3lA Alignment PDBTitle: crystal structure of human paics, a bifunctional
carboxylase and2 synthetase in purine biosynthesis
PDB header:lyase
Chain: A: PDB Molecule:phosphoribosylaminoimidazole
11 C2ywxA_ T carboxylase catalytic subunit;

PDBTitle: crystal structure of phosphoribosylaminoimidazole
carboxylase2 catalytic subunit from methanocaldococcus
jannaschii
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/696755bbf7d62110/c3trhI_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2fw9A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/696755bbf7d62110/c2fw9A_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1u11a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/696755bbf7d62110/d1u11a_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3orsD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/696755bbf7d62110/c3orsD_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1o4va_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/696755bbf7d62110/d1o4va_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1xmpa_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/696755bbf7d62110/d1xmpa_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3rggD_
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/696755bbf7d62110/c2ywxA_.11.pdb

12

Fold:Dehydroquinate synthase-like
Superfamily:Dehydroquinate synthase-like
Family:Iron-containing alcohol dehydrogenase

13

PDB header:oxidoreductase

Chain: A: PDB Molecule:glycerol dehydrogenase;
PDBTitle: crystal structure of glycerol dehydrogenase from
schizosaccharomyces2 pombe

16

PDB header:oxidoreductase

Chain: A: PDB Molecule:glycerol dehydrogenase;
PDBTitle: crystal structure of glycerol dehydrogenase
(np_348253.1) from2 clostridium acetobutylicum at 2.37 a
resolution

18

Fold:Dehydroquinate synthase-like
Superfamily:Dehydroquinate synthase-like
Family:Iron-containing alcohol dehydrogenase

16

PDB header:oxidoreductase

Chain: D: PDB Molecule:alcohol dehydrogenase 2;

PDBTitle: structures of iron-dependent alcohol dehydrogenase 2
from zymomonas2 mobilis zm4 complexed with nad cofactor

17

Fold:Dehydroquinate synthase-like
Superfamily:Dehydroquinate synthase-like
Family:lron-containing alcohol dehydrogenase

13

PDB header:oxidoreductase

Chain: K: PDB Molecule:1,3-propanediol oxidoreductase;
PDBTitle: crystal structure analysis of 1,3-propanediol
oxidoreductase

20

PDB header:oxidoreductase

Chain: A: PDB Molecule:iron-containing alcohol dehydrogenase;
PDBTitle: crystal structure of putative alcohol dehedrogenase
(yp_298327.1) from2 ralstonia eutropha jmp134 at2.10 a
resolution

21

PDB header:lyase

Chain: A: PDB Molecule:3-dehydroquinate synthase;
PDBTitle: 2.5 angstrom resolution crystal structure of 3-
dehydroquinate synthase2 (arob) from vibrio cholerae

16

Fold:Dehydroquinate synthase-like
Superfamily:Dehydroquinate synthase-like
Family:lron-containing alcohol dehydrogenase

17

PDB header:oxidoreductase

Chain: B: PDB Molecule:maleylacetate reductase;
PDBTitle: crystal structure of maleylacetate reductase from
agrobacterium2 tumefaciens

14

PDB header:oxidoreductase

Chain: E: PDB Molecule:probable glycerol dehydrogenase;
PDBTitle: crystal structure of a probable glycerol dehydrogenase
from2 sinorhizobium meliloti 1021

23

PDB header:oxidoreductase

Chain: B: PDB Molecule:alcohol dehydrogenase iv;

PDBTitle: crystal structure of iron-containing alcohol
dehydrogenase2 (np_602249.1) from corynebacterium glutamicum
atcc 13032 kitasato at3 2.07 a resolution

23

PDB header:lyase

Chain: B: PDB Molecule:2-deoxy-scyllo-inosose synthase;
PDBTitle: crystal structure of 2-deoxy-scyllo-inosose synthase2
complexed with carbaglucose-6-phosphate, nad+ and co2+

20

Fold:Dehydroquinate synthase-like
Superfamily:Dehydroquinate synthase-like
Family:Iron-containing alcohol dehydrogenase

12 dljg5a_ Alignment
13 clta9A_ Alignment
14 c3ce9A_ Alignment
15 dlo2da_ Alignment
16 c30x4D_ Alignment
17 dlvlja_ Alignment
18 c3bfjK_ Alignment
19 c3jzdA_ Alignment
20 C30kfA_ Alignment
21  dlrrma_ Alignment not modelled
22 c3hl0B_ Alignment not modelled
23 c3uhjE_ Alignment not modelled
24 c3iviB_ Alignment not modelled
25 c2qgruB_ Alignment not modelled
26 dloj7a_ Alignment not modelled
27  d2pjual Alignment not modelled
28 dlsg6a_ Alignment not modelled

11

Fold:Chelatase-like
Superfamily:PrpR receptor domain-like
Family:PrpR receptor domain-like

16

Fold:Dehydroquinate synthase-like
Superfamily:Dehydroquinate synthase-like
Family:Dehydroquinate synthase, DHQS
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/696755bbf7d62110/c3bfjK_.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3jzdA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/696755bbf7d62110/c3jzdA_.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3okfA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/696755bbf7d62110/c3okfA_.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1rrma_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3hl0B_
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Fold:Dehydroquinate synthase-like

29 dikg3a_ Alignment not modelled 18 Superfamily:Dehydroquinate synthase-like
Family:Iron-containing alcohol dehydrogenase
PDB header:lyase
- Chain: A: PDB Molecule:3-dehydroquinate synthase;
30 c3clhA Alignment e el 16 ppBTitle: crystal structure of 3-dehydroquinate synthase
(dhgs)from2 helicobacter pylori
PDB header:transcription
. Chain: A: PDB Molecule:ntrc family transcriptional regulator;
31 c2q5cA. Alignment et st e 12 ppgTitle: crystal structure of ntrc family transcriptional regulator
from2 clostridium acetobutylicum
PDB header:oxidoreductase
Chain: A: PDB Molecule:iron-containing alcohol dehydrogenase;
32 c3rf7A_ Alignment not modelled 13 PDBTitle: crystal structure of an iron-containing alcohol
dehydrogenase2 (sden_2133) from shewanella denitrificans 0s-217
at2.12 aresolution
PDB header:transferase
33 c2bonB_ Alignment not modelled 19 Chain: B: PDB Molecule:lipid kinase;
PDBTitle: structure of an escherichia coli lipid kinase (yegs)
PDB header:lyase
. Chain: A: PDB Molecule:3-dehydroquinate synthase;
34 clahA, Alignment fledpecEled 23 ppBTitle: crystal structure of staphlyococcus aureus 3-
dehydroquinate2 synthase (dhgs) in complex with zn2+ and nad+
PDB header:structure genomics, unknown function
. Chain: A: PDB Molecule:uncharacterized protein;
=2 CNfA Alignment fledzecelied 10 ppBTitle: the crystal structure of the abc domain in complex with I-
trp from2 streptococcus pneumonia to 1.35a
PDB header:transcription
Chain: D: PDB Molecule:propionate catabolism operon regulatory
36  c2pjuD_ Alignment not modelled 14 protein;
PDBTitle: crystal structure of propionate catabolism operon2
regulatory protein prpr
Fold:NAD kinase/diacylglycerol kinase-like
37 d2bonal Alignment not modelled 19 Superfamily:NAD kinase/diacylglycerol kinase-like
Family:Diacylglycerol kinase-like
Fold:Dehydroquinate synthase-like
38 dlujna_ Alignment not modelled 18 Superfamily:Dehydroquinate synthase-like
Family:Dehydroquinate synthase, DHQS
Fold:Periplasmic binding protein-like |
39 dlguda_ Alignment not modelled 11 Superfamily:Periplasmic binding protein-like |
Family:L-arabinose binding protein-like
Fold:NAD kinase/diacylglycerol kinase-like
40 d2plral Alignment not modelled 16 Superfamily:NAD kinase/diacylglycerol kinase-like
Family:Diacylglycerol kinase-like
PDB header:transferase
5 Chain: A: PDB Molecule:diacylglycerol kinase dgkb;
4l c2quiA Alignment it elellied 20 ppgTitle: crystal structure of diacylglycerol kinase dgkb in
complex with adp2 and mg
PDB header:lipid binding protein
; Chain: A: PDB Molecule:basic membrane lipoprotein;
42 c3s00A Alignment i elllied 13 ppBTitle: crystal structure of a basic membrane lipoprotein from
brucella2 melitensis, iodide soak
Fold:NAD kinase/diacylglycerol kinase-like
43 d2qgv7al Alignment not modelled 20 Superfamily:NAD kinase/diacylglycerol kinase-like
Family:Diacylglycerol kinase-like
PDB header:oxidoreductase
. Chain: B: PDB Molecule:thioredoxin reductase 3;
44 c3hBqB_ Alignment fedgec=led 16 ppBTitle: crystal structure of glutaredoxin domain of human
thioredoxin2 reductase 3
PDB header:transport protein
Chain: A: PDB Molecule:abc sugar transporter, periplasmic sugar
45 c3rotA_ Alignment not modelled 88.8 15 binding protein;
PDBTitle: crystal structure of abc sugar transporter (periplasmic
sugar binding2 protein) from legionella pneumophila
PDB header:electron transport
. Chain: C: PDB Molecule:glutaredoxin;
46 c2e7pC_ Alignment T i e B8 16 ppBTitle: crystal structure of the holo form of glutaredoxin c1 from
populus2 tremula x tremuloides
PDB header:rna-binding
. . Chain: A: PDB Molecule:signal recognition particle protein ffh;
47 iy Alignment fledzecelied S0 19 ppBTitle: structure of the e. coli signal recognition particle2
bound to a translating ribosome
PDB header:oxidoreductase
48 C2ht9A_ Alignment not modelled 86.6 14 Chain: A: PDB Molecule:glutaredoxin-2;
PDBTitle: the structure of dimeric human glutaredoxin 2
Fold:Adenine nucleotide alpha hydrolase-like
49 d2gm3al Alignment not modelled 86.6 10 Superfamily:Adenine nucleotide alpha hydrolases-like
Family:Universal stress protein-like
PDB header:structural genomics, unknown function
. Chain: A: PDB Molecule:uncharacterized protein;
50  c2ghsA_ Alignment it elllled el 15 ppaTitle: crystal structure of conserved domain protein from
vibrio2 cholerae ol biovar eltor str. n16961
PDB header:oxidoreductase
. Chain: A: PDB Molecule:glutaredoxin;
51 c2klxA, Alignment it oelellied s 21 ppBTitle: solution structure of glutaredoxin from bartonella
henselae str.2 houston
Fold:NAD kinase/diacylglycerol kinase-like
52 d2jgral Alignment not modelled 83.7 20 Superfamily:NAD kinase/diacylglycerol kinase-like
Family:Diacylglycerol kinase-like
PDB header:transferase
Chain: B: PDB Molecule:6,7-dimethyl-8-ribityllumazine synthase
] 1;
53 c2fioB. Alignment it elellied EELE Y7 ppBrTitle: lumazine synthase ribh1 from brucella abortus (gene

bruabl_0785,2 swiss-prot entry q57dy1l) complexed with inhibitor 5-
nitro-6-(d-3 ribitylamino)-2,4(1h,3h) pyrimidinedione

PDB header:transport protein
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http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2qv7a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3h8qB_
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http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2e7pC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2iy3A_
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http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2gm3a1
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55)

56

57

58

59

60

61

62

63

64

65

66

67

68

69

70

71

72

73

74

75

76

77

78

Cc2fgxA_

dinm3al

c3fysA_

dlgega_

c3fzaA_

c3ak4C_

d2f7wal

difova_

c2dwuA_

dlgcaa_

€3s40C_

c3ksmA_

cltvmA_

c3opyB_

c3opyH_

c3k2gA_

clzuwA_

dlwika_

dlejba_

dlpfka_

dlc2ya_

c2fn9A_

c1b74A_

c3dmb5A_

dirvl_

Alignment

Alignment

Alignment

Alignment

Alignment

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

not modelled

not modelled

not modelled

not modelled

not modelled
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79.7

79.3

79.0

78.4

78.1

77.6

77.6

77.6

77.6

77.1

76.2

76.2

75.5

75.2
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17

11

14

20

20

13

17

12

11

18

11

16

16

18

14

14

18

17

22

17

16

13

23

Chain: A: PDB Molecule:membrane lipoprotein tmpc;
PDBTitle: pnra from treponema pallidum complexed with
guanosine

Fold:Thioredoxin fold
Superfamily:Thioredoxin-like
Family:Thioltransferase

PDB header:fatty acid-binding protein

Chain: A: PDB Molecule:protein degv;

PDBTitle: crystal structure of degv, a fatty acid binding protein2
from bacillus subtilis

Fold:NAD(P)-binding Rossmann-fold domains
Superfamily:NAD(P)-binding Rossmann-fold domains
Family:Tyrosine-dependent oxidoreductases

PDB header:oxidoreductase

Chain: A: PDB Molecule:glutaredoxin;

PDBTitle: crystal structure of poplar glutaredoxin s12 in complex
with2 glutathione and beta-mercaptoethanol

PDB header:oxidoreductase

Chain: C: PDB Molecule:nadh-dependent quinuclidinone
reductase;

PDBTitle: crystal structure of nadh-dependent quinuclidinone
reductase from2 agrobacterium tumefaciens

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

Fold:Thioredoxin fold
Superfamily:Thioredoxin-like
Family:Thioltransferase

PDB header:isomerase

Chain: A: PDB Molecule:glutamate racemase;

PDBTitle: crystal structure of glutamate racemase isoform racel
from bacillus2 anthracis

Fold:Periplasmic binding protein-like |
Superfamily:Periplasmic binding protein-like |
Family:L-arabinose binding protein-like

PDB header:transferase

Chain: C: PDB Molecule:diacylglycerol kinase;

PDBTitle: the crystal structure of a diacylglycerol kinases from
bacillus2 anthracis str. sterne

PDB header:transport protein

Chain: A: PDB Molecule:abc-type sugar transport system,
periplasmic component;

PDBTitle: crystal structure of abc-type sugar transport system,
periplasmic2 component from hahella chejuensis

PDB header:transferase

Chain: A: PDB Molecule:pts system, galactitol-specific iib
component;

PDBTitle: nmr structure of enzyme gatb of the galactitol-specific2
phosphoenol pyruvate-dependent phosphotransferase system

PDB header:transferase

Chain: B: PDB Molecule:6-phosphofructo-1-kinase beta-subunit;
PDBTitle: crystal structure of pichia pastoris phosphofructokinase
in the t-2 state

PDB header:transferase

Chain: H: PDB Molecule:6-phosphofructo-1-kinase beta-subunit;
PDBTitle: crystal structure of pichia pastoris phosphofructokinase
in the t-2 state

PDB header:transferase

Chain: A: PDB Molecule:pyrophosphate-dependent
phosphofructokinase;

PDBTitle: crystal structure of pyrophosphate-dependent2
phosphofructokinase from marinobacter aquaeolei, northeast3
structural genomics consortium target mqr88

PDB header:isomerase

Chain: A: PDB Molecule:glutamate racemase 1;

PDBTitle: crystal structure of b.subtilis glutamate racemase (race)
with d-glu

Fold:Thioredoxin fold

Superfamily:Thioredoxin-like

Family:Thioltransferase

Fold:Lumazine synthase
Superfamily:Lumazine synthase
Family:Lumazine synthase

Fold:Phosphofructokinase
Superfamily:Phosphofructokinase
Family:Phosphofructokinase

Fold:Lumazine synthase
Superfamily:Lumazine synthase
Family:Lumazine synthase

PDB header:sugar binding protein

Chain: A: PDB Molecule:ribose abc transporter, periplasmic
ribose-binding protein;

PDBTitle: thermotoga maritima ribose binding protein unliganded
form

PDB header:isomerase
Chain: A: PDB Molecule:glutamate racemase;
PDBTitle: glutamate racemase from aquifex pyrophilus

PDB header:rna binding protein, transport protein

Chain: A: PDB Molecule:signal recognition 54 kda protein;
PDBTitle: structures of srp54 and srpl9, the two proteins
assembling2 the ribonucleic core of the signal recognition
particle3 from the archaeon pyrococcus furiosus.
Fold:Lumazine synthase

Superfamily:Lumazine synthase

Family:Lumazine synthase
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Fold:Lumazine synthase
Superfamily:Lumazine synthase
Family:Lumazine synthase

PDB header:transport protein

Chain: A: PDB Molecule:periplasmic binding protein/laci
transcriptional regulator;

PDBTitle: crystal structure of sugar transporter from clostridium2
phytofermentans

PDB header:isomerase

Chain: B: PDB Molecule:glutamate racemase;

PDBTitle: crystal structure of helicobacter pylori glutamate
racemase2 in complex with d-glutamate and an inhibitor

Fold:NAD(P)-binding Rossmann-fold domains
Superfamily:NAD(P)-binding Rossmann-fold domains
Family:LDH N-terminal domain-like

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

PDB header:transferase

Chain: A: PDB Molecule:6-phosphofructokinase;

PDBTitle: the crystal structure of phosphofructokinase from
lactobacillus2 delbrueckii

PDB header:electron transport

Chain: A: PDB Molecule:monothiol glutaredoxin ydhd;
PDBTitle: solution structure of grx4, a monothiol glutaredoxin
from2 e. coli.

Fold:Phosphofructokinase
Superfamily:Phosphofructokinase
Family:Phosphofructokinase

Fold:Molybdenum cofactor biosynthesis proteins
Superfamily:Molybdenum cofactor biosynthesis proteins
Family:MoeA central domain-like

PDB header:hydrolase

Chain: A: PDB Molecule:sporulation-specific n-acetylmuramoyl-I-
alanine

PDBTitle: solution structure of the peptidoglycan binding domain
of2 b. subtilis cell wall lytic enzyme cwlc

Fold:Aminoacid dehydrogenase-like, N-terminal domain
Superfamily:Aminoacid dehydrogenase-like, N-terminal domain
Family:Tetrahydrofolate dehydrogenase/cyclohydrolase

PDB header:electron transport

Chain: A: PDB Molecule:glutaredoxin;

PDBTitle: solution structure of glutaredoxin from brucella
melitensis

PDB header:rna binding protein

Chain: B: PDB Molecule:maltose operon transcriptional
repressor;

PDBTitle: crystal structure of probable maltose operon
transcriptional repressor2 malr from staphylococcus areus

PDB header:sugar binding protein

Chain: A: PDB Molecule:periplasmic sugar-binding domain
protein;

PDBTitle: crystal structure of a periplasmic sugar-binding protein
from the2 pseudomonas fluorescens

PDB header:metal transport

Chain: B: PDB Molecule:chloride intracellular channel protein 1;
PDBTitle: chloride intracellular channel 1 (clicl) complexed with
glutathione

Fold:Thioredoxin fold
Superfamily:Thioredoxin-like
Family:Thioltransferase

PDB header:oxidoreductase

Chain: G: PDB Molecule:short chain dehydrogenase;
PDBTitle: crystal structure of a short chain dehydrogenase in
complex with2 nad(p) from sinorhizobium meliloti 1021

Fold:UDP-Glycosyltransferase/glycogen phosphorylase
Superfamily:UDP-Glycosyltransferase/glycogen phosphorylase
Family:UDP-N-acetylglucosamine 2-epimerase

PDB header:transferase

Chain: L: PDB Molecule:6,7-dimethyl-8-ribityllumazine synthase;
PDBTitle: crystal structure of lumazine synthase from salmonella
typhimurium 1t2

Fold:Chorismate synthase, AroC
Superfamily:Chorismate synthase, AroC
Family:Chorismate synthase, AroC

PDB header:transport protein

Chain: D: PDB Molecule:abc sugar (ribose) transporter,
periplasmic

PDBTitle: crystal structure of abc sugar transporter subunit from2
rhodobacter sphaeroides 2.4.1

PDB header:transport protein

Chain: A: PDB Molecule:abc transporter periplasmic-binding
protein ytfq;

PDBTitle: crystal structure of a galactofuranose binding protein
Fold:NAD kinase/diacylglycerol kinase-like

Superfamily:NAD kinase/diacylglycerol kinase-like
Family:NAD kinase-like

PDB header:isomerase

Chain: B: PDB Molecule:glutamate racemase;

PDBTitle: crystal structure of enterococcus faecalis glutamate2
racemase in complex with d- and I-glutamate

Fold:CbiG N-terminal domain-like

Superfamily:CbiG N-terminal domain-like

Family:CbiG N-terminal domain-like

PDB header:transport protein
Chain: C: PDB Molecule:suaar abc transporter. perinlasmic
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104  c2qvcC_ Alignment not modelled 65.5 12 sugar-binding
PDBTitle: crystal structure of a periplasmic sugar abc transporter2
from thermotoga maritima
PDB header:transferase

105 c2hifB_ Gl e e 64.8 17 g:.ham: B: PDB Molecule:lipopolysaccharide heptosyltransferase-
PDBTitle: e. coli heptosyltransferase waac with adp
PDB header:oxidoreductase

. . Chain: B: PDB Molecule:clavulanic acid dehydrogenase;

106 c2jahB_ Alignment e aneetlies oz 22 pDBTitle: biochemical and structural analysis of the clavulanic
acid2 dehydeogenase (cad) from streptomyces clavuligerus
PDB header:oxidoreductase, hydrolase

. Chain: B: PDB Molecule:bifunctional protein fold;

107 c3p20B_ Alignment [eRuescls &1 1 ppBTitle: crystal structure of fold bifunctional protein from
campylobacter2 jejuni
PDB header:biosynthetic protein
Chain: C: PDB Molecule:pterin-4-alpha-carbinolamine

108 c3rfqC_ Alignment not modelled 64.0 12 dehydratase moab2;

PDBTitle: crystal structure of pterin-4-alpha-carbinolamine
dehydratase moab22 from mycobacterium marinum
PDB header:transport protein

109 c3fy7B_ Alignment not modelled 63.8 14 Chain: B: PDB Molecule:chloride intracellular channel protein 3;
PDBTitle: crystal structure of homo sapiens clic3
PDB header:oxidoreductase, hydrolase

. Chain: A: PDB Molecule:bifunctional protein fold;

110 c3p2oA_ Alignment fledzecelied GEE 12 pppBTitle: crystal structure of fold bifunctional protein from
campylobacter2 jejuni
Fold:Thioredoxin fold

111 dlktea_ Alignment not modelled 63.6 13 Superfamily:Thioredoxin-like
Family:Thioltransferase
PDB header:oxidoreductase

. Chain: D: PDB Molecule:estradiol 17-beta-dehydrogenase 8;

112" c2pdeD_ Alignment it elllled Gkl 12 ppBTitle: structure of human hydroxysteroid dehydrogenase type
8, hsd17b8
Fold:Chelatase-like

113 dilpgda_ Alignment not modelled 62.9 14 Superfamily:"Helical backbone" metal receptor
Family:TroA-like
PDB header:electron transport, oxidoreductase
Chain: A: PDB Molecule:glutaredoxin-1;

114  c2hzfA_ Alignment not modelled 62.9 9 PDBTitle: crystal structures of a poxviral glutaredoxin in the
oxidized and2 reduced states show redox-correlated structural
changes
PDB header:transferase

1 ; Chain: A: PDB Molecule:6-phospho-1-fructokinase;

115 c2higA. Alignment it elellied 2.8 21 ppBTitle: crystal structure of phosphofructokinase apoenzyme
from trypanosoma?2 brucei.
PDB header:ligase

116 c3se7A_ Alignment not modelled 62.8 15 Chain: A: PDB Molecule:vana;
PDBTitle: ancientvana
PDB header:cell cycle

117 c2yhsA_ Alignment not modelled 61.0 16 Chain: A: PDB Molecule:cell division protein ftsy;

PDBTitle: structure of the e. coli srp receptor ftsy
Fold:NAD(P)-binding Rossmann-fold domains

118 dlzemal Alignment not modelled 60.9 14 Superfamily:NAD(P)-binding Rossmann-fold domains
Family: Tyrosine-dependent oxidoreductases
PDB header:transferase
Chain: C: PDB Molecule:probable inorganic polyphosphate/atp-

119  c120zC_ Alignment not modelled 60.1 19  nad kinase;
PDBTitle: crystal structure of a nad kinase from archaeoglobus2
fulgidus in complex with nad
Fold:NAD kinase/diacylglycerol kinase-like

120 dlz0sal Alignment not modelled 60.1 19 Superfamily:NAD kinase/diacylglycerol kinase-like

Family:NAD kinase-like
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