AN 1. a kel ley@imperial .ac.uk
EEEIT P22106

IW ) ~ Wed Jan 25 15:20:42 GMT
D hyral mes
. ’ HREEE ocaeard36636e284

Detailed template

information

# Template Alignment Coverage 3D Model Confidence
1 clctoD_ Alignment
2 clql5A_ Alignment
3 clmilzB_ Alignment
4 dlct9al Alignment
5 dljgtal Alignment
6 dlgl5al Alignment
7 dlct9a2 Alignment
8 dlgl5a2 Alignment
9 clgphl_ Alignment
10 clecjB_ Alignment
11 cljxaA_ Alignment

% i.d.

Template Information

PDB header:ligase

Chain: D: PDB Molecule:asparagine synthetase b;
PDBTitle: crystal structure of asparagine synthetase b from2
escherichia coli

PDB header:biosynthetic protein
Chain: A: PDB Molecule:cara;
PDBTitle: carbapenam synthetase

PDB header:hydrolase
Chain: B: PDB Molecule:beta-lactam synthetase;
PDBTitle: beta-lactam synthetase apo enzyme

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

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

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

Fold:Ntn hydrolase-like

Superfamily:N-terminal nucleophile aminohydrolases (Ntn
hydrolases)

Family:Class Il glutamine amidotransferases

Fold:Ntn hydrolase-like

Superfamily:N-terminal nucleophile aminohydrolases (Ntn
hydrolases)

Family:Class Il glutamine amidotransferases

PDB header:transferase(glutamine amidotransferase)

Chain: 1: PDB Molecule:glutamine phosphoribosyl-pyrophosphate
amidotransferase;

PDBTitle: structure of the allosteric regulatory enzyme of purine
biosynthesis

PDB header:transferase

Chain: B: PDB Molecule:glutamine phosphoribosylpyrophosphate
PDBTitle: escherichia coli glutamine
phosphoribosylpyrophosphate2 (prpp) amidotransferase complexed
with 2 amp per tetramer

PDB header:transferase

Chain: A: PDB Molecule:glucosamine 6-phosphate synthase;
PDBTitle: glucosamine 6-phosphate synthase with glucose 6-
phosphate



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ct9D_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/c1ct9D_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1q15A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/c1q15A_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1m1zB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/c1m1zB_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ct9a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1ct9a1.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1jgta1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1jgta1.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1q15a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1q15a1.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ct9a2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1ct9a2.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1q15a2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1q15a2.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1gph1_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/c1gph1_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ecjB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/c1ecjB_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1jxaA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/c1jxaA_.11.pdb

24

Fold:Ntn hydrolase-like

Superfamily:N-terminal nucleophile aminohydrolases (Ntn
hydrolases)

Family:Class Il glutamine amidotransferases

27

Fold:Ntn hydrolase-like

Superfamily:N-terminal nucleophile aminohydrolases (Ntn
hydrolases)

Family:Class Il glutamine amidotransferases

27

Fold:Ntn hydrolase-like

Superfamily:N-terminal nucleophile aminohydrolases (Ntn
hydrolases)

Family:Class Il glutamine amidotransferases

29

Fold:Ntn hydrolase-like

Superfamily:N-terminal nucleophile aminohydrolases (Ntn
hydrolases)

Family:Class Il glutamine amidotransferases

19

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

23

Fold:Ntn hydrolase-like

Superfamily:N-terminal nucleophile aminohydrolases (Ntn
hydrolases)

Family:Class Il glutamine amidotransferases

22

Fold:Ntn hydrolase-like

Superfamily:N-terminal nucleophile aminohydrolases (Ntn
hydrolases)

Family:Class Il glutamine amidotransferases

26

Fold:Ntn hydrolase-like

Superfamily:N-terminal nucleophile aminohydrolases (Ntn
hydrolases)

Family:Class Il glutamine amidotransferases

21

PDB header:transferase

Chain: D: PDB Molecule:glutamine aminotransferase class-ii
domain protein;

PDBTitle: structure of glutamine aminotransferase class-ii domain
protein2 (spo2029) from silicibacter pomeroyi

18

PDB header:ligase

Chain: B: PDB Molecule:nh(3)-dependent nad(+) synthetase;
PDBTitle: crystal structure of project ph0182 from pyrococcus
horikoshii ot3

18

PDB header:ligase
Chain: D: PDB Molecule:nh(3)-dependent nad(+) synthetase;
PDBTitle: structure of nmn synthetase from francisella tularensis

19

PDB header:ligase

Chain: B: PDB Molecule:nh(3)-dependent nad(+) synthetase;
PDBTitle: nh3-dependent nad synthetase from campylobacter
jejuni subsp. jejuni2 nctc 11168 in complex with the nitrate ion

18

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

18

PDB header:hydrolase

Chain: E: PDB Molecule:queuosine biosynthesis protein quec;
PDBTitle: crystal structure of quec from bacillus subtilis: an
enzyme?2 involved in pregl biosynthesis

25

PDB header:transferase

Chain: D: PDB Molecule:uncharacterized protein mj0690;
PDBTitle: the crystal structure of predicted subunit of trna2
methyltransferase from methanocaldococcus jannaschii dsm

12 dljgta2 Alignment
13 digphl2 Alignment
14 dlecfa2 Alignment
15 dixffa_ Alignment
16 dlxngal Alignment
17 dlofda3 Alignment
18 dlteSa_ Alignment
19 dleaOa3 Alignment
20 c3mdnD_ Alignment
21 c2el8B_ Alignment not modelled
22 c3fiuD_ Alignment not modelled
23 c3p52B_ Alignment not modelled
24 d2pg3al Alignment not modelled
25 c3bI5E_ Alignment not modelled
26  c3k32D_ Alignment not modelled
27 dlgpmal Alignment not modelled
28  dlk92al Alignment not modelled

18

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

19

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

PDB header:oxidoreductase



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1jgta2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1jgta2.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1gph12
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1gph12.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ecfa2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1ecfa2.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1xffa_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1xffa_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1xnga1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1xnga1.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ofda3
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1ofda3.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1te5a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1te5a_.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ea0a3
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/d1ea0a3.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3mdnD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9c4ea7d36636e284/c3mdnD_.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2e18B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3fiuD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3p52B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2pg3a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bl5E_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3k32D_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1gpma1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1k92a1

25

Chain: A: PDB Molecule:ferredoxin-dependent glutamate
synthase;

PDBTitle: structural studies on the synchronization of catalytic
centers in2 glutamate synthase: native enzyme

10

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:PP-loop ATPase

20

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

16

PDB header:ligase

Chain: A: PDB Molecule:nad+ synthetase;

PDBTitle: crystal structure of nad+ synthetase from burkholderia
pseudomallei

12

PDB header:ligase
Chain: A: PDB Molecule:nh(3)-dependent nad(+) synthetase;
PDBTitle: structure of nad synthetase from vibrio cholerae

16

PDB header:ligase

Chain: C: PDB Molecule:gmp synthase [glutamine-hydrolyzing];
PDBTitle: crystal structure of gmp synthetase from thermus
thermophilus in2 complex with xmp

16

PDB header:transferase (glutamine amidotransferase)

Chain: D: PDB Molecule:gmp synthetase;

PDBTitle: escherichia coli gmp synthetase complexed with amp
and pyrophosphate

16

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

19

PDB header:ligase

Chain: A: PDB Molecule:argininosuccinate synthase;

PDBTitle: crystal structure of e. coli argininosuccinate synthetase
in complex2 with aspartate and citrulline

17

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

19

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

18

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

19

PDB header:transferase/rna

Chain: A: PDB Molecule:trna-specific 2-thiouridylase mnma;
PDBTitle: cocrystal structure of an rna sulfuration enzyme mnma
and2 trna-glu in the initial trna binding state

16

PDB header:ligase

Chain: B: PDB Molecule:gmp synthase [glutamine-hydrolyzing];
PDBTitle: structure of the gmp synthase (guaa) from coxiella
burnetii

23

PDB header:oxidoreductase

Chain: F: PDB Molecule:glutamate synthase [nadph] large chain;
PDBTitle: the 9.5 a resolution structure of glutamate synthase
from2 cryo-electron microscopy and its oligomerization behavior3
in solution: functional implications.

11

PDB header:ligase

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

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

17

PDB header:ligase

Chain: B: PDB Molecule:nh(3)-dependent nad(+) synthetase;
PDBTitle: crystal structure of nh3-dependent nad+ synthetase from
streptomyces2 avermitilis

20

PDB header:ligase

Chain: A: PDB Molecule:argininosuccinate synthase;

PDBTitle: crystal structure of human argininosuccinate synthase in
complex with2 aspartate and citrulline

18

PDB header:ligase
Chain: B: PDB Molecule:gmp synthase [glutamine-hydrolyzing];
PDBTitle: human gmp synthetase in complex with xmp

15

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:PP-loop ATPase

21

PDB header:ligase

Chain: D: PDB Molecule:argininosuccinate synthetase;
PDBTitle: crystal structure of thermus thermophilus hb82
argininosuccinate synthetase in complex with atp

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

16

PDB header:ligase

Chain: A: PDB Molecule:gmp synthase [glutamine-hydrolyzing]
subunit b;

PDBTitle: crystal structure of the gmp synthase from pyrococcus
horikoshii ot3

29  climlA_ Alignment not modelled
30 dlwy5al Alignment not modelled
31 dlj20al Align:lnt not modelled
32 c3dpiA_ Alignment not modelled
33 Cc3q49A_ Alignment not modelled
34 c2ywcC_ Alignment not modelled
35 clgpmD_ Alignment not modelled
36 dlkgpa_ Alignment not modelled
37 c1k97A_ Al igmjnt not modelled
38 c2hmaA_ Al ign?nt not modelled
39 dlvi2al Al ign_ment not modelled
40 d2c5sal Al igm:nt not modelled
41 c2derA_ Al ign?nt not modelled
42 c3tqiB_ Alignment not modelled
43 c2vdcF_ Alignment not modelled
44 c2e21A_ Alignment not modelled
45 c3n05B_ Alignment not modelled
46 c2nz2A_ Al ign_ment not modelled
47 C2vxoB_ AIi:ment not modelled
48 dlni5al Alignment not modelled
49 clkh2D_ Al ignznt not modelled
50 dlwxial Alignment not modelled
51 c2dplA_ Alignment not modelled
52 C2C5sA_ Al igm_ment not modelled
53 c3dlabD_ Alignment not modelled

18

PDB header:rna-binding protein

Chain: A: PDB Molecule:probable thiamine biosynthesis protein
thii;

PDBTitle: crystal structure of bacillus anthracis thii, a trna-2
modifying enzyme containing the predicted rna-binding3 thump
domain

20

PDB header:ligase

Chain: D: PDB Molecule:glutamine-dependent nad(+) synthetase;
PDBTitle: x-ray crystal structure of glutamine-dependent nad+
synthetase from2 mycobacterium tuberculosis bound to naad+ and



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1lm1A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1wy5a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1j20a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3dpiA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3q4gA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2ywcC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1gpmD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1kqpa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1k97A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2hmaA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vl2a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2c5sa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2derA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3tqiB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2vdcF_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2e21A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3n05B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2nz2A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2vxoB_
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=c1kh2D_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1wxia1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2dplA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2c5sA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3dlaD_

54

c3uowB_

Alignment

not modelled

55

c3a2kB_

Alignment

not modelled

56

clvi2C_

Alignment

not modelled

57

c1ni5A_

Alignment

not modelled

58

dlsura_

Alignment

not modelled

59

C3ilvA_

Alignment

not modelled

60

C208VA_

Alignment

not modelled

61

dlzunal

Alignment

not modelled

62

dlrusa_

Alignment

not modelled

63

clzunA_

Alignment

not modelled

64

€20028B_

Alignment

not modelled

65

c2goyC_

Alignment

not modelled

66

dlvbkal

Alignment

not modelled

67

d2di3al

Alignment

not modelled

68

C3g59A_

Alignment

not modelled

69

c2wsiA_

Alignment

not modelled

70

CclvbkA_

Alignment

not modelled

71

C2cblA_

Alignment

not modelled

70.5

don

15

PDB header:ligase

Chain: B: PDB Molecule:gmp synthetase;

PDBTiItle: crystal structure of pf10_0123, a gmp synthetase from
plasmodium?2 falciparum

13

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

18

PDB header:ligase

Chain: C: PDB Molecule:argininosuccinate synthase;

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

12

PDB header:cell cycle
Chain: A: PDB Molecule:putative cell cycle protein mesj;
PDBTitle: structure of the mesj pp-atpase from escherichia coli

11

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:PAPS reductase-like

17

PDB header:ligase

Chain: A: PDB Molecule:glutamine-dependent nad(+) synthetase;
PDBTitle: crystal structure of a glutamine-dependent nad(+)
synthetase2 from cytophaga hutchinsonii

11

PDB header:oxidoreductase

Chain: A: PDB Molecule:phosphoadenosine phosphosulfate
reductase;

PDBTitle: paps reductase in a covalent complex with thioredoxin
c35a

Fold:Adenine nucleotide alpha hydrolase-like
Superfamily:Adenine nucleotide alpha hydrolases-like
Family:PAPS reductase-like

13

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

PDB header:transferase

Chain: A: PDB Molecule:sulfate adenylyltransferase subunit 2;
PDBTitle: crystal structure of a gtp-regulated atp sulfurylase2
heterodimer from pseudomonas syringae

13

PDB header:oxidoreductase

Chain: B: PDB Molecule:phosphoadenosine phosphosulfate
reductase;

PDBTitle: crystal structure of yeast paps reductase with pap, a
product complex

15

PDB header:oxidoreductase

Chain: C: PDB Molecule:adenosine phosphosulfate reductase;
PDBTitle: crystal structure of assimilatory adenosine 5'-2
phosphosulfate reductase with bound aps

19

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

14

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

PDB header:transferase

Chain: A: PDB Molecule:fmn adenylyltransferase;
PDBTitle: crystal structure of candida glabrata fmn2
adenylyltransferase in complex with atp

10

PDB header:transferase

Chain: A: PDB Molecule:fad synthetase;

PDBTitle: crystal structure of yeast fad synthetase (fadl) in
complex2 with fad

15

PDB header:structural genomics, unknown function

Chain: A: PDB Molecule:hypothetical protein ph1313;
PDBTitle: crystal structure of ph1313 from pyrococcus horikoshii
ot3

14

PDB header:lyase

Chain: A: PDB Molecule:o-acetyl homoserine sulfhydrylase;
PDBTitle: crystal structure of o-actetyl homoserine sulfhydrylase2
from thermus thermophilus hb8,0ah2.

72

c301IB_

Alignment

not modelled

10

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

73

c2j0eA_

Alignment

not modelled

37.6

13

PDB header:hydrolase

Chain: A: PDB Molecule:6-phosphogluconolactonase;

PDBTitle: three dimensional structure and catalytic mechanism of
6-2 phosphogluconolactonase from trypanosoma brucei

74

dldv5a_

Alignment

not modelled

37.1

19

Fold:Acyl carrier protein-like
Superfamily:ACP-like
Family:apo-D-alanyl carrier protein

75

c3sbtB_

Alignment

not modelled

37.0

13

PDB header:splicing
Chain: B: PDB Molecule:al cistron-splicing factor aar2;
PDBTitle: crystal structure of a aar2-prp8 complex

76

Cc3nwpA_

Alignment

not modelled

36.2

11

PDB header:hydrolase

Chain: A: PDB Molecule:6-phosphogluconolactonase;
PDBTitle: crystal structure of a 6-phosphogluconolactonase
(sbal_2240) from2 shewanella baltica 0s155 at 1.40 a resolution
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c3kx6C_

Alignment

not modelled

35.4

17

PDB header:lyase

Chain: C: PDB Molecule:fructose-bisphosphate aldolase;
PDBTitle: crystal structure of fructose-1,6-bisphosphate aldolase
from babesia2 bovis at 2.1a resolution
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c3n0vD_

Alignment

not modelled

35.4

12

PDB header:hydrolase

Chain: D: PDB Molecule:formyltetrahydrofolate deformylase;
PDBTitle: crystal structure of a formyltetrahydrofolate deformylase
(pp_0327)2 from pseudomonas putida kt2440 at 2.25 a resolution

PDB header:lyase
Chain: A: PDB Molecule:fructose-bisphosphate aldolase:
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c3mbfA_

dimdé6a_

C2b8HA_

d2b8tal

C3icoA_

dlgo5b_

dlhkoa_

c3mmtC_

c3lhiA_

dlbdub_

dimjda_

c3rfuC_

dlzaial

dliccc_

c3hn6D_

difdja_

dif2ja_

CIX3xA_

d2gapal

c2qgapC_

c3ndnC_

dikbia2

c9paiB_

Cc2pc4B_

dim2ia_

dlvk9a_
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Alignment

Alignment

Alignment
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PDBTitle: crystal structure of fructose'bisp'hosphate aldolase
from2 encephalitozoon cuniculi, bound to fructose 1,6-
bisphosphate

Fold:beta-Trefoil
Superfamily:Cytokine
Family:Interleukin-1 (IL-1)

PDB header:transferase

Chain: A: PDB Molecule:thymidine kinase;

PDBTItle: crystal structure of thymidine kinase from u.urealyticum
in2 complex with thymidine

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

Family:Type |l thymidine kinase

PDB header:hydrolase

Chain: A: PDB Molecule:6-phosphogluconolactonase;
PDBTitle: crystal structure of 6-phosphogluconolactonase from2
mycobacterium tuberculosis

Fold:TIM beta/alpha-barrel
Superfamily:Aldolase
Family:Class | aldolase

Fold:Cytochrome b5-like heme/steroid binding domain
Superfamily:Cytochrome b5-like heme/steroid binding domain
Family:Cytochrome b5

PDB header:hydrolase

Chain: C: PDB Molecule:fructose-bisphosphate aldolase;
PDBTitle: crystal structure of fructose bisphosphate aldolase from
bartonella2 henselae, bound to fructose bisphosphate

PDB header:hydrolase

Chain: A: PDB Molecule:putative 6-phosphogluconolactonase;
PDBTitle: crystal structure of putative 6-2
phosphogluconolactonase(yp_207848.1) from neisseria3
gonorrhoeae fa 1090 at 1.33 a resolution

Fold:Phosphorylase/hydrolase-like
Superfamily:LigB-like
Family:LigB-like

Fold:Cytochrome b5-like heme/steroid binding domain
Superfamily:Cytochrome b5-like heme/steroid binding domain
Family:Cytochrome b5

PDB header:hydrolase, membrane protein
Chain: C: PDB Molecule:copper efflux atpase;
PDBTitle: crystal structure of a copper-transporting pib-type atpase

Fold:TIM beta/alpha-barrel
Superfamily:Aldolase
Family:Class | aldolase

Fold:Cytochrome b5-like heme/steroid binding domain
Superfamily:Cytochrome b5-like heme/steroid binding domain
Family:Cytochrome b5

PDB header:isomerase

Chain: D: PDB Molecule:glucosamine-6-phosphate deaminase;
PDBTitle: crystal structure of glucosamine-6-phosphate deaminase
from borrelia2 burgdorferi

Fold:TIM beta/alpha-barrel
Superfamily:Aldolase
Family:Class | aldolase

Fold:TIM beta/alpha-barrel
Superfamily:Aldolase
Family:Class | aldolase

PDB header:electron transport
Chain: A: PDB Molecule:cytochrome b5;
PDBTitle: crystal structure of cytochrome b5 from ascaris suum

Fold:TIM beta/alpha-barrel
Superfamily:Aldolase
Family:Class | aldolase

PDB header:lyase

Chain: C: PDB Molecule:fructose-1,6-bisphosphate aldolase;
PDBTitle: fructose-1,6-bisphosphate aldolase from leishmania
mexicana

PDB header:lyase

Chain: C: PDB Molecule:o-succinylhomoserine sulfhydrylase;
PDBTitle: crystal structure of o-succinylhomoserine sulfhydrylase
from2 mycobacterium tuberculosis covalently bound to pyridoxal-5-
phosphate

Fold:Cytochrome b5-like heme/steroid binding domain
Superfamily:Cytochrome b5-like heme/steroid binding domain
Family:Cytochrome b5

PDB header:hydrolase inhibitor

Chain: B: PDB Molecule:protein (plasminogen activator inhibitor-
1) residues 365-

PDBTitle: cleaved substrate variant of plasminogen activator
inhibitor-1

PDB header:lyase

Chain: B: PDB Molecule:fructose-bisphosphate aldolase;
PDBTitle: crystal structure of fructose-bisphosphate aldolase from
plasmodium2 falciparumin complex with trap-tail determined at
2.4 angstrom3 resolution

Fold:Cytochrome b5-like heme/steroid binding domain
Superfamily:Cytochrome b5-like heme/steroid binding domain
Family:Cytochrome b5

Fold:Cytidine deaminase-like
Superfamily:Cytidine deaminase-like
Family:Hypothetical protein TM1506
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