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Phyre Home Retrieve Phyre Job Id 

Email marius.surleac@gmail.com
Description rt_______

Date Fri Oct 13 08:57:50 BST 2017
Unique Job ID c509c69101c4c3c9

Sequence PISPIETVPV ... Download FASTA
Job Type intensive

Job Expiry

Final Model

Image coloured by rainbow N → C terminus
Model dimensions (Å): X:64.230 Y:83.408 Z:108.188

Confidence Summary
1    200
201   400
401 

Confidence Key
High(9)                     Low (0)

 
97% of residues modelled at >90% confidence (Details)

Publication-ready images
Hi-Res image (black background)
Hi-Res image (white background)

JSmol Viewer
Interactive 3D view in JSmol

Sequence analysis  

Download
FASTA
version

Secondary structure and disorder prediction [Show]  

Domain analysis [Show]  

Detailed template information [Hide]  

 

http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/input.fasta
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/final.casp.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/final.casp.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/c509c69101c4c3c9.tar.gz
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#multi
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/final.pub.black.png
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javascript:expand(document.getElementById('jmolh')); JavaScript:expand(document.getElementById('jmol-controls')); JavaScript:expand(document.getElementById('gif')); expand(document.getElementById('jmol')); init_jmol();
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javascript:void(0)
javascript:void(0)
javascript:void(0)
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/hit_report.pdf
http://www.sbg.bio.ic.ac.uk/phyre2/html/help.cgi?id=help/interpret_normal#detailed
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# Template Alignment Coverage 3D Model Confidence % i.d. Template Information

1 c1rthA_ 100.0 99
PDB header:nucleotidyltransferase
Chain: A: PDB Molecule:hiv-1 reverse transcriptase;
PDBTitle: high resolution structures of hiv-1 rt from four rt-2 inhibitor
complexes

2 c2opqA_ 100.0 97
PDB header:transferase
Chain: A: PDB Molecule:reverse transcriptase/ribonuclease h;
PDBTitle: crystal structure of l100i mutant hiv-1 reverse transcriptase in2
complex with gw420867x.

3 c1mu2A_ 100.0 60
PDB header:transferase
Chain: A: PDB Molecule:hiv-2 rt;
PDBTitle: crystal structure of hiv-2 reverse transcriptase

4 c5dmqA_ 100.0 20
PDB header:transferase, hydrolase/translation
Chain: A: PDB Molecule:reverse transcriptase/ribonuclease h p80;
PDBTitle: crystal structure of mouse erf1 in complex with reverse
transcriptase2 (rt) of moloney murine leukemia virus

5 d2zd1b1 100.0 100
Fold:DNA/RNA polymerases
Superfamily:DNA/RNA polymerases
Family:Reverse transcriptase

6 c3kk1B_ 100.0 92
PDB header:transferase/dna
Chain: B: PDB Molecule:reverse transcriptase p51 subunit;
PDBTitle: hiv-1 reverse transcriptase-dna complex with nuceotide inhibitor
gs-2 9148-diphosphate bound in nucleotide site

Fold:DNA/RNA polymerases

http://www.sbg.bio.ic.ac.uk/phyre2/html/help.cgi?id=help/interpret_normal#detailed
http://www.sbg.bio.ic.ac.uk/phyre2/html/help.cgi?id=help/interpret_normal#detailed
http://www.sbg.bio.ic.ac.uk/phyre2/html/help.cgi?id=help/interpret_normal#superposition
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1rthA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/c1rthA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2opqA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/c2opqA_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1mu2A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/c1mu2A_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5dmqA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/c5dmqA_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2zd1b1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/d2zd1b1.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3kk1B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/c3kk1B_.6.pdb
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Binding site prediction  

The final model of your protein (97% modelled at >90% confidence) has been submitted to the 3DLigandSite server to predict potential binding sites.

Results will appear here when complete

Multi-template and ab initio information  

2 templates were selected to model your protein based on heuristics to maximise confidence, percentage identity
and alignment coverage. Below is a table indicating where your sequence was covered by each template, colour-
coded by the confidence of the match to that template overall.

18 residues were modelled by ab initio. Please note: ab initio modelling is highly unreliable.
 

Template Confidence 1 . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . .
c1rthA_ 100%                                                                                                       
c2opqA_ 100%                                                                                              

 
Template Confidence 101 . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . .

c1rthA_ 100%                                                                                                       
c2opqA_ 100%                                                                                                       

 
Template Confidence 201 . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . .

c1rthA_ 100%                                                                                                       
c2opqA_ 100%                                                                                                       

 
Template Confidence 301 . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . .

c1rthA_ 100%                                                                                                       
c2opqA_ 100%                                                                                                       

 
Template Confidence 401 . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . .

c1rthA_ 100%                                                                                                       
c2opqA_ 100%                                                                                             

 
Template Confidence 501 . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . .

c1rthA_ 100%                                             
c2opqA_ 100%                                        

 

Phyre is for non-commercial use only

Commercial users please contact Michael Sternberg

Please cite: The Phyre2 web portal for protein modeling, prediction and analysis.
Kelley LA et al.. Nature Protocols 10, 845-858 (2015)[pdf] [Citation link]

 
If you use the binding site predictions from 3DLigandSite, please also cite:

3DLigandSite: predicting ligand-binding sites using similar structures.
Wass MN, Kelley LA and Sternberg MJ Nucleic Acids Research 38, W469-73 (2010) [PubMed]

 

http://www.sbg.bio.ic.ac.uk/3dligandsite
http://www.sbg.bio.ic.ac.uk/3dligandsite/3dligand_report_p2.cgi?jobid=c509c69101c4c3c9
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c1rthA_
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c1rthA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c2opqA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c1rthA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c2opqA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c1rthA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c2opqA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c1rthA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c2opqA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c1rthA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/summary.html#c2opqA_
mailto:m.sternberg@imperial.ac.uk
http://www.sbg.bio.ic.ac.uk/phyre2/html/nprot.2015.053.pdf
http://www.nature.com/nprot/journal/v10/n6/ris/nprot.2015.053.ris
http://www.ncbi.nlm.nih.gov/pubmed/20513649
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/c509c69101c4c3c9/d1mu2a2.7.pdb
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© Structural Bioinformatics Group
Imperial College London
Lawrence Kelley, Michael Sternberg
Disclaimer
Terms and Conditions

Component software
Template detection: HHpred 1.51
Secondary structure prediction: Psi-pred 2.5
Disorder prediction: Disopred 2.4
Transmembrane prediction: Memsat_SVM
Multi-template modelling and ab initio: Poing 1.0

 

http://www.sbg.bio.ic.ac.uk/
http://www.sbg.bio.ic.ac.uk/people/kelley/kelley.html
http://www.imperial.ac.uk/people/m.sternberg
http://www.sbg.bio.ic.ac.uk/phyre2/html/page.cgi?id=disclaimer
http://www.sbg.bio.ic.ac.uk/phyre2/html/page.cgi?id=terms_conditions
http://www.ncbi.nlm.nih.gov/pubmed/15531603
http://www.ncbi.nlm.nih.gov/pubmed/10493868
http://www.ncbi.nlm.nih.gov/pubmed/15019783
http://www.ncbi.nlm.nih.gov/pubmed/17237066
http://www.ncbi.nlm.nih.gov/pubmed/20149797
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