Legend to protein chain colorations for animated signal transduction proteins shown in rotating 3D ribbon, stick and ball x-ray crystallographic structures.

PDB

Number Full Names of Protein

1B39

1D5R

1DM2

1E0A

1E8Z

1EBA

Cyclin-dependent kinase 2
(CDK2) with Thr-160
phosphorylation site - ball model

PTEN phosphoinositide
phosphatase - ribbon model

CDK2 complexed marine sponge
inhibitor hymenialdisine - ball
model

Cdc42 complexed with the
GTPase binding domain of p21-
activated kinase-alpha (PAKa) -
stick model

Phosphatidylinositol 3-kinase
gamma (PI3Kg) p110 catalytic
subunit bound with inhibitor
staurosporin - ribbon

Erythropoietin (Epo) receptor
extracellular domain bound to
Epo - ball model

Species
URL for structure Represented
http://www.rcsb.org/pdb/explore/expl  Homo sapien
ore.do?structureld=1B39

http://www.rcsb.org/pdb/explore/expl  Homo sapien
ore.do?structureld=1D5R

http://www.rcsb.org/pdb/explore/expl  Homo sapien
ore.do?structureld=1DM2

http://www.rcsb.org/pdb/cgi/explore.c Homo sapien
gi?job=graphics&pdbld=1E0A

http://www.rcsb.org/pdb/explore/expl  Homo sapien
ore.do?structureld=1E8Z

http://www.pdb.org/pdb/explore/explo Homo sapien
re.do?structureld=1EBA

Chain data
CDK2 (human) - Chain A.

PTEN catalytic fragment (residues 7-353)
Human) - Chain A.

CDK2 (human) - Chain A.

Cdc42 (G25K) GTP-binding protein,
placental isoform fragment (residues 1-
184) (human) - Chain A. PAK1 protein-
serine/threonine kinase fragment (residues
75-118) (human) - Chain B. 5' guanosyl-
imido triphosphate in complex.

PI3K p110 catalytic subunit (human) -
Chain A. Staurosporin - Inhibitor,

Epo receptor (human) - Chains A, B. Epo
(human) - Chains C, D.

Chain colours
A=pink; T160

phos. site=blue;

ATP=white.

A=yellow

A=pink;
inhibitor=white.

A=dark green;
B=light green;
GTP-white.

A=pink;
Inhbiitor=white.

A=green;
B=purple;
C=yellow;
D=white.
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PDB

Number Full Names of Protein

1F3M p21-activated kinase-alpha
(PAKa) autoregulatory
domaincomplexed with its
catalytic domain - ball and ribbon
model

1FAO Pleckstrin homology domain from
dual adaptor of phosphotyrosine
and 3-phosphoinositides
(DAPP1/PHISH) complexed with
inositol 1,3,4,5-tetraphosphate -
ball model

1FMK  Src protein-tyrosine kinase with
SH2, SH3, catalytic domain and
C-terminus - wire model

1FMK  Src protein-tyrosine kinase -

ribbon model

1FYN Fyn protein-tyrosine kinase SH3
domain with proline-containing
polypeptide from 3BP-2 - ball

model

1GRI Growth factor bound protein 2

(Grb2) - ribbon model

11AN p38 MAPK alpha- ball model

1IR3 Insulin receptor-tyrosine kinase
catalytic domain with peptide

substrate - stick model

1MCO  Immunoglobulin - ball model

URL for structure
http://www.rcsb.org/pdb/explore/expl
ore.do?structureld=1F3M

http://www.rcsb.org/pdb/explore/expl
ore.do?structureld=1FAO

http://www.rcsb.org/pdb/explore/expl
ore.do?structureld=1FMK

http://www.rcsb.org/pdb/explore/expl

ore.do?structureld=1FMK

http://www.rcsb.org/pdb/explore/expl
ore.do?structureld=1FYN

http://www.rcsb.org/pdb/explore/expl
ore.do?structureld=1GRI

http://www.rcsb.org/pdb/explore/expl
ore.do?structureld=1IAN

http://www.rcsb.org/pdb/explore/expl
ore.do?structureld=1IR3

Species
Represented
Homo sapien

Homo sapien

Homo sapien

Homo sapien

Homo sapien

Homo sapien

Homo sapien

Homo sapien

http://www.rcsb.org/pdb/explore.do?s Homo sapien

tructureld=1MCO

Chain data

PAKalpha autoregulatory domain (residues A=yellow; B=pink;

Chain colours

70-149) (human) - Chaiins A, B.. PAKalpha C=purple;

catalytic domain fragment (residues 249-
545) (human) - Chaiins C, D.

Pleckstrin homology domain from
DAPP1/PHISH (human) - Chain A. Inositol
1,3,4,5-tetraphosphate (IP4).

Src fragment (residues 86-836) (human)
containing: catalytic domain - Region A
(conserved kinase residues are shown in
purple); SH2 domain - Region B; and SH3
domain -Region C.

Src fragment (residues 86-836) (human) -
Chain A.

Fyn protein-tyrosine kinase SH3 domain
(human) - Chain A. Proline-containing
peptide (PPAYPPPPPVP) from 3BP-

2 (human) - Chain B.

Grb2 (human) - non-SH2 - Region A. SH2
domains - Regions B, C.

p38 (human) - Chain A. 4-[5-(3-iodo-
phenyl)-2-(4-methanesulfinyl-phenyl)-1H-
imidazol-4-YL]-pyridine - Inhibitor.

Insulin receptor kinase catalytic domain -
(human) Chain A. Peptide substrate -
Chain B.

IgG - Chains A,B,C,D.

D=green.

A=purple; IP4-
=white.

A=blue; B=red;
C=green,

A=pink.

A=purple; B-

yellow.

A=purple;

B,C=green.

A=pink; Inhibitor-
yellow.

A=pink;
B=yellow; ATP
analog=white.

A,B,C,D=blue.
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PDB
Number Full Names of Protein URL for structure
INTS DNA double helix - stick model  http://www.rcsb.org/pdb/static.do?p=

1PTU

1QBO

1QB3

1QJA

1QMzZ

1RVD

iwan

explorer/viewers/jmol.jsp?structureld
=INTS

Protein-tyrosine phosphatase 1B http://www.rcsb.org/pdb/explore/expl
complexed with a ore.do?structureld=1PTU
phosphotyrosine-containing

hexapeptide - stick model

Cdc25B dual specificty http://www.rcsb.org/pdb/explore/expl
phosphatase - ribbon model ore.do?structureld=1QB0
Cyclin-dependent kinase http://www.rcsb.org/pdb/explore/expl

regulatory subunit (Cks1) - ball  ore.do?structureld=1QB3
model

14-3-3 zeta dimer complexed http://www.rcsb.org/pdb/explore/expl
with Raf1 phosphorylated serine- ore.do?structureld=1QJA
containing peptide - stick and ball

model

Cyclin-dependent kinase 2 http://www.rcsb.org/pdb/explore/expl
(CDK2) complexed with cyclin A - ore.do?structureld=1QMZ
ribbon and ball model

H-Ras small G protein G12V http://www.rcsb.org/pdb/explore/expl

constitutively active mutant - ore.do?structureld=1RVD
ribbon model
Ras complexed with Ras- http://www.rcsb.org/pdb/cgi/explore.c

GTPase activating protein (GAP) gi?job=graphics&pdbld=1WQ1
- ribbon model

Species
Represented
Synthetic
construct

Homo sapien

Homo sapien

Saccharomyc
es cerevisiae

Homo sapien

Homo sapien

Homo sapien

Homo sapien

Chain data
DNA - Chains A,B.

Protein-tyrosine phosphatase 1B (human) -
Chain A. Phosphorylated hexapeptide
substrate - Chain B (phosphorylated
tyrosine is light blue).

Cdc25B (human) - Chain A.

Cks1 (budding yeast) - Chains A, B, C.

14-3-3 zeta (human) - Chains A,B.
Phosphorylated serine -containg peptide -
Chains C,D (phosphorylated serine is light
blue).

CDK2 - (human ) Chains A,B. Cyclin A
fragment (residues 174-432) (human).
Chains C, D. Substrate heptapeptide -
Chains E, F.

H-Ras (residues 1-166) (human) - Chain A.

H-Ras catalytic domain fragment (residues
1-166) (human) - Chain A. p120 GAP
catalytic domain fragment (residues 714-
1047) (human) - Chain B.

Chain colours
Multi-coloured.

A=purple;
B=yellow.

A=yellow.

A=pink; B=purple;
C=green.

A=purple;
B=green;
C,D=yellow.

A, B=pink; C,
D=purple; E,
F=yellow;
ATP=white.

A=green;
GTP=white

A=green;
B=purple;
GTP=white.
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PDB

Number Full Names of Protein

1ZEH

2CSN

2HNP

4ERK

4Q21

Insulin - ball model

Casein kinase 1 (CK1) catalytic
subunit - ribbon model

Protein-tyrosine phosphatase 1B
ribbon model

Extracellular-regulated kinase 2
(ERK2) complexed with drug-
ribbon model

H-Ras small G protein - inactive
form bound to GDP - ribbon
model

Species
URL for structure Represented
http://www.rcsb.org/pdb/explore.do?s Homo sapien
tructureld=1ZEH

http://www.rcsb.org/pdb/explore/expl ' Schizosaccha
ore.do?structureld=2CSN romyces
pombe

http://www.rcsb.org/pdb/explore/expl  Homo sapien
ore.do?structureld=2HNP

http://www.rcsb.org/pdb/explore/expl  Rattus

ore.do?structureld=4ERK norvegicus

http://www.rcsb.org/pdb/explore/expl  Homo sapien
ore.do?structureld=4Q21

Chain data
Insulin (human) - Chains A,B.

Chain colours
A,B=green.

CK1 catalytic subunit fragment (residues 2- A=pink;
298) (fission yeast) - Chain A. ATP=white.

Protein-tyrosine phosphatase 1B (human) - A=yellow.
Chain A

ERK2 (rat) -Chain A. Olomoucine -
Inhibitor.

A=pink;
Inhibitor=white.

H-Ras (human) - Chain A. A=green;

GDP=white.
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