
Email l .a.kelley@imperial.ac.uk
Description Q46861

Date Wed Jan 25 15:21:13 GMT
2012

Unique Job
ID bda536a21ea3ddfb

Detailed template
information  
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1 c2qgqF_ Alignment 100.0 18
PDB header:structural genomics, unknown function
Chain: F: PDB Molecule:protein tm_1862;
PDBTitle: crystal structure of tm_1862 from thermotoga maritima.2
northeast structural genomics consortium target vr77

2 c3cixA_ Alignment 99.9 16
PDB header:adomet binding protein
Chain: A: PDB Molecule:fefe-hydrogenase maturase;
PDBTitle: x-ray structure of the [fefe]-hydrogenase maturase hyde
from2 thermotoga maritima in complex with thiocyanate

3 d1olta_ Alignment 99.9 15
Fold:TIM beta/alpha-barrel
Superfamily:Radical SAM enzymes
Family:Oxygen-independent coproporphyrinogen III oxidase HemN

4 c3t7vA_ Alignment 99.9 12
PDB header:transferase
Chain: A: PDB Molecule:methylornithine synthase pylb;
PDBTitle: crystal structure of methylornithine synthase (pylb)

5 d1r30a_ Alignment 99.8 11
Fold:TIM beta/alpha-barrel
Superfamily:Radical SAM enzymes
Family:Biotin synthase

6 c1r30A_ Alignment 99.8 11
PDB header:transferase
Chain: A: PDB Molecule:biotin synthase;
PDBTitle: the crystal structure of biotin synthase, an s-2
adenosylmethionine-dependent radical enzyme

7 c3rfaA_ Alignment 99.7 17

PDB header:oxidoreductase
Chain: A: PDB Molecule:ribosomal rna large subunit
methyltransferase n;
PDBTitle: x-ray structure of rlmn from escherichia coli  in complex
with s-2 adenosylmethionine

8 c2yx0A_ Alignment 99.6 11
PDB header:metal binding protein
Chain: A: PDB Molecule:radical sam enzyme;
PDBTitle: crystal structure of p. horikoshii tyw1

9 d1tv8a_ Alignment 99.2 13
Fold:TIM beta/alpha-barrel
Superfamily:Radical SAM enzymes
Family:MoCo biosynthesis proteins

10 c3c8fA_ Alignment 99.2 16

PDB header:oxidoreductase
Chain: A: PDB Molecule:pyruvate formate-lyase 1-activating
enzyme;
PDBTitle: 4fe-4s-pyruvate formate-lyase activating enzyme with2
partial ly disordered adomet

11 c2a5hC_ Alignment 98.9 16

PDB header:isomerase
Chain: C: PDB Molecule:l -lysine 2,3-aminomutase;
PDBTitle: 2.1 angstrom x-ray crystal structure of lysine-2,3-
aminomutase from2 clostridium subterminale sb4, with michaelis
analog (l-alpha-lysine3 external aldimine form of pyridoxal-5'-
phosphate).
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12 c2z2uA_ Alignment 96.3 12
PDB header:metal binding protein
Chain: A: PDB Molecule:upf0026 protein mj0257;
PDBTitle: crystal structure of archaeal tyw1

13 c1y80A_ Alignment 92.0 22
PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:predicted cobalamin binding protein;
PDBTitle: structure of a corrinoid (factor i i im)-binding protein
from2 moorella thermoacetica

14 d1ajza_ Alignment 90.3 17
Fold:TIM beta/alpha-barrel
Superfamily:Dihydropteroate synthetase-l ike
Family:Dihydropteroate synthetase

15 c3canA_ Alignment 89.7 13

PDB header:lyase activator
Chain: A: PDB Molecule:pyruvate-formate lyase-activating
enzyme;
PDBTitle: crystal structure of a domain of pyruvate-formate lyase-
activating2 enzyme from bacteroides vulgatus atcc 8482

16 c2i2xD_ Alignment 89.7 25
PDB header:transferase
Chain: D: PDB Molecule:methyltransferase 1;
PDBTitle: crystal structure of methanol:cobalamin
methyltransferase complex2 mtabc from methanosarcina barkeri

17 c3navB_ Alignment 86.8 20
PDB header:lyase
Chain: B: PDB Molecule:tryptophan synthase alpha chain;
PDBTitle: crystal structure of an alpha subunit of tryptophan
synthase from2 vibrio cholerae o1 biovar el tor str. n16961

18 d1ad1a_ Alignment 86.0 9
Fold:TIM beta/alpha-barrel
Superfamily:Dihydropteroate synthetase-l ike
Family:Dihydropteroate synthetase

19 c3ezxA_ Alignment 84.7 21
PDB header:transferase
Chain: A: PDB Molecule:monomethylamine corrinoid protein 1;
PDBTitle: structure of methanosarcina barkeri monomethylamine2
corrinoid protein

20 d1rd5a_ Alignment 83.9 10
Fold:TIM beta/alpha-barrel
Superfamily:Ribulose-phoshate binding barrel
Family:Tryptophan biosynthesis enzymes

21 d3bula2 Alignment not modelled 81.8 14
Fold:Flavodoxin-l ike
Superfamily:Cobalamin (vitamin B12)-binding domain
Family:Cobalamin (vitamin B12)-binding domain

22 c1vmeB_ Alignment not modelled 79.0 12
PDB header:electron transport
Chain: B: PDB Molecule:flavoprotein;
PDBTitle: crystal structure of flavoprotein (tm0755) from
thermotoga maritima at2 1.80 a resolution

23 d1qopa_ Alignment not modelled 78.1 20
Fold:TIM beta/alpha-barrel
Superfamily:Ribulose-phoshate binding barrel
Family:Tryptophan biosynthesis enzymes

24 c1w78A_ Alignment 74.2 24
PDB header:synthase
Chain: A: PDB Molecule:folc bifunctional protein;
PDBTitle: e.coli  folc in complex with dhpp and adp

25 d1xcfa_ Alignment not modelled 74.0 18
Fold:TIM beta/alpha-barrel
Superfamily:Ribulose-phoshate binding barrel
Family:Tryptophan biosynthesis enzymes

26 c2khzB_ Alignment not modelled 72.3 25
PDB header:nuclear protein
Chain: B: PDB Molecule:c-myc-responsive protein rcl;
PDBTitle: solution structure of rcl

27 c1tx2A_ Alignment not modelled 72.2 11
PDB header:transferase
Chain: A: PDB Molecule:dhps, dihydropteroate synthase;
PDBTitle: dihydropteroate synthetase, with bound inhibitor manic,
from bacil lus2 anthracis
Fold:TIM beta/alpha-barrel
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28 d1tx2a_ Alignment not modelled 72.2 11 Superfamily:Dihydropteroate synthetase-l ike
Family:Dihydropteroate synthetase

29 c3gkaB_ Alignment not modelled 70.8 19
PDB header:oxidoreductase
Chain: B: PDB Molecule:n-ethylmaleimide reductase;
PDBTitle: crystal structure of n-ethylmaleimidine reductase from2
burkholderia pseudomallei

30 c2ekcA_ Alignment not modelled 65.8 18
PDB header:lyase
Chain: A: PDB Molecule:tryptophan synthase alpha chain;
PDBTitle: structural study of project id aq_1548 from aquifex
aeolicus vf5

31 c1bmtB_ Alignment not modelled 63.7 13
PDB header:methyltransferase
Chain: B: PDB Molecule:methionine synthase;
PDBTitle: how a protein binds b12: a 3.o angstrom x-ray structure
of2 the b12-binding domains of methionine synthase

32 c1o5zA_ Alignment not modelled 62.8 24

PDB header:l igase
Chain: A: PDB Molecule:folylpolyglutamate
synthase/dihydrofolate synthase;
PDBTitle: crystal structure of folylpolyglutamate synthase (tm0166)
from2 thermotoga maritima at 2.10 a resolution

33 d1gcya2 Alignment not modelled 59.1 17
Fold:TIM beta/alpha-barrel
Superfamily:(Trans)glycosidases
Family:Amylase, catalytic domain

34 c2ywcC_ Alignment not modelled 54.5 37
PDB header:l igase
Chain: C: PDB Molecule:gmp synthase [glutamine-hydrolyzing];
PDBTitle: crystal structure of gmp synthetase from thermus
thermophilus in2 complex with xmp

35 c2y5sA_ Alignment not modelled 54.4 16
PDB header:transferase
Chain: A: PDB Molecule:dihydropteroate synthase;
PDBTitle: crystal structure of burkholderia cenocepacia
dihydropteroate2 synthase complexed with 7,8-dihydropteroate.

36 c3l2iB_ Alignment not modelled 53.3 9
PDB header:lyase
Chain: B: PDB Molecule:3-dehydroquinate dehydratase;
PDBTitle: 1.85 angstrom crystal structure of the 3-dehydroquinate
dehydratase2 (arod) from salmonella typhimurium lt2.

37 c1u5tA_ Alignment not modelled 53.2 10
PDB header:transport protein
Chain: A: PDB Molecule:appears to be functionally related to
snf7;
PDBTitle: structure of the escrt-i i  endosomal trafficking complex

38 c2dplA_ Alignment not modelled 52.2 11

PDB header:l igase
Chain: A: PDB Molecule:gmp synthase [glutamine-hydrolyzing]
subunit b;
PDBTitle: crystal structure of the gmp synthase from pyrococcus
horikoshii ot3

39 c3dhuC_ Alignment not modelled 50.8 10
PDB header:hydrolase
Chain: C: PDB Molecule:alpha-amylase;
PDBTitle: crystal structure of an alpha-amylase from
lactobacil lus2 plantarum

40 d1t3ta2 Alignment not modelled 50.8 17
Fold:Flavodoxin-l ike
Superfamily:Class I glutamine amidotransferase-l ike
Family:Class I glutamine amidotransferases (GAT)

41 c3tqiB_ Alignment not modelled 50.6 27
PDB header:l igase
Chain: B: PDB Molecule:gmp synthase [glutamine-hydrolyzing];
PDBTitle: structure of the gmp synthase (guaa) from coxiella
burneti i

42 c2h90A_ Alignment not modelled 49.3 17
PDB header:oxidoreductase
Chain: A: PDB Molecule:xenobiotic reductase a;
PDBTitle: xenobiotic reductase a in complex with coumarin

43 c2zmeA_ Alignment not modelled 48.9 23
PDB header:protein transport
Chain: A: PDB Molecule:vacuolar-sorting protein snf8;
PDBTitle: integrated structural and functional model of the human
escrt-i i2 complex

44 d1gjwa2 Alignment not modelled 47.1 9
Fold:TIM beta/alpha-barrel
Superfamily:(Trans)glycosidases
Family:Amylase, catalytic domain

45 d1gtea2 Alignment not modelled 46.6 18
Fold:TIM beta/alpha-barrel
Superfamily:FMN-linked oxidoreductases
Family:FMN-linked oxidoreductases

46 c2q8uA_ Alignment not modelled 46.1 20
PDB header:hydrolase
Chain: A: PDB Molecule:exonuclease, putative;
PDBTitle: crystal structure of mre11 from thermotoga maritima
msb8 (tm1635) at2 2.20 a resolution

47 d1s99a_ Alignment not modelled 46.0 22
Fold:Ferredoxin-l ike
Superfamily:MTH1187/YkoF-l ike
Family:Putative thiamin/HMP-binding protein YkoF

48 c3atyA_ Alignment not modelled 45.8 3
PDB header:oxidoreductase
Chain: A: PDB Molecule:prostaglandin f2a synthase;
PDBTitle: crystal structure of tcoye

49 d1jpma1 Alignment not modelled 45.5 14
Fold:TIM beta/alpha-barrel
Superfamily:Enolase C-terminal domain-l ike
Family:D-glucarate dehydratase-l ike

50 d1ujpa_ Alignment not modelled 44.0 18
Fold:TIM beta/alpha-barrel
Superfamily:Ribulose-phoshate binding barrel
Family:Tryptophan biosynthesis enzymes

51 c3hpxB_ Alignment not modelled 43.1 11
PDB header:transferase
Chain: B: PDB Molecule:2-isopropylmalate synthase;
PDBTitle: crystal structure of mycobacterium tuberculosis leua
active site2 domain 1-425 (truncation mutant delta:426-644)

52 c3kruC_ Alignment not modelled 42.9 14

PDB header:oxidoreductase
Chain: C: PDB Molecule:nadh:flavin oxidoreductase/nadh
oxidase;
PDBTitle: crystal structure of the thermostable old yellow enzyme
from2 thermoanaerobacter pseudethanolicus e39

53 c3l7nA_ Alignment not modelled 41.9 16
PDB header:transferase
Chain: A: PDB Molecule:putative uncharacterized protein;
PDBTitle: crystal structure of smu.1228c
PDB header:structural genomics, unknown function
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54 c2qipA_ Alignment not modelled 41.3 22 Chain: A: PDB Molecule:protein of unknown function vpa0982;
PDBTitle: crystal structure of a protein of unknown function
vpa0982 from vibrio2 parahaemolyticus rimd 2210633

55 d1pkla2 Alignment not modelled 41.0 11
Fold:TIM beta/alpha-barrel
Superfamily:Phosphoenolpyruvate/pyruvate domain
Family:Pyruvate kinase

56 c2gq8A_ Alignment not modelled 40.9 27
PDB header:oxidoreductase
Chain: A: PDB Molecule:oxidoreductase, fmn-binding;
PDBTitle: structure of sye1, an oye homologue from s.
ondeidensis, in complex2 with p-hydroxyacetophenone

57 d1p6ta2 Alignment not modelled 38.8 9
Fold:Ferredoxin-l ike
Superfamily:HMA, heavy metal-associated domain
Family:HMA, heavy metal-associated domain

58 c1qhoA_ Alignment not modelled 38.6 11
PDB header:hydrolase
Chain: A: PDB Molecule:alpha-amylase;
PDBTitle: five-domain alpha-amylase from bacil lus
stearothermophilus,2 maltose/acarbose complex

59 c3lu2B_ Alignment not modelled 38.6 17
PDB header:hydrolase
Chain: B: PDB Molecule:lmo2462 protein;
PDBTitle: structure of lmo2462, a l isteria monocytogenes
amidohydrolase family2 putative dipeptidase

60 c2qneA_ Alignment not modelled 38.0 35

PDB header:transferase
Chain: A: PDB Molecule:putative methyltransferase;
PDBTitle: crystal structure of putative methyltransferase
(zp_00558420.1) from2 desulfitobacterium hafniense y51 at 2.30 a
resolution

61 c2bkxB_ Alignment not modelled 37.9 13
PDB header:hydrolase
Chain: B: PDB Molecule:glucosamine-6-phosphate deaminase;
PDBTitle: structure and kinetics of a monomeric glucosamine-6-2
phosphate deaminase: missing l ink of the nagb superfamily

62 c3cuqA_ Alignment not modelled 37.8 23
PDB header:protein transport
Chain: A: PDB Molecule:vacuolar-sorting protein snf8;
PDBTitle: integrated structural and functional model of the human
escrt-i i2 complex

63 d1vyra_ Alignment not modelled 37.6 12
Fold:TIM beta/alpha-barrel
Superfamily:FMN-linked oxidoreductases
Family:FMN-linked oxidoreductases

64 c3bi8A_ Alignment not modelled 37.6 11
PDB header:lyase
Chain: A: PDB Molecule:dihydrodipicolinate synthase;
PDBTitle: structure of dihydrodipicolinate synthase from
clostridium2 botulinum

65 c2o8bA_ Alignment not modelled 37.2 18
PDB header:dna binding protein/dna
Chain: A: PDB Molecule:dna mismatch repair protein msh2;
PDBTitle: human mutsalpha (msh2/msh6) bound to adp and a g t
mispair

66 c1gpmD_ Alignment not modelled 37.1 22
PDB header:transferase (glutamine amidotransferase)
Chain: D: PDB Molecule:gmp synthetase;
PDBTitle: escherichia coli  gmp synthetase complexed with amp
and pyrophosphate

67 c3n5bB_ Alignment not modelled 37.0 38
PDB header:transcription regulator
Chain: B: PDB Molecule:asr0485 protein;
PDBTitle: the complex of pii  and pipx from anabaena

68 d2g7ja1 Alignment not modelled 36.9 35
Fold:Secretion chaperone-l ike
Superfamily:YgaC/TfoX-N l ike
Family:YgaC-like

69 c1djnB_ Alignment not modelled 35.7 11

PDB header:oxidoreductase
Chain: B: PDB Molecule:trimethylamine dehydrogenase;
PDBTitle: structural and biochemical characterization of
recombinant wild type2 trimethylamine dehydrogenase from
methylophilus methylotrophus (sp.3 w3a1)

70 c3eb2A_ Alignment not modelled 35.0 13
PDB header:lyase
Chain: A: PDB Molecule:putative dihydrodipicolinate synthetase;
PDBTitle: crystal structure of dihydrodipicolinate synthase from2
rhodopseudomonas palustris at 2.0a resolution

71 d1djqa1 Alignment not modelled 34.4 14
Fold:TIM beta/alpha-barrel
Superfamily:FMN-linked oxidoreductases
Family:FMN-linked oxidoreductases

72 c3thaB_ Alignment not modelled 34.3 11
PDB header:lyase
Chain: B: PDB Molecule:tryptophan synthase alpha chain;
PDBTitle: tryptophan synthase subunit alpha from campylobacter
jejuni.

73 c3dxsX_ Alignment not modelled 34.0 23
PDB header:hydrolase
Chain: X: PDB Molecule:copper-transporting atpase ran1;
PDBTitle: crystal structure of a copper binding domain from hma7,
a p-2 type atpase

74 c3tr9A_ Alignment not modelled 33.9 12
PDB header:transferase
Chain: A: PDB Molecule:dihydropteroate synthase;
PDBTitle: structure of a dihydropteroate synthase (folp) in complex
with pteroic2 acid from coxiella burneti i

75 c1zfjA_ Alignment not modelled 33.3 21
PDB header:oxidoreductase
Chain: A: PDB Molecule:inosine monophosphate dehydrogenase;
PDBTitle: inosine monophosphate dehydrogenase (impdh; ec
1.1.1.205) from2 streptococcus pyogenes

76 d1wb9a4 Alignment not modelled 32.6 40
Fold:MutS N-terminal domain-l ike
Superfamily:DNA repair protein MutS, domain I
Family:DNA repair protein MutS, domain I

77 d1o65a_ Alignment not modelled 32.1 24
Fold:PK beta-barrel domain-l ike
Superfamily:PK beta-barrel domain-l ike
Family:MOSC (MOCO sulphurase C-terminal) domain

78 d1k77a_ Alignment not modelled 31.8 10
Fold:TIM beta/alpha-barrel
Superfamily:Xylose isomerase-l ike
Family:Hypothetical protein YgbM (EC1530)

79 c2vxoB_ Alignment not modelled 31.5 22
PDB header:l igase
Chain: B: PDB Molecule:gmp synthase [glutamine-hydrolyzing];
PDBTitle: human gmp synthetase in complex with xmp
PDB header:transferase
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80 c2vefB_ Alignment not modelled 31.0 14 Chain: B: PDB Molecule:dihydropteroate synthase;
PDBTitle: dihydropteroate synthase from streptococcus
pneumoniae

81 c3chgB_ Alignment not modelled 30.9 15
PDB header:l igand binding protein
Chain: B: PDB Molecule:glycine betaine-binding protein;
PDBTitle: the compatible solute-binding protein opuac from
bacil lus2 subti l is in complex with dmsa

82 c2ofhX_ Alignment not modelled 30.7 18
PDB header:hydrolase, membrane protein
Chain: X: PDB Molecule:zinc-transporting atpase;
PDBTitle: solution structure of the n-terminal domain of the zinc(i i)
atpase2 ziaa in its apo form

83 d1gpma1 Alignment not modelled 30.7 24
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:N-type ATP pyrophosphatases

84 d1eyea_ Alignment not modelled 30.2 12
Fold:TIM beta/alpha-barrel
Superfamily:Dihydropteroate synthetase-l ike
Family:Dihydropteroate synthetase

85 d1r9la_ Alignment not modelled 29.8 16
Fold:Periplasmic binding protein-l ike II
Superfamily:Periplasmic binding protein-l ike II
Family:Phosphate binding protein-l ike

86 c3lx4B_ Alignment not modelled 29.4 16
PDB header:oxidoreductase
Chain: B: PDB Molecule:fe-hydrogenase;
PDBTitle: stepwise [fefe]-hydrogenase h-cluster assembly
revealed in the2 structure of hyda(deltaefg)

87 c3fdgA_ Alignment not modelled 29.3 12

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

88 c2r94B_ Alignment not modelled 29.3 15
PDB header:lyase
Chain: B: PDB Molecule:2-keto-3-deoxy-(6-phospho-)gluconate
aldolase;
PDBTitle: crystal structure of kd(p)ga from t.tenax

89 d1ewqa4 Alignment not modelled 29.2 25
Fold:MutS N-terminal domain-l ike
Superfamily:DNA repair protein MutS, domain I
Family:DNA repair protein MutS, domain I

90 c2ehhE_ Alignment not modelled 29.1 15
PDB header:lyase
Chain: E: PDB Molecule:dihydrodipicolinate synthase;
PDBTitle: crystal structure of dihydrodipicolinate synthase from2
aquifex aeolicus

91 c2obnA_ Alignment not modelled 29.0 18
PDB header:unknown function
Chain: A: PDB Molecule:hypothetical protein;
PDBTitle: crystal structure of a duf1611 family protein (ava_3511)
from anabaena2 variabil is atcc 29413 at 2.30 a resolution

92 c3fmfA_ Alignment not modelled 28.6 24

PDB header:l igase
Chain: A: PDB Molecule:dethiobiotin synthetase;
PDBTitle: crystal structure of mycobacterium tuberculosis
dethiobiotin2 synthetase complexed with 7,8 diaminopelargonic
acid carbamate

93 c3na8A_ Alignment not modelled 28.5 13
PDB header:lyase
Chain: A: PDB Molecule:putative dihydrodipicolinate synthetase;
PDBTitle: crystal structure of a putative dihydrodipicolinate
synthetase from2 pseudomonas aeruginosa

94 c2yxbA_ Alignment not modelled 28.2 24
PDB header:isomerase
Chain: A: PDB Molecule:coenzyme b12-dependent mutase;
PDBTitle: crystal structure of the methylmalonyl-coa mutase alpha-
subunit from2 aeropyrum pernix

95 c2z1kA_ Alignment not modelled 28.1 10
PDB header:hydrolase
Chain: A: PDB Molecule:(neo)pullulanase;
PDBTitle: crystal structure of ttha1563 from thermus thermophilus
hb8

96 d2fnoa1 Alignment not modelled 28.1 64
Fold:GST C-terminal domain-l ike
Superfamily:GST C-terminal domain-l ike
Family:Glutathione S-transferase (GST), C-terminal domain

97 c3si9B_ Alignment not modelled 27.9 13
PDB header:lyase
Chain: B: PDB Molecule:dihydrodipicolinate synthase;
PDBTitle: crystal structure of dihydrodipicolinate synthase from
bartonella2 henselae

98 c3itcA_ Alignment not modelled 27.6 15
PDB header:hydrolase
Chain: A: PDB Molecule:renal dipeptidase;
PDBTitle: crystal structure of sco3058 with bound citrate and
glycerol

99 c1ni5A_ Alignment not modelled 27.5 19
PDB header:cell cycle
Chain: A: PDB Molecule:putative cell  cycle protein mesj;
PDBTitle: structure of the mesj pp-atpase from escherichia coli

100 d1ccwa_ Alignment not modelled 27.5 29
Fold:Flavodoxin-l ike
Superfamily:Cobalamin (vitamin B12)-binding domain
Family:Cobalamin (vitamin B12)-binding domain

101 d1tzza1 Alignment not modelled 27.3 13
Fold:TIM beta/alpha-barrel
Superfamily:Enolase C-terminal domain-l ike
Family:D-glucarate dehydratase-l ike

102 d1w7ab4 Alignment not modelled 27.2 25
Fold:MutS N-terminal domain-l ike
Superfamily:DNA repair protein MutS, domain I
Family:DNA repair protein MutS, domain I

103 d1o5ha_ Alignment not modelled 27.1 15
Fold:Methenyltetrahydrofolate cyclohydrolase-l ike
Superfamily:Methenyltetrahydrofolate cyclohydrolase-l ike
Family:Methenyltetrahydrofolate cyclohydrolase-l ike

104 c2yxgD_ Alignment not modelled 27.1 9
PDB header:lyase
Chain: D: PDB Molecule:dihydrodipicolinate synthase;
PDBTitle: crystal structure of dihyrodipicolinate synthase (dapa)

105 d2glka1 Alignment not modelled 26.8 16
Fold:TIM beta/alpha-barrel
Superfamily:Xylose isomerase-l ike
Family:Xylose isomerase

Fold:TIM beta/alpha-barrel
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106 d1ua7a2 Alignment not modelled 26.8 12 Superfamily:(Trans)glycosidases
Family:Amylase, catalytic domain

107 c3toyC_ Alignment not modelled 26.2 13

PDB header:lyase
Chain: C: PDB Molecule:mandelate racemase/muconate
lactonizing enzyme family
PDBTitle: crystal structure of enolase brado_4202 (target efi-
501651) from2 bradyrhizobium sp. ors278 with calcium and acetate
bound

108 d2gjpa2 Alignment not modelled 26.1 16
Fold:TIM beta/alpha-barrel
Superfamily:(Trans)glycosidases
Family:Amylase, catalytic domain

109 d1q45a_ Alignment not modelled 26.0 13
Fold:TIM beta/alpha-barrel
Superfamily:FMN-linked oxidoreductases
Family:FMN-linked oxidoreductases

110 c2wylF_ Alignment not modelled 25.4 22
PDB header:hydrolase
Chain: F: PDB Molecule:l -ascorbate-6-phosphate lactonase ulag;
PDBTitle: apo structure of a metallo-b-lactamase

111 c2ztsB_ Alignment not modelled 25.2 18
PDB header:atp-binding protein
Chain: B: PDB Molecule:putative uncharacterized protein ph0186;
PDBTitle: crystal structure of kaic-l ike protein ph0186 from2
hyperthermophil ic archaea pyrococcus horikoshii ot3

112 d1tz7a1 Alignment not modelled 25.1 21
Fold:TIM beta/alpha-barrel
Superfamily:(Trans)glycosidases
Family:Amylase, catalytic domain

113 c3daqB_ Alignment not modelled 24.8 11
PDB header:lyase
Chain: B: PDB Molecule:dihydrodipicolinate synthase;
PDBTitle: crystal structure of dihydrodipicolinate synthase from
methici l l in-2 resistant staphylococcus aureus

114 c2ekmC_ Alignment not modelled 24.8 15
PDB header:structural genomics, unknown function
Chain: C: PDB Molecule:hypothetical protein st1511;
PDBTitle: structure of st1219 protein from sulfolobus tokodaii

115 d2qifa1 Alignment not modelled 24.6 22
Fold:Ferredoxin-l ike
Superfamily:HMA, heavy metal-associated domain
Family:HMA, heavy metal-associated domain

116 d1z41a1 Alignment not modelled 23.9 16
Fold:TIM beta/alpha-barrel
Superfamily:FMN-linked oxidoreductases
Family:FMN-linked oxidoreductases

117 c1gjuA_ Alignment not modelled 23.9 9
PDB header:transferase
Chain: A: PDB Molecule:maltodextrin glycosyltransferase;
PDBTitle: maltosyltransferase from thermotoga maritima

118 d1r46a2 Alignment not modelled 23.6 24
Fold:TIM beta/alpha-barrel
Superfamily:(Trans)glycosidases
Family:Amylase, catalytic domain

119 c2gc6A_ Alignment not modelled 23.2 28
PDB header:l igase
Chain: A: PDB Molecule:folylpolyglutamate synthase;
PDBTitle: s73a mutant of l . casei fpgs

120 c3qfeB_ Alignment not modelled 23.2 11

PDB header:lyase
Chain: B: PDB Molecule:putative dihydrodipicolinate synthase
family protein;
PDBTitle: crystal structures of a putative dihydrodipicolinate
synthase family2 protein from coccidioides immitis
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