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# Template Alignment Coverage 3D Model Confidence
1 cltdjA_ Alignment
2 c3iauA_ Alignment
3 diltdjal Alignment
4 €2gn0A_ Alignment
5 dlv7lal Alignment
6 dlpwha_ Alignment
7 c3l6cA_ Alignment
8 clp5jA_ Alignment
9 dlp5ja_ Alignment
10 c3r0zA_ Alignment
11 dlve5al Alignment

Template Information

PDB header:allostery
Chain: A: PDB Molecule:biosynthetic threonine deaminase;
PDBT threonine deaminase (biosynthetic) frome. coli

PDB header:lyase

Chain: A: PDB Molecule:threonine deaminase;
PDBTitle: the structure of the processed form of threonine
deaminase isoform 22 from solanum lycopersicum

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:lyase

Chain: A: PDB Molecule:threonine dehydratase catabolic;
PDBTitle: crystal structure of dimeric biodegradative threonine
deaminase (tdcb)2 from salmonella typhimurium at 1.7 a resolution
(triclinic form with3 one complete subunit builtin alternate
conformation)

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

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:isomerase

Chain: A: PDB Molecule:serine racemase;

PDBTitle: x-ray crystal structure of rat serine racemase in complex
with2 malonate a potentinhibitor

PDB header:lyase
Chain: A: PDB Molecule:|-serine dehydratase;
PDBTitle: crystal structure analysis of human serine dehydratase

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:lyase

Chain: A: PDB Molecule:d-serine dehydratase;

PDBTitle: crystal structure of apo d-serine deaminase from
salmonella2 typhimurium

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



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1tdjA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c1tdjA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3iauA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c3iauA_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1tdja1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/d1tdja1.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2gn0A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c2gn0A_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1v71a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/d1v71a1.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1pwha_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/d1pwha_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3l6cA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c3l6cA_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1p5jA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c1p5jA_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1p5ja_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/d1p5ja_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3r0zA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c3r0zA_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ve5a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/d1ve5a1.11.pdb

PDB header:lyase

12 Cc2rkbE_ Alignment
13 C3pc3A_ Alignment
14  diljbga_ Alignment
15 cljbgD_ Alignment
16 dlvelal Alignment
17 dlz7wal Alignment
18 C2pgmA_ Alignment
19 c1x1gA_ Alignment
20 d2bhsal Alignment
21 C2d1fA_ Alignment not modelled
22 dlgopb_ Alignment not modelled
23 dly7lal Alignment not modelled
24 C2zsiB_ Alignment not modelled
25  dlv8zal Alignment not modelled
26  dilwkval Alignment not modelled

30 Chain: E: PDB Molecule:serine dehydratase-like;
PDBTitle: serine dehydratase like-1 from human cancer cells
PDB header:lyase

20 Chain: A: PDB Molecule:cgl753, isoform a;
PDBTitle: full length structure of cystathionine beta-synthase from
drosophila2 in complex with aminoacrylate
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

21 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
PDB header:lyase

21 Chain: D: PDB Molecule:cystathionine beta-synthase;
PDBTitle: structure of human cystathionine beta-synthase: a unique
pyridoxal 5'-2 phosphate dependent hemeprotein
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

24 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

23 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family: Tryptophan synthase beta subunit-like PLP-dependent
enzymes
PDB header:lyase

23 Chain: A: PDB Molecule:cysteine synthase;
PDBTitle: crystal structure of cysteine synthase (oass) from
entamoeba?2 histolytica at 1.86 a resolution
PDB header:lyase

21 Chain: A: PDB Molecule:tryptophan synthase beta chain;
PDBTitle: crystal structure of tryptophan synthase beta chain from
thermus2 thermophilus hb8
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

19 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
PDB header:lyase

24 Chain: A: PDB Molecule:threonine synthase;
PDBTitle: structure of mycobacterium tuberculosis threonine
synthase
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

21 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family: Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

25 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
PDB header:lyase

25 Chain: B: PDB Molecule:threonine synthase;
PDBTitle: crystal structure of threonine synthase from aquifex
aeolicus vf5
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

23 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family: Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

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

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



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2rkbE_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c2rkbE_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3pc3A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c3pc3A_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1jbqa_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/d1jbqa_.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1jbqD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c1jbqD_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ve1a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/d1ve1a1.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1z7wa1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/d1z7wa1.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2pqmA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c2pqmA_.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1x1qA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/c1x1qA_.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2bhsa1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e690cbfadd411e98/d2bhsa1.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2d1fA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1qopb_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1y7la1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2zsjB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1v8za1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1wkva1

PDB header:transferase
Chain: A: PDB Molecule:cysteine synthase b;

27  c3dwgA_ Alignment not modelled
28 dlv7ca_ Alignment not modelled
29 dlebSxa_ Alignment not modelled
30 difcja_ Alignment not modelled
31  c2a3bA_ Alignment not modelled
32 dlo58a_ Alignment not modelled
33 c2equA_ Alignment not modelled
34 C202jA_ Alignment not modelled
35 dljOaa_ Alignment not modelled
36 dif2da_ Alignment not modelled
37 dltyza_ Alignment not modelled
38 dlvb3al Alignment not modelled
39 c3v7nA_ Alignment not modelled
40 dikl7a_ Alignment not modelled
41 ditdja3 Alignment not modelled
42 ditdja2 Alignment not modelled
43 clu8sB_ Alignment not modelled
44 c2f06B_ Alignment not modelled
45 c2nyiB_ Alignment not modelled
46  c3ibwA_ Alignment not modelled
47 d2f06al Alianment not modelled

19 PDBTitle: crystal structure of a sulfur carrier protein complex
found in the2 cysteine biosynthetic pathway of mycobacterium
tuberculosis
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

25 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family: Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

17 Superfamily: Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

22 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
PDB header:transferase
Chain: A: PDB Molecule:cysteine synthase a;

24 PDBTitle: 1.8 a resolution crystal structure of o-acetylserine
sulfhydrylase2 (oass) holoenzyme from mycobacterium
tuberculosis
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

22 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
PDB header:transferase

28 Chain: A: PDB Molecule:cysteine synthase;

PDBTitle: crystal structure of o-acetylserine sulfhydrase from
geobacillus2 kaustophilus hta426
PDB header:lyase

25 Chain: A: PDB Molecule:tryptophan synthase beta chain;
PDBTitle: mycobacterium tuberculosis tryptophan synthase beta
chain2 dimer (apoform)

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

17 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

20 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

19 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Fold:Tryptophan synthase beta subunit-like PLP-dependent
enzymes

19 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family: Tryptophan synthase beta subunit-like PLP-dependent
enzymes
PDB header:lyase

14 Chain: A: PDB Molecule:threonine synthase;

PDBTitle: crystal structure of threonine synthase (thrc) from from
burkholderia2 thailandensis

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

17 Superfamily:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Family:Tryptophan synthase beta subunit-like PLP-dependent
enzymes
Fold:Ferredoxin-like
Superfamily:ACT-like
Family:Allosteric threonine deaminase C-terminal domain
Fold:Ferredoxin-like
Superfamily:ACT-like
Family:Allosteric threonine deaminase C-terminal domain
PDB header:transcription

7 Chain: B: PDB Molecule:glycine cleavage system transcriptional
PDBTitle: crystal structure of putative glycine cleavage system2
transcriptional repressor
PDB header:structural genomics, unknown function

14 Chain: B: PDB Molecule:conserved hypothetical protein;
PDBTitle: crystal structure of protein bt0572 from bacteroides
thetaiotaomicron
PDB header:structural genomics, unknown function

16 Chain: B: PDB Molecule:unknown protein;

PDBTitle: crystal structure of an unknown protein from galdieria2
sulphuraria

PDB header:transferase

Chain: A: PDB Molecule:gtp pyrophosphokinase;

11 PDBTitle: crystal structure of the act domain from gtp2
pyrophosphokinase of chlorobium tepidum. northeast3 structural
genomics consortium target ctr148a
Fold:Ferredoxin-like

17 Superfamily:ACT-like



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3dwgA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1v7ca_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1e5xa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1fcja_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2q3bA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1o58a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2eguA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2o2jA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1j0aa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1f2da_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1tyza_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vb3a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3v7nA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1kl7a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1tdja3
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1tdja2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1u8sB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2f06B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2nyiB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ibwA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2f06a1

Family:BT0572-like

Fold:Ferredoxin-like

48 dlphzal Alignment not modelled 23 Superfamily:ACT-like

Family:Phenylalanine metabolism regulatory domain
S PDB header:ligase
. Chain: B: PDB Molecule:prephenate dehydratase;

49 c2gmxB. Alignment et relllled 18 ppgTitle: the crystal structure of I-phe inhibited prephenate

dehydratase from2 chlorobium tepidum tis
i Fold:Ferredoxin-like

50 d2gmwa? Alignment not modelled 11 Superfamily:ACT-like

Family:Phenylalanine metabolism regulatory domain
— PDB header:isomerase
. Chain: A: PDB Molecule:probable chorismate mutase;

51 cluyhA, Alignment et oelellied 16 ppBTitle: putative chorismate mutase from bifidobacterium
adolescentis
PDB header:structural genomics, unknown function

- Chain: B: PDB Molecule:hypothetical protein af1403;

52 cly7pB_ Alignment not modelled 21 PDBTitle: 1.9 a crystal structure of a protein of unknown function2
af1403 from archaeoglobus fulgidus, probable metabolic3
regulator

— PDB header:lyase
- Chain: A: PDB Molecule:prephenate dehydratase;

53 c3mwbA_ Alignment e ellied 12 ppBrTitle: the crystal structure of prephenate dehydratase in

complex with |-phe2 from arthrobacter aurescens to 2.0a
D Fold:Pyruvate kinase C-terminal domain-like

54 dlvp8a_ Alignment not modelled 14 Superfamily:PK C-terminal domain-like

Family:MTH1675-like
— Fold:Ferredoxin-like
. Superfamily:ACT-like

55 dlscéad Alignment ez =ld & Family:Phosphoglycerate dehydrogenase, regulatory (C-terminal)

domain
- Fold:Ferredoxin-like

56 dlzpval Alignment not modelled 6 Superfamily:ACT-like

Family:SP0238-like
- Fold:Ferredoxin-like

57 dlu8sa2 Alignment not modelled 17 Superfamily:ACT-like

Family:Glycine cleavage system transcriptional repressor
I Fold:Ferredoxin-like

58 d2flfal Alignment not modelled 15 Superfamily:ACT-like

Family:llvH-like
— PDB header:structural genomics, unknown function
. Chain: A: PDB Molecule:prephenate dehydratase;

59 coomwA_ Alignment it ot 10 ppgTitle: the crystal structure of the prephenate dehydratase (pdt)
from2 staphylococcus aureus subsp. aureus mu50
Fold:Ferredoxin-like

. Superfamily:ACT-like

60 dlygya3 Alignment fotimodelled 89.8 15 Family:Phosphoglycerate dehydrogenase, regulatory (C-terminal)
domain
Fold:Ferredoxin-like

61 d2pc6a2 Alignment not modelled 89.5 15 Superfamily:ACT-like
Family:llvH-like
PDB header:transferase
Chain: A: PDB Molecule:acetolactate synthase isozyme iii small

62 C2f1fA_ Alignment not modelled 88.2 15  subunit;

PDBTitle: crystal structure of the regulatory subunit of2
acetohydroxyacid synthase isozyme iii frome. coli

PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:uncharacterized protein mj1480;

63 c3mgjA_ Alignment not modelled 86.3 29 PDBTitle: crystal structure of the saccharop_dh_n domain of
mj14802 protein from methanococcus jannaschii. northeast
structural3 genomics consortium target mjr83a.
Fold:Ferredoxin-like

64 d2f06a2 Alignment not modelled 85.4 13 Superfamily:ACT-like
Family:BT0572-like
Fold:Ferredoxin-like

65 d2fgca2 Alignment not modelled 85.0 14 Superfamily:ACT-like
Family:llvH-like
PDB header:oxidoreductase

. Chain: B: PDB Molecule:shikimate dehydrogenase;

66  c2hksB_ Alignment et elellied e 15 ppaTitle: crystal structure of shikimate dehydrogenase from
aquifex2 aeolicus at 2.35 angstrom resolution
PDB header:transport protein
Chain: A: PDB Molecule:c-terminal domain of glutathione-

67 c3eywA_ Alignment not modelled 84.2 22 regulated potassium-efflux
PDBTitle: crystal structure of the c-terminal domain of e. coli kefc
in complex2 with keff
Fold:NAD(P)-binding Rossmann-fold domains

68 dlp0fa2 Alignment not modelled 84.2 14 Superfamily:NAD(P)-binding Rossmann-fold domains
Family:Alcohol dehydrogenase-like, C-terminal domain
PDB header:lyase
Chain: C: PDB Molecule:probable acetolactate synthase isozyme

69  c2pc6C_ Alignment not modelled 83.7 14 iii (small subunit);

PDBTitle: crystal structure of putative acetolactate synthase- small
subunit2 from nitrosomonas europaea
Fold:NAD(P)-binding Rossmann-fold domains

. Superfamily:NAD(P)-binding Rossmann-fold domains

70 dibgéa? Alignment et melellied 0.3 13 Family:6-phosphogluconate dehydrogenase-like, N-terminal
domain
Fold:Ferredoxin-like

71 dlnsaa?2 Alignment not modelled 79.5 15 Superfamily:Protease propeptides/inhibitors
Family:Pancreatic carboxypeptidase, activation domain
Fold:Ferredoxin-like

72 dlkwma?2 Alignment not modelled 78.4 13 Superfamily:Protease propeptides/inhibitors

Family:Pancreatic carboxypeptidase, activation domain



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1phza1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2qmxB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2qmwa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3luyA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1y7pB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3mwbA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vp8a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1sc6a3
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1zpva1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1u8sa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2f1fa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2qmwA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ygya3
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2pc6a2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2f1fA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3mgjA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2f06a2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2fgca2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2hk8B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3eywA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1p0fa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2pc6C_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1bg6a2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1nsaa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1kwma2
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92
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97

c3mtA_

diml4a2

c3iupB_

dlg8fa3

clulzA_

dlu8sal

clvivA_

c2fgcA_

dil7dal

dljgga2

c3nrbD_

dlo8ca2

c2rghA_

c3louB_

c3fwzA_

c2phmA_

dlpbaa_

dlulua_

dlt57a_

c2dzdB_

dlcldal

clml4A_

c3011B_

dlhyual

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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77.4

75.4

74.6

73.8

72.9
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70.2

69.2

66.5

66.3

65.2

63.1
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61.3

60.4

60.4

58.2
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18

16

18

14

16

14

15

13

17

23

15

11

19

18

15

17

16

16

19

15

13

24

PDB header:oxidoreductase

Chain: A: PDB Molecule:homoserine dehydrogenase;
PDBTitle: the crystal structure of a homoserine dehydrogenase
from thiobacillus2 denitrificans to 2.15a

Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase

PDB header:oxidoreductase

Chain: B: PDB Molecule:putative nadph:quinone oxidoreductase;
PDBTitle: crystal structure of putative nadph:quinone
oxidoreductase2 (yp_296108.1) from ralstonia eutropha jmp134 at
1.70 a resolution

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

Family:ATP sulfurylase C-terminal domain

PDB header:ligase

Chain: A: PDB Molecule:pyruvate carboxylase n-terminal domain;
PDBTitle: crystal structure of the biotin carboxylase subunit of
pyruvate2 carboxylase

Fold:Ferredoxin-like
Superfamily:ACT-like
Family:Glycine cleavage system transcriptional repressor

PDB header:transferase

Chain: A: PDB Molecule:ornithine carbamoyltransferase;
PDBTitle: crystal structure of ornithine carbamoyltransferase
(tm1097) from2 thermotoga maritima at 2.25 a resolution

PDB header:transferase

Chain: A: PDB Molecule:acetolactate synthase, small subunit;
PDBTitle: crystal structure of acetolactate synthase- small subunit
from2 thermotoga maritima

Fold:NAD(P)-binding Rossmann-fold domains
Superfamily:NAD(P)-binding Rossmann-fold domains
Family:Formate/glycerate dehydrogenases, NAD-domain

Fold:Ferredoxin-like
Superfamily:Protease propeptides/inhibitors
Family:Pancreatic carboxypeptidase, activation domain

PDB header:hydrolase

Chain: D: PDB Molecule:formyltetrahydrofolate deformylase;
PDBTitle: crystal structure of a formyltetrahydrofolate deformylase
(puru,2 pp_1943) from pseudomonas putida kt2440 at2.05 a
resolution

Fold:NAD(P)-binding Rossmann-fold domains
Superfamily:NAD(P)-binding Rossmann-fold domains
Family:Alcohol dehydrogenase-like, C-terminal domain

PDB header:oxidoreductase

Chain: A: PDB Molecule:alpha-glycerophosphate oxidase;
PDBTitle: structure of alpha-glycerophosphate oxidase from2
streptococcus sp.: a template for the mitochondrial alpha-3
glycerophosphate dehydrogenase

PDB header:oxidoreductase

Chain: B: PDB Molecule:shikimate dehydrogenase;

PDBTitle: 2.49 angstrom resolution crystal structure of shikimate
5-2 dehydrogenase (aroe) from vibrio cholerae ol biovar eltor str.
n169613 in complex with shikimate

PDB header:hydrolase

Chain: B: PDB Molecule:formyltetrahydrofolate deformylase;
PDBTitle: crystal structure of formyltetrahydrofolate deformylase
(yp_105254.1)2 from burkholderia mallei atcc 23344 at1.90 a
resolution

PDB header:membrane protein

Chain: A: PDB Molecule:inner membrane protein ybal;
PDBTitle: crystal structure of trka-n domain of inner membrane
protein ybal from2 escherichia coli

PDB header:oxidoreductase

Chain: A: PDB Molecule:protein (phenylalanine-4-hydroxylase);
PDBTitle: structure of phenylalanine hydroxylase
dephosphorylated

Fold:Ferredoxin-like
Superfamily:Protease propeptides/inhibitors
Family:Pancreatic carboxypeptidase, activation domain

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

Fold:Pyruvate kinase C-terminal domain-like
Superfamily:PK C-terminal domain-like
Family:MTH1675-like

PDB header:ligase

Chain: B: PDB Molecule:pyruvate carboxylase;

PDBTitle: crystal structure of the biotin carboxylase domain of2
pyruvate carboxylase

Fold:NAD(P)-binding Rossmann-fold domains
Superfamily:NAD(P)-binding Rossmann-fold domains
Family:Aminoacid dehydrogenase-like, C-terminal domain

PDB header:transferase

Chain: A: PDB Molecule:aspartate transcarbamoylase;

PDBTitle: the pala-liganded aspartate transcarbamoylase catalytic
subunit from2 pyrococcus abyssi

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:FAD/NAD(P)-binding domain
Superfamily:FAD/NAD(P)-binding domain
Family:FAD/NAD-linked reductases, N-terminal and central
domains


http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3mtjA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ml4a2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3iupB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1g8fa3
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ulzA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1u8sa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1vlvA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2fgcA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1l7da1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1jqga2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3nrbD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1o8ca2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2rghA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3pgjB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3louB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3fwzA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2phmA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1pbaa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ulua_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1t57a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2dzdB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1c1da1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ml4A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3o1lB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1hyua1

14

PDB header:hydrolase

Chain: B: PDB Molecule:carboxypeptidase b2;

PDBTitle: crystal structure of thrombin activatable fibrinolysis
inhibitor2 (tafi)

14

Fold:FAD/NAD(P)-binding domain
Superfamily:FAD/NAD(P)-binding domain
Family:FAD/NAD-linked reductases, N-terminal and central
domains

14

PDB header:oxidoreductase

Chain: A: PDB Molecule:d-3-phosphoglycerate dehydrogenase;
PDBTitle: crystal structure of d-3-phosphoglycerate dehydrogenase
from2 mycobacterium tuberculosis

25

PDB header:ligase

Chain: E: PDB Molecule:methylcrotonyl-coa carboxylase, alpha-
subunit;

PDBTitle: crystal structure of p. aeruginosa 3-methylcrotonyl-coa
carboxylase2 (mcc) 750 kd holoenzyme, coa complex

19

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

20

PDB header:oxidoreductase

Chain: B: PDB Molecule:1-deoxy-d-xylulose 5-phosphate
reductoisomerase;

PDBTitle: crystal structure of dxr from thermotoga maritima, in
complex with2 nadph

21

PDB header:oxidoreductase

Chain: A: PDB Molecule:glycerol-3-phosphate dehydrogenase;
PDBTitle: x-ray structure of the glycerol-3-phosphate
dehydrogenase2 from bacillus halodurans complexed with fad.
northeast3 structural genomics consortium target bhr167.

14

Fold:NAD(P)-binding Rossmann-fold domains
Superfamily:NAD(P)-binding Rossmann-fold domains
Family:Alcohol dehydrogenase-like, C-terminal domain

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

26

Fold:FAD/NAD(P)-binding domain
Superfamily:FAD/NAD(P)-binding domain
Family:FAD/NAD-linked reductases, N-terminal and central
domains

24

PDB header:oxidoreductase

Chain: C: PDB Molecule:adenylylsulfate reductase, subunit a;
PDBTitle: adenosine 5'-phosphosulfate reductase in complex with2
substrate

PDB header:unknown function

Chain: A: PDB Molecule:enoyl-(acyl-carrier-protein) reductase;
PDBTitle: x-ray structure of enoyl-acyl carrier protein reductase
from bacillus2 anthracis with triclosan

24

Fold:FAD/NAD(P)-binding domain
Superfamily:FAD/NAD(P)-binding domain
Family:FAD/NAD-linked reductases, N-terminal and central
domains

23

PDB header:oxidoreductase

Chain: A: PDB Molecule:alpha-glycerophosphate oxidase;
PDBTitle: structure of alpha-glycerophosphate oxidase from2
streptococcus sp.: a template for the mitochondrial alpha-3
glycerophosphate dehydrogenase

Fold:Ferredoxin-like
Superfamily:Protease propeptides/inhibitors
Family:Pancreatic carboxypeptidase, activation domain

17

PDB header:structural genomics, unknown function

Chain: B: PDB Molecule:457aa long hypothetical protein;
PDBTitle: crystal structure of ph0766 from pyrococcus horikoshii
ot3

20

PDB header:oxidoreductase

Chain: A: PDB Molecule:shikimate dehydrogenase;
PDBTitle: crystal structure of the quinate dehydrogenase from
corynebacterium2 glutamicum

PDB header:oxidoreductase
Chain: B: PDB Molecule:shikimate 5-dehydrogenase 2;
PDBTitle: crystal structure of shikimate-5-dehydrogenase with nad

18

Fold:NAD(P)-binding Rossmann-fold domains
Superfamily:NAD(P)-binding Rossmann-fold domains
Family:Alcohol dehydrogenase-like, C-terminal domain

15

Fold:PLP-dependent transferase-like
Superfamily:PLP-dependent transferases
Family:AAT-like

11

Fold:NAD(P)-binding Rossmann-fold domains
Superfamily:NAD(P)-binding Rossmann-fold domains
Family:Alcohol dehydrogenase-like, C-terminal domain

98 c3dgvB Alignment not modelled
99 ditrbal T Alignment not modelled
100 clygyA AIignment_ not modelled
101 c3u9sE _Alignment not modelled
102  c3n0vD_ AIignment_ not modelled
103 c3al4B Alignment not modelled
104 c3dalA | Alignment not modelled
105 dlcdoa2 Alignment not modelled
106 dixgka_ _Alignment not modelled
107 difl2al T Alignment not modelled
108 c2fjaC_ /rignment not modelled
109 c2qioA Alignment not modelled
110 dlvdcal T Alignment not modelled
111 C2rgoA T Alignment not modelled
112 dlpcaal Alignment - not modelled
113 c2csuB Alignment not modelled
114 c2nloA_ N Alignment not modelled
115 clvi2B_ N Alignment not modelled
116 dlo89a2 T Alignment not modelled
117 d2ayla i Alignment not modelled
118 dldlta2 Alignment not modelled
119 clnytC Alignment not modelled
120 c3d64A Alignment not modelled

17

PDB header:oxidoreductase
Chain: C: PDB Molecule:shikimate 5-dehydrogenase;
PDBTitle: shikimate dehydrogenase aroe complexed with nadp+

14

PDB header:hydrolase

Chain: A: PDB Molecule:adenosylhomocysteinase;

PDBTitle: crystal structure of s-adenosyl-l-homocysteine hydrolase
from2 burkholderia pseudomallei



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3dgvB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1trba1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ygyA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3u9sE_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3n0vD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3a14B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3da1A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1cdoa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1xgka_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1fl2a1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2fjaC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2qioA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vdca1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2rgoA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1pcaa1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2csuB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2nloA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1vi2B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1o89a2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2ay1a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1d1ta2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1nytC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3d64A_

