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Detailed template
information

# Template Alignment Coverage 3D Model Confidence i.d. Template Information

PDB header:hydrolase
Chain: B: PDB Molecule:dnab replication fork helicase;

1 €2q6tB_ Alignment
PDBT crystal structure of the thermus aquaticus dnab monomer

PDB header:hydrolase
Chain: A: PDB Molecule:replicative dna helicase;

2 c2vyeA_ Alignment
PDBTitle: crystal structure of the dnac-ssdna complex

PDB header:replication

Chain: D: PDB Molecule:dnab-like replicative helicase;
PDBTitle: the structure of a dnab-like replicative helicase and its
interactions2 with primase

3 c3bgwD_ Alignment

PDB header:replication
Chain: A: PDB Molecule:dnab-like replicative helicase;
PDBTitle: atpase domain of g40p

IS

c3bh0A_ Alignment

PDB header:transferase

Chain: G: PDB Molecule:dna primase/helicase;

PDBTitle: the crystal structure of the bifunctional primase-helicase
of2 bacteriophage t7

5 €1g57G_ Alignment

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

Family:RecA protein-like (ATPase-domain)

6 dlcr2a_ Alignment

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

Family:RecA protein-like (ATPase-domain)

7 dimo6al Alignment

PDB header:hydrolase

Chain: D: PDB Molecule:replicative dna helicase;
PDBTitle: crystal structure of the n-terminal domain of dnab
helicase from2 mycobacterium tuberculosis

©

c2r5uD_ Alignment

PDB header:dna binding protein
Chain: A: PDB Molecule:dna repair protein rad51;
PDBTitle: yeast rad51 h352y filament interface mutant

o

c3ldaA_ Alignment

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

Family:RecA protein-like (ATPase-domain)

10 dlubeal Alignment

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

Family:RecA protein-like (ATPase-domain)

11 dixp8al Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2q6tB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c2q6tB_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2vyeA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c2vyeA_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bgwD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c3bgwD_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bh0A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c3bh0A_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1q57G_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c1q57G_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1cr2a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/d1cr2a_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1mo6a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/d1mo6a1.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2r5uD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c2r5uD_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ldaA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c3ldaA_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ubea1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/d1ubea1.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1xp8a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/d1xp8a1.11.pdb

19

PDB header:hydrolase
Chain: A: PDB Molecule:protein reca;
PDBTitle: msreca adp formiv

20

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

Family:RecA protein-like (ATPase-domain)

14

PDB header:recombination

Chain: A: PDB Molecule:dna repair and recombination protein
rada;

PDBTitle: crystal structure of left-handed rada filament

17

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

Family:RecA protein-like (ATPase-domain)

16

PDB header:dna binding protein
Chain: C: PDB Molecule:dna repair protein rad51;
PDBTitle: a crystal structure of the rad51 filament

20

PDB header:atp-binding protein

Chain: B: PDB Molecule:putative uncharacterized protein ph0186;

PDBTitle: crystal structure of kaic-like protein ph0186 from2
hyperthermophilic archaea pyrococcus horikoshii ot3

16

PDB header:dna binding protein

Chain: B: PDB Molecule:dna repair and recombination protein
radb;

PDBTitle: crystal structure of the radb recombinase

14

15

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

Family:RecA protein-like (ATPase-domain)

Fold:N-terminal domain of DnaB helicase
Superfamily:N-terminal domain of DnaB helicase
Family:N-terminal domain of DnaB helicase

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

Family:RecA protein-like (ATPase-domain)

14

PDB header:recombination

Chain: A: PDB Molecule:dna repair and recombination protein
rada;

PDBTitle: atpase in complex with amp-pnp

17

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

Family:RecA protein-like (ATPase-domain)

17

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

Family:RecA protein-like (ATPase-domain)

18

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

Family:RecA protein-like (ATPase-domain)

21

PDB header:helicase
PDB COMPND:

17

PDB header:dna binding protein

Chain: A: PDB Molecule:reca protein;

PDBTitle: "deinococcus radiodurans reca in complex with atp-
gamma-s"

12 C22roA_ Alignment
13 dlu94al Alignment
14 C2dflA_ Alignment
15 ditf7al Alignment
16 clszpC_ Alignment
17 Cc27tsB_ Alignment
18 c2cvhB_ Alignment
19 d2ilga2 Alignment
20 dljwea_ Alignment
21  dlszpa2 Alignment not modelled
22 clt4gA_ Alignment not modelled
23 ditf7a2 Alignment not modelled
24 dlvbwa_ Alignment not modelled
25 dlnOwa_ Alignment not modelled
26  c2recB_ Alignment not modelled
27 C1xp8A_ Alignment not modelled
28  c2zjbB_ Alignment not modelled

17

PDB header:recombination

Chain: B: PDB Molecule:meiotic recombination protein
dmc1/liml5 homolog;

PDBTitle: crystal structure of the human dmc1-m200v
polymorphic2 variant



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2zroA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c2zroA_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1u94a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/d1u94a1.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2dflA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c2dflA_.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1tf7a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/d1tf7a1.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1szpC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c1szpC_.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2ztsB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c2ztsB_.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2cvhB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/c2cvhB_.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2i1qa2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/d2i1qa2.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1jwea_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/ebe9f0e65b0db8bf/d1jwea_.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1szpa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1t4gA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1tf7a2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1v5wa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1n0wa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2recB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1xp8A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2zjbB_

PDB header:recombination

29 c3hr8A_ Alignment not modelled
30 dilb79a_ _Alignment not modelled
31 c2wWOmA_ Alignment not modelled
32 clu9iA_ Alignment not modelled
33 dlpzna2 Alignment not modelled
34 c3io5B_ Alignment not modelled
35  c3axvA_ Alignment not modelled
36 clpznG_ Alignment not modelled
37 dinlfa_ Alignment not modelled
38 c2dr3A_ Alignment not modelled
39 c3cmvG_ Alignment not modelled
40 c3bs4A_ Alignment not modelled
41 c2r6¢cG_ Alignment not modelled
42 c3cmwA_ Alignment not modelled
43 c3cmuA_ Alignment not modelled
44  c2092A_ Alignment not modelled
45 c3b9gA_ Alignment not modelled
46 clzudA_ Alignment not modelled
47 c2cnwF_ Alignment not modelled
48 c2qy9A_ Alignment not modelled
49 c2yhsA_ Alignment not modelled
50 clvmaA_ Alignment not modelled
51 dlvmaa?2 Alignment not modelled
52 dllsla2 Alignment not modelled
53 dlgzxa3 Alignment not modelled
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20 Chain: A: PDB Molecule:protein reca;

PDBTitle: crystal structure of thermotoga maritima reca
Fold:N-terminal domain of DnaB helicase
Superfamily:N-terminal domain of DnaB helicase
Family:N-terminal domain of DnaB helicase

PDB header:unknown function

23 Chain: A: PDB Molecule:ss02452;

PDBTitle: crystal structure of ss02452 from sulfolobus
solfataricus2 p2
PDB header:circadian clock protein

14 Chain: A: PDB Molecule:kaic;

PDBTitle: crystal structure of circadian clock protein kaic with
phosphorylation2 sites
Fold:P-loop containing nucleoside triphosphate hydrolases

16 Superfamily:P-loop containing nucleoside triphosphate
hydrolases
Family:RecA protein-like (ATPase-domain)

PDB header:dna binding protein

18 Chain: B: PDB Molecule:recombination and repair protein;
PDBTitle: crystal structure of a dimeric form of the uvsx
recombinase core2 domain from enterobacteria phage t4
PDB header:hydrolase/replication
Chain: A: PDB Molecule:replicative dna helicase;

25 PDBTitle: three-dimensional structure of n-terminal domain of
dnab2 helicase from helicobacter pylori and its interactions with3
primase
PDB header:recombination

15 Chain: G: PDB Molecule:dna repair and recombination protein
rad51;

PDBTitle: rad51 (rada)
Fold:P-loop containing nucleoside triphosphate hydrolases

15 Superfamily:P-loop containing nucleoside triphosphate
hydrolases
Family:RecA protein-like (ATPase-domain)

PDB header:structural genomics, unknown function

18 Chain: A: PDB Molecule:upf0273 protein ph0284;

PDBTitle: crystal structure of reca superfamily atpase ph0284 from
pyrococcus?2 horikoshii ot3
PDB header:recombination

23 Chain: G: PDB Molecule:protein reca;

PDBTitle: mechanism of homologous recombination from the reca-
2 ssdna/dsdna structures
PDB header:structural genomics, unknown function

17 Chain: A: PDB Molecule:uncharacterized protein ph0321;
PDBTitle: crystal structure of uncharacterized protein ph0321 from
pyrococcus2 horikoshii in complex with an unknown peptide
PDB header:replication

17 Chain: G: PDB Molecule:dnag primase, helicase binding domain;
PDBTitle: crystal form bh2
PDB header:recombination/dna

17 Chain: A: PDB Molecule:protein reca;

PDBTitle: mechanism of homologous recombination from the reca-
2 ssdna/dsdna structures
PDB header:recombination/dna

22 Chain: A: PDB Molecule:protein reca;

PDBTitle: mechanism of homologous recombination from the reca-
2 ssdna/dsdna structures

PDB header:protein transport

Chain: A: PDB Molecule:putative signal recognition particle

15 receptor;

PDBTitle: crystal structure of chloroplast ftsy from arabidopsis2
thaliana
PDB header:protein transport

15 Ch;in: A: PDB Molecule:chloroplast srp receptor homolog, alpha
subunit
PDBTitle: the crystal structure of cpftsy from arabidopsis thaliana
PDB header:protein transport

18 Chain: A: PDB Molecule:ftsy;

PDBTitle: crystal structure of ftsy from mycoplasma mycoides-
space2 group p21212
PDB header:signal recognition

20 Chain: F: PDB Molecule:cell division protein ftsy;

PDBTitle: gdpalf4 complex of the srp gtpases ffh and ftsy
PDB header:protein transport

18 Chain: A: PDB Molecule:cell division protein ftsy;

PDBTitle: structure of the ng+1 construct of the e. coli srp
receptor2 ftsy
PDB header:cell cycle

20 Chain: A: PDB Molecule:cell division protein ftsy;
PDBTitle: structure of the e. coli srp receptor ftsy
PDB header:protein transport

21 Chain: A: PDB Molecule:cell division protein ftsy;

PDBTitle: crystal structure of cell division protein ftsy (tm0570)
from2 thermotoga maritima at 1.60 a resolution
Fold:P-loop containing nucleoside triphosphate hydrolases

19 Superfamily:P-loop containing nucleoside triphosphate
hydrolases
Family:Nitrogenase iron protein-like
Fold:P-loop containing nucleoside triphosphate hydrolases

15 Superfamily:P-loop containing nucleoside triphosphate
hydrolases
Family:Nitrogenase iron protein-like
Fold:P-loop containing nucleoside triphosphate hydrolases

13 Superfamily:P-loop containing nucleoside triphosphate

hydrolases
Family:Nitrogenase iron protein-like

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



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3hr8A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1b79a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2w0mA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1u9iA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1pzna2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3io5B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3gxvA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1pznG_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1nlfa_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2dr3A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3cmvG_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bs4A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2r6cG_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3cmwA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3cmuA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2og2A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3b9qA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1zu4A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2cnwF_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2qy9A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2yhsA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1vmaA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vmaa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ls1a2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1qzxa3
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1skye3

1y

hydrolases
Family:RecA protein-like (ATPase-domain)

16

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

Family:ABC transporter ATPase domain-like

15

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

Family:ABC transporter ATPase domain-like

17

PDB header:ligase

Chain: A: PDB Molecule:dethiobiotin synthetase;

PDBTitle: crystal structure of dethiobiotin synthetase (biod) from
helicobacter2 pylori

16

PDB header:transport protein

Chain: A: PDB Molecule:signal recognition particle receptor;
PDBTitle: structures and conformations in solution of the signal
recognition2 particle receptor from the archaeon pyrococcus
furiosus

19

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

Family:RecA protein-like (ATPase-domain)

10

PDB header:atp binding protein

Chain: A: PDB Molecule:cobaltimport atp-binding protein cbio 1;
PDBTitle: structure of cbiol from clostridium perfringens: part of2
the abc transporter complex cbiong.

14

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

Family:Nitrogenase iron protein-like

14

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

Family:Nitrogenase iron protein-like

14

PDB header:ribosome

Chain: W: PDB Molecule:signal recognition particle 54 kda
protein

PDBTitle: model of mammalian srp bound to 80s rncs

15

PDB header:membrane protein/hydrolase

Chain: C: PDB Molecule:methionine import atp-binding protein
metn;

PDBTitle: crystal structure of methionine importer metni

18

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

Family:RecA protein-like (ATPase-domain)

13

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

Family:RecA protein-like (ATPase-domain)

20

PDB header:transferase

Chain: B: PDB Molecule:thymidine kinase;

PDBTitle: x-ray structure of clostridium acetobutylicum thymidine
kinase with2 adp. northeast structural genomics target car26.

14

PDB header:hydrolase
Chain: D: PDB Molecule:amino acid abc transporter;
PDBTitle: abc protein artp in complex with adp-beta-s

15

PDB header:metal transport

Chain: C: PDB Molecule:hypothetical abc transporter atp-binding
protein

PDBTitle: an inward-facing conformation of a putative metal-
chelate2 type abc transporter.

18

PDB header:signal recognition

Chain: A: PDB Molecule:signal recognition particle protein;
PDBTitle: gmppnp-stabilized ng domain complex of the srp gtpases
ffh2 and ftsy

12

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

Family:ABC transporter ATPase domain-like

15

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

Family:ABC transporter ATPase domain-like

14

PDB header:transport protein

Chain: B: PDB Molecule:362aa long hypothetical
maltose/maltodextrin

PDBTitle: structure of ph0203 protein from pyrococcus horikoshii

13

PDB header:signaling protein/rna

Chain: C: PDB Molecule:signal recognition 54 kda protein;
PDBTitle: crystal structure of the complete core of archaeal srp
and2 implications for inter-domain communication

12

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.

16

PDB header:hydrolase

Chain: B: PDB Molecule:abc transporter, atp-binding protein;
PDBTitle: structure of the staphylococcus aureus putative atpase
subunit of an2 atp-binding cassette (abc) transporter

o uionySo Allgnment HuLHvusicu
55 d1g2912 Alignment not modelled
56 dlv43a3 Alignment not modelled
57 c2gmoA_ Alignment not modelled
58  c3dmdA_ Alignment not modelled
59 d2jdid3 Alignment not modelled
60 c3afoA_ Alignment not modelled
61 d2qy9a2 Alignment not modelled
62 dlokkd2 Alignment not modelled
63 C2j37W_ Alignment not modelled
64 c3dhwC_ Alignment not modelled
65 d2jdia3 Alignment not modelled
66 dlskyb3 Alignment not modelled
67 C1xx6B_ Alignment not modelled
68 c20lkD_ Alignment not modelled
69  c2ng2C_ Alignment not modelled
70 C2j7pA_ Alignment not modelled
71 dloxxk2 Alignment not modelled
72 dll2ta_ Alignment not modelled
73 C2itlB_ Alignment not modelled
74 clgzwC_ Alignment not modelled
75  c3dmb5A_ Alignment not modelled
76 c2ihyB_ Alignment not modelled
77 clskyE Align_ment not modelled
78 dlxx6al Alignment not modelled

14

PDB header:atp synthase

Chain: E: PDB Molecule:fl-atpase;

PDBTitle: crystal structure of the nucleotide free alpha3beta3 sub-
complex of2 fl-atpase from the thermophilic bacillus ps3

70

AR

nat madallAad

18

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

Family:Type |l thymidine kinase

PDB header:rna-binding
Chain: A: PDB Molecule:signal recognition particle protein ffh;



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1g2912
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1

PDBTitle: structure of the e. coli signal recognition particle2
bound to a translating ribosome

14

PDB header:membrane protein
Chain: B: PDB Molecule:dna translocase ftsk;
PDBTitle: e. coli ftsk motor domain

15

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

Family:ABC transporter ATPase domain-like

11

PDB header:ligase

Chain: A: PDB Molecule:dethiobiotin synthetase;

PDBTitle: crystal structure of mycobacterium tuberculosis
dethiobiotin2 synthetase complexed with 7,8 diaminopelargonic
acid carbamate

17

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

Family:RecA protein-like (ATPase-domain)

13

PDB header:hydrolase

Chain: B: PDB Molecule:lipoprotein-releasing system atp-binding
protein lold;

PDBTitle: crystal structure of abc transporter (aq_297) from aquifex
aeolicus2 vf5

15

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

Family:Adenosine-5'phosphosulfate kinase (APS kinase)

16

PDB header:bifunctional enzyme

Chain: A: PDB Molecule:6-phosphofructo-2-kinase/ fructose-2,6-
bisphosphatase;

PDBTitle: 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase
bifunctional2 enzyme complexed with atp-g-s and phosphate

14

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

Family:ABC transporter ATPase domain-like

12

PDB header:ligand binding protein

Chain: B: PDB Molecule:putative abc-transporter atp-binding
protein;

PDBTitle: structure of the atpase subunit cysa of the putative2
sulfate atp-binding cassette (abc) transporter from3
alicyclobacillus acidocaldarius

10

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

Family:ABC transporter ATPase domain-like

13

PDB header:transport protein

Chain: B: PDB Molecule:abc transporter, atp binding protein;
PDBTitle: crystal structure of glcv, the abc-atpase of the glucose
abc?2 transporter from sulfolobus solfataricus

12

PDB header:transferase, hydrolase

Chain: B: PDB Molecule:6-phosphofructo-2-kinase/fructose-2,6-
PDBTitle: crystal structure of pfkfb3 in complex with adp and2
fructose-2,6-bisphosphate

13

PDB header:biosynthetic protein
Chain: D: PDB Molecule:flagellar biosynthesis protein flhf;
PDBTitle: crystal structure of flhf complexed with gmppnp/mg(2+)

17

PDB header:signaling protein

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

12

PDB header:hydrolase
Chain: A: PDB Molecule:rna helicase;
PDBTitle: kokobera virus helicase: mutant met4 7thr

15

PDB header:ribosome
Chain: 9: PDB Molecule:signal recognition particle 54;
PDBTitle: model of e. coli srp bound to 70s rncs

20

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

Family:Nitrogenase iron protein-like

18

PDB header:cell cycle
Chain: B: PDB Molecule:cell division control protein 6;
PDBTitle: crystal structure of cdc6p from pyrobaculum aerophilum

15

PDB header:replication

Chain: B: PDB Molecule:mipz;

PDBTitle: dimer structure of the bacterial cell division regulator
mipz

11

PDB header:membrane protein
Chain: E: PDB Molecule:dna translocase ftsk;
PDBTitle: p. aeruginosa ftsk motor domain, hexamer

17

PDB header:hydrolase

Chain: B: PDB Molecule:atp synthase beta chain;
PDBTitle: crystal structure of the chloroplast fl-atpase from
spinach

17

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

Family:ABC transporter ATPase domain-like

1z Lelyom Allgnment HuLHvusicu
80 c2iusB_ Alignment not modelled
81 d3dhwcl Alignment not modelled
82 c3fmfA_ Alignment not modelled
83 d1fx0b3 Align_ment not modelled
84  c2pciB_ Alignment not modelled
85 dim7gb_ Alignment not modelled
86 C1bifA_ Alignment not modelled
87 d1b0Oua_ Alignment not modelled
88 clz47B_ Alignment not modelled
89 dlg6ha_ Alignment not modelled
90 cloxtB_ Alignment not modelled
91 c2ilvB_ Alignment not modelled
92 c2px0D_ Alignment not modelled
93 c2v3cC_ Alignment not modelled
94 C2V6jA_ Alignment not modelled
95 €2j289_ Alignment not modelled
96 dlihua2 Align_ment not modelled
97 clfnnB_ Alignment not modelled
98 C2xj9B_ Alignment not modelled
99 C2iuuE_ Alignment not modelled
100 c1fx0B_ Align_ment not modelled
101 d2awna?2 Alignment not modelled
102 c3fvgB_ Alignment not modelled
103 dlx6va3 Alignment not modelled

16

PDB header:hydrolase

Chain: B: PDB Molecule:fe(3+) ions import atp-binding protein
fbpc;

PDBTitle: crystal structure of the nucleotide binding domain fbpc2
complexed with atp

14

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

Family:Adenosine-5'phosphosulfate kinase (APS kinase)

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

104 d3d31a2 Alignment not modelled
105 c2yvuA_ Alignment not modelled
106 dlxbtal Alignment not modelled
107  dibifal Alignment not modelled
108 c3d31B_ Alignment not modelled
109 c2yyzA_ Alignment not modelled
110 c2jizD_ Align_ment not modelled
111 C2iutA_ Alignment not modelled
112 c3tebA_ Alignment not modelled
113 c2rhmD_ Alignment not modelled
114 c2d62A_ Alignment not modelled
115  c3bk7A_ Alignment not modelled
116 clvciA_ Alignment not modelled
117 c2w6jD_ Align_ment not modelled
118 c2w0sB_ Alignment not modelled
119 dlak2al Alignment not modelled
120 cIxwiA_ Alignment not modelled

17
hydrolases
Family:ABC transporter ATPase domain-like
PDB header:transferase
16 Chain: A: PDB Molecule:probable adenylyl-sulfate kinase;
PDBTitle: crystal structure of apel195
Fold:P-loop containing nucleoside triphosphate hydrolases
20 Superfamily:P-loop containing nucleoside triphosphate
hydrolases
Family:Type Il thymidine kinase
Fold:P-loop containing nucleoside triphosphate hydrolases
Superfamily:P-loop containing nucleoside triphosphate
17 hydrolases
Family:6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase,
kinase domain
PDB header:transport protein
13 :):‘hzi.n: B: PDB Molecule:sulfate/molybdate abc transporter, atp-
inding
PDBTitle: modbc from methanosarcina acetivorans
PDB header:transport protein
Chain: A: PDB Molecule:sugar abc transporter, atp-binding
16 protein;
PDBTitle: crystal structure of sugar abc transporter, atp-binding
protein
PDB header:hydrolase
16 Chain: D: PDB Molecule:atp synthase subunit beta;
PDBTitle: the structure of fl-atpase inhibited by resveratrol.
PDB header:membrane protein
10 Chain: A: PDB Molecule:dna translocase ftsk;
PDBTitle: p. aeruginosa ftsk motor domain, dimeric
PDB header:gene regulation
9 Chain: A: PDB Molecule:regulatory protein sir3;
PDBTitle: crystal structure of the s. cerevisiae sir3 aaa+ domain
PDB header:unknown function
21 Chain: D: PDB Molecule:putative kinase;
PDBTitle: crystal structure of a putative kinase (caur_3907) from
chloroflexus2 aurantiacus j-10-fl at 1.70 a resolution
PDB header:sugar binding protein
Chain: A: PDB Molecule:multiple sugar-binding transport atp-
13 binding
PDBTitle: crystal structure of multiple sugar binding transport atp-
2 binding protein
PDB header:hydrolyase/translation
16 Chain: A: PDB Molecule:abc transporter atp-binding protein;
PDBTitle: structure of the complete abcel/rnaase-| inhibitor
protein2 from pyrococcus abysii
PDB header:transport protein
Chain: A: PDB Molecule:sugar-binding transport atp-binding
12 protein;
PDBTitle: crystal structure of the atp-binding cassette of
multisugar2 transporter from pyrococcus horikoshii ot3 complexed
with3 atp
PDB header:hydrolase
16 Chain: D: PDB Molecule:atp synthase subunit beta, mitochondrial;
PDBTitle: low resolution structures of bovine mitochondrial f1-
atpase2 during controlled dehydration: hydration state 5.
PDB header:transferase
13 Chain: B: PDB Molecule:thymidylate kinase;
PDBTitle: crystal structure of vaccinia virus thymidylate kinase2
bound to brivudin-5'-monophosphate
Fold:P-loop containing nucleoside triphosphate hydrolases
12 Superfamily:P-loop containing nucleoside triphosphate
hydrolases
Family:Nucleotide and nucleoside kinases
PDB header:protein transport
20 Chain: A: PDB Molecule:skdl protein;

PDBTitle: crystal structure of vps4b
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