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Search by PDBID |‘ Search by sequence l S
Sequence navigat

tructure navigat

Functional Mapping

by
BSTAMSE # I DOPDBIY R —ERZLET. (52 Sequence-Derived Structural Alignment Weights

MBS ZFRDOPDBIY MU —ZERRELET,

Seguence Navigator Stilictu re‘Naah ’Q’Egr\ j SeSAW
CEHRIRER) (BT HRERR) (TR

Clustering: No clustering

Email (optional): t { suomitJ

Find all homologues y Reset | E) Reset

PDB m 3!7\7!?.‘.?—’7’*87'-9— English| / B##]
£322) GIRAF (beta 4) Ve Borp L o e e D e P e pove [ Gomissan | _[ vowsourco | [ ey
Y7 R S ¢ k L |14PDB] > EM Navigator - "
Similarity Search for Ligand Binding Sites at Atomic Resolution [Help] F—SERD JV Main Page
Given a query protein structure, GIRAF searches for ligand binding sites in the PDB that are structurally similar to substructures of /EMDB 1D / PDB D) [ s ro6me. #2015 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 v ly as PDB! is a program to display graphics of protein . iV supports
e page.

IV can read and display PDBN
Of course, JV can read and di
RasMol-ike usabilty. .

-

Imultaneously, and be superimposed onto molecular images.

format for the Protein Data Bank.

Note: This service is currently Submitted jobs may be
terminated prematurely at an I ﬁ K
GIRAF query upload
EEMN ) Rt o
Interface fype. 1 I) F
+ onvad A A A

+ ODNA and RNA binding

« Oall types of ligands (nonpolymer, ONAJRNL pertidle pgines Iz
Pl (protein-protein interfaces). ‘ I
« Oall (igands + PP) ‘ zZIiN

Input PDB ID:

1V can process more than

\n,?

aucan work 2

Yone application as\yell as an app|
I ther eayujrw ng fairty mm

= o page
= Help
search

(o) (search)
or upload a PDB file: @R

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

= Related changes

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

= Special pages
= Prinabie version
Number of displayed results (optional): 10o | e a el » Permanent ink
5 EmRLELE
Your email address (optional): TR Contanta pide)
DD J ﬁ ’H ‘ }‘ J ‘ 1statup
2 Basic Usage

DB version: 2012-12-15: 731203 interfaces 3 Download
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| Yercduri DA A Al 3 1 OmokagelRF - suussomwmises - = PDBJ Protein Globe o g
BRRh Agraphical user interface (GUI) to the PDBj database.
* WHRERULHD IDEANT B s sws: | EMDBIPDROREMS | AUTINOTTL | Java Plug-in Type New  Classic
- go8n e cwosmroson
« BARER ° / - &0 s wvve |[evos | w08 |

. QEBEWE - UV Y FYYLICERE - Omokage R DB 52 5552 Tk -

ey S AeRE 1 ER
- W

© 3¢EMDBOIY kUG

This domain:

Bl 20mokagemmiconT

o « Omokageltis, 2t e T 'z 1.
(\§ HIV, Alzheimer (ZJLY/\1 X—), - REONREEET—5 ] 0 £l q ;» 3 . BEM2TOMET—SHE0R izt
(\ RewnET. ZIN

N « POBMENDBORET—5, £3 02— H—0R>T0EH Y v homtbmBaRaE T

\ FASE-ZETI B EN, CCPAMRCEABRTBEA ST 7T,

'PD BW

- 7R (Yorodumi) - £®DHF 7 VIcEb3 S5

F% Sﬁh %1\ )mr\ BU<. #AT KUK
E‘ & EM Dat#l Ban® (EMD# 07— ZFBLTWET,

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

BESE Version pre-beta-1.0; 7664 domains; Updated Mon Feb 04 10:37:14+0900 2008
o JMOITOERERE (X7 UTN) ORFCHIGLUE Ulco Description
. BEC L BEE @ A - ~ = :
L= - T\‘/ e Sy < {IfE 1. Protein Giobe is based on 1V (ak.a. PDB]Viewer). Thus, you need to have JRE installed on your system.
T

GASH Structural Superposition SEALA
input SEquence ALignment Analyzer
.FLV-DTGAQHSVLT. .
Query PDB
upload a PDB file WR... I
P (BR-) Input Sequences and PDB ms(le A F F a§ h
or Example'01 vand sequence and PDBID inputs:
TWFDTGSS LWVP
—
GASH/RASH | - AMBLF - |
Template PDB ii:itiiiif:f T? s sect o PEessatsomumoatomecL s
> SPp-SAGiic at
(BENEREDE) POBIVFI—BF) SHTI=IL)
i L ]Ju Auio Trace,
Thisis AR5
; _ Structure weight Tf yom experience prohlems, please confact s
then Specify a Chain id [a bs ‘The older version of MAFFTash (ver. 3) is here Pownload
Notify results by email This site provides download service of the programs. You can download the source codes of

Superposition Options programs, by clicking the download button,

) ) ) X Need help picking PDBIDs? Doynload,
Residue Equivalence is defined by expl[-(d/rcut)*2] (Hign) (Rese) Use >SEEKQUENCER -
with rcut = 4 Angstroms Plug in software, Chime or JV, is required to see the resuit of calculation on a tertiary structure.

Link
Multiple Solutions are defined by the following parameters: 2012 ~ Systems Immunology, FReC. Link to Related Service : PC-3] (Profile Comparison between 3D and 1D)
Protein Data Bark Japan
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PDBj CRNPRED

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

£ R

(3)

Given a query amino acid sequence, CRNPRED predicts one-dimensional structures including secondary structures, contact
numbers and resicue-wise contact orders, and retums the resuits via an email. For more information, please refer to the help page.

CRNPRED query submission

“"CRNPRED
(2RIBELED 1R
TEBEIREET
— D

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]

SYSTEMSIMMUNOLOGY iFrec QABAZ

e Usage szszHny .

Tools Spanner

~ Spa nne/FAs

o our new Sauct

and Funcrion Predicton Ploline

F— I AT

Advanced Parameters v

. ETAD

Links

Lab homepage at IFReC
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electrostatic surface of Functional-site

AbouteF:site | Tools | References | Links | Acknowledgements | Feedback
480428 Entrics, Last Update: 24-Nov-2012

Keyword Search

- -@F=site
(BEHEOETR
TR T — HAR—2

o
complex of proteins. In addition, when double strands DNA s included in the entry, & molecular
surfice for each dsDNA is also stored.
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Topics
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o
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(EREEE
BREH)

« eProtS: & 2/ HAEERER

Recent Changes

PDB2CLE
EnEEEEL, o BX

et ° —ROBEOIA
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PDB2IcA

o SO TOMBAF]
RENIVIDEN

PDB:3ack
P I
20 o FUJFILeProtSDAM

Promode

“EHARMUENETIHERY ND—JEFIVICLSPDBF —S DBREEMRITT —IN—X

ProMode-Elastici¥. PDBT—SOBRRERORRELANL TVSF—HK-2TT. HHICE. DI (P M d

ML 025 APDBETA (Elastic-network-model based normal mode analysis in Torsior
oo
lastic

space for TVOET. POBETAIL.
BREBRFTIOISATT. “BAERIERCRETSCLET, POBF—SOTATORFEZELTE,
FIE LRI SEE AT ST AT, SRy M- SEFIERBUEEET, 520

copyright & ec. Emai

Copyright © 2013-2014 BAHEMMET —5/(>0

DHONLR | A 77~y M | 27
SRAORF

Z09f MERCSE 0> David 5. Goodsell SIS ) ©) BEABICRUEEOTT, HRTIEHLRS T SMBIMDEAFEREE
WEF—5)(>0 (PDB) MSHU. MEELMECILTREL TVET, Wilk - SIBCOVTIREEIEN CETRF2L.

| e |
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/\?

ansporters)

2014 177: PARIY~ 15 (Apoptosomes)

102 = nz s wermeain)
161 US> (Ricin)

160: PF I AT (Actinomycin)

159: TURODLAU (Erythrocruorin)

158: J0 RS MBAERET 3L (Proton-Gated Urea Channel)
157: FIBEARNA (Transfer-Messenger RNA, UmRNA)
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PDB format

1

| PDBx/mmCIF

!

PDBML

PDBMLadd

wwPDB/RDF

b HLEA 1T80XFREIE, [FH(F—F0 7.
FRHLIINARAE T (22 =2 D It i)

IRETELE->TWNSAT—2HER (STAREXD—)

mmCIFZXMLIEE R [TE#EL /-5 D

PDBMLIZEEREHRZFZ B0 (PDBjJH E )
PDBML &G A —PDBMLplus

RDFZ X (XML —F&) |22 HAL 721 D

NWIFNELTF AT —F(TT43THDD)

mmCIF: macromolecular Crystallographic Information File
PDBx: PDB extension
RDF: Resource Description Framework
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103557

HNHETEEY (2014-09-24
00:00 UTC / 09:00 JST)

http://pdbj.org/

English HAZE ik FgEchx $H30f
PDBj ,

Protom Data Bank Japan | pdos.org BERE Q |

hd wwPDB(’ RCSBPDB(” PDBe(’” BMRB(Y Legacy(’

| BAEOEMET—4/(>4 (PDBj: Protein Data Bank Japan) |3, JST-NBDC (& AMRASEEEMTN CONEEZT. KE

RCSB ¥, BMRB (%, SXUHM PDBe PEBHL T, EREHFOLBET —IR—IAZERNICH—(LENZPOBT— A+ T &L TE
HMIDEEGIC. BRARBIFY —ILEIRRLTEDET .

NHTOFIREDHDHA R

Sﬁuuo:j—(/s' 71 XE%)]UJ‘CC*U!%U)?‘:‘(: PD ;a)'jzj»f/sr I —RILONTEIBLEE. PDBIT YA

.U_
HELY N |l_
A

FULWPDBj DI T YA hOWRZHRDEDIC, |
SlEHEHMEIRITET . http://legacy.pdbj.org

&SR LILEE
Z E A HE

J—EX%2RY

—_ o’ | UFOU-ERREEE DTS, BEREO/EEOBIEDERRTBE, BREAELTNESY—EXD—RAERENET,
AN b .u- e [BY-EREFRIBIRGSEMTE, 2U—CROMBHERENET,
A C[F-D— KRy OR]C, BOMEEEANLTRELRED, ROAHREET BT LEARTT,
PDB7 D

F—5

PDBx/mmCIFICDWT

~LT
PDBI&% (PDBj Mine)

uoasmam

OrppB OBMRB OEMDB

2Y—ERETRID |

_%’1_4 -
FIA =Y Orx Om#i Oga-7 ‘

ORBE/EM L

y

ONMR O BT B O Ziries Uty b )
O3 [OF 1713 O #EEFAl

Ofcam O wes TRl O $&aEMIL

O Rt O Széddibits

SADRT
177: FRRY =1

Apoptosomes)

SEORFOUR
—_—

WORLDWIDE

p;(nnu DATA RANK

PDBj-BMRB é

@ Accession number
O Deposition code

‘]‘

Search
———
Ji—hF—

CTBLLD

Database Center for Life Science
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English BAZE k3 B $H=30q
PDBjU T T2k ?
[ FPRE—v2 @

Protom Data Bank Japan

=i *-’ wwPDB(%/ RCSB PDB(%/ PDBe(’’ BMRB(’ Legacy

BAZEOEMET —4/(>% (PDBj: Protein Data Bank Japan) [&. JST-NBDC ¥'& KRAZEHD WA POZEERT. KE
RCSB (¥, BMRB ¥, XU PDBe Z&HBH U T, FRABHDFOUIAIRET —IR—-AZEBNICH—(banzPDB7—h1 T & L TE
HMIBEEEIC, BRARFITY —ILERFILTEDET,
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103557 D English BA:E fijikhsz FEPxX o]
HEAABTEEY (2014-09-24 PDBjD T T2k ?
H / : ) AL A
S Protein Data Bank Japan | pdoi.org RUEERE

R—L PDB: 11046 & . OITR—-S: 10 |  AT—YARR: 4 & J Ligand search: 0 # BRREBR ?

wwPDB(%’ RCSB PDB(’ PDBe(’” BMRB(“ Legacy(’

hyIR-2

it || THRh=¥2 g E[]'_#E ijﬁil—'ﬂ/—
~NILS Z]OTY: (apoptosis | apoptotic) S S % ER ) N % T

FAQ (o] ~
sHVany I\ —_— z
i 2KNG  STRUCTURE OF G1 j / | A g
ASSOCIATED SPECK-LIKE
Q tn DFEK: Apoptosis-associated spe ¢

T—oRR b= De Alba, E.
~NLT BRa 2009-08-16 1 i T__ (i o
ADIT: POBAGE L&  sme 70090015 apo ptOSIS Z dapo ptOl'IC
ADIT-NMR BRERE 2011-11-16 O ———
F—HBERICDONT ERFE SOLUTION NMR o=
——eered Structure and interdomain dynamics of apoptosis-associated speck-like SREDOHULE

50—k SIAXE protein containing a CARD (ASC)

1.Biol.Chem., 284, 2009 AHE

PDB7—HA TS50 AEB DR LLIR
F-sduzn—F CRYSTAL STRUCTURE OF A NATURALLY FOLDED MURINE APOPTOSIS S

> PDBID 1= IXERZT V)V IT HE et
el 1@5|]I‘/|~I)_0),|§$&/\o_:)/\

BRERE 2009-07-28
RRFE X-RAY DIFFRACTION (2.95 A)

FMIA—IV bk

PDBx/mmCIFICDWT

B’R

~NILT
PDBI&% (PDBj Mine)
PDBEEHHIRTE / <1‘2 3‘4‘5‘6‘7‘8‘9 10 | 11 | 12 | 13 | 14 | 15 | >
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R"—A
hyIR—-=
HRaEtER
~NLVT

FAQ
SEnant
U

F—o8R
NV
ADIT: PDBADERR &

ADIT-NMR (&
F=HBRICOVT

do>o—k

PDB7 —H+ATh 5D
F=#40>0-Kr

WIA—Y b

PDBx/mmCIFIC DT

-

NV
PDBI&# (PDBj Mine)
PDBEFHIRTE

PDB;

Protein Data Bank Japan

| f

English BA:E fijkhx SEehxx #3of

?

SEERR

‘ wwPDB(’ RCSB PDB(’ PDBe(” BMRB(“ Legacy(’

PDB: 11046 #I OITR—-S: 10 & ;k‘—szus: 4% | Ligand search: 0 ‘

-

FRE=2Z

ZE|OTY:

177: PR Y —/, (Apoptosomes)

.. B2 PR b—>2R (apoptosis)&E ... apoptotic protease-activating fact
10.1038/nature03465 ARMIIMBIE 3j2t : £ FOPRIY—L PRIV—ART OIS LHRIE( PR M=) DERTHR) (—
PEFEHETS. COWEE. APAF-1H Ty M 7DEFE SR EDICY MIOACHREE LT TEEERRPR MY —LT, Nt
HRICPRM—2X ...

056: HAR/{—t (Caspases)
L BAERIET . CoFlElanz, HBNREDBIREPR M- (apoptosis) EIEND. EOMRNTERRIEIRSIRND
n? PRE—SR(EELZENTENDNS, H(embryo)DREEBIRTIE, 8 ... -1 Caspase Recruitment Domain: An Alpha-
Helical Greek Key Fold for Apoptotic Signaling D.E.Vaughn, J.Rodriguez, Y.Lazebnik, L.Joshua-Tor 1999 J. ...

122: T>)\>tzAY =/ (Enhanceosome, Bs5EFEER)

. WTEHRAIBRELTVS., HIZIE, Nf-kBIFRBELE (immune response), HfE(inflammation). HEENRLMEEASE(PR h—
X apoptosis)/RESHEFRBECSVWTEERTHD. ECANTNSTEARKENIRSTHREUT—HIC ... DREFRRAM>
[FERA R PEF) L EGEIBEE R (histone acetyltransferase)& U T#E, XL AY—/A(nucleosome)lCdHpd ERX M (CESZIZ
TRIOLAV—LEZREL, BIEFEBEEES. 1>9—J10>-8 METFIEE ...

089: ZO=AH—T L8k AE<E 1 (Aconitase and Iron Regulatory Protein 1)
L HSNERBIEREZELTVD, EO30 RMRETI L. FRIOLEHBEASREEN 2 DEHOAEPETDS, TOLS
& OIS LSNHEIE(PRM—=3R)IC DN Z—EDORIGEMIBEEZ EVDIEDTHS. 3DEDINEZETILAEHERGLE
BETFIRUE UZED)ILI—RARM(EE R (phosphoglucose isomerase. PDBI> hU— 2pgi )T, fREERZH#HD10BDER
DS ...

el |

\ o o oS
(FRI— 2" | ((apoptosiN 7\ ) l/j AN\N—° 7Ld~ & 0)
PDBjH 1 A7

-

N

2Ev MFS: 10

RFR DA HE

BEEIEHTR A

Post date

Post date descending
Edit date

Edit date descending

Filter by category

Al
Help posts
SADSF
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—J— FRRER

BnE | WEMER | RIRME | WAEME | AREER | go>0-FK |

3GD3

Crystal structure of a naturally folded murine apoptosis inducing factor

-yt

3GD3 DRE
B;E#M;EDPDB ID 1Gv4 1M6I 3GD4
TR Apoptosis-inducing factor 1, mitochondrial (E.C.1.-.-.-)
WEOF—T— K alpha and beta protein, Apoptosis, DNA-binding, FAD, Flavoprotein, Mitochondrion, Nucleus,
Oxidor Phospt in, Transit peptide, OXIDOREDUCTASE
BRTSEME Mus musculus (mouse)
#BRAONE Mitochondrion intermembrane space
Mammary gland &
ERT SR Hippocampus &'
Liver @
RUT—BOAEHN 6
AFROSEH 238025.53
L] Sevrioukova, I.F. (B%H: 2009-02-23, ABIH: 2009-05-19, MEWSFH: 2009-07-28)
Sevrioukova, LF.
Redox-linked confor y in factor
SIEXR J.Mol.Biol., 390:924‘-339, 2009
PubMed: 19447115 ¢
" o @
& 1mport into Mendeley @
RRFiE X-RAY DIFFRACTION (2.95 &)

fUOMILER (GExwRET)

Copyright © 2013-2014 BARBEMET -4/ (>0

yo>o-k

¥ Sequence (fasta)

§ PDBML (ANv&DFH
(no-atom))

£ mmcCIF

£ PDBEK (£TOMW
#)

§ RIELR— b (PDF)

More...

FERIFRNIT % Tow

=

DT —I~R—2MW
"
RCSB-PDB &
PDBe (7
Yorodumi
CATH
FSSP (2
scop @
VAST @
eF-site (&
PISA @
WWPDB/RDF (7
UniProt
Qoz0x1 @
PFam
PF07992 2
PF00070 7
PF14721 @
B|FEEI YT (EDM)
av)
W|FEEI YT (EDM) @
(molmil)

@

Promode Elastic

nl

3D Viewer
iV /Jmol

18



Protein Data Bank Japan J
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g factor b ARIELK— b (PDF)
More... jV: 39d3

Default Default
. Style: Color:

FEFIFRbI % B

VTER l
Nucleus, - =

Jmol TR

JS CER

NEIER

“ipr.pdbj.org"®F7 7L v hEEEVWD IV E2—FADT 7
i A EAZERULTWVWET,

“Osaka University" 05 Q77 L BEEBIEAHATY,
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?) ( SR ERT... ) (g5 | (#a
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F—— FMRER -

actor

¥ Sequence (fasta)
PDBML (Nw 45Dy
(no-atom))
* mmCIF
+ PDBER (£TDH

)
¥ MEELR— b (PDF)

More...

FEXTFRE 1% Tow

Bohl 5%

Sequence (fasta): 3gd3

>3GD3A:Apoptosis-inducing factor 1, mitochondrial

GAGAYAYKTIKEDQKRYNERVMGLGLSPEEKQRRATASATEGGSVPQIRAPSHVPFLLIG
GGTAAFAAARSIRARDPGARVLIVSEDPELPYMRPPLSKELWFSDDPNVTKTLQFRQWNG
KERSIYFQPPSFYVSAQDLPNIENGGVAVLTGKKVVHLDVRGNMVKLNDGSQITFEKCLI
ATGGTPRSLSAIDRAGAEVKSRTTLFRKIGDFRALEKISREVKSITVIGGGFLGSELACA
LGRKSQASGIEVIQLFPEKGNMGKILPQYLSNWTMEKVKREGVKVMPNAIVQSVGVSGGR
LLIKLKDGRKVETDHIVTAVGLEPNVELAKTGGLEIDSDFGGFRVNAELQARSNIWVAGD
AACFYDIKLGRRRVEHHDHAVVSGRLAGENMTGAAKPYWHQSMFWSDLGPDVGYEAIGLV
DSSLPT ATAQDNPKSATEQSGTGIRSESETESEASEIT IPPSAPAVPQVPVEGE

BEERTRIY .

RQWNG

EKCLI
E99Y .
VSGGR

WVAGD
AACFYDIKLGRRRVEHHDHAVVSGRLAGENMT GAAKPYWHQSMFWSDLGPDVGYEAIGLY
DSSLPTVGVFAKATAQDNPKSATEQSGTGIRSESETESEASEITIPPSAPAVPQVPVEGE
DYGKGVIFYLRDKVVVGIVLWNVFNRMPTARKIIKDGEQHEDLNEVAKLFNIHED
>3GD3C:Apoptosis-inducing factor 1, mitochondrial
GAGAYAYKTIKEDQKRYNERVMGLGLSPEEKQRRAIASATEGGSVPQIRAPSHVPFLLIG
GGTAAFAAARSIRARDPGARVLIVSEDPELPYMRPPLSKELWFSDDPNVTKTLQFRQWNG
KERSIYFQPPSFYVSAQDLPNIENGGVAVLTGKKVVHLDVRGNMVKLNDGSQITFEKCLI
ATGGTPRSLSAIDRAGAEVKSRTTLFRKIGDFRALEKISREVKSITVIGGGFLGSELACA
LGRKSQASGIEVIQLFPEKGNMGKILPQYLSNWTMEKVKREGVKVMPNAIVQSVGVSGGR
LLIKLKDGRKVETDHIVTAVGLEPNVELAKTGGLEIDSDFGGFRVNAELQARSNIWVAGD
AACFYDIKLGRRRVEHHDHAVVSGRLAGENMT GAAKPYWHQSMFWSDLGPDVGYEAIGLYV
DSSLPTVGVFAKATAQDNPKSATEQSGTGIRSESETESEASEITIPPSAPAVPQVPVEGE
DYGKGVIFYLRDKVVVGIVLWNVFNRMPTARKIIKDGEQHEDLNEVAKLFNIHED
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GAGAYAYKTIKEDQKRYNERVMGLGLSPEEKQRRAIASATEGGSVPQIRAPSHVPFLLIG
GGTAAFAAARSIRARDPGARVLIVSEDPELPYMRPPLSKELWFSDDPNVTKTLQFRQWNG
KERSIYFQPPSFYVSAQDLPNIENGGVAVLTGKKVVHLDVRGNMVKLNDGSQITFEKCLI
ATGGTPRSLSAIDRAGAEVKSRTTLFRKIGDFRALEKISREVKSITVIGGGFLGSELACA
LGRKSQASGIEVIQLFPEKGNMGKILPQYLSNHTMEKVKREGVKVMPNAIVQSVGVSGGR
LLIKLKDGRKVETDHIVTAVGLEPNVELAKTGGLEIDSDFGGFRVNAELQARSNIWVAGD
AACFYDIKLGRRRVEHHDHAVVSGRLAGENMT GAAKPYWHQSMFWSDLGPDVGYEAIGLYV
DSSLPTVGVFAKATAQDNPKSATEQSGTGIRSESETESEASEITIPPSAPAVPQVPVEGE
DYGKGVIFYLRDKVVVGIVLWNVFNRMPTARKIIKDGEQHEDLNEVAKLFNIHED
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XXXXXXXXX
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