INETET mdejesus@rockefeller.edu
) RVBD3857¢_(-
- \ ). R Z escl 4329595 4329792

. ; P \ Sat Aug 10 22:05:03 BST
IV
S oegbagdcda7cab2

Detailed template

Template Information

PDB header:splicing

Chain: T: PDB Molecule:pre-mrna-splicing factor prp9;
PDBTitle: prespliceosome structure provides insight into
spliceosome assembly2 and regulation (map a2)

PDB header:splicing

Chain: W: PDB Molecule:

PDBTitle: cryo-em structure of a human activated spliceosome
(early bact) at 4.92 angstrom.

Fold:RuvA C-terminal domain-like
Superfamily:UBA-like
Family:UBA domain

PDB header:electron transport

Chain: W: PDB Molecule:cytochrome c oxidase subunit 3;
PDBTitle: structure of a functional obligate respiratory
supercomplex from2 mycobacterium smegmatis

PDB header:transferase

Chain: A: PDB Molecule:receptor tyrosine-protein kinase erbb-2;
PDBTitle: heterodimeric association of transmembrane domains of
erbbl and erbb22 receptors enabling kinase activation

PDB header:transferase
Chain PDB Molecule:receptor tyrosine-protein kinase erbb-2;
PDBTitle: erbb2 transmembrane segment dimer spatial structure

Fold:RuvA C-terminal domain-like
Superfamily:UBA-like
Family:UBA domain

Fold:Single transmembrane helix
Superfamily:Preprotein translocase SecE subunit
Family:Preprotein translocase SecE subunit

Fold:RbcX-like
Superfamily:RbcX-like
Family:RbcX-like

PDB header:chaperone
Chain: A: PDB Molecule:rbcx protein;
PDBTitle: crystal structure of rbcx from anabaena ca

information

# Template Alignment Coverage Confidence % i.d.
1 €6g90T_ Alignment

2 c5z58w_ Alignment

3 dldvOa_ Alignment

4 c6hwhW_ Alignment

5 c2ks1A_ Alignment_
6 c2jwaA_ Alignment_
7 d3e4d6al _Alignment

8 dirh5b_ Alignment

9 d2pegal Alignment

10 C2peoA_ Alignment

11 d2peoal Alignment

Fold:RbcX-like
Superfamily:RbcX-like
Family:RbcX-like



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6g90T_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c6g90T_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5z58w_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c5z58w_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1dv0a_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/d1dv0a_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6hwhW_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c6hwhW_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2ks1A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c2ks1A_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2jwaA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c2jwaA_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d3e46a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/d3e46a1.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1rh5b_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/d1rh5b_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2peqa1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/d2peqa1.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2peoA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c2peoA_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2peoa1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/d2peoa1.11.pdb

PDB header:chaperone
27 Chain: E: PDB Molecule:orf134;
PDBTitle: crystal structure of rbcx, crystal form i

PDB header:photosynthesis

Chain: H: PDB Molecule:alpha subunit of light-harvesting 1;
PDB : cryo-em structure of the rc-lh core complex from
roseiflexus2 castenholzii

Fold:beta-beta-alpha zinc fingers
31 Superfamily:beta-beta-alpha zinc fingers
Family:Classic zinc finger, C2H2

PDB header:integral membrane protein

Chain: B: PDB Molecule:glycophorin a;

PDBTitle: dimeric transmembrane domain of human glycophorin a,
nmr,2 20 structures

PDB header:electron transport

Chain: E: PDB Molecule:cytochrome b6-f complex subunit 6;
: internal lipid architecture of the hetero-oligomeric
cytochrome b6f2 complex

12 c2penE_ Alignment

13 c5yq7H_ Alignmle:

14 d2glial Alignment

15 clafoB_ Alignment_
16 c4oqqE_ Alignment_
17 C2z7t9E_ Alignment_

PDB header:photosynthesis

Chain: E: PDB Molecule:cytochrome b6-f complex subunit 6;
PDBTitle: crystal structure of the cytochrome b6f complex from
nostoc sp. pcc2 7120



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2penE_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c2penE_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5yq7H_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c5yq7H_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2glia1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/d2glia1.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1afoB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c1afoB_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4ogqE_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c4ogqE_.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2zt9E_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c2zt9E_.17.pdb

— PDB header:photosynthesis
Chain: E: PDB Molecule:cytochrome b6-f complex subunit 6;

PDBTitle: 2.70 a cytochrome b6f complex structure from nostoc
pcc 7120

18 c4h44E_ Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4h44E_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/0e8ba84cda7c3b72/c4h44E_.18.pdb

