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[#51] TATA-binding protein laisA (binding DNA) vs 1pczA
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PD BJ {PTOMO de Enter PDB id: Chain:
: V- S search along the SCOP classification.

<< Navigation
+ What i= ProMode?
+ Proteins in the Database

PDE id or PDB id + Chain name:

Quick Search

+ Proteins(Cligomer) in the Database
+ About Chime Plug-in
+ About Java Plug-in

+ How to link to a page
of an entry protein directly

+ Links

+ Contact Us

+ Software & Data Download

Database of normal mode analysis of proteins
Japanese

No. of protein chains available: 311¢()

Dynamics data of protein
3D structures obtained by
normal mode analysis are
collected. An animation of
the normal mode vibrations
can be played with a plug-
in, Chime. Dynamic domains
and their mutual screw
motions defined in the
normal mode analysis are
also displayed with Chime.
Dynamical properties for
each normal mode vibration
and their time averages
over all modes, for
example, fluctuations of atom positions, fluckuations of
dihedral angles, and correlations between atomic
movements, are also given graphically.
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Reference: Hiroshi Wako, Masaki Kato and Shigeru Endo,
ProMode: a database of normal mode analyses on protein
molecules with a full-atom model. (2004) Bioinformatics, 20,
2035-2043.




PDBj ProMode

Database of normal mode analysis of proteins

Enter FDB id: 1lbm

_hain:
Search along the SCOP classification. | Enter

<< Navigation

+ What i= FroMode? NQ_ {
+ Proteins in the Databaieﬁ

Cwnam

PDE id or PDE id + Chain name: 30 struct

Quick Search normal m

collected.

the norm

+ Proteins(Cligomer) in the Datahasze can be pl

in. Chime

ZRAVINVBEDRE

Protein list

[a] [b] [c] [d] [e]
[n] [o] [p] [a] Ir]
[1-9] [Oligomer](All)
protein _ NO-  RMSD RMSD
Residue (All) (BB)

1a02F 53 1.681 1.180
1a30fA 201 1.044 0.845
1a00A 128 0.852 0.668
1alrA 152 1.214 1.132
1alw 83 1.637 1.018
1alx 106 1.848 1.871
13288 249 1.249 1.104
1a2pA 108 1.014 0.885
1a2yB 116 0.974 0.848
1a2zA 220 1.345 1.165
1a3aA 145 1.219 0.945
1a3k 137 0.923 0.772
134iB 295 1.491 1.289
1a58 177 1.448 1.179
1362A 125 1.236 0.971
1a6f 113 1.580 1.243

Index
ProModeTOP | Back

[f1 [o] [h] [i1 [ [kl [ [m]
[s] [t] [ul [vl [wl [x] [yl [Z]

Compound Viewer [::::In
MFAT; Chime PDBJV -= DL
GLUTATHIOMNE S5-TRANSFERASE; Chime PDBJV -= DL
CHEY; Chime PDBJV -= DL
NS3 PROTEIN; Chime PDBJV -= DL
FADD PROTEIM; Chime PDBJV -= DL
HMTCP-1; Chime PDBJV -= DL
PROGESTEROME RECEPTOR; Chime PDBJV -= DL
BARMNASE; Chime PDBJV -= DL
MOMNCOCLONAL ANTIBODY D1.3; Chime PDBJV -= DL
PYRROLIDONE CARBOXYL Chime PDBJV -= DL
PEFTIDASE;
MAMNNITOL-SPECIFIC EII; Chime PDBJV -= DL
GALECTIN-3; Chime PDBJV -= DL
METHYLENETETRAHYDROFOLATE Chime PDBJV -= DL
DEHYDROGEMASE [
CYCLOPHILIM; Chime PDBJV -= DL
RHO: Chime PDBJV -= DL
RIBOMNUCLEASE P PROTEIN; Chime PDBJV -= DL




PDBj ProMode

Database of normal mode analysis of proteins

<< Navigation

Enter PDB id; Chain.

Search Result for

Search along the SC0OF classification, lmj

Search

w

BEAINIBDORE

+ What i=s ProMode? Lineage:
+ Proteins in the Database 0 Koot Foot SCOP J;b ~/\
PDB id or PDB id + Chain name: Class(s): SCOPO)BEJE 'ﬁln O—C
(Quick Search | 1 All alpha proteins (158/218)3COP e
2 All beta proteins (115/144) SCOP *%'a
+ Proteins(Cligomer) in the Database 3 Alpha and beta proteins I:a*'!b) HDZKlSB)SCOP
4 Alpha and beta proteins (a+h) (192/279)3COF
+ About Java Plug-i Mermbrane and cell surface
S e e 6 proteins and peptides (26/47) SCCS}P —
+ How to link to a page 7 Small proteins (43/75) SC|PeT TR
of an entry protein directly & Coiled coil proteins (5/8) SC| Lineage:
9 Low resolution protein structures (3/24) 3 Mo, of entries
+ Links 10Peptides (10/116) ac| Y8t loct (ProdMode/SCOP) S<CF
11 Designed proteins (B/42) 8¢ Alpha and beta
+ Contact Us £ b 1Class proteins (a/b) (102/136) SCOF
1/1 SCOP TIM beta/alpha-
Search Result for ’ 4/ zFold barrel (18/51) SCOF
- ) tion of proteins. . Eibulose-phoshate
Lineage: N 3 Superfarnily 1y o) (4/4) SCOP
O, COT entries Twptophan
ORoot i?og n (Frobode/SCOF) SCOP AFarnily biosynthesis (1/3) SCOP
pha and beta ENZVITNES
1Class e (102/136) SCOF —
T - {5 phosphoribosyl)
2Fold beta/alpha-  (18/31) SCOP SProtein o ilate (1/3) SCOP
barrel izomerase, PRAI
Eibulose— ] Thermotoza
Hopsfanlifohoshate i@l SCOP bSpecies  aritima (/4 oo
binding barrel
- PDB Entry Domains:
Family(s): 1 1nsji FDBjSCOF - 1lnsj Chime PDBjV
1 Histidine bicswnthesis enzyvmes (1/2) 3COP i : Al
2D-ribulose-5-phosphate 3-epimeraze (1/1) SCOP 3 — PDBJ. SCOP B
3Decarbogylaze (1/2) SCOF 4 1lbrn FDBj SCOP A
4Trvptophan biosynthesis enzvmes (1/3) SCOF




FDEB) ProMode

Database of normal mode analysis of proteins

<< Navigation
+ What iz ProMode?
+ Proteins in the Database
PDE id or PDB id + Chain name:
V¢

+ FProteins@Mligomer) in the Database

Enter FDB id.

No. of protein chains avaifable: 311()

Dyvnamics data of protein
3D structures obtained by
normal mode analysis are
collected. An animation of
the normal mode vibrations
can be played with a plug-
in. Chime. Dvnamic domains

1lbm Chain:

Japanese

Search along the SCOP classification.

PDBid: 1|bm

Data is unavailable!

£ 4

BEAINIEDORE

PDB IDZA N9 %

Search Result fc:nr -
|Lineage:
Mo, of entries
ORoot Root (ProMode/SCOP) SCOF
1 Class Alpha and beta (15 1 35 SCOP
proteins (a/h)
2Fold TIM beta/alpha™  (14/81) SCOP
3SuperfamilyE:Eélllr?gseba%?g%ate (4/4) SCOP
Tryvptophan
AFamily biosynthesis (1/3) SCOF
cHEVITIeS
& )
- 5'phosphoribossy]
5 Protein ortraniate (1/3) SCOP
Isomerase, FRAT
e E‘ﬂgﬁé“g;@ga (1/4) SCOP
PDB Entry Domains:
1 1nsj FDBEjSCOP — 1nsj Chime PDBV
g 1dl3 PDBjSCOP g:
4 1lbm FDBEj SCOF Y
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1aisA in other DBs >>> PDB PDBj PDBsum SCOP CATH FSSP

View of Normal Mode Vibration and Its Analysis

Plug-in "JOGL"{Java bindings for OpenGL) API is necessary to see this page.
NMA (Control panel)  Diff. from PDB i _—
.I: D :I| ) | Time averages | Help | mode 1 ~ | pata: PDBjViewer
Chime | PDEjV Chime | PDBV

IRILE—IB

INEEDPDB

T—RAMBLD
D A
Mo Atoms Selected. —]
In
Whom:  CA BB3  Residues: LEU 87 Chain: & Model: 3 File: 1 =]
i | [~

The amplitude is 1.414 times larger than at 310K for exaggeration.
Period: 21.576 psec




MNMA Diff. from PDB _ Data : Fluctuation of atom positions
. ) | | Time averages | Help |
Chime | PDBjV

Chime | PDBJV e BTG Cluctuation of atom positions
R THE (RF. —EHADELESF)

. . ing.
Fluctuation of torsion angles d
Correlations between CA movements

Summary of dynamic domains

NMA (Control panel)  Diff. from PDB

| Time averages | Help | mode1 || | Data: PDBjViewer

Chime | PDBjV Chime | PDBjV e

mode 2

mode 3

mode 4

. . mode 5
E—FDEIR moce
mode 7

mode 8

de 9
20 DRIE mods 10
*}EE}]’;%Z:E_P mode 11

mode 12
mode 13
mode 14
mode 15
mode 16
mode 17
mode 18
mode 19
mode 20

NMA (Control panel)  Diff. from PDB i _—
( . ) | Time averages | Help | mode1 ~ | pata: PDBjViewer

_ e, _
Chime | PDBjV Chime | PDBjV - -
| ! | ! Chime View

EE—KO) Lo

Fluctuation of atom positions

Jﬁ%@:ﬁﬁ Fluctuation of torsion angles

=~ A Correlations between CA movements
DIELEF




— &l1]1 atoms -— Backbone atoms
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Tata-binding protein  laisA (binding DNA) vs 1pczA




FileName Description
laiss_jv.zip Data for PDBjViewer
ProMode_for_win.zip Self-calculation program of Available
(version 1.2) ProMode for Windows
ProMode_for_unix.zip Self-calculation program of Available
(version 1.2) ProMode for Unix
laisi.prmd Data for the Self-calculation Available

program of ProMode

Software & Data Download

Ready to download (5079KB)

Status Download README

|Duwn|nad| Enaglish / Japanese

\Download| English / Japanese
\Download| English / Japanese

|DDWH|DE'3|| English / Japanese

AoO0—RTEHT095LET—4
O HEHREDI7AIL

O GUItEEEIREIMBEHIOI S L
(Windowshk)

O GUIFEREIRFFBHIOT S L
(LinuxhR)

O #@#7nyg>LET—2 (prmd)

GUlﬁ%ﬁeﬁi&Eﬂﬁﬁﬁv O 71.\

"P roMOde

Specify file name downloaded from ProMode

Input file

(http:/ipromode.socs.waseda.ac.jp)

CoAMy projecti b33M b33 prmd Browse

/ (i file extension should be .prmd)

Next Cancel




PDB) proMode

“http://promode.socs.waseda.ac.jp/

7)) r—iay
YIRET—E2D
AryrO—k

4 Self-caleulation program of ProMode fversion 83 :

ProMode ™

Specify file name downloaded from ProMode

Input file

{http:ipromode.socs.waseda.ac.jp)
Cobly project I b33r b33N prmd Browse

{A file extension should be prmd)

Input: HAT71 L4,
IRBE—FES.
AR TOMEELGL

@]ﬁﬁﬁg@ CCCCCC

a
.
/ Ty




PDBJ ‘(_PY' OMOde Enter PDB id: Chain: [ Search |

= hy = - Search along the SCOP classification. | Enter |

Database of normal mode analysis of proteins

< Navigation No. of protein chains avarlable: 3110

+ What i ProMode?

Protein list

+ Protzins in the Database

Index
PDE id or PDB id + Chain name: ProModeTOP | Back

(Quick Search| [a] [bl Icl [d]l fe] 18] Jal IR DM 051 Bkl [0 ol
In] [o] Ipl [gl [r] [s] [&1 [ul [vl Iwl Ex1 [yl [2]
[1-9] [Oligomer](All)

+ Proteins(Cligomer) in the Database

+ About Chime Flug-in

Protein no- MELSD Ehon Compound Viewer oW
+ About Java Plug-in Residue (All) (BB) po load
_ 1a3a 293 1.041 0.860 MANNITOL-SPECIFIC EII; Chime PDBjV -> DL
TSI I . g 1ap2 234 1.224 0.958 MONOCLONAL ANTIBODY Chime PDBjV -> DL
of an entry protein directly 219
o 1bon 138 1.262 1.098 PROTEIN (SINR Chime PDBjV - DL
PROTEIN);
1b17 53 1.107 0.866 PROTEIN (INSULIN A Chime PDBjV -> DL
+ Contact Us ;
CHAIN);
1b2s 202 1.421 1.291 PROTEIN (BARNASE); Chime PDBjV -> DL
1bhs 136 1.076 0.857 TAFII18; Chime PDBjV - DL
o Befbare 8 Fite Downlaac 1bho 136 1.069 0.839 TAFII1S: Chime PDBjV -> DL
1bin 288 1.251 1.091 LEGHEMOGLOBIN A; Chime PDBjV -» DL
1bun 183 1.551 1.327 BETA2-BUNGAROTOXIN; Chime PDBjV -> DL
” _— | 1bvk 357 1.369 1.240 HULYS11; Chime PDBjV - DL
+ 3 il iy t: . ’
AR Campanon DEWEER SIS || i 569 1.416 1.309 PROTEIN (ALPHA- Chime PDBjV -> DL

in the =ame superfamily) AMYLASE):




IV F—LA + VJF—L EHER

hyhel-10 FV (wild-type) complexed with hen egg lysozyme
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— A4ll atoms — Backbone atoms —— Internal — External [Int) (Ext)
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ﬁ CDR: Complementarity determining region
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2dgj
Mode no. 1

Mode 1

RBesidue NHumber

8 oo 11 719 111 15 35 55 75 9% 115
i

B K=4E DR
B AE=HEantas

Z0 40 60 &80 100 11 31 51 71 91 1l1 15 35 55 75 9% 115
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