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

1 d1m9fd_ Alignment 35.7 25
Fold:Retrovirus capsid protein, N-terminal core domain
Superfamily:Retrovirus capsid protein, N-terminal core domain
Family:Retrovirus capsid protein, N-terminal core domain

2 d1m9dc_ Alignment 25.3 25
Fold:Retrovirus capsid protein, N-terminal core domain
Superfamily:Retrovirus capsid protein, N-terminal core domain
Family:Retrovirus capsid protein, N-terminal core domain

3 c2wlvA_ Alignment 24.4 31
PDB header:virus protein
Chain: A: PDB Molecule:gag polyprotein;
PDBTitle: structure of the n-terminal capsid domain of hiv-2

4 d2pxrc1 Alignment 20.6 25
Fold:Retrovirus capsid protein, N-terminal core domain
Superfamily:Retrovirus capsid protein, N-terminal core domain
Family:Retrovirus capsid protein, N-terminal core domain

5 d2eiaa2 Alignment 20.2 19
Fold:Retrovirus capsid protein, N-terminal core domain
Superfamily:Retrovirus capsid protein, N-terminal core domain
Family:Retrovirus capsid protein, N-terminal core domain

6 c1l6nA_ Alignment 17.0 25
PDB header:viral protein
Chain: A: PDB Molecule:gag polyprotein;
PDBTitle: structure of the n-terminal 283-residue fragment of the
hiv-2 1 gag polyprotein

7 c2xgvA_ Alignment 7.2 22
PDB header:viral protein
Chain: A: PDB Molecule:psiv capsid n-terminal domain;
PDBTitle: structure of the n-terminal domain of capsid protein
from2 rabbit endogenous lentivirus (relik)

http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1m9fd_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/bd73cfcd58bfc899/d1m9fd_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1m9dc_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/bd73cfcd58bfc899/d1m9dc_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2wlvA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/bd73cfcd58bfc899/c2wlvA_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2pxrc1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/bd73cfcd58bfc899/d2pxrc1.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2eiaa2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/bd73cfcd58bfc899/d2eiaa2.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1l6nA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/bd73cfcd58bfc899/c1l6nA_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2xgvA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/bd73cfcd58bfc899/c2xgvA_.7.pdb


8 d1q08a_ Alignment 6.7 32
Fold:Putative DNA-binding domain
Superfamily:Putative DNA-binding domain
Family:DNA-binding N-terminal domain of transcription activators
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