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#3) ® L

.  1,4-alpha-
UniProt (P10538)  56033.8 4 gg’ﬁg’;i{ga" D-glucan

Y maltohydrolase % f\ 4 ik
PDBeChem (SO4) = 0) E

9.1 20 "ﬁ =

LigandBox (SO4)
PDBeChem (HOH)
Chem.Comp.(HOH) 18.0 1005

LigandBox (HOH)

Display chain - A, B, C, D, All (in new window)
Chain-A: [polypeptide(L)] 1,4-alpha-D-glucan maltohydrolase
Number: 1 L 21

5|, =R

31 41 51

——

FERTTEADOAR
#OH
®IT= szmosw
R
FRII= szmost
o7 HFROAS

KBFIBEATVWREA

AYRSLLQLVQECGLTLQAIMSFHQCGGNVGDIVNIPIPQNVLDIGESNHDIFYTNRSGTRNKEYLTVGVDNEPIFHGRTA
o _aFmm————

Sequence:ATSDSNMLLNYVPVYVMLPLGVVNVDNVFEDPDGLKEQLLQLRAAGVDGVMVDVIWNWGIIELKGPKQYDWR i K ‘i i A
Structure : xxxx x = = | — - "] /b [=]
Site: = $ E L L ‘|:| n
71 81 91 101 111 121 131 141

IR ED

—

* 1FER
151 161 171 181 191 201 211 221 : =

4
224135.2
20
1922.0
226057.2
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Latest Release Search
Sequence-Navigator
Structure-Navigator
SeSAW
Ligand Binding Sites (GIRAF)
EM Navigator
Search NMR Data (BMRB)
Status Search

Y—ER&YThITT >>
JjV: Graphic Viewer
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Protein Globe
ASH
MAFFTash
SEALA
NMRToolBox
Structure Prediction >>
CRNPRED
Spanner
SFAS
ZRF—IR—Z >>
eF-site/eF-seek/eF-surf
eProtS
ProMode Elastic
Molecule of the Month
Yorn—K>>
PDB Archive/Snapshot Archive
Uvo%k

BARBER—JICOWT

—ERIE R (&

PDBj T B
(45T A0

Mine RERTEHR (XIRERBIT) [1ukp] PDBj Minelc 211 T
BHTIER
o= iR | BREaE | 45 0— F/EERE || T2 <—2
(PDBID Efckk #—7—F [3) (&%)
AR OMHER
BFEMA] 75.463 78.801 88.560
BFEY [E] 89.92 90.21 89.90
2RI P1
SERE [A] (B - B) 10.00 - 2.10
BOBVWAIEREY TLOE 2.23 (217 )-2.10
R-work 0.2 (0.2001 ')
REEVIMEREY T /LOfE 0.232
R-free 0.234 (0.2345 ')
REBVIMEEY T LOE 0.273

HRERDOPHRREERMSD) [A]
HEADOTY"FRERMSD) [E]

Bl 7—4 OFEHER

SHREE [A] (B - )
BOBUVSREEY TLOE

I RA
HBEBVWIMEEY T LDE

BARHY
HREBVWIMEEY T LDE

R-merge(l)
BEBVWIMEEY T LDE

ST [%]
HREBVWIEEY T LDE

TR

I/sigma(l)

BRERG
#&E@ID A&
1 VAPOR DIFFUSION, HANGING DROP
XROFERICHAR
ID  f&RID B HER
1 1 drop protein
2 1 reservoir  ammonium sulfate
3 1 reservoir  EDTA
4 1 reservoir  2-ME
5 1 reservoir  sodium acetate

BFEEN Y7 (EDM)

0.006 (0.006334 )
1.3 (1.27321 )

19.98 - 2.00
2.07-
137751
13776
335804
33459
0.121
0.383
95.4
95.3
244
1.0

pH pHOFEE BE B
5.4 2770(4°) °C

REL (Hf) i
10(mg/ml)
45-50(%)

1(mM)

18(mM)

0.1(M) pH5.4

19



Protein Data Bank Japan J

F——FRE - HEETRH

ADIT-NMR Ly PDBj Minelz 2 () =>
s Mine B e ﬁ'l_j, DT —9

Search PDB (PDBj Mine)

wwPDB/RDF w = || watwe || el aese ) | eREer | yoro—F/EERE || A8F-8<-2 O =
Latest Release Search R T8 (BR A \ b
Sequence-Navigator — ? -

Structure-Navigator

SeSAW BEEMBOR—JICDONT /8 ~ _
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Structure Prediction >> site_id 'R HEY 2
CRNPRED AC1 SITE 3 BINDING SITE FOR RESIDUE SO4 A 2000
Spanner AC2 SITE 2 BINDING SITE FOR RESIDUE SO4 B 2001
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eF-site/eF-seek/eF-surf ACS SITE 5 BINDING SITE FOR RESIDUE SO4 B 2005
eProtS AC7 SITE 4 BINDING SITE FOR RESIDUE SO4 C 2006
ProMode Elastic AC8 SITE 3 BINDING SITE FOR RESIDUE SO4 C 2007
Molecule of the Month AC9 SITE 3 BINDING SITE FOR RESIDUE SO4 A 2008
YooO—K > BC1 SITE 4 BINDING SITE FOR RESIDUE SO4 B 2009
PDB Archive/Snapshot Archive BC2 SITE 3 BINDING SITE FOR RESIDUE SO4 C 2010
P BC3 SITE 3 BINDING SITE FOR RESIDUE SO4 D 2011
BC4 SITE 6 BINDING SITE FOR RESIDUE SO4 A 2012
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(PDBj Mine)

wwPDB/RDF
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F—IJ—FRER-MHRERE

BABR—IJIDOWNT

ine HRZEHHE [1uk PDBj Minelc 2L\ T
Mine i I, BN

B OB SR | RBEE | BENE )| BRESE | |[FYrn—F/EEER || AMTF—4~A—X
' | (pBID $7ci #—7—F [3) (B& )

Search

Sequence-
Navigator

Structure-
Navigator

SeSAW
Ligand Binding
Sites (GIRAF)
EM Navigator

Search NMR
Data (BMRB)

Status Search
H—ER&Y 7k
JI7 >>

JjV: Graphic

Viewer

73 8 (Yorodumi)

Protein Globe

ASH

MAFFTash

SEALA
NMRToolBox

R (1-20)/ 20

1ukpA SE2—3X: 1ukpB 1ukpC 1ukpD

Seq.ldentity:100% Seq.Positives:100% E-value:0Score:2638Query Coverage:100% Compound:beta-
amylase(E.C.3.2.1.2)

FRBE (lukoa) ) MEOEREDE
1ukpA 1490 NMLLNYVPVYVMLPLGVVNVDNVFEDPDGLKEQLLQLRAAGVDGVMVDVWKGI TELKGPKQYDWRAYRSLLQLVQECGLTLQAIMSFHQCGGNVGDIVNIPIPQWVLDIG
1ukoA 6 490 NMLLNYVPVYVMLPLGVVNVDNVFEDPDGLKEQLLQLRAAGVDGVMVDVWKGI I ELKGPKQYDWRAYRSLLQLVQECGLTLQAIMSFHQCGGNVGDIVNIPIPQWVLDIG

< »

€ : )
1ukoA 52 —2X: 1ukoB 1ukoC 1ukoD

Seq.ldentity:g 2 8:99% E-value:0Score:2612Query Coverage:100% Compound:Beta-Amylase(E.C.3.2.1.2)

DNVFEDPDGLKEQLLQLRAAGVDGVMVDVWNGIIELKGPKQYDWRAYRSLLQLVQECGLTLQAIMSFHQCGGNVGDIVNIPIPQWVLDIG
1g6cA 6490 NMLLNYVPVYVMLPLGVVNVDNVFEDPDGLKEQLLQLRAAGVDGVMVDVWNGITELKGPKQYDWRAYRSLLQLVQECGLTLQAIMSFHQCGGNVGDIVNIPIPQWVLDIG

[ & B < »
106¢A FE2—3X: 1bfnA 1wdpA

Seq.ldentity:99% Seq.Positives:99% E-value:0Score:2610Query Coverage:100% Compound:Beta-amylase (E.C.3.2.1.2)
FHARE (lwdra] ) HEOERSDE

e 1

LLf-Ee 5z +F
DittDITk

)—%

R

(=Sequence
Navigator)
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ADIT-NMR Mhé HFAZAHE [1ukp] EZIESB,‘ Min/e‘/CDL\-;
B’¥E>>
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EM Navigator

Search NMR Data (BMRB)
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SEALA
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PDB Archive/Snapshot Archive
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83U rBER =490
RMSD Eh &b t:

CARMSD =0.89A [PDB7 7 jv4[ [HJava Plug—i[/ RitfRJava Plug-in |

1ukpA
1ukpA
1g6cA
196cA
Ner XR{CIEE
1ukpA
1ukpA
1g6¢cA
196¢cA
Ner FR{CIEE
1ukpA
1ukpA
1g6¢cA
1g6¢cA
Ner XR{CIEE
1ukpA
1ukpA
196cA
1g6cA
Ner FR{IEE

1uknA

]

NMLLNYVPVYVMLPLGVVNVDNVFEDPDGLKEQLLQLRAAGVDGVMVDVWWGI TELKGPK
HHHHHHCCEEEECCCCCCCCCCCCCHHHHHHHHHHHHHHHCCCEEEEEEEHHHHHCCCCC
NMLLNYVPVYVMLPLGVVNVDNVFEDPDGLKEQL LQLRAAGVDGVMVDVWHGI IELKGPK
HHHHHHCCEEEECCCCCCCCCCCCCHHHHHHHHHHHHHHHCCCEEEEEEEHHHHHCCCCC
999999999999999999999999999999 9999999999999999999999
QYDWRAYRSLLQLVQECGLTLQAIMSFHQ@GGNVGDIENIPIPQWVLDIGESNHDIFYTN
CCCHHHHHHHHHHHHHHCCEEEEEEECCCRCCCCCCCRCCCCHHHHHHHHHHHCCCEEEC
QYDWRAYRSLLQLVQECGLTLQAIMSFHQEGGNVGDT]
CCCHHHHHHHHHHHHHHCCEEEEEEECCCRCCCCCCCRCRCCHHHHHHHHHHHCCCEEEC
999999999999999999999999999999 $9999999999999999999999
RSGTRNKEYLTVGVDNEPIFHGRTAIETY NMSDFLESGLIIDIEVGLGPAG
CCCCEEEEEECHHHHCCCCCCCCHHHHHHHRRRRRHHHHHHHHHHHCCEEEEEECCHHHH
RSGTRNKEYLTVGVDNEPIFHGRTAIEIYSDYMKSFRENMSDFLESGLIIDIEVGLGPAG
CCCCEEEEEECHHHHCCCCCCCCHHHHHHHHHHHHHHHHHHHHHHHCCEEEEEECCHHHH
999999999999999999999999999999999999999999999999999999999999
ELRYPSYPQSQGWEFPGIGEFQCYDKYLKADFKAAVARAGHPEWEL PDDAGKYNDVPEST
HCCCCCCHHHHHCCCCCCCCCCCCHHHHHHHHHHHHHHHCCCCCCCCCCCCCCCCHHHHH
ELRYPSYPQSQGWEFPGIGEFQCYDKYLKADFKAAVARAGHPEWEL PDDAGKYNDVPEST
HCCCCCCHHHHHCCCCCCCCCCCCHHHHHHHHHHHHHHHCCCCCCCCCCCCCCCCHHHHH

9999
9

9 9 9 9 9 9 99

GFFKSNGTYVTFKGKFFI TWYSNKI | NHGDOTI NFANKAFI GCKVKI ATKVSGTHWWYKV

9 9 9 9 9 9 9

B3I 0 &
2 BB

E

e 30 \Viewer TR A
(BE X A ]
Z1ER)
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Superposition of TukpA (blue) and 1q6¢cA (red)

551 DR
2 B B

Style: OCartoon ®Backbone OWireframe
Color: Ogroup  @®chain Datom
Zoom: O75% ®100% 0150%

For a trouble to display a picture, please retry selecting
"IV4 (new Java Plug-in)" or "jV4 (classic Java Plug-in)" from the previous page
You may also refer the known problems page.

Here,
V4 (classic Java Plug-in version): for JRE 1.4 or 1.5 / Mac OS X 104 or 10.5
V4 (new Java Plug-in version): for JRE 1.6 or later / Mac OS X 10.6 or later
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Latest Release Search r

Sequence-Navigator

[ PDBID £7cks #—7—F [3) (%

ZRTF=INR—R >>

eF-site/eF-seek/eF-surf
eProtS

ProMode Elastic
Molecule of the Month

Yova—K >

PDB Archive/Snapshot Archive

UvI%k

&PFMBif (PDBZR)
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Structure-Navigator ~ A\S
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mmCIF 1ukp.cif.gz (416k)
H—ER&Y 7
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758 (Yorodumi) PDBML YT DFH 1ukp-noatom.xml.gz (72k)
Protein Globe EENEROH 1ukp-extatom.xml.gz (390k)
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NMRToolBox 1ukp.pdb1.gz (88k) (A)
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RCSB-PDB (Protein Data Bank)

PDBe (Protein Databank in Europe)
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CATH (Class, Architecture, Topology and Homologous superfamily)
eF-site (electrostatic surface of Functional-site)
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VAST (Vector Alignment Search Tool)

KEGG (Kyoto Encyclopedia of Genes and Genomes)( EC 3.2.1.2)
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KU UK S LAF K(RNA)
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2012/10/29

AXRERPRERIHBITZIVFavEI+— (108268 ) OERAETE/HUF U1,
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ASH HRHRTE>>
MAFFTash ®
SeALA — COBLLS)
NMRToolBox
Structure Prediction >> 2012/12/4
CRNPRED KT — 9 OABMAHAHRICED £7: 201352568 MU ICPDBIC BRI NI EMERBET— 5 ard
Spanner & RAULAEEE (RF—FR) KEVWET, (FH4.)
SFAS 2012/11/29 <30S

ZRT—=INR—R >>
eF-site/eF-seek/eF-surf
eProtS
ProMode Elastic
Molecule of the Month

FovO—K>>
PDB Archive/Snapshot
Archive

Yo%k

wwPDB Outreachi#iE% (108138 FfE) OEE (3k¥) ZYouTube TARLE UL, (F¥4..)
2012/11/13

AT V27T52012 (118108, 11BHfE) IC&F2PDB] DHEAETZE/HLE LT,
2012/11/5

CCP4ABL (11B28 M) ICH TR RENEEB/RMUE L.
2012/10/29

AXRERPRERIHBITZIVFavEI+— (108268 ) OERAETE/HUF U1,
2012/10/19

PDBO#FH L WM (BIRD) A%, 2012F128ICFTPHY hCABEhEd, (F#.)
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Lo EEOTIRER — SQLIR 3

ADIT: PDB Deposition
ADIT-NMR

R >>
Search PDB (PDBj Mine)
wwPDB/RDF
Latest Release Search
Sequence-Navigator
Structure-Navigator
SeSAW
Ligand Binding Sites (GIRAF)
EM Navigator
Search NMR Data (BMRB)
Status Search

Y—ER&YTRI7I7 >
jV: Graphic Viewer
73 & (Yorodumi)
Protein Globe
ASH
MAFFTash
SEALA
NMRToolBox
Structure Prediction >>
CRNPRED
Spanner
SFAS
ZRT—=INR—R >>
eF-site/eF-seek/eF-surf
eProtS
ProMode Elastic
Molecule of the Month
Yova—K >
PDB Archive/Snapshot Archive
P2

® PDBy E*Eﬁ’\._y‘cj WwtT
Mine PDB;j Mine (PDBI Y k U — D) PDB] Minele 201
SEFT IR
WERT
|(poBID g1zl ¥—o—k [3) (B ) 1R—YDRTHE 16
BHAIHRORT

FRAMEIhIvhU—) (BfiahicIvrY—)

AR—Y ORI 16

BB S iR ORTR

CRIFOEHBEENLTY Y~ )

(2TOESH /B NIIYFY—)

R RESTH—EZRIL2WT

IvhkY—CEDXPathiRFE

XPathZ AH LT EEE W —XPathdf “XPathEBVEEL )

XPath%3%4E ) (Ve k)

LKMo
D]~

L R%

PDBMLOHEICDWT -ZE55DHBEE BTV
AFIVEFATARDWT-mmCIFFr 73+ V%S
PDBMLplusD4#3& I DWW T —PDBMLplus A +—< 7 Z
PDBMLF—4 2B Y 2 TAT I L6 -5 D>, R—
SQLYTYEAALTFEW -7 T DFl IR—I DR 16

Yy

quv& K(E
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ZNY—E X

Sequence Navigator Structure Navigator : -
Protein Structure Search Engine Functiona | Ma p p| ng
%

About Sequence Navigator

About Structure Navigator

PDB ID: ] or PDB Flle: (7) Chain ID: ] (requirec) Sequence-Derived Structural Alignment Weights
To Enter Navigator, Input a PDB ID and Chain ID ©rotum omal (addross: .
OR Input an AA Sequence earch ) Clear Form

Structure Navigator - —s Ly T

(KRB FIRER) GERISTAREERE) | (EETaA)

Clustering Options
@ No Clustering O Cluster by Sequence Identity [ 7%)

Find All Homologs

Clear Form

{ suomit J{ Clear Form

PDBj GIRAF (beta 4) [EMWNavigator ®. E 2 T TR e T

Srapwwes ™ C L EyT | R R EED FERA DY 7~ O\ pege |[Sieson | [ oweouns |[ Ny
Similarity Search for Ligand Binding Sites at Atomic Resolution [Help] LIKPOB| > BEM Navigator JV Main Page
F-9ERD
Given a query protein structure, GIRAF searches for ligand binding sites in the PDB that are structurally similar to substructures of A9 (57 EVDB 1D/ PDB 1) — Welcome to jV wiki.
the query. As a query, you can specify a PDB ID or upload your own PDB-formatted file. For more information, please refer to the : B / / ) ottt g IV (formerly known as to display graphics of protein . IV supports |
e page.

1V can read and display PDBML fies, the canonical XML format for the Protein Data Bank.

Of course, }V can read and display the tradtional P!

=2 Y AREl e cz rmat files, too.
Note: This service is currently Submitted jobs may be owto u RasMolike usabity. o
terminated prematurely at an I ﬁK N a VI at r v can process more than one moled eV
8.0 e | ¥ can display polygons specified by fML
GIRAF ier u
Interface fype-

Imultaneously, and be superimpo: ular images.
. rmn o\

oad . '
= St A ST == 2 BE 4k : mﬂ;
l') HNEES ( EE,% 15"5(%\ = CHEh =7 "?“ :L &
« ODNAand RNA bmdmg ecent change i
Oalltypes of igands (nonpolymer; OV i ceotidl NG EE £ E s
AR ER) *LT *ﬁ (ﬁ Bﬁ 554

Input PDB ID:

_“u\.«\--m'

AHERDIR:
MD BT KDL

(Go) (search)
or upload a PDB file:

toolbox
= Whatlinks here
= Related changes
= Special pages

= Printable version
Number of displayed results (optional): 1o |

" o
: - HF - WELDFOBIIRICS, DOEPEIB n % m ' - ' M = Permanent ink
DO BRRLTWEEFS YA FERELT S &L S
Your email address (optional):

Chain IDs (optional): i (comma-separated multiple IDs [e.g., "AB"] or "all" are allowed.)

Limit target PDB entries (optional): ‘st (comma-separated multiple IDs [e.g., "101m,1a00] or al" are allowed) )

AT, Contents rice]
Goabmt) Creser) « PDBJAEELTLWET, g g o)

; i 2 Basic Usage
DB version: 2012-12-15: 731203 interfaces PHLEIES | 2o pmar—5: EMDBAHENE, EMDBEH, POBES 3 Download
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T DY

B

| Yorcdhuri DA, B (Yorodumi) - £ERONS 2 Y icEh3 > lg{

T — T

s WHREIRUSHZ

o e IDEANTS
- BERER « PDB ID / EMDB ID: (&)
. QEBEWE - UV Y SYSTLICERE

« 3¢ |HPDBTY R UNS
© 3CRPDBTY R UAS
« 3EMDBOIY b U5

= W

o o gF—T—RTH
\\ #: ribosome (, (€~ ZIV TV H), HIV, Alzheimer (PILY/\1 ),
N\ virus (E20E %5

P@BM

- 7R (Yorodumi) - £®DHF 7 VIcEb3 S5

F% Sﬁh %1\ )mui ELT, ¥AT, RLBL
Eﬂ( & EM Datl Ban® (EMD# 07— 5 £FIBLTVE T,

o HFMEL2—FF Ly hELT Tmol; & MV (PDB Viewer), ZFIBLTVET,
© HRIZPDBIASEELTVET,
BHASE

* JMOITOEMRERE (5 YT M) ODRFICHIBLE Ulco

* BEIC L BED THATV (togotv) - (Yorodumi) DEE WA ~BEA & e~ (Bt
P R Ry

[ Description | Tutoril)

PDB;j Protein Globe

Agraphical user interface (GUI) to the PDB; database.

Java Plug-in Type New Classic

This domain:

In PDB:

version pre-beta-1.0; 7664 domains; Updated Mon Feb 04 10:37:14+0900 2008

Description

1. Protein Globe is based on JV (ak.a. PDBjViewer). Thus, you need to have JRE installed on your system.

GASH Structural Superposition

input
Query PDB
upload a PDB file (ER...
oF

GASH/RASH

Template PDB

(BENDERENE)

then Specify a Chain id 'a |

Superposition Options
Residue Equivalence is defined by exp[-(d/rcut)*2]
with rcut =4 Angstroms

Multiple Solutions are defined by the following parameters:

3 —
Input Sequences and PDB ms(le A F F I a § I l
€01 var

(B3 LA
“PDBT

QR IRQLRDTHGRUAGAEMAECL T

Structure weight lfwm exnerience nrohlems_nlease cantact ne
i ‘The older version of MAFFTash (ver. 3) is here
Notify results by email

Need help picking PDBIDs?
i) (Rese) Use >SEEKQUENCER

2012 ~ Systems Immunology, iFReC.
Protein Data Bank Japan

SEALA

SEquence ALignment Analyzer

. .FLV-DTGAQHSVLT. ..
<ALL_DTCADDTVLE
-DYADINIT.
il oay
.CFV-| DTGASLCIAS

(ﬁEﬁlJ?%“ﬁiW/H:Faﬂ
SHY=IL)

This site provides download service of the programs. You can download the source codes of
programs, by clicking the download button.

Doymload,

Download

Plug in software, Chime or , is required to see the resuit of calculation on a tertiary structure.

Link

Link to Related Service : PC-31 (Profile Comparison between 3D and 1D)

PDBj CRNPRED

Prediction of One-dimensional Protein Structures:
Secondary structures, contact numbers and residue-wise contact orders
[Help]

ne-dimens ondary structures, cont

%éNPBED quei%(SlCl’RN p R E‘D‘ﬂw“ o
- (2REEGEDTIR

TEBHEIREE
o A

Heferences

1. CRNPRED: Highly accurate prediction of one-dimensional protein structures by large-scale critical random networks.
Kinjo, A. R.; Nishikawa, K. BMC Bioinformatics 7:401 (2006) [Primary referencel

2. Predicting secondary structures, contact numbers, and residue-wise contact orders of native protein structure from amino
acid sequence using critical random networks.
Kinjo, A. R; Nishikawa, K. BIOPHYSICS 1:67-74 (2005) [Basic methodology]

28




PDBj

Protein Data Bank Japan

Z Do —E

SYSTEMSIMMUNOLOGY iFrec QARAS - — YT

E i Acknowledgements
I o eroon | Usage: . Availability: @ AboutcFsite | Tools | References | Links | | Feedback

to Fi ion A ion Server

electrostatic surface ni Functional

ite

480428 Entrics, Last Update: 24-Nov-2012

Trv our new Structure and Function Prediction Piveline Keyword Search

Please enter your query B
‘About & Download

= “Spanner = SFAS ~ eF-site

(:L—"j‘fa* “E.i"L,th# PDBE&FT —A (X (’E&EEO)%?Q%E
’m%i ) DLILIAEE T A

Select Allgnment methods

yocking Outreach - i & Blast © Whole PDB © Rep. Domains
0 PsiBlast O Whole PDB ® Rep. Domains pdt . vid subunits of
Links | = | / 324 @ Hipred © DB SCOP comple of protins. I addition, when double sands DNA s included in e eny, molecular

/\
<t
3

surfice for each dsDNA is also stored.
Send results to this email address

(St ) (Gasrrom)

- % KXY KERY
PDBj PDEj PrpgMode —~ sEase L S
e o R BEOMBL MAME LT FAQ SHLEDE
eProtS lastic
_— errols BEERNS7 5/ (705, o Dus ) 5, JSTNOGE XEXZ XA E Ry, KIS,
Topics BMRB, h&(}@(ml’m!ekﬂ?]b& SEEESFOUGMET— 5 -2 EERNICR— LS NPOBF— N TELTERT B
. Database of normal mode analysis of PDB data using elastic network model in torsional angle space SBE > e bic, AR LB THD %t
suoROREA ¥ Home| What is ProMode-Elastic| Help Japanese ADIT:PDB Degcstion
El U S . e SHADAF (Molecule of the Month)

eProtS
(BEREELIZEATS | (3
wikin—X DB F 5

: - 2:. Jﬁﬁlﬁlg

o 50 [jalen] :2012/06:2 5 74 ¥ 5% 57 (Sliding Clamps)
: B . . : T e e o Dlsete H Toactors PR = (208,07 5 )
network-model based normal mode analysis in Torsional Angle P CRNPRED :2012/04:RasEEH (Ras Protein)

E_ space for PDB data. PDBETA can describe molecular structures . Spanner 147 [jalon] :2012/08:01 K 7> (Rhodopsin)
with relatively smaller number of degrees of freedom, and take

B 145 [jal on] 2012002:7 2 /7 33 KRIEMSE (Aminoglycoside Antbiotics, 7S / AR

B A #E)
oF steloF-seolloF-sur
eprots

into computation not only proteins but also DNA, RNA, and

145 (jalen] 2012/01:{ZHRNADF 5 7% (Messenger RNA Capping)
senewr ligand molecules (hydrogen atoms and water molecules are

am : J&imiigjg i excluded currently to suppress the number of variables) S e 144 Ualon] 20T1HZSAM (Gomplex b, NADHIF.) > BIEEXH%)

= o i Molecule of the Month 143 [jalen] 2011/11:Tollgk2E 4 (Toll-ike Receptors)

oas .22 . In each protein page its characteristic dynamic features can be Somtm 142 [jalon] 2011/10PDBOAIEE S5 (PDB Pioneers)

e © IV HOMEAT abserved through animation and displacement vectors on a PDB ID=Tegk Nucleic o8 civaSnapahot 141 [jal en] 2011/09:0-GIcNACEES 5% (O-GIcNAC Transferase. OMALBN-7 £ F LI
SlENmEE LS YIRVHUR viewer such as V and Jmol. We hope that a user leans more acid four-way junction. Archive VI VEBER) o

a0 « UV FILeProtSOA about dynamics from these pages than a static three- There are four-chains. TN 2011 | M0 (jalon] 2011080 K707 7~ UGG (Rhomboid Proeass GG)
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TJ714ILAZ I

DB format SO H O 11T80XFEE., 1HERIE—ED
BMkDT +—~ > N PDBx [ IZ DUV THFTH
|
| mmair RETEH>TNBT—4
|
PDBML mmCIFZXMLIERCE L 726D

—>  PDBMLplus PDBMLIZSRER (F#RFZ &N (PDBj#E B )
—> wwPDB/RDF ROFZ X (XMLO—FE) IZEH# L T=H D

NWIFNELTF AT —F(TT43THDD)

mmCIF: macromolecular Crystallographic Information File
RDF: Resource Description Framework
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BIA—<TYNT7AIL

ADIT: PDB Deposition BERBER—JICDWT

- ® PDBy o — s aae =
ADIT-NMR Mine 49y 00— R/EEZRR [1ukp] PDBj Mine/= 21T
BER>> BHTEE
Search PDB (PDBj Mine)
wwPDB/RDF o= || matie || Rete || eets || eREax SEF—5 R—2R
Latest Release Search P o j‘ )

Sequence-Navigator
Structure-Navigator

SeSAW 77 AILHR T7ANE (F7AINHAX)

Ligand Binding Sites (GIRAF) LTOWE pdb1ukp.ent.gz (341k)

EM Navigator

Search NMR Data (BMAB) PDB 2T O GEEH) pdb1ukp.ent (1405k)

Status Search - Ay T DdH pdb1 ukfp.en(t.gz ‘((10k)

mmCIF 1ukp.cif.gz (416k)
H—ER&Y 7

; /. h.qu > 2T OWER 1ukp.xml.gz (642k)

jV: Graphic Viewer Y Tk A | o

78 (Yorodumi) PDBML Ny T D ukp-noatom.xml.gz (72k)

Protein Globe BRI H 1ukp-extatom.xml.gz (390k)

ASH PDBMLplus (\v % D) 1ukp-pdbmiplus.xml.gz (75k)

MAFFTash RDF (\vy ¥ D) 1ukp-noatom.rdf.gz (27k)

SEALA WERTF riukpsf.ent.gz (1218k)

NMRToolBox 1ukp.pdb1.gz (88k) (A)

Structure Prediction >> *author_defined_assembly, 1 5% (&)
CRNPRED (monomeric)
Spanner 1ukp.pdb2.g_z (88k) (B) .
SFAS *author_defined_assembly, 1 2F (&R)

(monomeric)

SRF—IR—Z >> EMPMET (PDB) 1ukp.pdb3.gz (88K) (C)

eF-site/eF-seek/eF-surf *author_defined_assembly, 1 4% €5

eProtS (monomeric)

ProMode Elastic 1ukp.pdb4.gz (87k) (D) A o
*author_defined_assembly, 1 i )

Molecule of the Month (monomeric)

FovO—k >
PDB Archive/Snapshot Archive
VP24



HEADER
Pk TLTLE
TITLE
COMPND
COMPND
COMPND
COMPND
COMPND
COMPND
COMPND
COMPND
COMPND
SOURCE

DBREF
DBREF
SEQADV
SEQRES
SEQRES
SEQRES
SEQRES
SEQRES
SEQRES
SEQRES

HYDROLASE 04-MAY-99  1CLV
YELLOW MEAL WORM ALPHA-AMYLASE IN COMPLEX WITH THE AMARANTH
2 ALPHA-AMYLASE INHIBITOR

MOL_ID: 1; \

2 MOLECULE: PROTEIN (ALPHA-AMYLASE); SDF4
3 CHAIN: A;
4 SYNONYM: ALPHA-1,4-GLUCAN-4-GLUCANOHYDROLASE;
5 EC: 3.2.1.1;

6 MOL_ID: 2;

7 MOLECULE: PROTEIN (ALPHA-AMYLASE INHIBITOR);
8 CHAIN: I;

9 ENGINEERED: YES

MOL_ID: 1;
ISM_SCIENTIFIC: TENEB

PDB format
117805 [&
(oYL T714IL)

AMY_TENMO
TAAI_AMAHP
GLN 1 SEE REMARK 9
PHE ALA SER GLY ARG ASN

1CLV I 501 P80403
1CLV PCA A 1 P56634
1 A 471 PCA LYS ASP ALA ASN
2 A 471 VAL HIS LEU PHE GLU TRP LYS TRP ASN ASP ILE
3 A 471 GLU CYS GLU ARG PHE LEU GLN PRO GLN GLY PHE
4 A 471 VAL GLN ILE SER PRO PRO ASN GLU TYR LEU VAL
5 A 471 GLY ARG PRO TRP TRP GLU ARG TYR GLN PRO VAL
6 A 471 ILE ILE ASN THR ARG SER GLY ASP GLU SER ALA
7 A 471 ASP MET THR ARG ARG CYS ALA GLY VAL
ASP ALA T THR GLY

SER ILE LR
ALA ASP «

GLY GLY

ALA ASP

SER TYR

PHE THR

ARG ILE
MET ASN
ASP GLY
ASP

[

1 7.713  8.323

2 A 8.263 8.128 1. P [RFEEAE
3 B PCAA 1 31.390 7.193 8.612 1.00 16.19
4 CG PCAA 1 30.495 5.943  8.987 1.00 16.93
5 D PCAA 1 29.101 6.476 8.787 1.00 19.39
6 OE PCAA 1 28.089 5.796 9.037 1.00 22.92
7 C PCAA 1 30.667 8.643 6.676 1.00 13.70
8 0 PCAA 1 31.514 9.493 6.417 1.00 14.12
9 N LYSA 2 29.983 7.994 5.735 1.00 14.51
10 CA LYSA 2 30.178  8.269 4.313 100 13.28
11 C LYSA 2 28.999 8.963 3.640 1.00 16.12
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1
1

PDB7 A — VDI E

T8OXF[EFE
TICURFESEUDRFIERDITICHEFE(7~10
SLBICHRGETIBEELHD)

K FTAI7EA YA [ HEADER, TITLE, COMPND,
SOURCE, EXPDTA, AUTHOR, JRNL, REMARK (&
5 OF), ATOM, HETATM

¥L<IZ http://www.wwpdb.org/docs.html




data_1CLV
&

. . _\\_ > : E A
_audit_conform.dict_name mmcif_pdbx.dic
_audit_conform.dict_version 4.007
_audit_conform.dict_location http://mmcif.pdb.org/dictionaries/ascii/m

Protein Data

#
lzzz;base 2.database idh ?_gbﬁzjuj:%éi%é —mmCI F
_database_2. database_code 7= I

:css RCSB0O1000 (ST AR ﬂ.z .'._l'—t )
Eggzabase_PDB_rev. num EE ‘j: : *L 7b§ k jTE

_database_PDB_rev.date
_da _rev.date_original

Zatom_site.
_atom_site.Cartn_z_
_atom_site.occupancy_es
_atom_site.B_iso_or_equiv_esd
_atom_site.pdbx_formal_charge
_atom_site.auth_seq_id
_atom_site.auth_comp_id
_atom_site.auth_asym_id

: . : s[s . . =t N s[s
:gt&zttzgj;tggmjd‘( #HID (label_asym_id) ...auth_asym_id (FEMNEZL1=EEID)
ATOM 1 N N .PCAAL1l ?29.0207.713 8.323 1.00 17.6 BT AHIBZEEELHH
ATOM 2 C CA .PCAA11 ?30.380 8.263 8.128 1.00 16.55 7 ?

ATOM 3 C CB .PCAA11 ?31.390 7.193 8.612 1.00 16.19 ? ?

ATOM 4 C CG .PCAA11 7?7 30.4955.943 8.987 1.00 16.93 ? ? nin

ATM 5 C (D .PCAA11 ?29.101 6.476 8.787 1.00 19.39 ? 7 &= JRF AR

ATOM 6 0 OE .PCAA11 7 28.0895.796 9.037 1.00 22.92 ? ? mmCIF: macromolecular Crystallographic
ATOM 7 c C .PCAA11 7?7 30.667 8.643 6.676 1.00 13.70 ? ? Information File

ATOM 8 0 O .PCAA11 ?31.514 9.493 6.417 1.00 14.12 ? ? ) -

ATOM 9 N N . LYSA12 ?29.9837.994 5.735 1.00 14.51 7 ?

ATOM 10 C CA . LYSA12 ?30.178 8.269 4.313 1.09 13.28 ? ?

ATOM 11 C C . LYSA12 ?28.999 8.963 3.640 1.00 16.12 ? ?
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mmCIFD L E

« HkE H3;E(STAR[Self-defining Text Archive and Retrieval] 2 =)

o RGET/T—arDiE,

« RJIEI_ITWHRFES,

o RTETI/T—2a DI ERHHIGEEITIE oop |HEX THEY
RLZEIETET Do

e B DEIRIEZmMCIF dictionary(STARFE.R) TEZSINTULVA,

« BRLGEBEDT—AITHTI)—IIZE>THE-BEINTINVS,

o HT3I—®DHI: entity, struct, citation, citation_author, atom_site,
chem_comp, cell, ...

« F£L<IE http://mmcif.pdb.org/
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<?xml version="1.0" encoding="UTF-8" 7>

<PDBx:datablock datablockName="1CLV"
xmlns:PDBx="http://pdbml.pdb.org/schema/pdbx-v40.xsd"
xmlns:xsi="http://www.w3.0rg/2001/XMLSchema-instance"
xsi:schemalocation="http://pdbml.pdb.org/schema/pdbx-v49.xsd pdbx-v:

<PDBx:atom_siteCategory>
<PDBx:atom_site id="1">

<PDBx:B_iso_or_equiv>17.69</PDBx:B_iso_or_equiv>
<PDBx:Cartn_x>29.020</PDBx:Cartn_x> P D B M I—
<PDBx:Cartn_y>7.713</PDBx:Cartn_y> ~ i< 1:@
<PDBx:Cartn_z>8.323</PDBx:Cartn_z> mm CI F 75\ b z

<PDBx:auth_asym_id>A</PDBx:auth_asym_id>
<PDBx:auth_atom_id>N</PDBx:auth_atom_id>
<PDBx: auth_comp_1id>PCA</PDBx:auth_comp_id>
<PDBx:auth_seq_id>1</PDBx:auth_seq_id>
<PDBx: group_PDB>ATOM</PDBx: group_PDB>
<PDBx:label_alt_id xsi:nil="true" />
<PDBx:label_asym_id>A</PDBx:label_asym_id>
<PDBx:1label_atom_id>N</PDBx:label_atom_id>
<PDBx:1label_comp_id>PCA</PDBx:label_comp_id>
<PDBx:label_entity_id>1</PDBx:label_entity_id>
<PDBx:1label_seq_id>1</PDBx:label_seq_id>
<PDBx:occupancy>1.00</PDBx:occupancy>
<PDBx : pdbx_PDB_model_num>1</PDBx: pdbx_PDB_model_num>
<PDBx:type_symbol>N</PDBx:type_symbol>
</PDBx:atom_site>
<PDBx:atom_site id="2">
<PDBx:B_iso_or_equiv>16.55</PDBx:B_iso_or_eqauiv>

¢
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- 1CLV-noatom -

+ <PDBx:datablock datablockName= "1CLV-noatom"
xsi:schemal.ocation= "http://pdbml.pdb.org/schema/pdbx-v40.xsd
pdbx-v40.xsd">

+ <PDBx:atom_sitesCategory>

+ <PDBx:atom_typeCategory> PDBML ( noatom )

+ <PDBx:audit_authorCategory> T5 . Tn/\

+ <PDBx:audit_conformCategory> J?‘ %‘@ 25 (ato m_s ItE) I:IB 7] 0)

+ <PDBx:cellCategory> 'I%E *&% 75§ g LND -ts% D .\':'ﬂ's éj\g
+ <PDBx:.chem_compCategory>

+ <PDBx:citationCategory> Bf:f\‘ 91“ L/T: :(:J 0) :E) ?ZEE 1:/H\: o

+ <PDBx:citation_authorCategory>

+ <PDBx:computingCategory>

+ <PDBx:database_2Category>

+ <PDBx:database_PDB_matrixCategory>

+ <PDBx:database_PDB_revCategory>

+ <PDBx:database_PDB_rev_recordCategory>
+ <PDBx:diffrnCategory>

+ <PDBx:diffrn_detectorCategory>

+ <PDBx:diffrn_radiationCategory>

+ <PDBx:diffrn_radiation_wavelengthCategory>
+ <PDBx:diffrn_sourceCategory>

¢
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<?xml version="1.0" encoding="UTF-8" 7>

<PDBx:datablock datablockName="1CLV-extatom"
xmlns:PDBx="http://pdbml.pdb.org/schema/pdbx-v40-ext.xsd"
xmlns:xsi="http://www.w3.0rg/2001/XMLSchema-instance"
xsi:schemalocation="http://pdbml.pdb.org/schema/pdbx-v40-ext.xsd pdbx-v40-ext.xsd">

<PDBx: category_atom_record>

<PDBx:atom_record id= "1">  ATOM 1 A A 1 1 7? PCA PCA N N N 29.020 7.713 8.323 1.00 17.69
<PDBx:atom_record id= "2"> ATOM 1 A A 1 17 PCA PCA C CA CA 30.380 8.263 8.128 1.00 16.
<PDBx:atom_record id= "3"s  ATOM 1 A A 1 1 7 PCA PCA C (B (B 31.390 7.193 8.612 1.00 16.
<PDBx:atom_record id= "4">  ATOM 1 A A 1 1 ? PCA PCA C G CG 30.495 5.943 8.287 1.0 16.
<PDBx:atom_record id= "S">  ATOM 1 A A 1 19.
<PDBx:atom_record id= "6"> ATOM 1 A A 1 P D B M |_ ( extatom ) 22.
<PDBx:atom_record id= "7">  ATOM 1 A A 1 e - ﬁ 3.7¢
<PDBx:atom_record id= "g's ATOM 1 A A 1 - "'_ 1;_ ( - ) B 4.12
<PDBx:atom_record id= "9">  ATOM 1 A A 2 JE ' = Jﬁ %1% 71N ato m_s Ite H 4.51
<PDBx:atom_record id= "10"> ATOM 1 A A 2 Z\ - . 13.
<PDBx:atom_record id= "11">  ATOM 1 A A 2 n 0) ﬂ % Jj_:’%fﬁ L/ T ”2 &) T: :E 0) 6.12
<PDBx:atom_record id= "12"> ATOM 1 A A 2 7.54
<PDBx:atom_record id= "13">  ATOM 1 A A 2 :E)*E il: 13.
<PDBx:atom_record id= "14"> ATOM 1 A A 2 ZE{,\ o 14.
<PDBx:atom_record id= "15"> ATOM 1 A A 2 2 ? . LYS LYS C (D CO 32.140 5.082  3.331 1.00 17.
<PDBx:atom_record id= "16"> ATOM 1 A A 2 2 ? LYS LYS C CE CE 33.340 4.422 3.957 1.00 17.
<PDBx:atom_record id= "17">  ATOM 1 A A 2 2 ? LYS LYS N NZ NZ 33.629 3.104 3.3490 1.00 20.
<PDBx:atom_record id= "18"> ATOM 1 A A 3 3 7 ASP ASP N N N 27.961 9.255 4.417 1.00 14.81
<PDBx:atom_record id= "19"> ATOM 1 A A 3 3 7 ASP  ASP C CA CA 26.789 9.956 3.901 1.00 14.
<PDBx:atom_record id= "20"> ATOM 1 A A 3 3 7 ASP ASP C C C 27.016 11.410 4.299 1.00 12.41
<PDBx:atom_record id= "21">  ATOM 1 A A 3 3 7 ASP ASP 0 O O 27.160 11.710 5.485 1.00 12.28
<PDBx:atom_record id= "22">  ATOM 1 A A 3 3 7 ASP ASP C (B (B 25.513 9.426 4.569 1.00 17.
<PDBx:atom_record id= "23">  ATOM 1 A A 3 3 7 ASP ASP C (G CG 24.239 10.003 3.964 1.00 20.

¢
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PDBMLDHEE

« MK B H3GE(XML)
e mmMCIFDATIY)—IZRIELI=XMLD A

e XMLEZDE! ZPDBMLADXML Schema TEZ
SNTULVS, (BT DEBRIEMMCIFNLHEFR S
NTLVS, )
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£ IA—T VDI

A —<vk = T—AD5E | ADBFHEA® | TATSLA B#E1E
<% ERA THLIE L4
EAN
PDB flat X © X wwPDB
mmCIF STAR o) o) o) IUCr
wwPDB
PDBML XML o X © W3C
wwPDB

e PDBIA—IYNEI—EHT—AMBNZINTULSN, EET—FFADED
F&IZIFZEL TS, BRERESA TWAEH2AHYTOISLT—ELT
FOIZIEHEYESIE0N,

 mMCIFIZT—A2N0TEE T, ADFEOHERICHEEAELTINS, /N\—F 54
JS51)(C++)IZRCSBMAS AE SN TULVA,

« PDBMLIZE X757 59+ (PDBjMD I Display IHERE . Firefox’i &) A7z & AN
EEFCARCIZAN D, —BHAXMULES(TSUERNBIENT

EXOR
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e e N R R, LN
PDB;j! % O A TS ey % oY
SoRTeT ~ b . AN ~ - ~
PDB/RDF PDB entry : 1CLV http://pdbj.org/rdf/1 CLV Download RDF file for this entry P c;,‘g,‘,’,"'o’;ggﬁgﬁ
Home PREFIX Search PDB/RDF, chem-comp/RDF
Data Deposition >>
. - o rdf: <http://www.w3.0rg/1999/02/22-rdf-syntax-ns#> ID: (e.g., '7RSA") [ rDBID B
ADIT: PDB Deposition « rdfs: <http2/Awww.w3.0rg/2000/01/rdf-schema#> property: (e J
ADIT-NMR « PDBo: <http:/pdbj.org/schema/pdbx-v40.owl#> * , 9
Search >> « PDBr: <http://pdbj.org/rdf/> . g PDBo:entity.pdbx_description’)
eywords: .g., ' !
Search PDB (Mine/xPSSS) L — S (e.g., alcohof)
PDB/RDF, chem_comp/RDF (submit ){ reset )
Latest Release Search
Sequence-Navigator Subject: http:/pdbj.org/rdf/1CLV
Structure-Navigator
SeSAW Predicate Object
Ligand Binding Sites (GIRAF) PDBo:datablockName 1CLV-noatom
EM I PDBo:has_atom_sitesCategory PDBr:1CLV/atom_sitesCategory

PDBr:1CLV/atom_typeCategory
P D B/ R D F PDBr:1CLV/audit_authorCategory
Se L o PDrf1LV/audit_conformCategory
PDBMLZ MDA FIAT 571= p—
—
hd — ilalion 858
0) i I‘ ‘ — ’ajj‘ *@ LT—' :E) 0) PDBr:1CLV/citation_authorCategory
= om o PDBr:1CLV/computingCategory
— — N — PDBr:1CLV/database_2Category
| S | z > ‘i A b\ E’ b g L \ J: j htl I I I PDBr:1CLV/database_PDB_matrixCategory
PDBr:1CLV/database_PDB_revCategory
' — L/ .t — L/ -t L \ é N / X ‘ j: PDBr:1CLV/database_PDB_rev_recordCategory
~— / I \ PDBr:1CLV/diffrnCategory
PDBr:1CLV/diffrn_detectorCategory

De
R D F ) PDBr:1CLV/diffrn_radiationCategory

PDBr:1CLV/diffrn_radiation_wavelengthCategory

r—i— - > PDBr:1CLV/diffrn_sourceCategory
P DB M LO) Ij\] @E < | J cgoh, 7 é 1—: & PDBr:1CLV/entityCategory
PDBr:1CLV/entity_keywordsCategory
D L) 7l-~ 75‘* ~ & é O) '_ L \ PDBr:1CLV/entity_name_comCategory
d~ b S PDBr:1CLV/entity_polyCategory
_entity_src_| gory PDBr:1CLV/entity_src_natCategory
PNRn'has entrvCatannrv PNDRr1Cl V/entrvCatennrv

=

Links

b
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PDB/RDF

Home

Data Deposition >>

ADIT: PDB Deposition
ADIT-NMR

Search >>
Search PDB (Mine/xPSSS)
PDB/RDF, chem_comp/RDF
Latest Release Search
Sequence-Navigator
Structure-Navigator
SeSAW
Ligand Binding Sites (GIRAF)
EM Navigator
Search NMR Data (BMRB)
Status Search

Service and Software >>
jV: Graphic Viewer
Yorodumi
Protein Globe
ASH
MAFFTash
SEALA
Structure Prediction >>

CRNPRED
Spanner
SFAS

Derived database >>
eF-site/eF-seek/eF-surf
eProtS

ProMode / ProMode Elastic /
ProMode Oligomer

Molecule of the Month

Download >>
PDB Archive/Snapshot Archive

Links

PDB entry : 1CLV

PREFIX

o rdf: <http://www.w3.0rg/1999/02/22-rdf-syntax-ns#> ID:
« rdfs: <http://www.w3.0rg/2000/01/rdf-schema#>
« PDBo: <http://pdbj.org/schema/pdbx-v40.owl#>
« PDBr: <http://pdbj.org/rdf/>

http://pdbj.org/rdf/1 CLV

About PDB/RDF

Download RDF file for this entry PDB/RDF , chem_comp/RDF

Search PDB/RDF, chem-comp/RDF
(e.g., '7RSA") [ rDBID B

property: (e.g.,
'PDBo:entity.pdbx_description’)
keywords: (e.g., 'alcohol’)

Subjéet:

PDBo:of_datablock
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
PDBo:has_chem_comp
rdf:type

://pdbj.org/rdf/1CLV/chem_compCategory

Predicate

PDBr:1CLV

BFENDTI/BOUAIED
rosrioLvcham comimre 3% T AN TORELEES D)

PDBr:1CLV/chem_comp/ASN X I\
PDBr:1CLV/chem_comp/ASP
PDBr:1CLV/chem_comp/CA
PDBr:1CLV/chem_comp/CL
PDBr:1CLV/chem_comp/CYS
PDBr:1CLV/chem_comp/GLN
PDBr:1CLV/chem_comp/GLU
PDBr:1CLV/chem_comp/GLY
PDBr:1CLV/chem_comp/HIS
PDBr:1CLV/chem_comp/HOH
PDBr:1CLV/chem_comp/ILE
PDBr:1CLV/chem_comp/LEU
PDBr:1CLV/chem_comp/LYS
PDBr:1CLV/chem_comp/MET
PDBr:1CLV/chem_comp/PCA
PDBr:1CLV/chem_comp/PHE
PDBr:1CLV/chem_comp/PRO
PDBr:1CLV/chem_comp/SER
PDBr:1CLV/chem_comp/THR
PDBr:1CLV/chem_comp/TRP
PDBr:1CLV/chem_comp/TYR
PDBr:1CLV/chem_comp/VAL
http://pdbj.org/schema/pdbx-v40.owl#chem_compCategory

© 2007 PDB;. All Rights Reserved.
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F<HHERH (1)

« TPDBfileZRA&. 1D Dchainl 2D IEHSF
JAUENRASDTWNBDEDNHEH ., ETRDD
chainbL TEEHZLTELZ2HEHY DI T-VTT, |
—>PDB 774 L TIF%{. mmCIFE = (XPDBMLEZ SR T
y(EEAN

 PDBTZ7AILD “chain ID”IE auth_asym_id,
mmCIF/PDBMLIZIEZn &L AIIZ label _asym_id
MHb. cNIXELGDLDFICIXEZSHIDMNEY
A THND,



P D B ]
Protein Data Bank Japan J

F<HHERH(2)

e [ “MSE"ELNST-TI/EEERIDE “MET”IZEL
HEEDOXMLI7A L, VgLt x5ttt
YA HDEMYET, |

> mmCIF/PDBML® pdbx_struct._ mod_residue 7377
OIS ST RRD®HSD !
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R Aea 1
IR)—T101d1ZmBLT LT EFRAXR
B
« ERINT-FHXIL?

o EERFIRIL?
s SENSHHDFIEL?
s EBEEGELHINID)IF?

— >~ citation, exptl, entity, refine




P D B ]
Protein Data Bank Japan J

/,~EI n*%z

*—7 Mﬁ?xcr?)lx-rtbﬂmki'itﬁ%ﬁiu(a|deh de
dehydrogenase) Z A AIZL T, L TFDEZFFHAN

e MEFEDOIUR)—HAEYRTEM?

. %}Iiﬁ H(Release date )M EEFHWLIUR)—[IEN
\

ZDFXITIFIZHKRINT=-M?
FNIR)—[I A FEIZPDBMBY)—RENT-H?
FTDHETHEMFEIL M ?
TDFEFREIIENA,N?

E>/k: citation, database_PDB_rev, entity src_gen,
struct_site
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/,~EI n*%cg

PDB format&EmmCIFE LB L TH B,

PDB, mmCIFTC. release datelZFNFNEZIZE NN TLY
é;ﬁ\f?

. %D% mmCIFT., BB RIEENENEZITENNTLS
\ .

. %D% mmCIFC, BERFERIIENENEZIZEMNTINS
\

* PDB, mmCIFT. HXE T 54 ¥FE (biological species)[EZ
EFNECIZEMNTNSD ?

¢« PDBDIATOMIATIEMMCIFDN EZIZESRIETAM? ?

Ek: database PDB_rev, audit_author, exptl,
entity_src_gen, atom_site
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~I"'I}sE B
B el

mmCIFEPDBMLE LLEEL THA D

o« EERMIELRBLIEZEMMCIFEPDBMLTIT D,

. htt;://service.pdbj.org/mine/pdme_image.htmI
:E) =z EE\O

* PDBMLICIEIRFEEZDER 1= 1T = RBRSELT=
lextatom |EMFIEN SR D, PDBiDH Ak
T.NEMMCFEXR G T DRI D LEEE Ko
%DBOD”ATOM"hlimmuFODE:(:Eaiq‘ﬁffé’é

\

E>k: database PDB_rev, audit_author, exptl,

entity_src_gen, atom_site
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/,~EI HKES

PDBjD by TR—U M, SEDEFHIBEHREFARS,
o« SEFRIEMSN-ZORN) =T EHLH ?
o LNOMHIZEBEHTH S,
 SHEBEFHINI=TUN)—IXA[EHEIM?
o LOMWMFIZBRDTHT., AIEEFISNT-DZEHND,
— ldatabase PDB_rev|AT3d)ExH5BEHMNS,
o EChBEFHIN-DZERARS,
— ;c)i%t\z%oase_PDB_rev_recordJ737_'3“')’5’(7%%)&(TfL\f:L\)
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o I SH B
=] E7|<il=E6

R 2 (Advanced Search) ZFALNTLUL T D
TR

» [/ABH I(Release date)h¥20005E1 A1 H LA
FEDIUN)—IEEHLIM ?

« [ABHR 1HY1999F12A31HLUEIDI Uk
) — (I oM ?
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JE s 7

+ #4123 (Advanced Search) ZFLNT. 51 AXERICEL
THRANTHB,

'Walker, JLE JZZEFBICECIVN)—ILEH LM ?
EvkLIz3ODHRICIE. —RL T walker, JLE.JZEF
TWEIITRZDEDLHD. HEN?

» [Primary citation only! IIR2>ZFx vy LT, GBILE
FELCHD, BRRESEDHM ?

o« HMEEINaturelIZHE ST M) —IX M HHEH ?
o HMEElScience][Z2005F 2FE SN =T M) —IF LK
DHOM?

E>k: audit_author, citation, citation_author
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/,~EI HKES

n5| #0123 (Advanced Search) FALNT LTD ZEEFEAR B,
r|o%|»7/b|0e|ohde(L)J (BEEOERB) ST IV —ILfa#E

. jgolypeptlde(D)Jﬂ)a"%’éEd‘_,Izl*U TRET DIZIEES
niEELm?

- & I::;I BLONADEERERR T BICIEESITIE L

. EEE.DNA.RNAZ SO IV —H Al H B 2

. %NA&rpolysaccharide(D)J@ﬁﬁ’&’é‘fﬁl‘zb')—li%é
NP

s ZTOMBRIGHEAENEZHLTHS,

E2k: entity_poly, entity

[hibal
/
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/,~EI HKLEQ

P;‘%H]*ﬁ% (Advanced Search) ZFALNTC. EREBENDARICTHEE
e T{EEWYETRI(Compound information) [Zl prion1Z AN T

BRRI D,

. tJI*L,T_I/F'J_-@‘U"\")—’\0—9’&“(’375\5%&)'(\
[prion JELVHEEEMNEZI[ZIHENTULNVANTERERT 5,

* mmCIFEF=[XPDBML-noatom% &t A T. prion&ELNDEEEER A
ECIZEENTULANEFRARS, (&0)'5‘775\”)

. _r%o%ogjd)ﬁbl')( Zloxidoreductase J|ELTRILC&ZEHIL

Ek: entity, struct, pdbx_database related, citation,
entity_name_com, struct_keywords

\
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/R B R R

s #4& 2 (Advanced Search) ZAL\ T,

e [ZTR)—DRAARIL(Title) [Tl crystal1&EA
NLTHRRER,

» BIBIERLCEDIC MBER—DETITF7MILTE
E:E?nnu-d—%)

« MDEETHLHLTHS,
— 1= Z 1L “DNA complex”,
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e PubMed (http://www.ncbi.nlm.nih.gov/pubmed/) [Z
72t AL T. Borhani DW [au] truncated human

apolipoprotein 19971 Z#f& %9 5,
— PubMed ID (PMID) ZaE—9 5%,
o E¥HI#EZE (Advanced Search) DIV &7 —FR—X |

(Other DB)Mi5PubMedZ:E T, TID:] DFEIZPMIDZ
BRUTIT T RER T 5o

— PDB IDI{a[ AN ?

— Primary citation EpubMed T TODRRIERZLLER T S,

— PMIDIZmmCIF/PDBMLD E ZIZEEEH INTLNSE M ?

E>/k: citation
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JEE aREa 12

o E¥H+2 % (Advanced Search) DI} &7 —3 R —
X |(Other DB)MSTEC Number] (BBZES )%
EIRT D,

e T'ID:1DANARYIRIZI1.1.1.1](alcohol
dehydrogenase)x A9 5,

— EYrTBIUR)—(X A ?

— ECEBIEX mmCIF/PDBMLD EZIZEMN TSN ?

— ;jb\’él:b\(?b\@l‘zh')—’G%’I‘SE?%_-.-_%EHN"CJ%
E2k: entity, struct_site




P D B ]
Protein Data Bank Japan J

/R B R R

¥ #0+2 % (Advanced Search) DI 4}V &7 —HF R —

X 1(Other DB)A5IGOJ (gene ontology)ZEiRL T,

D JIZIE A ANT [ZTERRELTH D,

e {[iEEVRTHM?

o LNDHMDIUN)—TIHEBETEHR1(Functional
Details) NR—IZ kO TH S,

e GO M ID [EmmCIF/PDBMLD EZIZEM N TLY
Hh?

E2k: gene_ontology (PDBMLplus® &)
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/R B R R

&% #l4% 38 (Advanced Search) DI 54 &7 —H2 R —X |(Other
E@%@%FUniProtJ ZERLT, NIDUICIERIEANT ISR R

EvtLizZ2 ) — (5] :101m) DB MER—TF R L&,
’\—/T@_Z:Tk Uanrotf\O)'J/775_\5>é OYPOL %
R COELEICEET AEHEARTH D,

e PDBjRIUR)—DIHEBETFE R I(Functional Details) N—
[Zgene ontologyD 7 /T— a3 d&HpbHh ?

. -L-_H-L.T\-a_é UniProt I‘/I\IJ—(U‘/O%)( lj: gene Ont0|0gy
DT/ T—arh&Hpsdsmn?

e UniProt®ID (P02185%% &) & mmCIF/PDBMLMD E ZIZEH
NTLAEMI?

E2k: gene ontology (PDBMLplus@ d+). struct_ref
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/R B R R

AIf ERIFRD Z&EZTGBJ(GenBank). [EMBLIE
FUTPIRITHHLDTH S,
¢ TNENT.,. JLTIAN)—RENI=T Uk
|)— (X fa] v 2
X PIRIE20024EZUniProtIZfff & 1=,

—>k: gene ontology (PDBMLplus® &).
struct_ref
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/R B R R

¥ #t%%& (Advanced Search) DI AU R ERR 5 Fix
(Ligands and Prosthetic groups) [ZTATPJEA DL THRE

AR
« BEFERENOWLOMDIVRI—IZDOWVTHER—
/&EE.:.., L.3RITEEEA—TR—UTEZIZ ATP
NESLTVANEDRT 5,

. ;Tbmrrr\PCIF/PDBML’C*‘liEC(:rATPJ(:Fﬂ?’é?ﬂﬁ?ﬁ§ﬁé
\

e PDBIA—IVYRI7AILTILEIM?

« ATPORFEELHATHD. EHEDREFEEDR
AREEDSIOIZELGBAM?

E2k: chem _comp, entity, pdbx_entity nonpoly
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/R B R R

s BIERIBRDCEZXTB RGN IRZTHLT
75 :FAD, NAD, HEM, PO4 73 &,
e PDBIZEENIBVHUNEEYIE chemlcal

component dictionary TEZ N TLVS, &F
L<IZ.

http://www.wwpdb.org/ccd.html
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/R B R R

FHi#2 % (Advanced Search) DR T —iHD #/ KRS
(Numbers of chains and Chain length) T7x \)T—nFD

#(ER., TR)&ERY~< §J\70)Eé(J:3E THR)ZL
ALNATE EL’C’I@?@IL’C&%

« RUT—IXEBE. BBLGTETZED,

+ BIZIE, B—ﬂi(mm)‘IO P FDR)I—ESH, KSH
j jté:ogl.— v (FRE. i";)d)rl-\u—\?—’éﬁirl.‘/h
« IRYT—¢ELTIIEBREDHZTEH . M DZEKREL
’Cﬁwb\ht*%;_li& SPoTRETHMN?

E2k: entity, entity_poly, entity _poly_seq,
pdbx_poly seq scheme
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JEE aREa 19

5+ 1l 4% %8 (Advanced Search) DT E8&F % | (Experimental
Technique) [TIZE D KOTHZEIREMNH LM ?

- INENERATIREL, AHEVNT SNHEET D,
KCDEBRBLUNZBFE SN TOEST 2L (FTDECAH) G,

- REBRONDFRLEGFEERT. ERFEILIZED
SOLIERMNHEINEZ TH B,

- %.%$5£®'|%$ﬁlimm0F/PDBML@EC(:EEEE'&*L'CL\%)
\

— RIZ resolution (B2 E)HIEEL TH S,
— RERFEICFOTIEIRBRENTVLDLHAHEITER,
— ETAHHY, “SOLUTION NMR” TG E 25ALLTEIEET B
EvbT 53D HH GTEMN?
Ek: entity, entity_poly, entity _poly_seq, pdbx_poly seq_scheme




y=a 3151 S B
JEE EREE20

e FFHlf&E 3R (Advanced Search) DI HFE T H4E
72 | (Source. TD R FDELFIREY) IZEY
AT ANTER,

{5l : human, bos taurus, pyrococcus?i &

e ITEBE4SEMFE | (Host species. TN FEHIFXS
&) ICEYMBEZANTERT D,

o ZhSDIFERIEMmCIF/PDBMLD EZIZEEE SN
TWhESM?

Ek: entity _src_gen, entity_src_nat, entity




