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PDBML XML 7 7 4 )L, wwPDB T¥E L 72 XML Schema IZ & > TIEADIE ICERE I LT
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Westbrook et al. (2005), Bioinformatics 21(7):988-992.
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Welcome to PDB; - Home

Mijhttp: /www.pdbj.org/

a(Q- Google g
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Help Comm Us
Home PDBj (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures | w o x o w « o s
and provides integrated tools, in collaboration with the RCSB in USA and the MSD-EBI in EU. &I [DD I8
PDB] is supported by JST-BIRD.
ADIT: PDB Deposition Deposition
ADIT-NMR

&)

Search >> AD ADWD

Search PDB (xPSSS) PDB Deposition {1 i NMR Data Deposition £} )
‘Sequence-Navigator Enacimelia
Structure-Navigator ook ~

Search

[ OO Globelmh ARK Matras blog 777/l Amazoncojp eProts =a—X (3246)v GTOP

PDBjES T

Jaoar\ese Chinese

Data Deposition >>

EM Navigator
Search NMR Data
(BMRB)

Search PDB Search NMR Data
Status Search Proteln

Service and Software >> © Accession number ol
Protein Globe © Deposition code
V: Graphic Viewer ()

Derived database >> DBCLS
oF-sito/oF-seek/eF-surf -
eProtS What's new
FroMode 7-Feb-2008

Download >> We wil stop our web service from 9:00 to 13:00 on February 13, 2008 (Japanese
FTP Archivelrsync time) , because of the machine maintenance.

Service 20-Dec-2007
About Remediation Data Data download service via rsync is started.
Links 12-Dec-2007

Effective February 1, 2008, structure factor amplitudesfintensities (for crystal
structures) and restraints (for NMR structures) will be a mandatory requirement for
PDB deposition.

>> more

©2007 PDB]. All Rights Reserved.
Terms of Use | Newsletter | About Us
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XPSSS (xmi-based Protein Structure Search Service) Result =
te Ka-u.ac. 2(Q- eprots O,
_ OO Globe(m) ARK Mawas blog 777, Amazoncojp eProtS =1—X (3246)v GTOP PubMed PDBjMembers page Gmail Scopus »
e
xPSSS
=~ J (xml-based Protein Structure Search Service)
Summary Page
[1GOF]
(structural Details | Experimental Details | ((Functional Details ] ( Seauence Neighbor | Domnload/Display | Link
[Back] [xPSSS Top] [PDB; Top 1 ©PDBID Okeyword
PDB ID :1GOF sequence information (FASTA format)
Descriptor :GALACTOSE OXIDASE (E.C.1.13.9) (PH 4.5)
Tite :NOVEL THIOETHER BOND REVEALED BY A 1.7 ANGSTROMS CRYSTAL STRUCTURE OF
GALACTOSE OXIDASE
Functional Keywords : OXIDOREDUCTASE(OXYGEN(A))
Biological source : Dactylium dendroides
Cellular location : [UNP - GAOA_DACDE] Secreted
Total number of polymer 1
chains
Total molecular weight 687859 (the etails in Structural Details Page)
Authors :Tto,N., Phillips, S.E.V. , Knowles, P.F. (deposition date : 1993-09-30, release date : 1994-01-31)
Primary citation :Ito, ., Phillips, S.E. , Stevens, C.., Ogel, ZB. , McPherson, MJ. , Keen, JN. , Yadav, K.D. , Knowles, PF.
Novel thioether bond revealed by a 1.7 A crystal structure of galactose oxidase.
Nature, 350:87 - 90, 1991 W
Other Database
Information
Structure Images
ormal posicion. 02 ;ggm xby rotated ggguly by viewer
250X250 500X500 250X250 S00X500 250X250 S00X500 PDB;Viewer iV version3
PDBjViewer and jV version3 is used with Java(TM)Plug-in1 4 and Java3D
1.3(PDBjViewer) or JOGL library 10V version3).
available to be displayed from the Experimental Details page.
[Back] [xPSSS Top] [PDB; Top] [+
—
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I RYDBEEHKRLVNS LS Structural Details

[6 6 6 XPSSS (xml-based Protein Structure Search Service) Result
| ~a-
L] Q- eprots B
[0 Globe(m) ARK Matras blog 7v7)L Amazoncojp eProtS =3—X (3246)v GTOP PubMed PDEj Members' page Gmail Scopus »
3
B xPSSS
e et (xml-based Protein Structure Search Service)
Structural Details Page
[1GOF]
M =YY
Sumary | (Structural Details] [ Experimental Details | [ Functional Details | [ Seauence Neighbor |( Download/Display || Link l = EI‘ Vi \
.

[Back] [xPSSS Top] [PDB; Top] ©PDB ID Okeyword

Entity / \ N2
Eniity | DB DB - Formula Number of Descriptive key . ; ’ 0) Hu
ID | Name | Accession | T9P¢ Description weight molecules words
[GALACTOSE OXIDASE
1 |UNP Q01745 [polymer |sequence information (FASTA 685792 1
s I\ =
2 [non- ICOPPER (I ION 635 1 ‘ E
[polymer Z ]
3 o SODIUM ION 230 1
[polymer
non- 5
4 homer |ACETIC ACID 60.1 2 / \. 2 M Ly
5 [water _|[water 180 316 ‘ 7 ’ HK
Contents of the asymmetric unit
[Number of Chains [ 1] i > i >
® 0o 0000
Polymers | el molecular weight[685792 . £ £
[Non-Potymers" Y2 O Molecules 4
‘on-Polymers |75 al molecular weight| 2067
A’ |[Total molecular weight 68785 9)

"Water molecules are not included,

Back] [xPSSS Top] [PDBj Top]
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IV hYDEHRWSBLS: Experimental Details

[ 66 XPSSS (xml-based Protein Structure Search Service) Result
(< »] ) ~ Q- eprots B
[ Globem) ARK Mawas blog 777/ Amazoncojp eProts =i—3X (3246)v GTOP PubMed PDE Members' page Gmail Scopus >
e
B xPSSS
e et (xml-based Protein Structure Search Service)
[Experimental Deitals Page (X-RAY Details)
[1GOF]
Sumary | Structural Details | (Experinental Details) [ Functional Details ) Seauence Neighbor | Download/Display ) Link
[Back] [xPSSS Top] [PDB] Top] 1 PDB ID O keyword
Refinement Statistics
(Cell axes [A] 98000 | 89400 | 86700
[Cell angles [degree] 9000 | 11780 | 90.00
[Spacegroup ci2l
[Resolution limits [A] 1007 17"
[R-factor 0.177
[R-free
[RMSD bond length [A] 0018
[RMSD bond angle (A1 005
Values in parentheses refer to the highest resolution shell.
Data Collection Statistics
[Resolution limits [A] 100-17(18-17)
[Number of reflections 57092 7 (5908) 2
[Number of measurements| 117980 (11365)
[Rmerge_I_obs 0.039 2
Completeness [%] 79.1 2 (526) °
[Redundancy
Values in parentheses refer to the highest resolution shell.
Crystallization Conditions
s iza ti », e 1
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IV MNYDEEHRVLSB LS Functional Details

[6 6 6 XPSSS (xml-based Protein Structure Search Service) Result
| EE 3 ~ Q- eprots B
O Globe(m) ARK Matas blog 77l Amazoncojp eProts =3—X (G245 GIOP PubMed PDEj Members pige Gmail Scopus >

PDBj ==
e et (xml-based Protein Structure Search Service)

Functional Details Page

[1GOF]

Sumary | Structural Details | [ Experinental Details | (Functional Details)( Seauence Neighbor | Domload/Display [ Link
[Back] [xPSSS Top] [PDB; Top

S HtE 5 264
Functional Information from PDB atom coordinates for the "HETATM" binding sites

e e Gene Ontology I & %774

[Number of Residues|11
\Details |ACETIC ACID binding site|
[Chain|_Residue ligand P ]) ﬁ\‘ ~ F ‘f:k ARYA :B /f_\L.
PHE194 CETIC ACID| / M D !
PHE227-CYS228 CETIC ACID| , ':l I:l
TYR272 : ACETIC ACID|
TRP290 CETIC ACID|

N L _L
[TYR329-ARG330[ACY: ACETIC ACID Y, I AYA
PHE464 __|ACY: ACETIC ACID . = \ /
TYR495-HIS496 | ACY: ACETIC ACID)
HISS81 __|ACY: ACETIC ACID)

A
A
A
A
A
A
A

site_id: ACY_1gof_0_701

[pe | binding site
Iumber of Residueslit |
[Details [ACETIC ACID binding site|
(Chain]__ Residue || ligand
A TRP336  ||ACY: ACETIC ACID|
A ARG371___|[ACY: ACETIC ACID
A_|[ALA378-PRO379][ACY: ACETIC ACID|
A ALA381 _||ACY: ACETIC ACID t
A TR A0R.GI V400l ACY- ACETIC ACTD z
7
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IV RhYJDBEHRWSBLS: Sequence neighbor

000 XPSSS (xml-based Protein Structure Search Service) Result

(< >Hc](+] win osaka- - epros

[ Globe(m) ARK Matras blog 7v7/L Amazoncojp eProtS =1—3X (3246)v GTOP PubMed PDBj Members' page Gmail Scopus

& XPSSS
PPDWBJ (xml-based Protein Structure Search Service)

Sequence Neighbor Page

[1GOF]

Sumary | | Structural Details | Experimental Details | [ Functional Details | [ Sequence Neighbor ] Download/Display || Link

Back] [xPSSS Top] [PDB; Top] ®PDB ID Okeyword
Results (1-22) / 22
Soq. Tdeatity: 5% Seq. Positives: 99% E-value: 0.0 Score: 1320 Compousd: GALACTOSE OXIDASE
Newsearch (172641 | Structural s
or 1639
17238 1639

Seq. Identity: 99% Seq. Positives: 99% E-value: 0.0 Score: 1315 Compound: GALACTOSE OXIDASE PRECURSOR

New Search [1K31A)

1coF 1639

1K31A 13 639

Seq. Identity: 35% Seq. Positives: 55% E-value: 2e-19 Score: 94 Compound: BACTERIAL SIALIDASE

New Search (IW8OA] | Structura 1 Superposition

1cor 19 127

wson 472 127
1WB0A Exact

Matches: LHENA

Seq. Identity: 35% Seq. Positives: 55% E-value: 2e-19 Score: 94 Compound:

SIALIDASE
New Search (1WCQ8)

1cor 19 127

iwcos 472 127
1HCQB Exact

o 1wcon 1wcoc

Seq. Identity: 35% Seq. Positives: 55% E-value: 2e-19 Score: 94 Compound: BACTERIAL SIALIDASE

New Search (28Q98]

lcor 19 127

28008 472 127

o7 2 /NS % oMo PDBZY MU D
) A b,

e BLAST THiZR L A i&m I N 3,

o HEDESZELZY M) DYE, 1—HD
— D DRLY 2R 5,

o &ibdD Sequence Navigator ZFJH L T\ 35,
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~YDEERWLS L S: Download / Display

o000

XPSSS (xml-based Protein Structure Search Service) Result
[« > Jc](-] aka-uac

PDB®D 45—
— T3,

O Globe(ml) ARK blog 7v7)L Amazoncojp eProts =1—3X (3246)v GTOP PubMed PDBj Members' page Gmail Scopus

xPSSS
PDBJ (xml-based Protein Structure Search Service)

Download Page

[1GOF]

PDBj

Y RNERLIZY 7 a—FR

A7 PDB =,

ki 7 PDB R o i 1 A
(~ FE457) .

mmCIF 7 74 )L (FIZPDBWHECiEbLILS
T77ANER T RTD 774 VDIET—F).
PDB & XML (PDBML) .

PDBML D Ji FBEEAE % b < #8477 (no-atom).
PDBML O J& 1R D A D5 D it 5 7 2\

(ext-atom).

R A1,
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T hMYDBHWLWABWLWS: Link

2 & 5 o e HUTZPDBLY F YD 2RF—F R— A E

0O Globe(ml) ARK Matras blog 7v7)L Amazoncojp eProtS =3—3 (3246)v GTOP PubMed PDBj Members' page Gmail Scopus »

S xPSSS ~
PDBJ (xml-based Protein Structure Search Service) N O) ! ) / 7 o

e e RCSB-PDB. MSD-EBI: 3K[E & {k/i & PDB.

R e CATH, SCOP, FSSP: #5i& D87 — ¥ X —

 MSD-EBI (Macromolecular Structure Database)

 CATH(Clas i Topology and ily : Z
« CE(Combinatorial Extension of the optimal path) .

e o UniProt: 7 3 /BERLAIF — 8 _— 2,

« UniProt

ersal protein resource) ( UNP - Q01745 )

o KEGG: fRHHERIEZ: K4 BT — o R—
A DEEAR,
o EzCatDB: EERKIGD T — 4 R— Z |
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Welcome to PDBj - Home

105 bt/ /ww.pdb].org/ ~(Q: Google
[0 Globe(ml) ARK Mawas blog 777J, Amazoncojp eProtS —a—Z (3252)v GTOP PubMed PDEj Members' page Gmail >
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Japanese  Chinese. Help Contact Us

e PDB] (Protein Data Bank Japan) maintains a centralized archive of macromolecular | w o s 1o w 1 &
_ structures and provides integrated tools, in collaboration with the RCSB in USA and the &
Data Deposition >> MSD-EBI in EU. PDB} is supported by JST-BIRD. SRoTEIN DATA BANK
ADIT: PDB Deposition  Deposition
ADIT-NMR
Search >>
Search PDB (xPSSS) PDB Deposition e NMR Data Deposition A2/

Sequence-Navigator

Structure-Navigator

EM Navigator

Search NMR Data
B)

Search

searchppB 1 PS5.5.S Search NMR Data r‘
Status Search e Protein
Service and Soft .
rvice and Software >> ® Accession number Globe
Protein Globe © Deposition code
JV: Graphic Viewer =

Derived database >>
©F -site/eF -seek/eF-

What's new
eProtS
ProMode 7-Feb-2008
We will stop our web service from 9:00 to 13:00 on February 13,2008
Download >> (Japanese time) , because of the machine maintenance.
;l: é;cmva/vsync 20-Dec-2007
Data download service via rsync is started.
About Remediation
Data 12-Dec-2007
T Effective February 1, 2008, structure factor amplitudes/intensities (for crystal

structures) and restraints (for NMR_ structures) will be a mandatory
requirement for PDB deposition.

>> more

© 2007 PDB;. All Rights Reserved.
Terms of Use | Newsletter | AboutUs

"Keyword ] D7 4+ —2A4IT (72 L2
"hemoglobiny & AZILT 'GO) +%
7V 7,

XPSSS (xmi-based Protein Structure Search Service) Result

. ka-u.ac.jpy X R 2(Q- Google

[0 Globe(m) ARK Mawas blog 7»7)L Amazoncojp eProts =1—32 (3252)v GTOP PubMed PDBjMembers'page Gmail »

3 . xPSSS
Poio s b J (xml-based Protein Structure Search Service)
Result Page

(More information appears when each PDB-ID code is clicked.)

1-16/2233

keyword : [reme sortedby: (poEm %)
101M download PDB format file

descriptor : MYOGLOBIN, PROTOPORPHYRIN IX CONTAINING FE, N-BUTYL ISOCYANIDE
title PERM WHALE MYOGLOBIN F46V N-BUTYL ISOCYANIDE AT PH 9.0

authors : Smith, R.D., Olson, J.S., Phillips Jr., GN.,

exp.method

deposition date

release date 1 1998-04-08

Electron density map is available to be displayed from the i Details page.

102

descriptor : MYOGLOBIN, PROTOPORPHYRIN IX CONTAINING FE

title : SPERM WHALE MYOGLOBIN H64A AQUOMET AT PH 9.0

authors ymith, R.D., Olson, J.S., Phillips Jr., GN.,

exp.method X-RAY DIFFRACTION

deposition date 997-12-15

release date 1 1998-04-08
Electron density map is available to be displayed from the i Details page.

descriptor MYOGLOBIN, PROTOPORPHYRIN IX CONTAINING FE, N-BUTYL ISOCYANIDE
title 'PERM WHALE MYOGLOBIN H64A N-BUTYL ISOCYANIDE AT PH 9.0

authors ymith, R.D., Olson, J.S., Phillips Jr., GN.,

exp.method -RAY DIFFRACTION
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& DEAEIRTR

[feYele) XPSSS Advanced Search o ~
| - “a- | o N Y |'
[« >] @ hutp://pdbjs3 protein. saka-u.ac.jp/xPSSS) advanced.html @ 5(Qr Google | Y J\ — N

S  xPSSS
PHBJ (xml-based Protein Structure Search Service) ]) \y 7 .

Advanced Search

S— WAWA LK THRETE LT,

: g s OSSR
LR TR
VA B

p) ML
Votume Y I %I‘
Contains Chain Type: Yes No ignore

sorted by (708 1D

PDB ID: (O Search theoretical model

month  day  year
after ) )
Release Date: month __day _year
- month year

before
1 and

Citation Author: 2 and
3 ) Authors of primary citation only!
eg:To, N.
Tite

Name

polypeptide(L)
polypeptide(D) ﬁﬁ {
polydeoxyribonucleotide ép % ’ ﬁ
Ligands and Prosthetic groups: [ | . .
A N
— — IR E TR e
Number of Chains and Chain length: - .

polyribonucleotide:
polysaccharide(D)

Compound Information:
Title:

Other DB :

| =

PDBj 14
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Japanese  Chinese

Help Contact Us

Homa PDBj (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures
and provides integrated tools, in collaboration with the RCSB in USA and the MSD-EBI in EU. “P B
Data Deposition >> PDBj is supported by JST-BIRD.
ADIT: PDB Depositon  Deposition
ADIT-NMR
Search >>

Search PDB (xPSSS) PDB Deposition |1} sz
Sequence-Navigator
Structure-Navigator
EM Navigator
Search NMR Data
(BMRB)

Status Search

Service and Software >>
Protein Globe

Search

Search NMR Data
e

© Accession number
O Deposition code

JV: Graphic Viewer

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

eProts What's new
FroMede 7-Feb-2008

Download >> We will stop our web service from 9:00 to 13:00 on February 13, 2008 (Japanese
FTP Archive/rsync time) , because of the machine maintenance.
Serviee 20-Dec-2007

About Remediation Data Data download service via rsync is started.

Links 12-Dec-2007

NMR Data Deposition 42|12

)

MY DEUS

XPSSS (xml-based Protein Structure Search Service) Result

PDBj

Effective February 1, 2008, structure factor amplitudesfintensities (for crystal
structures) and restraints (for NMR structures) will be a mandatory requirement for
PDB deposition.

>> more

©2007 PDB]. All Rights Reserved.
Terms of Use | Newsletter | About Us

"gof

"PDBID; O 7 #—AIC
EAJILT TGO,

7.

(72 & 2.13)
v Ry

lgof DT —
Z T, "Download/

e osaka-u.ac, - Q- eprots
[ OO Globe(m) ARK Matras biog 757/ Amazoncojp eProts =3-2 (G246)v GIOP PubMed PDEjMembers page Gmail Scopus
Dx B,u J (xml-based Protein Structure Search Service)
Summary Page
[1GOF]
(Sumary) (‘structural Details ) [ Experinental Dotails | (Functional Details )  Seauence Neighbor | DownloadDisplay | Link
[Back] [xPSSS Top] [PDBj Top] | — ®PDBID Okeyword
PDBID : 1GOF sequence information (FASTA format)
Descriptor : GALACTOSE OXIDASE (EC.1.139) (PH 4.5)
Title : NOVEL THIOETHER BOND REVEALED BY A 1.7 ANGSTROMS CRYSTAL STRUCTURE OF
GALACTOSE OXIDASE
Functional Keywords ~: OXIDOREDUCTASE(OXYGEN(A))
Biological source  Dactylium dendroides
Cellular location : [UNP - GAOA_DACDE] Secreted
Total number of polymer - 1
chains
Total molecular weight : 68785.9 (the etails in Structural Details Page)
Authors :Ito,N., Phillips, S.E.V. , Knowles, P.F. (deposition date : 1993-09-30, release date : 1994-01-31)
Primary citation 1o, N., Phillips, S.E. , Stevens, C. , Ogel, Z.B. , McPherson, M.J., Keen, JN., Yadav, K.D. , Knowles, PF.
Novel thioether bond revealed by a 1.7 A crystal structure of galactose oxidase.
Nature, 350:87 - 90, 1991mmw_mzm
Other Database
Information
Structure Images
o poskion e 20Ut xby o sbouty by viewer
250X250 00X 500 250X250 00X 500 250X250 S00X500 PDB;Viewer jV version3
PDB;Viewer and jV version3 is used with Java(TM)Plug-in] 4 and Java3D
13(PDB;Viewer) or JOGL library 1.0V version3).
Electron density map is available to be displayed from the Experimental Details page.
[Back] [xPSSS Top] [PDBj Top] s
— =

— Y DERIDEREIND, C
Display; =7 v 7,
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o000 XPSSS (xml-based Protein Structure Search Service) Result ]
= @ http:/ /pdbjs3.protein.osaka-u.ac.jp/ xPSSS/ Detailserviet2 Q- eprots O |
[ Globe(ml) ARK Matras blog 7v7)L Amazoncojp eProts =1—3X (3246)v GTOP PubMed PDBj Members' page Gmail Scopus »

S xPSSS
e e J (xml-based Protein Structure Search Service)

Download Page

[1GOF]

Sumary | Structural Details | [ Experimental Details | [ Functional Details | Sequence Neighbor | (Download/Display) [ Link |

[Back] [xPSSS Top] [PDB; Top PDB ID Okeyword

file format

DB format"" [pdb1 gof ent(442k)
nt.22(6K) displey ) [Cdomnicad
mmCIF 1gof cif.gz(134k) display )| domload
fall 1gof xml.gz(199K) disploy ) [Cdomicad
XML no-atom 1gof-noatom.xml.gz(28k) |[diselay J|Cdomiced
lext-atom [1gof-extatom xml.gz(118K) [_diseley ) [Cdomiced
[Struct Factor [r1gofsf.ent.gz(525k) disploy ) [(domnlcad

[Back] [xPSSS Top] [PDB; Top

%

PP rppB format; ?all, display
279w 7§ 5,

»

A}

5

[ 1 htp://pdbjs3. protein.osaka-u.ac.jp/xPS55/ Detail Servlet3?PDBID=1GOF&ARCHIVE=LegacyAll

HEADER OXIDOREDUCTASE (OXYGEN(A)) 30-8SEP-93 1GOF

TITLE NOVEL TEIOETHER BOND REVEALED BY A 1.7 ANGSTROMS CRYSTAL
TITLE 2 STRUCTURE OF GALACTOSE OXIDASE
COMFND MOL_ID: 1;

COMFND 2 MOLECULE: GALACTOSE OXIDASE;

COMFND 3 CHAIN: A;

COMFND 4 EC: 1.1.3.9;

COMFND 5 ENGINEERED: YES

SOURCE MOL_ID: 1;

SOURCE 2 ORGANISM SCIENTIFIC: DACTYLIUM DENDROIDES
KEYWDS OXIDOREDUCTASE (OXYGEN(A))

EXPDTA X=RAY DIFFRACTION

AUTHOR N.ITO,S.E.V.PEILLIPS,P.F.KNOWLES

REVDAT 2 01-APR-03 1GOF 1 JRNL

REVDAT 1 31-JAN-94 1GOF 0

JRNL AUTH N.ITO,S.E.PHILLIFS,C.STEVENS, Z.B.0CGEL,

JRNL AUTH 2 M.J.MCPEERSON,J.N.KEEN,K.D.YADAV,P.F.KNOWLES
JRNL TITL NOVEL THIOETHER BOND REVEALED BY A 1.7 A CRYSTAL
JRNL TITL 2 STRUCTURE OF CALACTOSE OXIDASE.

JRNL REF NATURE V. 350 87 1991
JRNL REFN ASTM NATUAS UK ISSN 0028-0836

REMARK 1

REMARK 1 REFERENCE 1

REMARK 1 AUTH N.ITO,S.E.V.PHILLIPS,K.K.S5.YADAV,P.F.KNOWLES
REMARK 1 TITL THE CRYSTAL STRUCTURE OF A FREE RADICAL ENZYME,
REMARK 1 TITL 2 GALACTOSE OXIDASE

REMARK 1 REF TO BE PUBLISHED

REMARK 1 REFN

REMARK 1 REFERENCE 2

REMARK 1 AUTH M.J.MCPHERSOM, Z.B.0GEL,C.STEVENS,K.D.5.YADAV,
REMARK 1 AUTH 2 J.M.KEEN,P.F.KNOWLES

REMARK 1 TITL GALACTOSE OXIDASE OF DACTYLIUM DENDROIDES: GENE
REMARK 1 TITL 2 CLONING AND SEQUENCE ANALYSIS

REMARK 1 REF J.BIOL.CHEM. V. 267 8146 1992
REMARK 1 REFN ASTM JBCHA3 US ISSN 0021-9258

REMARK 2

REMARK 2 RESOLUTION. 1.70 ANGSTROMS.

REMARK 3

REMARK 3 REFINEMENT.

REMARK 3 PROGRAM PROLSQ

REMARK 3 AUTHORS KONNERT , HENDRICKSON

REMARK 3

REMARK 3 DATA USED IN REFINEMENT.

REMARK 3 RESOLUTION RANGE HIGH (ANGSTROMS) : 1.70

REMARK 3 RESOLUTION RANGE LOW (ANGSTROMS) : 10.00

REMARK 3 DATA CUTOFF (SIGMA(F)) : 0.000

REMARK 3 COMPLETENESS FOR RANGE (%) : NULL

REMARK 3 NUMBER OF REFLECTIONS : NULL

REMARK 3

REMARK 3 FIT TO DATA USED IN REFINEMENT.

REMARK 3 CROSS-VALIDATION METHOD : NULL

REMARK 3 FREE R VALUE TEST SET SELECTION : NULL

REMARK 3 R VALUE (WORKING + TEST SET) : 0.177

REMARK 3 R VALUE (WORKING SET) : NULL

REMARK 3 FREE R VALUE : NULL

REMARK 3 FREE R VALUE TEST SET SIZE (%) : NULL

REMARK 3 FREE R VALUE TEST SET COUNT : NULL

REMARK 3

REMARK 3 FIT/AGREEMENT OF MODEL WITE ALL DATA.

REMARK 3 R VALUE (WORKING + TEST SET, NO CUTOFF) : NULL
REMARK 3 R VALUE (WORKING SET, NO CUTOFF) : NULL
REMARK 3 FREE R VALUE (NO CUTOFF) : NULL
REMARK 3 FREE R VALUE TEST SET SIZE (%, NO CUTOFF) : NULL
REMARK 3 FREE R VALUE TEST SET COUNT (NO CUTOFF) : NULL
REMARK 3 ‘TOTAL NUMBER OF REFLECTIONS (NO CUTOFF) : NULL
REMARK 3

PDB format DH1 EH3H 2 5.

N
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PDB formatDEWEC 3

BwEZ A:

o NIZEHSTHEART W,
o RFEDEENDH S, (Hi)
o 77 ALY A XD (FLBEHY) /N,

ML Z A
o ITLBMBHRESTWDS, (11780 XTFET)

o HlIFD3% >,
o FOOLDHE R FITHIGTE 72\,

PDBj

-EBWEZ3
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PDBj

PDBML 771 IL%ZBkH S

o6 XPSSS (xml-based Protein Structure Search Service) Result

.2C.jp/ 2 Q- eprots

0O Globe(m) ARK Matras blog 797)L Amazoncojp eProtS =3—32 (3246)v GTOP PubMed PDBj Members' page Gmail

Scopus

S xPSSS
e e J (xml-based Protein Structure Search Service)

Download Page
[1GOF]

Sumary | Structural Details | [ Experimental Details | [ Functional Details | Sequence Neighbor | (Download/Display) [ Link |

[Back] [xPSSS Top] [PDB; Top! DB ID O keyword

file format file name Display
[pdbl gof.ent.gz(107k) isplay ) [(dommicad
IPDB format = pdb1gof.ent(442k) display )| domioad
eader nt.22(6K) display J [(domioed
mmCIF 1gof cif.gz(134K) downlosd
all 1gof xml.gz(199k) fdown| oed
XML no-atom 1gof-noatom.xml.gz(28k) download
ext-atom lgof-cxtxmmxm].gz(llsk)u display )| download

[Struct Factor Irigofsfent.gz(525k) [Cdisptay | downioed )|

[Back] [xPSSS Top] [PDB; Top]

XML D all, display @
v 795,

AVE /)|

(s s)s) http:// pdbjs3.protein.osaka-u.ac,jp/xPSSS/ Detail Servlet3?PDBID=1GOFRARCHIVE=XMLal|

- 1GOF -

+ <PDBx:datablock>
+ <PDBx:entryCategory>
+ <PDBx:audit_conformCategory>
+ <PDBx:database_2Category>
+ <PDBx:database_PDB_revCategory>
+ <PDBx:pdbx_database_statusCategory>
+ <PDBx:audit_authorCategory>
+ <PDBxccitationCategory>
+ <PDBxcitation id= "primary">
- <PDBx:title> Novel thioether bond revealed by a 1.7 A crystal structure of galactose oxidase.
journal_abbrev> Nature
- <PDBx;journal_volume> 350
- <PDBx:page._firsc> 87
- <PDBx:page_last> 90
- <PDBx:year> 1991
- <PDBx;joural_id_ASTM>NATUAS
- <PDBx:country> UK
- <PDBx;journal_id_ISSN> 0028-0836
- <PDBx;journal_id_CSD> 0006
- <PDBx:pdbx_database_id_PubMed> 2002850
+ <PDBx:citation id= "1">
+ <PDBx:citation id= "2">
+ <PDBx:citation_authorCategory>
+ <PDBx:cellCategory>
+ <PDBx:symmetryCategory>
+ <PDBx:entityCategory>
+ <PDBx:entity_polyCategory>
+ <PDBx:entity_poly_seqCategory>
+ <PDBx:entity_src_genCategory>
£ <PDBx:struct_refCategory>
+ <PDBx:struct_ref_seqCategory>
£ <PDBx:chem_compCategoty>
+ <PDBxexptiCategory>
£ <PDBx:exptl_crystalCategory>
+ <PDBxdiffmCategory>
+ <PDBx:diffm_radiationCateg
+ <PDBx:diffm_radiation_wavelengthCategory>
+ <PDBx:computingCategory>
+ <PDBx:refineCategory>
£ <PDBx:refine entry_id="1GOF">
- <PDBx:pdbx_ls_sigma_F> 0.0
- <PDBxils_d_res_low> 10.0
res_high> 1.7
_factor_obs>0.177
+ <PDBxirefine_histCategory>
+ <PDBxirefine_ls_restrCategory>
+ <PDBxistructCategory>
+ <PDBxistruct_keywordsCategory>
+ <PDBxistruct_asymCategory>
+ <PDBxistruct_biolCategory>
+ <PDBxistruct_biol_genCategory>
+ <PDBxistruct_confCategory>

PDBML O EIZR 2T, fiGRmnH
W24, {79HD T4+, 229 v 7,

N
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‘2%, OPDBML7 71l

“download” R¥ v Z L CT¥7vu—FLizbE, 7742V THASE,

<?7xml version="1.0" encoding="UTF-8" 7>
<PDBx:datablock datablockName="1GOF-noatom"
xmlns:PDBx="http://deposit.pdb.org/pdbML/pdbx.xsd"
xmlns:xsi="http://www.w3.org/2001/XMLSchema-instance"
xsi:schemalocation="http://deposit.pdb.org/pdbML/pdbx.xsd pdbx.xsd">
<PDBx:atom_sites_footnoteCategory>
<PDBx:atom_sites_footnote id="1">
<PDBx:text>CIS PROLINE - PRO 52</PDBx:text>
</PDBx:atom_sites_footnote>
<PDBx:atom_sites_footnote id="2">
<PDBx:text>CIS PROLINE - PRO 163</PDBx:text>
</PDBx:atom_sites_footnote>
<PDBx:atom_sites_footnote id="3">
<PDBx:text>CIS PROLINE - PRO 350</PDBx:text>
</PDBx:atom_sites_footnote>
</PDBx:atom_sites_footnoteCategory>
<PDBx:audit_authorCategory>
<PDBx:audit_author name="Ito, N."></PDBx:audit_author>

PDBj

22



<PDBx:audit_author name="Phillips, S.E.V."></PDBx:audit_author>
<PDBx:audit_author name="Knowles, P.F.'"></PDBx:audit_author>
</PDBx:audit_authorCategory>
<PDBx:cellCategory>
<PDBx:cell entry_id="1GOF">
<PDBx:length_a>98.000</PDBx:length_a>
<PDBx:length_b>89.400</PDBx:1length_b>
<PDBx:length_c>86.700</PDBx:length_c>
<PDBx:angle_alpha>90.00</PDBx:angle_alpha>
<PDBx:angle_beta>117.80</PDBx:angle_beta>
<PDBx:angle_gamma>90.00</PDBx:angle_gamma>
<PDBx:Z_PDB>4</PDBx:Z_PDB>
</PDBx:cell>
</PDBx:cellCategory>
<PDBx:database_PDB_matrixCategory>
<PDBx:database_PDB_matrix entry_id="1GOF">
<PDBx:origx11>1.000000</PDBx:origx11>

.........

&, XMLD Y 76T DAITHR > T3,

PDBj



| ATOM

PDBj

2 CA ALA

1

R EETR:

PDB format

38.3566 -0.999 0.357 1.00 42.26

1GOF 220|
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R EETR:

<PDBx:atom_site id="2">

PDBj

<PDBx

<PDBx

<PDBx

<PDBx

<PDBx

:group_PDB>ATOM</PDBx : group_PDB>
<PDBx:
<PDBx:
<PDBx:

type_symbol>C</PDBx:type_symbol>
label_atom_id>CA</PDBx:label_atom_id>
label_alt_id xsi:nil="true" />

:label_comp_id>ALA</PDBx:label_comp_id>
<PDBx:
<PDBx:
<PDBx:

label_asym_id>A</PDBx:label_asym_id>
label_entity_id>1</PDBx:label_entity_id>
label_seq_id>1</PDBx:label_seq_id>

:Cartn_x>38.356</PDBx:Cartn_x>
<PDBx:
<PDBx:
<PDBx:

Cartn_y>-0.999</PDBx:Cartn_y>
Cartn_z>0.357</PDBx:Cartn_z>
occupancy>1.00</PDBx:occupancy>

:B_iso_or_equiv>42.26</PDBx:B_iso_or_equiv>
<PDBx:
<PDBx:
<PDBx:

auth_seq_id>1</PDBx:auth_seq_id>
auth_comp_id>ALA</PDBx:auth_comp_id>
auth_asym_id>A</PDBx:auth_asym_id>

:auth_atom_id>CA</PDBx:auth_atom_id>
<PDBx:

PDBML

pdbx_PDB_model_num>1</PDBx:pdbx_PDB_model_num>
</PDBx:atom_site>

25



[RFEAE: PDBML DOfE SR (extatom)

<PDBx:atom_record id="2"> ATOM 1 A A 1 1 7 . ALA ALA C CA CA 38.356
</PDBx:atom_record>

PDBj

-0.999 0.357

1.00 42.26
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PDBMLORERWEC S - EWNWe 3

2% * Westbrook et al. Bioinformatics (2005) 21(7):988-992.
RwEZah:

o ADHEHIZED SN TS,

XML Schema: http://pdbml.pdb.org/schema/pdbx.xsd
o TNRMEDD 5.
o 707 ATHRT v, (D HBL)

MWl Z A

o [EHME ADEEERTDICITEL T\,
o 77 AINYAXNBKELL S,
o AX—< (¥ V7 DE) OFEN (HAHRE, D ?) 8,

PDBj

27



XML

D ELHEH 2k

<protein pro_name="A Peptide"> protein = element name
<chain chid="A"> pro_name<< attribute name
<residue resno='l"> A Pep t'des\ attribute
<res_name>ALA </res_name>
</residue> ‘
<residue resno='2">
<res_name>GLY </res_name>
</residue> chain
<residue resno='3"> chid
A
<res_name> ILE </res_name>
</residue>
</chain>
</protein> m
residue residue residue
resno resno resno
1 2 3
element—-—= A/ A GLY ILE

XML SCGEIFARRE (AN FHid) 2 L Tw 5

. %i3% (element) & @1 (attribute) 225 7% 5.

AJRE 2 KA1 XML Schema 7z ECTEZRINL TV 5,

PDBj



XPath & XQuery

XML OfEEZ MU, FERICHE 2RO A[fEIC 2 5, PDBj O XML T —4% X—X %
MR 2 HEIE 2D H 5.

XPath XML XEDAMEDIHRE L/ —FT, H554%20M7-TdD%2IRT, B L{HIZ—

27217,
XQuery XPath & FIfR7223, X D EMLSFMECHBORVEZIEETE 5,

PDBj 29



pdbMLplus DEiE

XPath /XQuery Z 4 9) 72 ® 12 1% pdbMLplus D& (A ¥ —~) % H HREH > T 5 0ED

b5,
2% . http://pdbjs3.protein.osaka-u.ac.jp/xPSSS/schema.html

datablock IARXRTCDOILY b Iddatablock TP E 15,
@datablockName datablock DJ&EM:= PDB ID
citation_authorCategory WX DEZFDH T Y
citation_author
Oname i X DEHEHZ
citationCategory XD AT Y
citation i X D [EHR
journal_abbrev b DHEFR (J. Biol. Chem. 72 &)
journal_volume HEZED Volume &5
page_first i X DI D R — 2 H

PDBj 30



entity_src_natCategory
entity_src_nat
common_name
pdbx_organism_scientific
exptlCategory
exptl
method

PDBj

5 VXA A
V) OEFR (Human)
¥4 (Homo sapiens)
FERTIk

FEETF7: (NMR, X-ray, etc.)

31



xml-based Protein Structure Search Service (xPSSS)

AL XPSSS (xml-based Protein Structure Search Service) =
@ http://pdbjs3 protein.osaka-u.ac.jp/xPSSS/index.html @ [{Q- Google q
Welcome to PDB] - Home = | OO Globe(m) ARK Matras blog 7»7)l Amazoncojp cProts =3—X(3256)v GTOP PubMed PDE) Members' page Gmail >
1B http: //www.pdbj.org/ AQ- Google
_ OO Globe(m) ARK Mawas blog 77/, Amazoncojp cProtS =a—X (3246)v GTOP PubMed PDEj Members'page Gmail Scopus  » ® xPSSS
= = PDB
% o < = - P < = = S g ¥l _—
ARESER % e g 2 ol e & ¢ + @) Snapshot Mirror
PDBjE SEE SR SR S5 A A4 (xml-based Protein Structure Search Service)
Japanese  Chinese Help Contact Us
About xPSSS Update Information Rewm to PDB; op
T PDBj (Protein Data Bank Japan) maintains a centralized archive of macromolecular Structures | w o s ¢ o w « o =
and provides integrated tools, in collaboration with the RCSB in USA and the MSD-E8I in EU. (3™ DD IR .
Data Deposition >> PDBj is supported by JST-BIRD. Quick Search
ADIT: PDB Depositon  Deposition
ADIT-NMR EnteraPDBID : Display size perpage (16 | sortedby (pE0 %)
Search >> P
ition  AD pees iti n : i i (od %)
‘Search PDB (xPSSS) PDB Deposition {7 i NMR Data Deposition £l Entera keyword Display size per page [16 | sorted by (081D B
Sequence-Navigator
Structure-Navigator Advanced Search
EM Navigator click here
Search NMR Data
(BMRB) Search NMR Data XQuery / XPath Search
Status Saarch arre Proteln What is the structure of pdbML?...An explanation is here!
Service and = = 5 Globe What do categories and items mean?...The mmCIF dictionary is here!
Protein Globe © PDBID O Keywords © Accession number About the structure of pdbMLplus...pdbMLplus schema file
—_— Deposition code
&) e - PSS Soap Service... Example Page
- Craphio Viewer —— ) Sample programs to handle pdbML.. Download Page
Derived database s Advanced Search >> OBCL XQuery Display size per page| 16
oF -site/eF-seck/aF-surt S How can you make an XQuery?...Samples archere!  New! PDBML XOQuery Advisor (XQuad)
oProts What's new
FroMode 7-Feb-2008
Download >> We will stop our web service from 9:00 to 13:00 on February 13, 2008 (Japanese
FTP Archivelrsync time) , because of the machine maintenance.
Service 20-Dec-2007 4
About Remediation Data Data download service via rsync is started. (eend uery ]
Links 12-Dec-2007
Effective February 1, 2008, structure factor amplitudes/intensities (for crystal XPath Display size per page[1e |
structures) and restraints (for NMR structures) will be a mandatory requirement for , ,
PDB deposition. How can you make an XPath?...Samples are here!
>> more
©2007 PDB]. Al Rights Reserved. 4
ond Ouer Create WPath
Terms of Use | Newsletier | About Us St (Greste Toah)
Retm to PDBj0p mail to pdbj-master
— — — Z

R—=T D THEIZ XQuery & XPath D 7

PDBj



XPathi RZEDER

/datablock[3R 5] /T

BRRFEI R CTHRY,

PDBj

747 4

33



FTRTDHOPDB ID #2527 5.

datablock
@datablockName

=

/datablock/@datablockName

PDBj

XPath D# (1)

34



XPath Dl (2)

HBRAHEINET B,

datablock
citation_authorCategory
citation_author
Oname

=

/datablock/citation_authorCategory/citation_author/@name

TARTOZY P DTXRTDOXED TR TOEFEEZE/DINEIND,

PDBj
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XPath Dl (3)

o HLHIL VY (lgof) DEEZE/HZ T RXTINET S, =

/datablock[@datablockName=’1GOF-noatom’]
/citation_authorCategory/citation_author/@name

o HEALD Ito, N" ZEL Ly MY 2T S, =

/datablock[
citation_authorCategory/citation_author/@name=’Ito, N.’]

/@datablockName

PDBj
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XPath Dl (4)

o /7 {EAY100000 A LDy TGy b Z2IIET S,
/datablock[entityCategory/entity/formula_weight >= 100000] /@datablockName
o I0EHEU LD a~N) vy 7 RAZEL Y M) 2HEET 5,

/datablock[struct_confCategory/struct_conf/pdbx_PDB_helix_length >= 30]
/@datablockName

o /T EAHII00000 L DIy 12 EH, O30REM LD a~Y vy 7 AEL L R 2%
¥ 5.

/datablock[ entityCategory/entity/formula_weight >= 100000
and struct_confCategory/struct_conf/pdbx_PDB_helix_length >= 30]
/@datablockName

PDBj 37



XQuery IREDER

“for ... where ... return” D3FEATZ.

for $b in input() XPath
where $b Diii 7z TN Z 5&AE
return
<datablock>
(BT 74T L1}
(ES7 4 7 22}
GET 74 5 43)

</datablock>
where f{iilZ7Z2 { TH B,

PDBj
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XQuad: XQuery Advisor for PDBML

1. XQueryl3—fD 7077 IV I EELRDT, vAY—T5DIFRETT,

— fEEIZ XQuery 71 75 L2 1AL Tz 0o
— XQuad

PDBj
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XQuadZdD 1

XPSSS (xmi-based Protein Structure Search Service) =

@ htp:/ /pdbjs3.protein.osaka-u.ac.jp/xPSSS/ index. htm O alQ- Google

_ [0 Globem) ARK Matras blog 7y7J, Amazoncojp eProts =1—X(3256)v GTOP PubMed PDEj Members' page Gmail

3 xPSSS WwwPDB
ek J (xml-based Protein Structure Search Service) Shapshot Mirror

About xPSSS Update Information Return to PDB] top

Quick Search
EnteraPDBID ; Display size per page 16| sorted by (708 1D =
Enter a keyword : Display size per page 16| sorted by (708 1D =

Advanced Search
click here

XQuery / XPath Search

What is the structure of pdbML?...An explanation is here!

What do categories and items mean?.. The mmCIF dictionary is here!
About the structure of pdbMLplus...pdbMLplus schema file

APSSS Seap Service...Example Page

Sample programs 1o handle pdbML...Download Page

XQuery
How can you make an XQuery?...Samples are here! Nej uad
4
Send duery
XPath Display size per page/16

How can you make an XPath?...Samples are here!

Send duery Greate XPath

Retum to PDBjtop mail to pdbj-master

—

xPSSS DX—T %25 XQuad DY » 7

PDBj

e s o xa =
E @ hiep:pabs7 protein.osaka-u.acjp/xquad/ © [2(Q- maria pages cg
[ EQ0 Clobe(mh_ARK Matras blog 777/ Amazoncolp eProts a2 (274)v_GTOP Publed PDE) Members' page Cmall Scopus Langv_ 771 _Google¥57 |
= Operation Example
Bj B XQuery Advisor (XQuad) © et
‘Seareh Category: 2  Histo
(O —
S
Display iz per page 15 (oo (rser) (o )|
no XPath value ‘match | return |
1 =] =]
2 =]
3 =]
4 =] =]
5 a =]
6 and. =] =]
7 and =] =]
8 and a
9 and =] =]
10 and. =] =]
11 and =] =]
12 and a
13 and =] =] i

XQuad @*ﬂﬂ;ﬁ@ o
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PDBj

1) Category / Keyword

XQuery Z®D 2 : {ERHI

XQuad (PDBML XQuery Adviso)

© Q- maria pages

ARK Mawas blog 797 Amazoncoip eprots =33 (275 GTOP PubMed DB Members page Gmai

Scopus Langy 7370 Google 777 Wikipedia BEUSv Yahoolapan

j PDBML XQuery Advisor (XQuad)

Operation Example
About XQuad

2) Select Tags

Search Category:fif | Search History
Sanciose evsons: gaaciose
Search Keyword:flf 2 e o
 Coegon: computing
Result Display Max: p—
Search Keyword: galactose
1-24/24 OALL ©HIDE
[choice] name XPath J type example
O | chem_comprname Idatablockichem_compCategory/chem compiame Sting | DEIVEXGOT
© | chem_complpdox_synonyms daablockichem_ compCategorylchem_comp/pdbx_syn Sting | 6DEOXY-BETA-L {NHYGUE
Dramatic differences in the binding of UDP-SYEIS and
O | citatontive IdatablockieitationCategory/citationttde Sting | U UDP TS Excherichia
col
ALPHA AND BETA ANOMERS (1) OF
D{INAYSTTE WERE REFINED; FINAL
OCCUPANCY OF ALPHA ANOMER IS 045, THAT OF
B} e | B THE
) | database_PDB_remarkext Idatablock/database_PDB_remarkCategory!database_PDB_remark/ext Sting | B O UL ES Wi REFNED AS TWO
GAL (
'm0 XPath
1| TastbioccomputingCategon computing siucire remement
2 [ FonablockefneCategoryefines o es_igh
3
4
s
6
7
8
B \2

3) Fill in Condition

4) Submit!

j(alale= XQuery Wirdow

XQuery

declare namespace ft = ‘htp: /www.w3,019/2002/ 04 xquery-operators—tex:”
declare namespace xs = hitp:/ /wwat.u3.0rg 2001/ XMLSchems’

for Sain nput( /dataslock
let §b1 := Sa/comoutingCategory/comouting/structure sefinement
let $b2 := $ajrefineCategory/refine/ls_d_res_high

{5
<eatdblocks

or Check XQuery

41



PDBj

Z D1t
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EH ERTEH (eProtS)

VA IVED)

http://eprots.pdbj.org/jp.cgi

PDBj

YO eProts.
(c] @ http:/ /eprots.pdbj.org/jp.caiteProts. QMR A(Q- Google

_ [0 Globe(m) ARK Matras blog 7v7JL Amazoncojp eProts =1—3X (3252)v GTOP PubMed PDEjMembers' page Gmail

W

]

= (@ §)

eProtS

Topics
o 22 HAR
o TURATHOMEA

0 El'll/TWerSV) ,(5'5
o eProtS &7 b

. ﬁﬁ» wnecsz  ENCyclopedia of Profeln Sfrucfures ‘ {i
¥

% -

eProtS: ¥ ¥ /5 7 EUSE E R

eProtS (¥ ¥ 8 ZERBETTRENY &3, BYERICREL ¥ v 80 HERY, 2 OMAMEE 2R T
BLEDIT, ¥V VHOMEERIBI O THR ) PT(HBILODTY, ¥ 7 HMENE
FIRTHCHICSRMAL ST E I, HAFRE BFREAKL TOE T, PDBViewer &\ ) #R
V7 PERMEIBYART AT, RYAILEY YAV HNTONE - BE) - SKARENEFZ Y 7V E
AATHHIZESTEET, BS500rNN 60 LLEHELE)

H%X
o eProtS: ¥ vt E IR
o HK

o —BOFEDS~
o MIEEYE
P
P2
P2
EDPL ]

s@%

English version:eProtS
Search

s essesne

EAELY I

—MDHE DI~

PDB:20CC
@ http:/ /eprots. pdbj.org/jp.cgi?PDB%3a20CC OGEY (Q- Google

B

_ OO Globe(mh) ARK Matras blog 777/L Amazoncojp eProtS =1—Z (3252)v GTOP PubMed PDEj Members' page Gmail

.4l

]

2 B @ §)

PDB:2
. 9‘//!"7‘0;?\ |

o TYRTEOREA
B
o Zxs7HIAL

Y RIEL,

F b7 aacELRER (Bftth, JBRLY A 4 v RERE)

LRI

7y

‘English version: Topics i%?w&aﬂ

Search

HERTRADSHEEED HTOIHDZILE—2M>T0E, INEF>CBDRIE, T4
DMK LAERD SRR HY U MET 2R D2, CORBREY I 7RACTFVY—X
&= LIHENBRERTH D, MIROWRICE T 5 ERERED—DTHS, Y FI7Rhed ¥¥ 8 —¥ik
é;:y F U7 DMK 722 }20m b % 520t E LTHHEL, BT HAI300000 E A%
TH %5,

SRS ORI

FH 722y FOEBELIMNEPOS  OBEBEAH LA L BFEHICEAAR AN v 7 26k
b, Y722y MICE2ODNA V=7 HEENTOT, NHRZOBKCERSNAMELR *
AT AOLMHNS . ZOMEES P2y ¥ 7RO KRS DA —HOMALAEL Ay (Zab

T T

W
| B

= =
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Protein Globe: EHEZRICED Lz PDBj ND GUI

elele PDB] Protein Clobe
< » | [ ¢ ||+ | @nup;/reprots.pdbj.org/globe.cgi a(Q~ Google
[0 Globe(m) ARK Matras blog 7%7)k Amazoncojp eProtS =2—3 (3276)v GTOP PubMed PDBj Members' page Gmail Scopus langv 797)l Google ¥%7

PDBj Protein Globe

A graphical user interface (GUI) to the PDBj database.[Description | Tutorial]
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