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Detailed template

information
# Template Alignment Coverage 3D Model Confidence % i.d. Template Information
Fold:Single transmembrane helix
- Superfamily:Cytochrome c1 subunit of cytochrome bcl complex
1 d3cx5d2 Alignment (Ubiquinol-cytochrome c reductase), transmembrane anchor
Family:Cytochrome c1 subunit of cytochrome bcl complex
(Ubiquinol-cytochrome c reductase), transmembrane anchor
- PDB header:proton transport
2 c3adyA_ Alignment Chain: A: PDB Molecule:dotd;
PDBTitle: crystal structure of dotd from legionella
- Fold:Streptavidin-like
3 dlei5a2 Alignment Superfamily:D-aminopeptidase, middle and C-terminal domains
Family:D-aminopeptidase, middle and C-terminal domains
— PDB header:hydrolase
4 c3gebC_ Alignment Chain: C: PDB Molecule:eyes absent homolog 2;
PDBTitle: crystal structure of edeya2
Fold:Dimerisation interlock
- Superfamily:Docking domain A of the erythromycin polyketide
5 dlpzga_ Alignment synthase (DEBS)
Family:Docking domain A of the erythromycin polyketide synthase
(DEBS)
Fold:Single transmembrane helix
- Superfamily:Cytochrome c1 subunit of cytochrome bcl complex
6 dlppjd2 Alignment (Ubiquinol-cytochrome c reductase), transmembrane anchor
Family:Cytochrome c1 subunit of cytochrome bcl complex
(Ubiquinol-cytochrome c reductase), transmembrane anchor
— PDB header:cell adhesion
X Chain: A: PDB Molecule:integrin alpha-iib;
g c2knch, Alignment PDBTitle: platelet integrin alfaiib-beta3 transmembrane-
cytoplasmic2 heterocomplex
PDB header:ribosome
Chain: B: PDB Molecule:protein transport protein sec61 subunit
8 c2wwbB_ Alignment gamma;

PDBTitle: cryo-em structure of the mammalian sec61 complex
bound to the2 actively translating wheat germ 80s ribosome



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d3cx5d2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/105e7b5d7310617e/d3cx5d2.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3adyA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/105e7b5d7310617e/c3adyA_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ei5a2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/105e7b5d7310617e/d1ei5a2.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3gebC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/105e7b5d7310617e/c3gebC_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1pzqa_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/105e7b5d7310617e/d1pzqa_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ppjd2
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PDB header:unknown function

Chain: B: PDB Molecule:ethanolamine utilization protein eutk;
PDBTitle: ethanolamine utilization microcompartment shell
subunit, eutk c-2 terminal domain

9 C3i71B_ Alignment 30
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