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

Fold:Ribosomal protein L30p/L7e
Superfamily:Ribosomal protein L30p/L7e

1 dlbxya_ Alignment
Family:Ribosomal protein L30p/L7e

Fold:Ribosomal protein L30p/L7e
Superfamily:Ribosomal protein L30p/L7e

2 d2gyexl Alignment
Family:Ribosomal protein L30p/L7e

Fold:Ribosomal protein L30p/L7e
Superfamily:Ribosomal protein L30p/L7e

3 d2zjrwl Alignment
Family:Ribosomal protein L30p/L7e

PDB header:ribosome

Chain: V: PDB Molecule:60s ribosomal protein |7;

PDBTitle: t.thermophila 60s ribosomal subunitin complex with2
initiation factor 6. this file contains 5s rrna,3 5.8s rrna and proteins
of molecule 4.

4 c4alcV_ Alignment

PDB header:ribosome

Chain: E: PDB Molecule:60s ribosomal protein rpl11 (I5p);
PDBTitle: localization of the large subunit ribosomal proteins into
a 6.1 a2 cryo-em map of saccharomyces cerevisiae translating 80s
ribosome

5 c3izce_ Alignment

PDB header:ribosome

Chain: E: PDB Molecule:60s ribosomal protein |11 (I5p);
PDBTitle: localization of the large subunit ribosomal proteins into
a 5.5 a2 cryo-em map of triticum aestivum translating 80s ribosome

6 c3izbe_ Alignment

Fold:Ribosomal protein L30p/L7e
Superfamily:Ribosomal protein L30p/L7e

7 dlvgowl Alignment
Family:Ribosomal protein L30p/L7e

PDB header:ribosome

Chain: F: PDB Molecule:60s ribosomal protein |7(a);

PDBTitle: structure of the 60s proteins for eukaryotic ribosome
based on cryo-em2 map of thermomyces lanuginosus ribosome at
8.9a resolution

8 Cc3jywF_ Alignment

PDB header:ribosomal protein/rna

Chain: W: PDB Molecule:rna expansion segment es10;

PDBTitle: structure of a mammalian ribosomal 60s subunit within
an2 80s complex obtained by docking homology models of the rna3
and proteins into an 8.7 a cryo-em map

9 C2zkrw_ Alignment

PDB header:ribosome

Chain: F: PDB Molecule:60s ribosomal protein |7-a;

PDBTitle: structure of the ribosomal 80s-eef2-sordarin complex
from2 yeast obtained by docking atomic models for rna and
protein3 components into a 11.7 a cryo-em map. this file, 1s1i,4
contains 60s subunit. the 40s ribosomal subunitis in file5 1s1h.

10 clsliF_ Alignment

PDB header:hydrolase

Chain: X: PDB Molecule:uncharacterized protein;
PDBTitle: structure of the rna‘'se ss08090 from sulfolobus
solfataricus

11 c3excX_ Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1bxya_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/d1bxya_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2gycx1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/d2gycx1.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2zjrw1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/d2zjrw1.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4a1cV_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/c4a1cV_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3izce_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/c3izce_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3iz5e_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/c3iz5e_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vqow1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/d1vqow1.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3jywF_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/c3jywF_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2zkrw_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/c2zkrw_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1s1iF_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/c1s1iF_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3excX_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/c3excX_.11.pdb

Fold:DNA/RNA-binding 3-helical bundle
31 Superfamily:"Winged helix" DNA-binding domain
Family:LexA repressor, N-terminal DNA-binding domain

12 dljhfal Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1jhfa1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/6418cb835afc844b/d1jhfa1.12.pdb

