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

1 c3owtC_ Alignment 30.5 60
PDB header:protein binding
Chain: C: PDB Molecule:regulatory protein sir3;
PDBTitle: crystal structure of s. cerevisiae rap1-sir3 complex

2 c3s32A_ Alignment 15.1 47
PDB header:transcription
Chain: A: PDB Molecule:set1/ash2 histone methyltransferase
complex subunit ash2;
PDBTitle: crystal structure of ash2l n-terminal domain

3 d1wiga2 Alignment 7.6 63
Fold:Glucocorticoid receptor-l ike (DNA-binding domain)
Superfamily:Glucocorticoid receptor-l ike (DNA-binding domain)
Family:LIM domain

4 d1g47a1 Alignment 7.5 40
Fold:Glucocorticoid receptor-l ike (DNA-binding domain)
Superfamily:Glucocorticoid receptor-l ike (DNA-binding domain)
Family:LIM domain

5 d1zfoa_ Alignment 6.8 56
Fold:Glucocorticoid receptor-l ike (DNA-binding domain)
Superfamily:Glucocorticoid receptor-l ike (DNA-binding domain)
Family:LASP-1

6 d2dloa2 Alignment 5.7 23
Fold:Glucocorticoid receptor-l ike (DNA-binding domain)
Superfamily:Glucocorticoid receptor-l ike (DNA-binding domain)
Family:LIM domain

7 d1zupa1 Alignment 5.7 7
Fold:Ribonuclease H-l ike motif
Superfamily:Ribonuclease H-l ike
Family:TM1739-like

8 d1es6a2 Alignment 5.5 29
Fold:EV matrix protein
Superfamily:EV matrix protein
Family:EV matrix protein

http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3owtC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/aee7d6a36f139a37/c3owtC_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3s32A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/aee7d6a36f139a37/c3s32A_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1wiga2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/aee7d6a36f139a37/d1wiga2.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1g47a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/aee7d6a36f139a37/d1g47a1.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1zfoa_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/aee7d6a36f139a37/d1zfoa_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2dloa2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/aee7d6a36f139a37/d2dloa2.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1zupa1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/aee7d6a36f139a37/d1zupa1.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1es6a2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/aee7d6a36f139a37/d1es6a2.8.pdb


9 d2cupa2 Alignment 5.4 38
Fold:Glucocorticoid receptor-l ike (DNA-binding domain)
Superfamily:Glucocorticoid receptor-l ike (DNA-binding domain)
Family:LIM domain

http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2cupa2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/aee7d6a36f139a37/d2cupa2.9.pdb

