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NMRIZ&ST | IBERMmEFHFHA | Total
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2013 486 308 714
2014 506 240 746
2015 427 333 760

2016 507 234 741
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BMRB ID:11596
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Mutoh, et al, Biochem. 2015
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= 1.8A structure in 2016
(PDB ID 5K12; EMD-8194)

= |ncreasing number of 3DEM
structures at 2-4A resolution m[ n[vmunuuwm N[lI B
(75 in calendar 2015 and L'HYSIM[IZ[I] |
80 in first 7 months of 2016) =
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As of August 1, 2016, >1100 EM entries in the PDB archive

178 new entries released Jan 1 - Aug 1, 2016
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= Group Deposition processing
= Requirements set by wwPDB OneDep Team
= Provided support for D3R Blind Challenges

Batch deposition: Batch processing RCSB PDB
Logln, Upload, D pecia
Download, eatme and-alone GroupDep
Communication OneDep module System

OneDep Release
Biocuration Module

wwPDB
DB
System

13
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= Enable revisions to entries updated by the
Depositor of Record (e.g., Version 1-0 - 1-1; 1-0 - 2-0)

= wwPDB will NOT assign a new PDB ID going forward
(for Depositor of Record revision only)

= |ntroduce new PDB ID code format

= Allow more informative and transparent delivery of
revised data files

= With PDB prefix and extension of 4 characters
(e.g., from “1ABC” to “PDB_00001ABC”)

= Example: PDB_00001ABC XYZ V2-2.cif.gz
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= wwPDB datacenter® X @& H A~

= X§8, NMR, BFBEMEORFETRELI-EEZEZET
Y%

 RERT—H2(BERF, (EFI I EERMEREER, EMY
v7) DEFHITD

WORLDWIDU

€%

¢F2E  wwPDB OneDep System

Existing deposition Start 8 new deposition

Depaosition ID
Welcome to the wwPC8 OnelDep system

o
To continue with an @xxsting Seposition, please login on the left
Password P . gk g P, u
ssio Please note that un-submitted sessions will expire 3 months after last login. Un-submitted sessions and upioaded files will be removed once they
o axpire

f you have any feedback, please write to us % deposit-help@mail wwpab.org
At this time this deposition system does not work with Internet Explorer versions 8 or less

Warning: Please note the current system does not support multiple simultaneous depositions

http://deposit.wwpdb.org/deposition/

wwPDB regions

Please select the location of the institute of your Pi
! g This wil sutomatically direct to the closest wwPDB data center (RCSB PO8/US, FDBe/UK. or PDB)/Japan) for faster response times for
~ .f-g communication and computation
’ ‘.E

23
'f:\

Country: | Select.. :1 0
v Select...

United Xingdom

United States

Afghani
wwPDB news i py
Alang Islands
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Amerlcas
Oceania

Africa

Europe, PDBJ

Asia

deposit.wwpdb.org
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ORCID DD IR & PDB;j

= Successfully Implemented Apr 11, 2016

= Metrics (Apr 11 — Aug 31, 2016):
= ~8% of Depositions have ORCID ID (374/4713)
= 170 unigue ORCID IDs (92 identified as PIs)

= Plans to Increase ORCID Adoption
= Expand to all entry authors to provide ORCID (2017)
= Distribute collected ORCID IDs at ftp archive (2017)
= Mandatory going forward (2018)
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wwPDB X-ray Structure Validation Summary Report

Feb 28, 2014 - 04:13 AM GMT

PDRID : 3WDZ
Title : Crystal Seructure of Keapl in Complex with phaspharylated p62

Authoms : Fukuatomi, T.; Takegi, K.; Mixushima, T.; Tanoke, K.; Komatsu, M

mumnato, M.

Deposited on @ 2013-06-20

Resolutions :  2.60 A(reported)

We welcame your comments at validationfimail wwpdb.org
A user guide i avnilable at hetp:/ fwwpdbong/VuEdaticaPDFNote kaml

This s 0 wwPDB walidation summary report for o publicly redeassd PDB entry.

Ya

1 Overall quality at a glance (i)

The repoeted resclution of this entry is 260 A.

Percentile scores (ranging between 0-100) for global validation metrics of the eatry are shown in

the following graphic. The table shows the number of entries on which the scores are bassd.
Metric Percentile Ranks Value

Rfvooe W t | (.755
Clastrscore T

Ramachandran outiiers S _’_,_,_’

Sidechan outiiers I .7
RSAZ outiiers I g 0.5%
Father

wowe
B wceraa rolrive 3 ot Xasg e
B rvcontin stavee s Xy Sreibamt o i et

Validation report Mweb 2B
BREBICDALSh TS RERER

 X-ray: Structure Factor (#&:&HF)

 NMR: {22 IR BE IR IE R
« EM: 3DEM volume <7

3 Residue-property plots ()

These plots are drawn for all protein, RNA and DNA chains in the entry. The fimt graphic for a
chain summarises the proportions of errons displayed in the second grephic. The sscond graphic
shows the sequence view annotated by isues in grometry and electron density. Residoes are color-
coded nocording to the number of geometric quality criterin for which they contain at least one
outlier: green =0, yellow = 1, ornage = 2 and red = 3 ar more. A red dot above a residue indicates
it poar fit to the clectron density (RSRZ = 2). Seretches of 2 or more consseutive residues withous
any outlier are shown as a green connector. Residues present in the sample, but not in the model,
are shown in grey.

o Molecule 1: Keloh-like ECH-associated protein 1

Chain A:

-z-a-i-i-;-s-:.-iss-i-i‘-;-;-ss-i

3
e 1 25
:-h-::-.-:l:-:l:-..-:

© Molecule 2: Peptide from Sequestoscme-1
Chain B:

F-ifi

Validation report @4
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Sh3peer reviewD T I#ILKZ

EDITORIAL

nature Nature Struct. Mol. Biology, 23 (10), 871, 2016

structural &
molecular biology

Where are the data?

Here, we announce two policy changes across Nature journals: data-availability statements in all published papers
and official Worldwide Protein Data Bank (wwPDB) validation reports for peer review.

“We are now taking a further step and are requesting
official wwPDB validation reports for peer review.
These reports are made available by the wwPDB after
data deposition
(http://lwww.wwpdb.org/validation/validation-reports).

Other Nature journals will soon follow suit.” 20
R
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wwPDB/RDF Kinjo et al. (2012) Nucl. Acids Res. 40, D453-D460.
http://rdf.wwpdb.org/ Yokochi et al. (2016) J. Biomed. Semantics, 7:16.

O RLDWIDT W

ePDB —
—
FROTEIN DATA DANK /’:" Wl o D A\
Al PTBTOE
POB/RDF FORROV _ ohen_somaROF
POB D jeg. TRASA) e D
propey: |e g POGo ety pate_descrpborn’|
hoywords: e g “sconal)
wtwer | pwant
Duowesiad XSLT styeshast f0f comming PDEML 10 RDE POBML21 x5l g2 (gapged 22K8)

 EEET . Exp. Information
............ | (X-ray, NMR, EM, etc) PPI (mteractlon)

<rdf:Description rdf:about="http://rdf.wwpdb.org/pdb/1BY4">
<rdf:type rdf:resource="http://purl.uniprot.org/core/Structure_Resource"/>
<database rdf:resource="http://purl.uniprot.org/database/PDB"/>
<method rdf:resource="http://purl.uniprot.org/core/X-Ray_Crystallography"/>
<resolution rdf:datatype="http://www.w3.org/2001/XMLSchema#float">2.1@8</resolution>
</rdf:Description>

22
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wwPDB/RDF Kinjo et al. (2012) Nucl. Acids Res. 40, D453-D460.
http://rdf.wwpdb.org/ Yokochi et al. (2016) J. Biomed. Semantics, 7:16.
SPDE = Linked Data:

ny
POB/RDF ADSU TR

=5 Connect Distributed Data across the Web

propey: |2 g POGo ety patie_descrpbon’)

= e http://linkeddata.org

P08 1D: |eg. TRASA) roa D

BMRB/RDF SR
http://bmrbpub.protein.osaka-u.ac.jp -~

BAMRE/XML & BMREIRDF Publication Sefver
M Srectroucapic Cwts of THOVASS b

e

<rdf:Description rdf:about="http://rdf.wwpdb.org/pdb/1BY4">
<rdf:type rdf:resource="http://purl.uniprot.org/core/Structure_Resource"/>
<database rdf:resource="http://purl.uniprot.org/database/PDB"/>
<method rdf:resource="http://purl.uniprot.org/core/X-Ray_Crystallography"/>

<resolution rdf:datatype="http://www.w3.org/2001/XMLSchema#float">2.1@8</resolution>
</rdf :Description>

23




Subject: http://rdf.wwpdb.org/pdb/1GOF

Predicate
PDBo:datablockName
PDBorhas_atom_sitesCategory
PDBorhas_atom_sites_footnateCategory
PDBorhas_atom_typeCategory
PDBorhas_audit_authorCategary
PDBorhas_audit_conformCategory
PDBorhas_cellCategory
PDBorhas_chem_compCategary
PDBorhas_citationCategory
PDBorhas_citation_authorCategory
PDBorhas_computingCategory
PDBorhas_database 2Category
PDBorhas_database PDB_matrixCategory
PDBorhas_database PDB_revCategory
PDBorhas_database PDB_rev_recordCategory
PDBo:has_diffrnCategory
PDBo:has_diffrn_radiationCategory
PDBo:has_diffrn_radiation_wavelengthCategory
PDBo:has_entityCategory
PDBo:has_entity _keywordsCategory

Object
1GOF-noatom
PDBr1G0OF/atom_sitesCategory
PDBr1G0OF/atom_sites_footnoteCategory
PDBr1GOF/atom_typeCategory
PDBr1GOF/audit_authorCategary
PDBr1GOF/audit_conformCategory
PDBr1GOF/cellCategory
PDBr1GOF/chem_compCategary
PDBr1GOF/citationCategory
PDBr1GOF/citation_authorCategory
PDBr1GOF/computingCategory
PDBr1GOF/database_2Category
PDBr1GOF/database_PDB_matrixCategary
PDBr1GOF/database_PDB_revCategory
PDBr1GOF/database PDB_rev_recordCategory

PDBr1GOF/diffrnCategory
PDBr:1GOF/diffrn_radiationCategory

PR Lim—ne) lengthCategory
PDBr:1GOF entityCategory

PDET - gory

PDB
PDB/RDF example™ J
By accessing http://rdf.wwpdb.org/pdb/1GOF,
a list of category holders for the PDB entry 1GOF
can be retrieved in the RDF/ XML format.
Then, a list of category elements can be retrieved
(again in the RDF/XML format).
Finally, for a particular category element, the list
of properties of that element is retrieved.

R

PDBo:has_entity_polyCategory
PDBo:has_entity_poly_seqCatd
PDBo:has_entity_src_genCate
PDBo:has_entryCategory
PDBo:has_exptlCategory

PDBo:has_entity
PDBo:has_entity
PDBo:has_entity
PDBo:has_entity
PDBo:has_entity
rdftype

Subject: http://rdf. wwpdb.org/pdb/1GOF/entityCategory

Predicate

Object

C PDBr1GOF/entity/lt  —>
r entity/2
PDBr:1GOF entity/3

PDBr1GOF/entity/4
PDBr:1GOF ent

http://rdf wwpdb

Kinjo et al. (2012) Nucl. Acids Res. 40, D453-D460.

Subject: http://rdf.wwpdb.org/pdb/1GOF/entity/1

Predicate Object
PDBo:of_datablock PDBr:1GOF
PDBo:entity formula_weight 68579.250

PDBo:entity.id 1

PDBo:entitypdbx_description GALACTOSE OXIDASE
PDBo:entitypdbx_ec 1.1.39
PDBo:entity.pdox_number_of_molecules 1
PDBo:entity.src_method man

PDBo:entity.type polymer

PDBolink_to_enzyme http://purl.uniprot.org/enzyme/1.1.3.9

PDBo:referenced_by_entity_keywords
PDBo:referenced_by_entity_poly
PDBo:referenced_by_entity_src_gen
PDBo:referenced_by_struct_asym
PDBo:referenced_by_struct_ref
rdftype

PDBr:1GOF/entity_keywords/1
PDBr:1GOF/entity_poly/1
PDBr:1GOF/entity_src_gen/1
PDBr:1GOF/struct_asym/A
PDBr:1GOF/struct_ref/1
http:ffrdf.wwpdb.orgfschemafpdbx—vlli%n#em\ty
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Integration at NBDC RDF-portal

NBDC RDF-Portal
https://integbio.jp/rdf/




Ay a—

Year

2011

2012

2013

2014

2015

2016

2017

Total

383,131,048

376,944,070

441,262,210

512,227,251

534,339,871

591,876,087

398,016,597

FTP
Archive

276,952,286

255,837,735

296,176,290

339,193,721

368,244,766

366,677,897

265,239,786

Website

106,178,762

121,106,335

145,085,920

173,033,530

166,095,105

225,198,190

132,776,811

PDB
FTP
Archive

204,939,406

213,510,347

215,331,908

237,168,615

255,346,630

293,648,366

213,942,495

More than 1.6 million / day

PDB

Website

81,560,098

90,438,501

97,549,580

110,115,316

111,802,897

161,208,456

84,649,397

PDBe
FTP
Archive

40,960,368

21,601,103

43,684,850

52,362,370

48,544,330

30,274,284

20,630,847

PDBe
Website

18,515,245

23,982,801

37,762,496

48,031,414

41,127,219

44,432,830

37,100,965

PDBj
FTP
Archive

31,052,512
20,726,285
37,159,532
49,662,736
64,353,806
42,755,247

30,666,444

Protein Data Bank Japan

PDBj
Website

6,103,419

6,685,033

9,773,844

14,886,800

13,164,989

19,556,904

11,026,449
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2-1) Cambridge Structural Data (CSD)

EDHSE

Number of new chemical components (CCD) released/year
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Chemical Component Deposition PDB)
DFih

Annotate &
Standardize
Chemical
Definition

Standardize
Residue/Atom
Nomenclature

Chemical
Components
Dictionary

Deposited Chemical Perceive Compare Process
Coordinates x Components - Covalent - with -Deposited
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A base for computational analysis of proteins
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« Structural Alignment:
« Conservation/Divergence Analysis.




PROBLEM

Increase of sequence and structure data

Several alignment tools have been developed
to handle enormous amount of data
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HVSNTTAFFDQFAGTALLVLEVCVVID
IFNIPRNFATEFVATSVLIASLLVAGS
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IPHTFANVLSEVIGTFVLVLGILAIGA
GISELHGFLLEILLTFALVYVVYATAV
GVGAVNGLVLEIILTFGLVYVVYSTLI
GVGVLNAFVFEIVMTFGLVYTVYATATI
IGAWEAVVLEIVMTFGLVYTVYATAV
DVTVWNALVFEIVMTFGLVYTVYATAT
RVGAIEGVVMEIIITFALVYTVYATAA
GVGAIEGVVMEIIITFSLVYTVYPTAA
GLNGLQGVVMEIIITFALVYTVYATAA



PROBLEM

It is difficult to analyze the alighment,
due to the huge volume.

There are several alighment viewers.
But, their functions are not enough
for the investigation of the alignment.
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wwPDB X-ray Structure Validation Summary Report

Feb 28, 2014 - 04:13 AM CMT

PDRID WDz
Title : Cryntal Structuse of Keapl in Complex with phospbarylated p62
Authorn @ Fukutomi T.; Takagi, K; Mizmkima, T Tansks K. Komatss, M.; Ys
mattots, M
Deposited cn 20130624
Resclution : 260 A{mported
m&-m-ﬂ.&-mmhnpﬂd’“m”

We at @mail wwpdb.crg
A uner guide s -lh“ at hittge [ S wwpidh g /ValidutioaPDFNane kil

1 Overall quality at a glance (i}

The repeeted resclution of this entry is 260 A,

Percentile scares (ranging between 0-100) for global validation metrics of the entry are shown in
the following graphic. The table shows the mumber of entries on which the scores are basad.

Metric Percentile Ranks Value
Rftoe W— § — 0255
Clagtscore SN _ M —
Ramachandran outliens 0
siechanovtiey 3 Residue-property plots ()
RSRZ outlier] =

These plats are drawn for all protein, RNA and DNA chains in the entry. The fimt graphic for a
chain summarises the proportions of erroms displayed in the second graphic. The sscond graphic
shows the sequence view annotated by isues in grometry and electron density. Residoes are color-
coded necording to the number of geometric quality criterin for which they contain at least one
outlier: green = 0, yellow = 1, ornuge = 2 and red = 3 ar more. A red dot above a residue indicates
# poar fit to the electroa density (RSRZ = 2). Seretches of 2 or more consecutive residues withous
any outlier are shown as a green connector. Residues present in the sample, bat not in the model,
are shown in grey.

o Molecule 1: Keloh-like ECH-associated protein 1

Chain A:
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Yokochi et al., J. Biomed. Sem. (2016)

) T, MEAEREEDITA—T YA

NMR-STAR v3 BMRB/XML
BMRBxTool

BMRB/RDF

ZSEEERERIVDY BMRBoTool

PubChem CID

[pee— " S
- n R R Enzyme Commi‘tsmn
PRF \ =
UniProt ‘

i a e " —
, ,
Found 467 Documents (0.735 - 1.365 seconds) & Ovowrty » Expotind e Y \

, | DDBJ-EMBL- GenfBank
m @ v e @D pgandexpo &
Showeng 1 - 10 of 88 Documents, order by Relevance / D 2 .
BMRE: 17103 The structure of the calcium-sensitizer, dfbp-o0, in complax with the N-gomain of troponin ‘Sl {
C and the ewitch region of troponin | / - im0
|

& Authers artnon, LM, MK, 5 8D R p, e | )

& Adserbly:  Caltun-senallne, OO, N COMEE Wi FONS0I C 4nd the swieh regon of Bepenn | / Y 2 \V/ \ .
- 4 . \ 56 monormers, 10062.23 Da owie Chem comp \ &

20 monomens, 2214 650 D e + Y y [ DOl jPubMed |

e, 197,239 Du = N s

- i Homo sapiens (7
v 11897 o » — —
Chem. Shit Compl:  Sequence coverage: §7.2 5, Completoness: T2.7 %. Compietoness [oaf 734 % Dwis + g II& 'h&/b\ 7 A ; '\ )/

Rolesse date:  2005-12-08
49
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VICE PHESIDENT, Pred
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Pobing Uriearsty. N § Yoo finad Hosas Daisct Bopag, PR Chie

SECHETARY-TREASURER: Preboce LT Tk Mued Rigeinch Cestrn kr Coysdabins Vs
Scexe sl Tezbcdogy, Surveary Universty, 47500 Bandet Eueadg. 84 Ourdd Ehan, Wlipiin 1
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g

Pral: or Genji Kunsu, PhD
Labaraony of Prole
Trestitibe Tor Protein Research
Osaka Unh ty, Japan

r Gryslatlography

Dear Professor Kansy

g Presdent of the Asan Caysiallographic 1, which

sllographic SO and ceganEatons n Asa and Oceania

b am wiiling % g
aiitiale repeese

This
(PDEY), which has envichor

edier formaly expeessas our sincere appeecialion of the work besng done af the Prolein Dala Bank Japan
he watk of scie 5 arouryd the woeld, PDBj = part of the woeklwde wwPDE
and RCSH-POB {Amencas) The waPfDB is lhe sok globed repostony of alomi
gl dfvaction data of biokogeal macromolecules

‘LI|!| Is 'rll«» probeny s nuck Ao depastons ongnaling in Asa ang (
procesans 200 of the depositions woddwide. With the scientihc activity 2
counlres. the Increasing workload al PDE has been chad I node that handing of deposilions from
Ausifia an ¢ Zealand have shiled o RCSB-PDE o r e load acioas the theoe wwPDE silos

PDBY also develops and maniains opan accass software for the glabal sciensfic community, including chemists
and biokogists in academic nsbilutes the pharmaceutical and biotechnology industnes, as well as clincians in
universitios and hospitals 1t s a fundamentally imporiant dota resource for b and apphed reseacch. Mareaver
£ i5 widely used foe leaching and lraning purposes, and for understanding health and disease. PDB) embodes
the legacy of the UNESC 0 Inbanadional Year of Crystaliography (IYCr 2014) inckading bedding capacity i
developing regons of the workd, and further expandng the pubilic understanding o oo Consequently, we
must continie to provecde our stronges! possible commment jo the PDE|

ceania regions, and curres
celerating dramascally in marry Asian

PO is o key Asion endegvar, Bringing jagother $he scionlilic outpul of dverse couniies and peoplos ¥ serve the
Iinfernationsd community. Momk of the Aslan Crysiallographic Assoc@tion are cxhr-mc‘y grateful lo you and
your leam for the professional and efficent handing, chedsing and valk g of data (hat 15 made vaiabie for
Wweryone 1 uwme We strongly encourage JST 1o provide conlinued financial support 1o mainlain ths e lial
Internabionad resowrce.

Kind regards

i £ 227\
7
Professor Jennifer Martin
Presilant of the Asan Crystalographee Association (2016-2019)
11 January 2017
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Professor Genji Kurisu January 21,2017
Institute for Protein Research

Osaka University

3-2 Yamadaoka, Suita, Osaka 565-0871, JAPAN

Dear Professor Kurisu:

We write in strongest possible support for your application to the Japan Science and Technology Agency (JST)
for competitive renewal of Protein Data Bank Japan (PDBj) funding. As a founding member of the Worldwide
Protein Data Bank organization (wwPDB; wwpdb.org), PDBj plays an essential role in ensuring the integrity and
utility of the PDB archive. The PDB archive, which serves as the sole global repository for three-dimensional
structures of biological macromolecules, represents a critical resource that is freely available to researchers and
educators worldwide. Since it was established in 1971 with just 7 protein structures, the PDB has grown to
more than 126,000 entries. Conservative estimates put the replacement value of the information in the
archive today at more than US$12,000,000,000. During 2016, 570 million PDB data files were downloaded
or viewed online at wwPDB partner websites. PDB Users include structural biologists, computational biologists,
biochemists, biophysicists, molecular and cellular biologists, and clinicians in universities, hospitals, government
laboratories, and industry (including pharmaceutical, chemical, and biotechnology companies). PDB data are
also used extensively by educators and students to further their understanding of biology and human health
and disease.

In 2003, organizations from the US (RCSB PDB, Rutgers University; rcsb.org), Europe (PDBe, European
Bioinformatics Institute; pdbe.org), and Japan (PDBj, Osaka University; pdbj.org) came together to establish the
wwPDB as the global custodian of the PDB archive. These three founding members plus BMRB at the University
of Wisconsin-Madison (bmrb.wisc.edu), which also has a portal at Osaka University (PDBj-BMRB), now work
closely with an international Advisory Committee that represents stakeholder communities to ensure
unrestricted access to a comprehensive biomacromolecular structure database of the highest quality. In
addition, the work of the wwPDB is informed by a variety of special-purpose task forces, made up of experts in
a variety of structural biology areas. Each partner organization is responsible for coordinated data deposition,
annotation, exchange, and dissemination. In 2016 alone, the archive grew by more than 11,500 entries. The
current size and growth rate of the PDB make it impossible for any one country to fund and manage the
archive alone. International collaboration is of crucial importance. PDBj currently processes nearly 20% all of
worldwide depositions, including all of those originating from researchers in Asia. PDBj plays a similarly
important role in making the PDB archive available to the global user community.

The success of your funding application to JST is of paramount importance to the global scientific community.
The wwPDB is an international organization supporting a globally accessible data archive, which depends
critically on the success and stability of PDBj and the other member organizations. Any interruption in or
reduction of PDBj funding would represent a very serious threat to the integrity and operations of the PDB
archive. Any compromise of the PDB archive would in turn have extremely damaging effects on researchers and
educators worldwide.

In closing, we wish to express our gratitude to you and your team at Osaka University for all of your efforts on
behalf of the wwPDB and the global scientific community, and reiterate strongest support for your application.

Yours faithfully,

[ L b

Stephen K. Burley, M.D., D.Phil. Sameer Velankar, Ph.D. John L. Markley, Ph.D.

Distinguished Professor of Team Leader, EMBL-EBI Steenbock Professor of Biomolecular
Chemistry and Chemical Biology Head, PDBe Structure

Rutgers University University of Wisconsin-Madison
Director, RCSB PDB Head, BMRB
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D ERY LN

Cryo-EMIZ&>THELNI=T—42I%, BXIZWwwPDBD##8A(ZFH LV TEMDB
EDHRNEFIEILINTHEY, IWETHPDB| D7 /T—43HCryo-EM®D 3D-
volume mapDT—AR—RILZEREL TWETH, SEREBEILICHEFTLET.
F1=. 2-3) CRLEI7/BEDILAEET TORIDOBEN 7 /T—av D
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[2]1CSDLSNDEMENT—E[5 /L, 318, MEERLZEILDOHEEIZDL
TEDESIZHET HH
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B RERDF EENT=T—2 (T /L, B, HEERLZE)ERYNT—ID 5
HHL, TNoETIAAV ML ABEICRMESELS5ETHETETY.




Protein Data Bank Japan J

BEFICIBEWV-BERADOX G
[SI3DEMDEET—FDHTKDT—2REEIZDINT

3DEMIZKAHEEREMTDT—2E, BIRTIXILALEMZHMED
HEIREEL, EET—RZEDVWREEFITHhhTOWEEA. L
L, wwPDBTIZH KA1 ITBSEERT—2 (7 7) [CE DUV -1REE
FEATOIDLENHSEZZATVWET. EMRICKDSTFEHERL,
Iy T ERT /3T A—3—(voxel size, density statistics,
projections, central slices, surface view at recommended
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