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3D Model Confidence % i.d. Template Information

PDB header:protein transport

Chain: A: PDB Molecule:pe family protein pe8;

PDBTitle: crystal structure of pe8-ppel5 in complex with espg5
from m.2 tuberculosis

PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:pe family protein;

PDBTitle: a pe/ppe protein complex from mycobacterium
tuberculosis

A .
AAAAAAA

Fold:Ferritin-like
Superfamily:PE/PPE dimer-like
Family:PE

PDB header:structural protein/contractile protein

Chain: A: PDB Molecule:collagen i alpha 1;

PDBTitle: the structure of collagen type i. single type i collagen2
molecule: rigid refinment

PDB header:structural protein, contractile protein

Chain: B: PDB Molecule:collagen alpha-2(i) chain;

PDBTitle: low resolution, molecular envelope structure of type i2
collagen in situ determined by fiber diffraction. single3 type i
collagen molecule, rigid body refinement

PDB header:structural protein/contractile protein

Chain: B: PDB Molecule:collagen i alpha 2;

PDBTitle: the structure of collagen type i. single type i collagen2
molecule

PDB header:hydrolase
Chain: A: PDB Molecule:secreted protease c;
PDBTitle: prtc from erwinia chrysanthemi: e189a mutant

PDB header:antifreeze protein
Chain: B: PDB Molecule:6.5 kda glycine-rich antifreeze protein;
PDBTitle: snow flea antifreeze protein quasi-racemate

PDB header:antifreeze protein
Chain: A: PDB Molecule:6.5 kda glycine-rich antifreeze protein;
PDBTitle: snow flea antifreeze protein quasi-racemate

PDB header:hydrolase

Chain: A: PDB Molecule:lipase;

PDBTitle: crystal structure of d337a mutant of pseudomonas sp.
mis38 lipase

1 c5xfsA_ Alignment
2 €2938A_ _ Alignment
3 d2g38al I Alignment
4 clygvA_ Alignment
5 c¢3hqvB_ Alignment
6 clyOfB_ Alignment
7 clk7qA_ Alignment
8 ¢3bogB_ Alignment -
9 c3bogA_ Alignment -
10 C27j6A_ Alignment
11 c2pneA_ Alignment -

PDB header:antifreeze protein
Chain: A: PDB Molecule:6.5 kda glycine-rich antifreeze protein;
PDBTitle: crystal structure of the snow flea antifreeze protein



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5xfsA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c5xfsA_.1.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2g38A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c2g38A_.2.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d2g38a1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/d2g38a1.3.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1ygvA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c1ygvA_.4.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3hqvB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c3hqvB_.5.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1y0fB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c1y0fB_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1k7qA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c1k7qA_.7.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bogB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c3bogB_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3bogA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c3bogA_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2zj6A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c2zj6A_.10.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2pneA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c2pneA_.11.pdb

PDB header:antifreeze protein
Chain: B: PDB Molecule:6.5 kda glycine-rich antifreeze protein;
PDBTitle: snow flea antifreeze protein racemate

PDB header:antifreeze protein
Chain: A: PDB Molecule:6.5 kda glycine-rich antifreeze protein;
PDBTitle: snow flea antifreeze protein racemate

PDB header:hydrolase

Chain: G: PDB Molecule:extracellular lipase;

PDBTitle: crystal structure of extracellular lipase lipa from serratia2
marcescens

PDB header:isomerase

Chain: A: PDB Molecule:poly(beta-d-mannuronate) c5 epimerase
6;

PDBTitle: solution structure of alge6r3 subunit from the azotobacter
vinelandii2 mannuronan c5-epimerase

PDB header:isomerase
Chain: A: PDB Molecule:poly(beta-d-mannuronate) c5 epimerase

12 c3boiB_ Alignment
13 Cc3boiA_ Alignment
14  c2qubG_ Alignment
15 c2mli3A_ Alignment
16 c2agmA_ Alignment
17  c2ml2A_ Alignment
18 dlk7ial Alignment
19 clnayC_ Alignment
20 dlkappl Alignment
21 cljiwP_ Alignment not modelled
22 c5ctdB_ Alignment not modelled
23 c5ctdA_ Alignment not modelled
24 clom8A_ Alignment not modelled
25 clsatA_ Alignment not modelled
26 c5ctiC_ Alignment not modelled
27 C2KIWA_ not modelled

Alignment

27
4;
PDBTitle: solution structure of the r-module from alge4
PDB header:isomerase
Chain: A: PDB Molecule:poly(beta-d-mannuronate) c5 epimerase
25 6;
PDBTitle: solution structure of alge6r2 subunit from the azotobacter
vinelandii2 mannuronan c5-epimerase
Fold:Single-stranded right-handed beta-helix
28 Superfamily:beta-Roll
Family:Serralysin-like metalloprotease, C-terminal domain
PDB header:structural protein
8 Chain: C: PDB Molecule:collagen-like peptide;
PDBTitle: gpp-foldon:x-ray structure
Fold:Single-stranded right-handed beta-helix
25 Superfamily:beta-Roll
Family:Serralysin-like metalloprotease, C-terminal domain
PDB header:hydrolase/hyrolase inhibitor
23 Chain: P: PDB Molecule:alkaline metalloproteinase;
PDBTitle: crystal structure of the apr-aprin complex
PDB header:structural protein
Chain: B: PDB Molecule:collagen alpha-2(i) chain,collagen alpha-
3 2(ix) chain;
PDBTitle: crystal structure of the type ix collagen nc2 hetero-
trimerization2 domain with a guest fragment a2alal of type i
collagen
PDB header:structural protein
Chain: A: PDB Molecule:collagen alpha-1(i) chain,collagen alpha-
32 1(ix) chain;
PDBTitle: crystal structure of the type ix collagen nc2 hetero-
trimerization2 domain with a guest fragment a2alal of type i
collagen
PDB header:hydrolase
25 Chain: A: PDB Molecule:serralysin;
PDBTitle: crystal structure of a cold adapted alkaline protease from
pseudomonas? tac ii 18, co-crystallyzed with 10 mm edta
PDB header:hydrolase (serine protease)
23 Chain: A: PDB Molecule:serratia protease;
PDBTitle: crystal structure of the 50 kda metallo protease from s.2
marcescens
PDB header:structural protein
Chain: C: PDB Molecule:collagen alpha-1(i) chain,collagen alpha-
33 3(ix) chain;
PDBTitle: crystal structure of the type ix collagen nc2 hetero-
trimerization2 domain with a guest fragment a2alal of type i
collagen (native form)
PDB header:de novo protein
27 Chain: A: PDB Molecule:(pkg)10;

PDBTitle: solution structure of an abc collagen heterotrimer reveals


http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3boiB_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c3boiB_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3boiA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c3boiA_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2qubG_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c2qubG_.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2ml3A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c2ml3A_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2agmA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c2agmA_.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2ml2A_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c2ml2A_.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1k7ia1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/d1k7ia1.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1nayC_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/c1nayC_.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1kapp1
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/8072a550a0774098/d1kapp1.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1jiwP_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5ctdB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5ctdA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1om8A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1satA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5ctiC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2klwA_

a2 single-register helix stabilized by electrostatic3 interactions

PDB header:toxin
31 Chain: A: PDB Molecule:bifunctional hemolysin/adenylate cyclase;

28 chodh, Alignment et (et PDBTitle: crystal structure of rtx domain block v of adenylate
cyclase toxin2 from bordetella pertussis
PDB header:structural protein
29 c2cuofF_ Alignment not modelled Chain: F: PDB Molecule:collagen model peptide (pro-pro-gly)9;
PDBTitle: collagen model peptide (pro-pro-gly)9
PDB header:structural protein
30 c2cuoC_ Alignment not modelled Chain: C: PDB Molecule:collagen model peptide (pro-pro-gly)9;
PDBTitle: collagen model peptide (pro-pro-gly)9
PDB header:structural protein
31 c3ah9A_ Alignment not modelled Chain: A: PDB Molecule:collagen-like peptide;
PDBTitle: crystal structure of (pro-pro-gly)9 at 1.1 a resolution
PDB header:structural protein
32 c3ah9D_ Alignment not modelled 89.7 Chain: D: PDB Molecule:collagen-like peptide;
PDBTitle: crystal structure of (pro-pro-gly)9 at 1.1 a resolution
PDB header:structural protein
33 ¢3ah9C_ Alignment not modelled 89.2 Chain: C: PDB Molecule:collagen-like peptide;
PDBTitle: crystal structure of (pro-pro-gly)9 at 1.1 a resolution
PDB header:structural protein
34 c3ah9B_ Alignment not modelled 89.2 B: PDB Molecule:collagen-like peptide;
1 crystal structure of (pro-pro-gly)9 at 1.1 a resolution
PDB header:structural protein
35 c3ah9E_ Alignment not modelled 89.2 Chain: E: PDB Molecule:collagen-like peptide;
PDBTitle: crystal structure of (pro-pro-gly)9 at 1.1 a resolution
Fold:Single-stranded right-handed beta-helix
36 dlsatal Alignment not modelled 88.5 14 Superfamily:beta-Roll
Family:Serralysin-like metalloprotease, C-terminal domain
PDB header:structural protein
] Chain: F: PDB Molecule:collagen triple helix;
& CIKGfF_ Alignment e (sl s 39 ppBrTitle: crystal structure of the collagen triple helix model [(pro-
pro-gly)2 10]3
PDB header:structural protein
) Chain: B: PDB Molecule:collagen triple helix;
38 clkefB. Alignment e (inoeetes B2 39 ppBTitle: crystal structure of the collagen triple helix model [(pro-
pro-gly)2 1013
PDB header:structural protein
. Chain: C: PDB Molecule:collagen triple helix;
39 clkefC Alignment et (REdtalise S8 39 ppBTitle: crystal structure of the collagen triple helix model [(pro-
pro-gly)2 1013
PDB header:structural protein
. Chain: D: PDB Molecule:collagen triple helix;
40 clkefD_ Alignment M i O 5 ESS 39 ppBTitle: crystal structure of the collagen triple helix model [(pro-
pro-gly)2 1013
PDB header:structural protein
. Chain: A: PDB Molecule:collagen triple helix;
41 clkefa, Alignment et et e 39 ppBTitle: crystal structure of the collagen triple helix model [(pro-
pro-gly)2 10]3
PDB header:structural protein
. Chain: E: PDB Molecule:collagen triple helix;
42 CIK6fE_ Alignment e (sl aHhe 39 ppBTitle: crystal structure of the collagen triple helix model [(pro-
pro-gly)2 10]3
PDB header:structural protein
43 c3ah9F_ Alignment not modelled 87.9 38 Chain: F: PDB Molecule:collagen-like peptide;
PDBTitle: crystal structure of (pro-pro-gly)9 at 1.1 a resolution
PDB header:structural protein
44 c2cuoE_ Alignment not modelled 87.9 Chain: E: PDB Molecule:collagen model peptide (pro-pro-gly)9;
PDBTitle: collagen model peptide (pro-pro-gly)9
PDB header:structural protein
45 C2CuoA_ Alignment not modelled 87.9 Chain: A: PDB Molecule:collagen model peptide (pro-pro-gly)9;
PDBTitle: collagen model peptide (pro-pro-gly)9
PDB header:structural protein
46 c2cuoD_ Alignment not modelled 87.9 Chain: D: PDB Molecule:collagen model peptide (pro-pro-gly)9;
PDBTitle: collagen model peptide (pro-pro-gly)9
PDB header:structural protein
47 c2cuoB_ Alignment not modelled 87.9 Chain: B: PDB Molecule:collagen model peptide (pro-pro-gly)9;
PDBTitle: collagen model peptide (pro-pro-gly)9
PDB header:antifreeze protein
. Chain: D: PDB Molecule:antifreeze protein;
48 c3pdaD. Alignment i (e ed B2 15 ppeTitle: x-ray crystal structure of a hyperactive, ca2+-dependent,
beta-helical2 antifreeze protein from an antarctic bacterium
Fold:Single-stranded right-handed beta-helix
49 dlg9kal Alignment not modelled 86.6 14 Superfamily:beta-Roll
Family:Serralysin-like metalloprotease, C-terminal domain
PDB header:structural protein
. Chain: F: PDB Molecule:collagen-like peptide;
50  c3a0mF_ Alignment not modelled R =5 PDBTitle: structure of (ppg)4-ovg-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
Chain: A: PDB Molecule:host-guest peptide (pro-pro-gly)4-(pro-
51 C1x1KA_ Alignment not modelled 66.2 35 allohyp-
PDBTitle: host-guest peptide (pro-pro-gly)4-(pro-allohyp-gly)-(pro-2
pro-gly)4
PDB header:structural protein
Chain: D: PDB Molecule:collagen model peptides (pro-pro-gly)4-
52 c2d3fD_ Alignment not modelled 66.2 35 pro-hyp-
PDBTitle: crystal structures of collagen model peptides (pro-pro-
gly)2 4-pro-hyp-gly-(pro-pro-gly)4
PDB header:structural protein
Chain: F: PDB Molecule:collagen model peptides (pro-pro-gly)4-
53 Cc2d3fF_ Alignment not modelled 66.2 35 pro-hyp-

PDBTitle: crystal structures of collagen model peptides (pro-pro-



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5cxlA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2cuoF_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2cuoC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ah9A_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ah9D_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ah9C_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ah9B_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ah9E_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1sata1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1k6fF_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1k6fB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1k6fC_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1k6fD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1k6fA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1k6fE_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3ah9F_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2cuoE_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2cuoA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2cuoD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2cuoB_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3p4gD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=d1g9ka1
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3a0mF_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c1x1kA_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2d3fD_
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c2d3fF_

gly)2 4-pro-hyp-gly-(pro-pro-gly)4

PDB header:structural protein
Chain: D: PDB Molecule:host-guest peptide (pro-pro-gly)4-(pro-

54 clx1kD_ Alignment not modelled 66.2 35 allohyp-
PDBTitle: host-guest peptide (pro-pro-gly)4-(pro-allohyp-gly)-(pro-2
pro-gly)4
PDB header:structural protein
Chain: C: PDB Molecule:host-guest peptide (pro-pro-gly)4-(pro-
55 clx1kC_ Alignment not modelled 66.2 35 allohyp-
PDBTitle: host-guest peptide (pro-pro-gly)4-(pro-allohyp-gly)-(pro-2
pro-gly)4
PDB header:structural protein
Chain: E: PDB Molecule:collagen model peptides (pro-pro-gly)4-
56 Cc2d3fE_ Alignment not modelled 66.2 35 pro-hyp-
PDBTitle: crystal structures of collagen model peptides (pro-pro-
gly)2 4-pro-hyp-gly-(pro-pro-gly)4
PDB header:structural protein
Chain: B: PDB Molecule:host-guest peptide (pro-pro-gly)4-(pro-
57 c1x1kB_ Alignment not modelled 66.2 35 allohyp-
PDBTitle: host-guest peptide (pro-pro-gly)4-(pro-allohyp-gly)-(pro-2
pro-gly)4
PDB header:structural protein
. Chain: D: PDB Molecule:collagen-like peptide;
58 c3a0aD Alignment e (et G2 PDBTitle: structure of (ppg)4-opg-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
. Chain: A: PDB Molecule:collagen-like peptide;
59 c3alaA_ Alignment e (inosies PDBTitle: structure of (ppg)4-opg-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
. Chain: E: PDB Molecule:collagen-like peptide;
60  c3a0ak_ Alignment e (inoees PDBTitle: structure of (ppg)4-opg-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
. Chain: F: PDB Molecule:collagen-like peptide;
61  c3admF. Alignment e et 31 ppBrTitle: crystal structure of ?pro—pro—%l)%4—hyp—ser—gly—(pro—pro—
gly)4
PDB header:structural protein
. Chain: B: PDB Molecule:collagen-like peptide;
62 c3admB_ Alignment e et 31 pperTitle: crystal structure of (pro-pro-gIy,;4-hyp-ser-gly-(pro-pro-
gly)4
PDB header:structural protein
. Chain: E: PDB Molecule:collagen-like peptide;
63 cladmk, Alignment et et 31 ppeTitle: crystal structure of (pro-pro-gly)4-hyp-ser-gly-(pro-pro-
gly)4
PDB header:structural protein
. Chain: A: PDB Molecule:collagen-like peptide;
64  c3admA_ Alignment e (sl 31 ppBrTitle: crystal structure of (pro-pro-gly)4-hyp-ser-gly-(pro-pro-
gly)4
PDB header:structural protein
Chain: C: PDB Molecule:collagen model peptides (pro-pro-gly)4-
65 c2d3fC_ Alignment not modelled 36 pro-hyp-
PDBTitle: crystal structures of collagen model peptides (pro-pro-
gly)2 4-pro-hyp-gly-(pro-pro-gly)4
PDB header:structural protein
Chain: B: PDB Molecule:collagen model peptides (pro-pro-gly)4-
66 c2d3fB_ Alignment not modelled 36 pro-hyp-
PDBTitle: crystal structures of collagen model peptides (pro-pro-
gly)2 4-pro-hyp-gly-(pro-pro-gly)4
PDB header:structural protein
Chain: A: PDB Molecule:collagen model peptides (pro-pro-gly)4-
67 c2d3fA_ Alignment not modelled 36 pro-hyp-
PDBTitle: crystal structures of collagen model peptides (pro-pro-
gly)2 4-pro-hyp-gly-(pro-pro-gly)4
PDB header:structural protein
Chain: E: PDB Molecule:host-guest peptide (pro-pro-gly)4-(pro-
68 c1x1kE_ Alignment not modelled 36 allohyp-
PDBTitle: host-guest peptide (pro-pro-gly)4-(pro-allohyp-gly)-(pro-2
pro-gly)4
PDB header:structural protein
. Chain: A: PDB Molecule:collagen-like peptide;
69 c3alhA Alignment e et 39 ppBTitle: crystal structure analysis of the collagen-like peptide,
(ppg)4-otg-2 (ppg)4
. PDB header:cell adhesion
70 c5juhA_ Alignment not modelled 22 Chain: A: PDB Molecule:antifreeze protein;
PDBTitle: crystal structure of c-terminal domain (rv) of mpafp
PDB header:structural protein
. Chain: E: PDB Molecule:collagen-like peptide;
71 c3alhE Alignment e (sl PDBTitle: crystal structure analysis of the collagen-like peptide,
(ppg)4-otg-2 (ppg)4
PDB header:structural protein
. Chain: D: PDB Molecule:collagen-like peptide;
72 c3alhD, Alignment e (sl PDBTitle: crystal structure analysis of the collagen-like peptide,
(ppg)4-otg-2 (ppg)4
PDB header:structural protein
. Chain: C: PDB Molecule:collagen-like peptide;
73 calhC, Alignment i (inoees PDBTitle: crystal structure analysis of the collagen-like peptide,
(ppg)4-otg-2 (ppg)4
PDB header:structural protein
. Chain: C: PDB Molecule:collagen-like peptide;
74 c3admC_ Alignment e ekl 28 ppBTitle: crystal structure of (?)ro—pro—glyr;4—hyp—ser—gly—(pro—pro—
gly)4
PDB header:structural protein
. Chain: D: PDB Molecule:collagen-like peptide;
75 <3a08D, Alignment T O PDBTitle: structure of (ppg)4-00g-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
Chain: D: PDB Molecule:collagen model peptides (pro-pro-gly)4-
76 c2d3hD_ Alignment not modelled hyp-hyp-

PDBTitle: crystal structures of collagen model peptides (pro-pro-
gly)2 4-hyp-hyp-gly-(pro-pro-gly)4

PDB header:structural protein
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Chain: F: PDB Molecule:collagen-like peptide;

77 c3aldf Alignment T O PDBTitle: structure of (ppg)4-00g-(ppg)4_h monoclinic, twinned
crystal
PDB header:structural protein
. Chain: D: PDB Molecule:collagen-like peptide;
78 c3admD_ Alignment i sl 32 ppBTitle: crystal structure of (pro-pro-gly)4-hyp-ser-gly-(pro-pro-
gly)4
PDB header:structural protein
. Chain PDB Molecule:collagen-like peptide;
79 c3al9D, Alignment e (sl HZ PDBTitle: structure of (ppg)4-00g-(ppg)4_h monoclinic, twinned
crystal
PDB header:structural protein
. Chain: C: PDB Molecule:collagen-like peptide;
80  c3admC, Alignment e (inosies e PDBTitle: structure of (ppg)4-ovg-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
. Chain: B: PDB Molecule:collagen-like peptide;
81  c3a0aB_ Alignment et (et 7 39 ppBTitle: structure of (ppg)4-opg-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
. Chain: C: PDB Molecule:collagen-like peptide;
82  c3a08C Alignment i i e 5 S PDBTitle: structure of (ppg)4-00g-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
. Chain: A: PDB Molecule:collagen-like peptide;
83  c3abnA_ Alignment e et B2 31 pperTitle: crystal structure of (pro-pro-gly)4-hyp-asp-gly-(pro-pro-
gly)4 at 1.022 a
PDB header:structural protein
. Chain: D: PDB Molecule:collagen-like peptide;
84 c3almb. Alignment i (ol B2 PDBTitle: structure of (ppg)4-ovg-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
5 Chain: B: PDB Molecule:collagen-like peptide;
85 c3alhB, Alignment e (sl 25fe 33 ppBrTitle: crystal structure analysis of the collagen-like peptide,
(ppg)4-otg-2 (ppg)4
PDB header:structural protein
. Chain: E: PDB Molecule:collagen-like peptide;
86  c3a08E_ Alignment e (inees 2o PDBTitle: structure of (ppg)4-00g-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
. Chain: E: PDB Molecule:collagen-like peptide;
87 c3almE, Alignment et (REdtalise 208 33 ppBTitle: structure of (ppg)4—gvg—(png))4,pmonocIinic, twinned
crystal
PDB header:structural protein
. Chain: A: PDB Molecule:collagen-like peptide;
88 c3aloh, Alignment M i O 5 284 38 ppBTitle: structure of (ppg)4-00g-(ppg)4_h monoclinic, twinned
crystal
PDB header:structural protein
Chain: C: PDB Molecule:collagen model peptides (pro-pro-gly)4-
89 c€2d3hC_ Alignment not modelled 23.4 38 hyp-hyp-
PDBTitle: crystal structures of collagen model peptides (pro-pro-
gly)2 4-hyp-hyp-gly-(pro-pro-gly)4
PDB header:structural protein
Chain: E: PDB Molecule:collagen model peptides (pro-pro-gly)4-
90 c2d3hE_ Alignment not modelled 22.3 hyp-hyp-
PDBTitle: crystal structures of collagen model peptides (pro-pro-
gly)2 4-hyp-hyp-gly-(pro-pro-gly)4
PDB header:structural protein
Chain: B: PDB Molecule:collagen model peptides (pro-pro-gly)4-
91 c2d3hB_ Alignment not modelled 22.0 38 hyp-hyp-
PDBTitle: crystal structures of collagen model peptides (pro-pro-
gly)2 4-hyp-hyp-gly-(pro-pro-gly)4
PDB header:structural protein
Chain: A: PDB Molecule:collagen model peptides (pro-pro-gly)4-
92 c2d3hA_ Alignment not modelled 22.0 38 hyp-hyp-
PDBTitle: crystal structures of collagen model peptides (pro-pro-
gly)2 4-hyp-hyp-gly-(pro-pro-gly)4
PDB header:structural protein
. Chain: B: PDB Molecule:collagen-like peptide;
93 c3aloB. Alignment i (inoeee 22y 38 pDBTitle: structure of (PPg)4-00g-(ppg)4_h monoclinic, twinned
crystal
PDB header:structural protein
. Chain: C: PDB Molecule:collagen-like peptide;
94 c3a0aC_ Alignment el i eelise Z 28 ppBTitle: structure of (ppg)4-opg-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
Chain: F: PDB Molecule:host-guest peptide (pro-pro-gly)4-(pro-
95 Cc1x1kF_ Alignment not modelled 20.7 19 allohyp-
PDBTitle: host-guest peptide (pro-pro-gly)4-(pro-allohyp-gly)-(pro-2
pro-gly)4
PDB header:structural protein
. Chain: B: PDB Molecule:collagen-like peptide;
96 c3a0mB_ Alignment i i e 5 201 PDBTitle: structure of (ppg)4-ovg-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
. Chain: A: PDB Molecule:collagen-like peptide;
97 e Alignment e et 32 ppBTitle: structure of (ppg)4-ovg-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
. Chain: F: PDB Molecule:collagen-like peptide;
98 c3a08F, Alignment i (ol PDBTitle: structure of (ppg)4-00g-(ppg)4, monoclinic, twinned
crystal
PDB header:structural protein
99 c3alhF_ T it e i) 33 Chain: F: PDB Molecule:collagen-like peptide;

PDBTitle: crystal structure analysis of the collagen-like peptide,
(ppg)4-otg-2 (ppg)4
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