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Template Information

PDB header:cell adhesion

Chain: A: PDB Molecule:integrin alpha-iib;

PDBTitle: plateletintegrin alfaiib-beta3 transmembrane-
cytoplasmic2 heterocomplex

information

# Template Alignment Coverage Confidence
1 c2kncA_ Alignment

2 c2ia2D_ Alignment

3 c2bruC_ — Alignment

4 dld4oa_ T Alignment

5 C1ptoB_ — Alignment

6 dlpnoa_ T Alignment

7 €2g7uB_ Alignment_
8 c2klaA_ Alignment_
9 c3r4kD_ Alignment_
10  clmkmA_ Alignment_
11 dlh6ia_ Alignment

PDB header:transcription

Chain: D: PDB Molecule:putative transcriptional regulator;
PDBTitle: the crystal structure of a putative transcriptional
regulator rha061952 from rhodococcus sp. rhal

PDB header:oxidoreductase

Chain: C: PDB Molecule:nad(p) transhydrogenase subunit beta;
PDBTitle: complex of the domain i and domain iii of escherichia
coli2 transhydrogenase

Fold:DHS-like NAD/FAD-binding domain
Superfamily:DHS-like NAD/FAD-binding domain
Family:Transhydrogenase domain Il (dIll)

PDB header:oxidoreductase

Chain: B: PDB Molecule:nad(p) transhydrogenase, mitochondrial;
PDBTitle: crystal structure analysis of the diii component of
transhydrogenase2 with a thio-nicotinamide nucleotide analogue

Fold:DHS-like NAD/FAD-binding domain
Superfamily:DHS-like NAD/FAD-binding domain
Family:Transhydrogenase domain Il (dIll)

PDB header:structural genomics, unknown function

Chain: B: PDB Molecule:transcriptional regulator;

PDBTitle: 2.3 a structure of putative catechol degradative operon
regulator from2 rhodococcus sp. rhal

PDB header:cell adhesion

Chain: A: PDB Molecule:integrin alpha-iib;

PDBTitle: bicelle-embedded integrin alpha(iib) transmembrane
segment

PDB header:dna binding protein

Chain: D: PDB Molecule:transcriptional regulator, iclr family;
PDBTitle: crystal structure of a putative iclr transcriptional
regulator2 (tm1040_3717) fromsilicibacter sp. tm1040 at2.46 a
resolution

PDB header:transcription
Chain: A: PDB Molecule:iclr transcriptional regulator;
PDBTitle: crystal structure of the thermotoga maritima iclr

Fold:Aquaporin-like
Superfamily:Aquaporin-like
Family:Aquaporin-like



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2kncA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c2kncA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2ia2D_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c2ia2D_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2bruC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c2bruC_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1d4oa_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/d1d4oa_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1pt9B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c1pt9B_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1pnoa_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/d1pnoa_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2g7uB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c2g7uB_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2k1aA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c2k1aA_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3r4kD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c3r4kD_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1mkmA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c1mkmA_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1h6ia_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/d1h6ia_.11.pdb

PDB header:membrane protein
Chain: A: PDB Molecule:aquaporin;

12 c2w2eA_ Alignment
13 C2xroE_ Alignment
14  dlvipa2 Alignment
15 €200yB_ Alignment
16 dlybeal Alignment
17 d2axtjl Alignment
18 dls7ba_ Alignment
19 dimkmal Alignment
20 dlyiral Alignment
21 dilbwé6a_ Alignment not modelled
22 d2eiaa2 Alignment not modelled
23 clvipA_ Alignment not modelled
24 C2XgyA_ Alignment not modelled

e PDBTitle: 1.15 angstrom crystal structure of p.pastoris aquaporin,2
aqgyl, in a closed conformation at ph 3.5
PDB header:dna-binding protein/dna
22 Chain: E: PDB Molecule:hth-type transcriptional regulator ttgv;
PDBTitle: crystal structure of ttgv in complex with its dna operator
Fold:TIM beta/alpha-barrel
Superfamily:Nicotinate/Quinolinate PRTase C-terminal domain-
27 like
Family:Monomeric nicotinate phosphoribosyltransferase C-
terminal domain
PDB header:transcription
22 Chain: B: PDB Molecule:transcriptional regulator;
PDBTitle: crystal structure of putative transcriptional regulator
rhal_ro069532 (iclr-family) from rhodococcus sp.
Fold:TIM beta/alpha-barrel
Superfamily:Nicotinate/Quinolinate PRTase C-terminal domain-
20 like
Family:Monomeric nicotinate phosphoribosyltransferase C-
terminal domain
Fold:Single transmembrane helix
27 Superfamily:Photosystem || reaction center protein J, Psbj
Family:Psbj-like
Fold:Multidrug resistance efflux transporter EmrE
10 Superfamily:Multidrug resistance efflux transporter EmrE
Family:Multidrug resistance efflux transporter EmrE
Fold:DNA/RNA-binding 3-helical bundle
19 Superfamily:"Winged helix" DNA-binding domain
Family:Transcriptional regulator IcIR, N-terminal domain
Fold:TIM beta/alpha-barrel
Superfamily:Nicotinate/Quinolinate PRTase C-terminal domain-
20 like
Family:Monomeric nicotinate phosphoribosyltransferase C-
terminal domain
Fold:DNA/RNA-binding 3-helical bundle
36 Superfamily:Homeodomain-like
Family:Centromere-binding
Fold:Retrovirus capsid protein, N-terminal core domain
11 Superfamily:Retrovirus capsid protein, N-terminal core domain
Family:Retrovirus capsid protein, N-terminal core domain
PDB header:transferase
Chain: A: PDB Molecule:nicotinate phosphoribosyltransferase;
27 PDBTitle: crystal structure of a putative nicotinate
phosphoribosyltransferase2 (yor209c, nptl) from saccharomyces
cerevisiae at 1.75 a resolution
PDB header:viral protein/isomerase
20 Chain: A: PDB Molecule:relik capsid n-terminal domain;

PDBTitle: complex of rabbit endogenous lentivirus (relik)capsid
with2 cyclophilin a



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2w2eA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c2w2eA_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2xroE_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c2xroE_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vlpa2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/d1vlpa2.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2o0yB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/c2o0yB_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ybea1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/d1ybea1.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2axtj1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/d2axtj1.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1s7ba_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/d1s7ba_.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1mkma1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/d1mkma1.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1yira1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/a89691be470dab9e/d1yira1.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1bw6a_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2eiaa2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1vlpA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2xgyA_

