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information

3D Model

PDB header:structural genomics, unknown function

Chain: B: PDB Molecule:uncharacterized protein rv1825/mt1873;
PDBTitle: crystal structure of an uncharacterized conserved protein
from2 mycobacterium tuberculosis

1 c3gmgB_ Alignment 30

PDB header:virus

Chain: Q: PDB Molecule:hexon-associated protein;

PDBTitle: 3.6-angstrom cryoem structure of human adenovirus
type 5

2 c3iynQ_ Alignment 2

PDB header:cell cycle

Chain: B: PDB Molecule:polyamine-modulated factor 1;
PDBTitle: crystal structure of the human kinetochore mis12-cenp-c
complex

3 c5IskB_ Alignment ANV . 20

PDB header:structural protein
13 Chain: B: PDB Molecule:fosw;

4 c5fv8B_ Alignment
PDBTitle: structure of cjun-fosw coiled coil complex.

PDB header:structural protein
13 Chain: A: PDB Molecule:fosw;

5 C5fv8A_ Alignment
PDBTitle: structure of cjun-fosw coiled coil complex.

Fold:Ferredoxin-like

Superfamily:GInB-like

Family:ATP phosphoribosyltransferase (ATP-PRTase, HisG),
regulatory C-terminal domain

6 d1lnh8a2 Alignment 2

PDB header:cell cycle

Chain: N: PDB Molecule:kinetochore protein nnfl;

PDBTitle: crystal structure of the schizogenesis pombe kinetochore
mis12c2 subcomplex

7 cSwwiIN_ Alignment fe

PDB header:transferase

Chain: B: PDB Molecule:atp phosphoribosyltransferase;
PDBTitle: the structure of histidine inhibited hisg from2
methanobacterium thermoautotrophicum

8 Cc2vd3B_ Alignment 18

PDB header:transcription regulation
21 Chain: B: PDB Molecule:c-jun homodimer;

9 cljunB_ Alignment
PDBTitle: nmr study of c-jun homodimer

PDB header:virus

Chain: R: PDB Molecule:hexon-associated protein;

PDBTitle: 3.6-angstrom cryoem structure of human adenovirus
type 5

10 c3iynR_ Alignment 14

PDB header:transferase
Chain: B: PDB Molecule:atp phosphoribosyltransferase;

21 PDBTitle: adenosine triphosphate phosphoribosyltransferase from
campylobacter?2 jejuni in complex with the allosteric inhibitor
histidine

11 c4yb5B_ Alignment



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3gmgB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c3gmgB_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3iynQ_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c3iynQ_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5lskB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c5lskB_.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5fv8B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c5fv8B_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5fv8A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c5fv8A_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1nh8a2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/d1nh8a2.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5wwlN_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c5wwlN_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2vd3B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c2vd3B_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1junB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c1junB_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3iynR_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c3iynR_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4yb5B_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c4yb5B_.11.pdb
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PDB header:transferase

Chain: A: PDB Molecule:atp phosphoribosyltransferase;
PDBTitle: atp phosphoribosyltransferase (atp-prtase) from
mycobacterium?2 tuberculosis

PDB header:transcription

Chain: B: PDB Molecule:transcription factor hy5;

PDBTitle: crystal structure of hy5 leucine zipper homodimer from
arabidopsis2 thaliana

PDB header:unknown function
Chain: C: PDB Molecule:uncharacterized protein ybgf;
PDBTitle: crystal structure of the n-terminal domain of e.coli ybgf

Fold:Alpha-L RNA-binding motif
Superfamily:Alpha-L RNA-binding motif
Family:Pseudouridine synthase RsuA N-terminal domain

PDB header:chaperone

Chain: K: PDB Molecule:proteasome-associated atpase;
PDBTitle: crystal structure of the amino terminal coiled coil domain
and the2 inter domain of the mycobacterium tuberculosis
proteasomal atpase mpa

PDB header:transferase

Chain: A: PDB Molecule:atp phosphoribosyltransferase catalytic
subunit;

PDBTitle: crystal structure of medicago truncatula atp-
phosphoribosyltransferase2 in relaxed form

PDB header:metal binding protein

Chain: B: PDB Molecule:nickel-cobalt-cadmium resistance protein
ncex;

PDBTitle: crystal structure of dodecylphosphocholine-solubilized
nccx2 from cupriavidus metallidurans 31a

PDB header:blood clotting
Chain: K: PDB Molecule:fibrinogen beta chain;
PDBTitle: crystal structure of human fibrinogen

Fold:Immunoglobulin-like beta-sandwich
Superfamily:E set domains
Family:Filamin repeat (rod domain)

PDB header:replication
Chain: B: PDB Molecule:monopolin complex subunit csm1;
PDBTitle: structure of csm1 full-length

PDB header:signaling protein
Chain: A: PDB Molecule:homer protein homolog 3;
PDBTitle: crystal structure of the carboxy terminus of homer3

PDB header:contractile protein

Chain: C: PDB Molecule:smooth muscle tropomyosin alpha;
PDBTitle: n-terminal 81-aa fragment of smooth muscle
tropomyosin alpha

PDB header:recombination

Chain: B: PDB Molecule:structural maintenance of chromosomes
protein 6;

PDBTitle: crystal structure of the s.pombe smc5/6 hinge domain
PDB header:protein binding

Chain: B: PDB Molecule:c-jun-amino-terminal kinase-interacting
protein 3;

PDBTitle: crystallographic structure of the Izii fragment (anti-
parallel2 orientation) from jip3

Fold:Ferredoxin-like

Superfamily:GInB-like

Family:ATP phosphoribosyltransferase (ATP-PRTase, HisG),
regulatory C-terminal domain

PDB header:protein fibril

Chain: B: PDB Molecule:keratin, type i cytoskeletal 10;
PDBTitle: crystal structure of the heterocomplex between human
keratin 1 coil 1b2 containing s233| mutation and wild-type human
keratin 10 coil 1b

PDB header:cell cycle

Chain: A: PDB Molecule:secreted 45 kda protein;

PDBTitle: crystal structure of the essential protein pcsb from


http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1nh7A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c1nh7A_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2oqqB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c2oqqB_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2xdjC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c2xdjC_.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1vioa2
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/d1vioa2.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3m9bK_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c3m9bK_.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6czlA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c6czlA_.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4clvB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c4clvB_.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ghgK_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/c3ghgK_.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1qfha1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/fe93e783060f7040/d1qfha1.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3n4xB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3cvfA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3u1aC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5mg8B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4pxjB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1h3da2
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6e2jB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4cgkA_
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C3swkB_
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streptococcus2 pneumoniae

PDB header:structural protein

Chain: D: PDB Molecule:glial fibrillary acidic protein;

PDBTitle: crystal structure of the human glial fibrillary acidic protein
1b2 domain

PDB header:blood clotting
Chain: E: PDB Molecule:fibrinogen;
PDBTitle: crystal structure of native chicken fibrinogen

PDB header:protein transport

Chain: C: PDB Molecule:c-jun-amino-terminal kinase-interacting
protein

PDBTitle: crystal structure of the arf6 gtpase in complex with a2
specific effector, jip4

PDB header:cell adhesion

Chain: B: PDB Molecule:adhesion a;

PDBTitle: crystal structure of the tetra muntant
(t669,r679,f689,y699g) of2 bacterial adhesin fada

PDB header:transcription/dna
Chain: E: PDB Molecule:p55-c-fos proto-oncogene protein;
PDBTitle: two human c-fos:c-jun:dna complexes

PDB header:hydrolase

Chain: A: PDB Molecule:tailspike protein;

PDBTitle: crystal structure of the acinetobacter phage vb_apip_p1l
tailspike2 protein

PDB header:transcription/dna

Chain: F: PDB Molecule:c-jun proto-oncogene protein;
PDBTitle: two human c-fos:c-jun:dna complexes

PDB header:transcription/dna

Chain: A: PDB Molecule:ccaat/enhancer-binding protein beta;
PDBTitle: crystal structure of c/ebpbeta bzip homodimer k269a
mutant2 bound to a high affinity dna fragment

PDB header:blood clotting

Chain: O: PDB Molecule:fibrinogen (beta chain);

PDBTitle: the crystal structure of modified bovine fibrinogen (at
~42 angstrom resolution)

PDB header:protein binding

Chain: B: PDB Molecule:anopheles plasmodium-responsive
leucine-rich repeat protein

PDBTitle: crystal structure of Irim1/apllc complex

PDB header:protein fibril

Chain: A: PDB Molecule:keratin 1;

PDBTitle: crystal structure of the wild-type heterocomplex between
coil 1b2 domains of human intermediate filament proteins keratin 1
(krtl) and3 keratin 10 (krt10)

PDB header:contractile protein

Chain: C: PDB Molecule:microtubule motor protein ncd;
PDBTitle: the crystal structure of a minus-end directed
microtubule2 motor protein ncd reveals variable dimer
conformations

PDB header:transcription
Chain: F: PDB Molecule:general control protein gcn4;
PDBTitle: crystal structure of trimeric coiled coil gcn4 leucine zipper

PDB header:leucine zipper

Chain: A: PDB Molecule:gcn4pl;

PDBTitle: gcn4-leucine zipper core mutant as n1l6a complexed with
benzene

PDB header:dna binding protein

Chain: C: PDB Molecule:general control protein gcn4;

PDBTitle: antiparallel trimer of gcn4-leucine zipper core mutant as
nl6a2 tetragonal form

PDB header:structural protein
Chain: B: PDB Molecule:vimentin;
PDBTitle: crystal structure of vimentin coillb fragment

PDB header:motor protein
Chain: B: PDB Molecule:kinesin heavy chain;
PDBTitle: kinesin (dimeric) from rattus norvegicus

PDB header:transcription

Chain: B: PDB Molecule:general control protein gcn4;
PDBTitle: gcn4-pvsl coiled-coil trimer with serine at the a(16)2
position

PDB header:cell adhesion

Chain: C: PDB Molecule:laminin subunit gamma-1;
PDBTitle: crystal structure of integrin binding fragment of laminin-
511

PDB header:transcription

Chain: C: PDB Molecule:general control protein gcn4;
PDBTitle: gcn4-pvtl coiled-coil trimer with threonine at the a(16)2
position

PDB header:transcription/transcription inhibitor

Chain: B: PDB Molecule:vbp leucine zipper;

PDBTitle: crystal structure of vbp leucine zipper with bound
arylstibonic acid

PDB header:cytosolic protein

Chain: A: PDB Molecule:keratin, type i cytoskeletal 14;
PDBTitle: heterocomplex of coil 2b domains of human intermediate
filament2 proteins, keratin 5 (krt5) and keratin 14 (krt14)

PDB header:dna binding protein

Chain: A: PDB Molecule:general control protein gcn4;
PDBTitle: gcn4-leucine zipper core mutant as nl6a trigonal
automatic2 solution

PDB header:dna binding protein

Chain: A: PDB Molecule:general control protein gcn4;
PDBTitle: gcn4-leucine zipper core mutant as n16a trigonal
automatic2 solution

PDB header:dna binding protein

Chain: B: PDB Molecule:general control protein gcn4;
PDBTitle: gcn4-leucine zipper core mutant as nl16a trigonal
automatic2 solution

PDB header:dna binding protein


http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6a9pD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ei3E_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2w83C_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2gl2B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1fosE_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6e1rA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1fosF_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2e43A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1deqO_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ojaB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6ec0A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1cz7C_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2o7hF_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1swiA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1rb6C_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3swkB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3kinB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ij3B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5xauC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ij2C_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4u5tB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3tnuA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1rb1A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3k7zA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3k7zB_
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Chain: B: PDB Molecule:general control protein gcn4;
PDBTitle: gcn4-leucine zipper core mutant as nl6a trigonal
automatic2 solution

PDB header:transcription

Chain: C: PDB Molecule:general control protein gcn4;
PDBTitle: gcn4-pvsl coiled-coil trimer with serine at the a(16)2
position

PDB header:transcription/dna

Chain: D: PDB Molecule:cyclic-amp-dependent transcription factor
atf-2;

PDBTitle: structure of the dna binding domains of irf3, atf-2 and
jun2 bound to dna

PDB header:structural protein

Chain: A: PDB Molecule:vimentin;

PDBTitle: crystal structure of vimentin (fragment 144-251) from
homo sapiens,2 northeast structural genomics consortium target
hrd796b

PDB header:transcription
Chain: A: PDB Molecule:transcription factor atf-4;
PDBTitle: transcription factor atf4-c/ebp beta bzip heterodimer

PDB header:rna binding protein

Chain: A: PDB Molecule:u3 small nucleolar ribonucleoprotein
protein

PDBTitle: solution structure of the s4 domain of u3 small nucleolar2
ribonucleoprotein protein imp3 homolog

PDB header:recombination

Chain: A: PDB Molecule:structural maintenance of chromosomes
protein 5;

PDBTitle: crystal structure of the s.pombe smc5/6 hinge domain
PDB header:structural protein

Chain: A: PDB Molecule:adenomatous polyposis coli protein;
PDBTitle: crystal structure of the n-terminal coiled coil domain from
apc

PDB header:transcription

Chain: B: PDB Molecule:general control protein gcn4;

PDBTitle: gcn4-pvtl coiled-coil trimer with threonine at the a(16)2
position

PDB header:cell cycle

Chain: A: PDB Molecule:cell cycle protein gpsb;

PDBTitle: gpsb n-terminal domain

PDB header:de novo protein

Chain: D: PDB Molecule:p2f;

PDBTitle: crystal structure of a section of a de novo design
gigadalton protein2 fibre

Fold:Phosphorylase/hydrolase-like
Superfamily:Peptidyl-tRNA hydrolase-like
Family:Peptidyl-tRNA hydrolase-like

PDB header:cell cycle

Chain: B: PDB Molecule:klla0e05809p;

PDBTitle: structure of the mind complex shows a regulatory focus
of yeast2 kinetochore assembly

PDB header:transferase

Chain: A: PDB Molecule:atp phosphoribosyltransferase;
PDBTitle: structure of atp-phosphoribosyltransferase from e. coli
complexed with2 pr-atp

PDB header:transcription regulator/dna
Chain: B: PDB Molecule:transcription factor mafg;
PDBTitle: crystal structure of mafg-dna complex

PDB header:dna-binding motif
Chain: A: PDB Molecule:leucine zipper monomer;
PDBTitle: the solution structure of a leucine-zipper motif peptide

PDB header:transcription
Chain: B: PDB Molecule:transcription factor c/ebp beta;
PDBTitle: transcription factor atf4-c/ebp beta bzip heterodimer

PDB header:transport protein

Chain: B: PDB Molecule:b-cell receptor-associated protein 29;
PDBTitle: dimeric bap29 vded with disulfide bonds in crystal
contacts

PDB header:viral protein

Chain: A: PDB Molecule:outer capsid protein sigma-1;
PDBTitle: crystal structure of the tll reovirus sigmal coiled coil tail
(iodide)

PDB header:lyase

Chain: A: PDB Molecule:ribosomal small subunit pseudouridine
synthase a;

PDBTitle: structure of rsua

Fold:TIM beta/alpha-barrel
Superfamily:Ribulose-phoshate binding barrel
Family:Tryptophan biosynthesis enzymes

PDB header:blood clotting

Chain: F: PDB Molecule:fibrinogen (gamma chain);

PDBTitle: the crystal structure of modified bovine fibrinogen (at
~42 angstrom resolution)

PDB header:motor protein
Chain: B: PDB Molecule:protein claret segregational;
PDBTitle: the structure of kinesin-14 wild-type ncd-adp dimer

PDB header:motor protein

Chain: X: PDB Molecule:bicd family-like cargo adapter 1,bicd
family-like cargo

PDBTitle: cryo-em structure of two dynein tail domains bound to
dynactin and2 bicdrl

PDB header:structural protein

Chain: A: PDB Molecule:peptidoglycan endopeptidase ripa;
PDBTitle: ripa peptidoglycan hydrolase (rv1477, mycobacterium
tuberculosis) n-2 terminal domain

PDB header:structural protein

Chain: A: PDB Molecule:bcla protein;
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TE e Rl s sEnEY = 2! PDBTitle: thcla, a recombinant spore surface protein from bacillus
anthracis
PDB header:de novo protein

. . Chain: A: PDB Molecule:designed protein 214hc2_23;

80  c5i0ka_ Alignment e (inosies 232 7 ppBrTitle: de novo design of protein homo-oligomers with modular
hydrogen bond2 network-mediated specificity
Fold:Voltage-gated potassium channels

81 diféga_ Alignment not modelled 23.3 22 Superfamily:Voltage-gated potassium channels
Family:Voltage-gated potassium channels
PDB header:structural protein

. Chain: A: PDB Molecule:bcla protein;

82 clwckA_ Alignment el Gnerdtellizd 252 37 pDBTitle: crystal structure of the c-terminal domain of bcla, the
major antigen2 of the exosporium of the bacillus anthracis spore.
PDB header:immune system

. . Chain: C: PDB Molecule:bcla protein;

83 cwmiC Alignment i i e 5 280 37 ppBTitle: variable lymphocyte receptor recognition of the
immunodominant2 glycoprotein of bacillus anthracis spores
PDB header:motor protein
Chain: X: PDB Molecule:bicd family-like cargo adapter 1,bicd

84 c6fltx_ Alignment not modelled 22.8 15 family-like cargo
PDBTitle: cryo-em structure of two dynein tail domains bound to
dynactin and2 bicdrl
PDB header:cell cycle
Chain: A: PDB Molecule:chromosome partition protein mukb;

85 c3ibpA_ Alignment not modelled 21.8 13 PDBTitle: the crystal structure of the dimerization domain of
escherichia coli2 structural maintenance of chromosomes protein
mukb
PDB header:transcription

. Chain: B: PDB Molecule:transcription factor mafb;

86 2wt/ Alignment el i eelise 27 18 ppBTitle: crystal structure of the bzip heterodimeric complex
mafb:cfos bound to2 dna
PDB header:hydrolase

n . Chain: A: PDB Molecule:peptidyl-trna hydrolase;

87 cozzjA Alignment e et 213 22 ppBTitle: crystal structure of peptidyl-trna hydrolase from
mycobacterium?2 tuberculosis
PDB header:viral protein

. Chain: A: PDB Molecule:dna stabilization protein;

88 cSbusA_ Alignment i sl 212 21 pDBTitle: hk620 tail needle crystallized at ph 7.5 and derivatized
with xenon
Fold:Alpha-L RNA-binding motif

89 dlh3fa2 Alignment not modelled 21.1 8 Superfamily:Alpha-L RNA-binding motif
Family:Tyrosyl-tRNA synthetase (TyrRS), C-terminal domain
PDB header:de novo protein

5 Chain: A: PDB Molecule:plc;

90  c3ra3A. Alignment e (sl 2L 18 ppBTitle: crystal structure of a section of a de novo design
gigadalton protein2 fibre
Fold:Alpha-L RNA-binding motif

91 dlp9ka_ Alignment not modelled 20.9 14 Superfamily:Alpha-L RNA-binding motif
Family:Ybc)-like
PDB header:transferase

92 C5dfzD_ T et el 20.8 9 grhoat:a?n ?[,)(:)_PDB Molecule:vacuolar protein sorting-associated
PDBTitle: structure of vps34 complex ii from s. cerevisiae.

PDB header:motor protein
. . Chain: B: PDB Molecule:gp7-myh7-(1526-1571) chimera protein;

93 c5qlB. Alignment e ekl U 11 ppBTitle: crystal structure of the coiled coil of myh7 residues 1526
to 15712 fused to gp7
Fold:Immunoglobulin-like beta-sandwich

94 dik3ial Alignment not modelled 20.4 11 Superfamily:E set domains
Family:E-set domains of sugar-utilizing enzymes
PDB header:motor protein
Chain: A: PDB Molecule:gp7-myh7(1361-1425)-ebl chimera

95 c4xa3A_ Alignment not modelled 20.1 5 protein;

PDBTitle: crystal structure of the coiled-coil surrounding skip 2 of
myh7
I PDB header:structural protein
96 C6bl7A_ Alignment not modelled 11 Chain: A: PDB Molecule:protein stu2;
PDBTitle: s. cerevisiae stu2 coiled coil domain
S PDB header:cell cycle
97 c5yz0C_ Alignment not modelled 10 Chain: C: PDB Molecule:atr-interacting protein;
PDBTitle: cryo-em structure of human atr-atrip complex
PDB header:chaperone
Chain: A: PDB Molecule:protein grpe;

98 cdaniA_ Alignment not modelled 14 PDBTitle: structural basis for the intermolecular communication
between2 dnak and grpe in the dnak chaperone system from3
geobacillus kaustophilus hta426

S Fold:PRTase-like
99 dlgphll Alignment not modelled Superfamily:PRTase-like

Family:Phosphoribosyltransferases (PRTases)
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