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PDB header:photosynthesis
in: |: PDB Molecule:photosystem i reaction center subunit viii;
: cyanidioschyzon merolae photosystem i

PDB header:photosynthesis
Chain: |: PDB Molecule:psai;
PDBTitle: cryo-em structure of the red algal psi-lhcr

PDB header:plant protein
Chain: |: PDB Molecule:psai;
PDBTitle: structure of psi-lhci

PDB header:photosynthesis
Chain: |: PDB Molecule:psai;
PDBTitle: cryo-em structure of the red algal psi-lhcr

PDB header:photosynthesis

Chain: |: PDB Molecule:photosystem i reaction center subunit viii;
PDBTitle: crystal structure of plant photosystem i at 3 angstrom
resolution

PDB header:membrane protein
Chain: C: PDB Molecule:tmhc2_e;
PDBTitle: crystal structure of transmembrane protein tmhc2_e

PDB header:photosynthesis
Chain: |: PDB Molecule:psai;
PDBTitle: photosystem i of chlamydomonas reinhardtii

PDB header:photosynthesis

in: |: PDB Molecule:photosystem i reaction center subunit viii;
: the structure of plant photosystem i super-complex at 2.8

angstrom2 resolution.

PDB header:photosynthesis

in: I: PDB Molecule:photosystem i reaction center subunit viii;
: structure of the green algal photosystem i supercomplex

with light-2 harvesting complex i

PDB header:photosynthesis

Chain: |: PDB Molecule:photosystem i reaction center subunit viii;
PDBTitle: crystal structure of plant photosystem i-lhci super-
complex at 2.82 angstrom resolution

1 c6fosl_ Alignment
2 c5zgbl_ Alignment
3 cb6igzl_ Alignment
4 c5zghl_ Alignment
5 cdrkul Alignment
6 c6b87C_ Alignment
7 cbijol_ Alignment
8 c4y28I_ Alignment
9 C6jo5I_ Alignment
10 CAxk8i_ Alignment
11 C3j2wH_ Alignment

PDB header:virus
Chain: H: PDB Molecule:glycoprotein el;
PDBTitle: electron cryo-microscopy of chikungunya virus



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6fosI_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c6fosI_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5zgbI_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c5zgbI_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6igzI_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c6igzI_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5zghI_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c5zghI_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4rkuI_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c4rkuI_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6b87C_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c6b87C_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6ijoI_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c6ijoI_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4y28I_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c4y28I_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6jo5I_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c6jo5I_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4xk8i_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c4xk8i_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3j2wH_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c3j2wH_.11.pdb

PDB header:virus

12 C3j2wWE_ Alignment Chain: E: PDB Molecule:glycoprotein el;
PDBTitle: electron cryo-microscopy of chikungunya virus
PDB header:photosynthesis
. in: |: PDB Molecule:photosystem i reaction center subunit viii;
13 caxkl Alignment : crystal structure of plant photosystem i-lhci super-
complex at 2.82 angstrom resolution
PDB header:membrane protein
" . in: |: PDB Molecule:photosystem i reaction center subunit viii;
e Szl Alignment : structure of photosystem i supercomplex with light-
harvesting2 complexes i and ii
PDB header:oxidoreductase
15 <5181l i Chain: |: PDB Molecule:photosystem i reaction center subunit viii;
- Alignment PDBTitle: the structure of plant photosystem i super-complex at 2.6
angstrom2 resolution.
PDB header:membrane protein
. . Chain: A: PDB Molecule:syndecan-2;
16 coithA_ Alignment 36 ppBrTitle: structure of the transmembrane domain of syndecan 2 in
micelles
PDB header:transferase
. Chain: A: PDB Molecule:aminoglycoside phosphotransferase;
17 cApdyA_ Alignment 29 pDBTitle: crystal structure of aminoglycoside phosphotransferase
from2 alicyclobacillus acidocaldarius subsp. acidocaldarius dsm 446
PDB header:hydrolase regulator
; ) Chain: A: PDB Molecule:phospholemman;
18 colA. Alignment : structure of the na,k-atpase regulatory protein fxyd1 in2
PDB header:signaling protein
m . Chain: B: PDB Molecule:sensory rhodopsin ii transducer;
= L Alignment PDBTitle: structure of the srii/htrii(g83f) complex in p212121 space
group ("v"2 shape)
PDB header:signaling protein
. . Chain: D: PDB Molecule:sensory rhodopsin ii transducer;
2y coibl Alignment structure of the srii/htrii(g83f) complex in p212121 space
group ("v"2 shape)
PDB header:photosynthesis
. Chain: |: PDB Molecule:photosystem i reaction center subunit viii;
21 <2001, Alignment e (sl PDBTitle: the structure of a plant photosystem i supercomplex at
3.4 angstrom2 resolution
PDB header:transport protein
Chain: A: PDB Molecule:sodium/potassium-transporting atpase
22 c2mkvA_ Alignment not modelled 26  subunit gamma;
PDBTitle: structure of the na,k-atpase regulatory protein fxyd2b in
micelles
— Fold:Transmembrane helix hairpin
23 d1lehkb2 T not modelled rS(:::;E'aoer:'fam|Iy:(:y'co::hrome c oxidase subunit Il-like, transmembrane
Family:Cytochrome c oxidase subunit II-like, transmembrane region
PDB header:transcription
Chain: A: PDB Molecule:fxyd domain-containing ion transport
24 C2jp3A_ Alignment not modelled 26  regulator 4;
PDBTitle: solution structure of the human fxyd4 (chif) protein in
sds2 micelles
PDB header:hydrolase
25 c3ebnD_ et it el 36 Chain: D: PDB Molecule:replicase polyprotein 1ab;

PDBTitle: a special dimerization of sars-cov main protease c-
terminal2 domain due to domain-swapping



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3j2wE_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c3j2wE_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4xk8I_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c4xk8I_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5zjiI_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c5zjiI_.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5l8rI_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c5l8rI_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6ithA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c6ithA_.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4pdyA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c4pdyA_.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2jo1A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c2jo1A_.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5jjnB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c5jjnB_.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5jjnD_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/e362ec5d61c40d1b/c5jjnD_.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2o01I_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2mkvA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1ehkb2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2jp3A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ebnD_

