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Welcome to PDBj - Home
¢ | (Qr Google

Welcome to PDBj - Home | +

PDBj

Japanese

Home

Data Deposition >>
ADIT: PDB Deposition
ADIT-NMR

Search >>
Search PDB (xPSSS)
Latest Released Search
Sequence-Navigator
Structure-Navigator
SeSAW

Ligand Binding Sites
(GIRAF)

EM Navigator

Search NMR Data
(BMRE)

Status Search
Service and Software >>
Protein Globe
ASH
MAFFTash
JV: Graphic Viewer
Derived database >>
eF-site/eF-seek/eF-surf
eProtS
ProMode
Molecule of the Month
Download >>
PDB Archive/Snapshot
Archive
About Remediation Data
Links

Chinese

Korean Statistics Help

PDBj (Protein Data Bank Japan) maintains a centralized archive of macromolecular structure
and provides integrated tools, in collaboration with the RCSB in USA and the PDBe in EU. PDBy/s
supported by JST-BIRD.
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59027

entries available
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Data Deposition Information ==

PDB Deposition ks NMR Data Deposition 1%

Search
searchPDB X PS.5.S Search NMR Data r‘
Serucmre § Ve BMRB
= PDBID O Keywords @ Accession number
—_— Deposition code
Go
= (Go)
Advanced Search >>
J
What's new nﬂl:l-
18-Mar-2009
PDB Archive Version 3.15 Released (more...)
13-Feb-2009

PDB Archive Version 3.15 to be Released March 18, 2009 (Japan time) (more...)
23-Jan-2009
Directory structure in PDBj FTP site will be changed (more...)
8-Dec-2008
PDB Archive Version 3.15 to be Released (more...)
25-Nov-2008
New Releases to Follow Format Guide Version 3.20 (more...)
16-Sep-2008
Comprehensive Format Guide Version 3.2 (more...)
2-Apr-2008
The articles of "Molecule of the Month: MOM", which are produced by Dr. David S.

Goodsell and appear at the RCSB-PDB Web pages, are translated into Japanese
by the PDB] staff and are open here.

20-Dec-2007
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Welcome to PDBj - Home

¢ | (Q- Google
_| Welcome to PDBj - Home | +
PDBj l
Japanese Chinese Korean Statistics Help Contact Us

Home

Data Deposition >>
ADIT: PDB Deposition
ADIT-NMR

Search >>
Search PDB (xPSSS)
Latest Released Search
Sequence-Navigator
Structure-Navigator
SeSAW

Ligand Binding Sites
(GIRAF)

EM Navigator

Search NMR Data
(BMRB)

Status Search

Service and Software >>
Protein Globe
ASH
MAFFTash
JV: Graphic Viewer
Derived database >>
eF-site/eF-seek/eF-surf
eProtS
ProMode
Molecule of the Month
Download >>
PDB Archive/Snapshot
Archive
About Remediation Data
Links

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 PDBe in EU. PDBj is
supported by JST-BIRD.

Deposition

Data Deposition Information =2

PDB Deposition frtt NMR Data Deposition A5\

Search

Search NMR Data ‘_‘

BMRB

@ Accession number
Deposition code

(Go)

What's new
18-Mar-2009

PDB Archive Version 3.15 Released (more...)
13-Feb-2009

PDB Archive Version 3.15 to be Released March 18, 2009 (Japal
23-Jan-2009

Directory structure in PDBj FTP site will be changed (more...)
8-Dec-2008

PDB Archive Version 3.15 to be Released (more...)
25-Nov-2008

New Releases to Follow Format Guide Version 3.20 (more...)
16-Sep-2008

Comprehensive Format Guide Version 3.2 (more...)
2-Apr-2008

The articles of "Molecule of the Month: MOM", which are produced by Dr. David S.
Goodsell and appear at the RCSB-PDB Web pages, are translated into Japanese
by the PDB] staff and are open here.

20-Dec-2007
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xPS55 (xml-based Protein Structure Search Service) Summary Page
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Latest Released
Search

Seqguence-
Navigator

Structure-Navigator
SeSAwW

Ligand Binding
Sites (GIRAF)

EM Navigator
Search NMR Data
(BMRB)

Status Search
Service and Software
>

Protein Globe

ASH

MAFFTash

JV: Graphic Viewer

Derived database >>
eF-site/eF-
seek/eF-surf
eProtS
ProMode
Molecule of the
Month

Download >>

PDB
Archive/Snapshot
Archive

About Remediation
Data

Links

1gof sequence information (FASTA format)

PDBID ("download PDB format file )
Descriptor GALACTOSE OXIDASE (E.C.1.1.3.9) (PH 4.5)
NOVEL THIOETHER BOND REVEALED BY A1.7
Title ANGSTROMS CRYSTAL STRUCTURE OF
GALACTOSE OXIDASE
Functional Keywords OXIDOREDUCTASE(OXYGEN(A))
Biological source Hypomyces rosellus
Celiular location [UNP - GAOA_DACDE] Secreted
stre rs Total number of 1
Va3 /Jmol polymer chains
\‘and—\!mm require Total molecular weight 68785.9 (the details in Structural Details Page)
Java(TM)Plug-in A i
later Authors lto, N. , Phillips, S.E.V. , Knowles, P.F. (deposition

date : 1993-09-30, release date : 1994-01-31)

lto, N., Phillips, S.E., Stevens, C., Ogel, Z.B.,
McPherson, M.J., Keen, J.N., Yadav, K.D. , Knowles,
P.F.

Novel thioether bond revealed by a 1.7 A crystal
structure of galactose oxidase.

Nature, 3560:87 - 90, 1991.(PubMed : 2002850) (DOI:
10.1038/350087a0)

rotated about x by 90°
250X250 500X500

i Experimental method X-RAY DIFFRACTION ( 1.7[}-\] )
L) CATH, CE, FSSP, SCOP, VAST, UniProt (UNP -
-‘g&erf Other Database : T H :
Information Q01745 , eF-site , KEGG (EC 1.1.3.9), EzCatDB

rotated about y by 90°
250X250 500X500

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

© 2007 PDE| All nghts Reserved.

< | » || + [ hutp://pdbis.pdbj.org/xPSSs/DetailServiet?PDBID =1gof &PAGEID =Summary ¢ | (Qr Google
_| xPSSS (xml-based Protein Structu. | +
PDBj M
English Statistics Help Contact Us
Home 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 PDBe in EU. PDBj is supported by JST-BIRD.
Data Deposition >>
o oos P About xPSSS
Deposition £ \RSLSF_S Summary [1gof] Update Information
s rrtee wwPDB Snapshot Mirror
ADIT-NMR
Search >> - " " " - o
5 0 POB [Sunlnary] Structural Details || Experimental Details || Functional Details || Sequence Neighbor || Download/Display || Link
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(xPSSS) (search) @PDB ID O keyword
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xPSSS (xm\ based Protein Structure Searcl Ser \uce] jv3 (Applet—,amcl er)

jV version 3 [ Applet Launc”

Style: (®Default O Cartoon O Wireframe (
Color: ®Default Ogroup Ochain (

iV and Jmol requi

Protein Globe :
ASH Java(TM)Plug-in 1.

later.
MAFFTash

JV: Graphic Viewer

Derived database >>

eF-site/eF-
seek/eF-surf
eProtS rotated about x by
ProMode 250X250 500X5(
Molecule of the e
Month ‘&‘ )
Download >> .
PDB rotated about y by
Archive/Snapshot 250X250 500X5
Archive
About Remediation Electron density map is
Data
Links

ary Pag

¢ | (Qr Google

Statistics Help Contact Us
nolecular structures and provides integrated tools,
1 by JST-BIRD.

About xPS5S
Update Information
wwPDB Snapshot Mirror

Sequence Neighbor Download/Display | Link
(search) @ PDB ID Okeyword

nce information (FASTA format)
8 format file )
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xPSSS (xml-based Protein Structure Search Service) Jmol

Style: ®Default O Cartoon C

Imol version 11.3
)Rocket (O Wireframe (O CPK_without_water O CPK
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Jmo

) —A_R—=DD—%

y

=75

DTDIV3]
F£1-(LXdmol ] ELVDR

B )T Bk,
DFTIT49R) Tk

DT7TLw

Y J)ATS
LIZLBkS

AV | D

o<

<1z

/1]

LT



VR —DEDDIE

xPSSS (xml-based Protein Structure Search Service) Summary Page

Latest Released
Search

Sequence-
Navigator PDBID
Structure-Navigator G s Descriptor
SeSAW ¥,
Ligand Binding ¢ \ A
Sites (GIRAF) v Xy Title
EM Navigator Functional Keywords
Search NMR Data — -
(BMRB) Biological source
Status Search Cellular location
Service and Software Structure Viewers Total number of
>> V3 /Jmol polymer chains
Protein Globe jV and Jmol require Total molecular weight
Java(TM)Plug-in 1.5 or
ASH later. Authors
MAFFTash
JV: Graphic Viewer
Derived database >>
eF-site/eF- Primary citation
seek/eF-surf
eProts rotated about x by 90°
ProMode 250X250 500X500
Molecule of the f Experimental method
Month i
W Other Database
Download >> Information

PDB
Archive/Snapshot
Archive

About Remediation
Data

Links

rotated about y by 90°
250X250 500X500

1gof sequence information (FASTA format)

( download PDB format file )

GALACTOSE OXIDASE (E.C.1.1.3.9) (PH 4.5)
NOVEL THIOETHER BOND REVEALED BY A 1.7
ANGSTROMS CRYSTAL STRUCTURE OF
GALACTOSE OXIDASE
OXIDOREDUCTASE(OXYGEN(A))

Hypomyces rosellus

[UNP - GAOA_DACDE] Secreted

1

68785.9 (the details in Structural Details Page)

lto, N., Phillips, S.E.V. , Knowles, P.F. (deposition
date : 1993-09-30, release date : 1994-01-31)

lto, N., Phillips, S.E., Stevens, C., Ogel, Z.B.,
McPherson, M.J., Keen, J.N., Yadav, K.D. , Knowles,
P.F

N.n\;el thioether bond revealed by a 1.7 A crystal
structure of galactose oxidase.

Nature, 350:87 - 90, 1991.(PubMed : 2002850) (DOI:
10.1038/350087a0)

X-RAY DIFFRACTION (1.7[A])

CATH, CE,FSSP, SCOP, VAST, UniProt (UNP -
Q01745 , eF-site, KEGG (EC 1.1.3.9), EzCatDB

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

© 2007 PDB;. All Rights Reserved.

L | ‘ 3 + @ hup://pdbjs8.pdbj.org /xPSSS/DetallServiet?PDBID =1gof &PAGEID=Summary ¢ | (Qr Google
_| xPSSS (xml-based Protein Structu.. | +
PDBj N
English Statistics Help Contact Us
Home 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 PDBe in EU. PDBj is supported by JST-BIRD.
Data Deposition >>
P About xPSSS
QE'E‘SZEE Update Information
P wwPD| Mirror
ADIT-NMR | —
Search >> ( . - S S A i
s o POB d [Sumary] Structural Details | Experimental Details || Functional Details || Sequence Neighbor || Download/Display || Link | |
earc! ~ —— —
(xPSSS) — PDB ID Ckeyword
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tructural Detalls

xPS5S (xml-based Protein Structure Search Service) Structural Details

+

« \ » |+ | hup://pdbjs8.pdbj.org/xPSSS/DetailServiet ¢ | (Qr Google
| xPSsS (xml-based Protein Structu... |
PDBj
English Statistics Help Contact Us
Home PDB;j (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures and provides integrated tools,
- in collaboration with the RCSB in USA and the PDBe in EU. PDBj is supported by JST-BIRD.
Data Deposition >>
ADIT‘p oos o About xPSSS
Deposition ‘P‘S,Sls Structural Details [1gof] Update Information
S o] ot wwPDB Snapshot Mirror
ADIT-NMR
Search >> M S S S S
N f PDB Summary || Structural Details| Experimental Details Functional Details || Sequence Neighbor || Download/Display || Link
earc —_—
(xPSSS) (search)) @PDBID Okeyword

Latest Released
Search

Sequence-
Navigator

Structure-
Navigator

SeSAW

Ligand Binding
Sites (GIRAF)

EM Navigator

Search NMR Data
(BMRB)

Status Search
Service and
Software >>

Protein Globe

ASH

MAFFTash

JV: Graphic

Viewer
Derived database >>

eF-site/eF-

seek/eF-surf
eProtS

ProMode

Molecule of the

Month
Download >>

FDB
Archive/Snapshot
Archive

About Remediation
Data

Links

Entity
Chain Description Type DBName(Accession}Fan."u’a Number Biological Descriptive
D weight molecules S°Urce key words
GALACTOSE
OXIDASE
A sequence polymer UniProt (Q01745) 68579.2 1 :—éy;p;?lzn;rces
information (FASTA
format)
non-  PDBeChem (CU)
COPPER(I)ION 20 o Chem.Comp.(CU) 63.5 1
non-  PDBeChem (NA)
SODIUM ION polymer Chem Comp.{NA] 23.0 1
non-  PDBeChem (ACY)
ACETIC ACID polymer Chem.Comp.(ACY) 60.1 2
PDBeChem (HOH)
water water Chem.Comp.(HOH) 18.0 316
Contents of the asymmetric unit
Polymers Number of Chains 1
Total molecular weight 68579.2
. Number of Molecules 4
Non-Polymers molecular weight 206.7
All" Total molecular weight 68785.9

*Water molecules are not included.

] e

| I

NN TLDEED

MEEHR T

FEOD jf&:E/h\zb‘
NEMNIDNELGZAR

o

gofDIFE IR
FREEM 1 DESRA A
. FTRIDLAF .

E’Fﬁﬁs 7K 75\56:
WS ERHLMYFET,

Qll

/1]

1/

Jr =

4

JRT



< | » | [ + |@nup://pdbjss.pdbj.org/xPsss/Detailserviet

Experimental Detalls

xPSSS (xml-based Protein Structure Search Service) Experimental XRay
¢ | (Qr Google

xP555 (xml|-based Protein Structu...

PDBj

+

English

Home

Data Deposition >>
ADIT: PDB
Deposition
ADIT-NMR

Search >>

Search PDB
(xPSSS)

Latest Released
Search

Statistics Help Contact Us

PDB] (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures and provides integrated tools,

in collaboration with the RCSB in USA and the PDBe in EU. PDBj is supported by JST-BIRD.
Wale About xPSSS
= (] b
RS\S‘S Update Information
e o] S wwPDB Snapshot Mirror

Experimental Details (X-Ray) [1gof]

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

(search) @ PDB ID Okeyword

Refinement Statistics

Sequence-
Navigator
Structure- Cell axes [A] 98.000 89.400 86.700
Navigator Cell angles [degree] 90.00 117.80 90.00
SeSAW Spacegroup c121
;‘E::?GEI’EE'F”)G Resolution limits [A] 100 -17
EM Navigator R-factor 0.177
Search NMR Data R-free
(BMRB) RMSD bond length [A] 0.018
Status Search RMSD bond angle [A]
Service and
Software >> Values in parentheses refer to the highest resolution shell.
Protein Globe
ASH Data Collection Statistics
MAFFTash
V: Graphic Viewer Resolution limits [A] 1007-1.72(182-1.7)
Derived > Number of reflections 57092 " (5908)
eF-site/eF- Number of measurements 117980 2 (11365)
seek/eF-surf Rmerge | obs 0.039
eProtS — -
ProMode Completeness [%] 79.1 7 (52.6)
Molecule of the Redundancy

Month

Download >>

PDB
Archive/Snapshot
Archive

About Remediation
Data

Links

Values in parentheses refer to the highest resolution shell.
Crystallization Conditions

method pH temparature

unknown

Crystallization Reagents

G R T-EER
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Functional Detalls

xPS5S (xml-based Protein Structure Search Service) Functional Details

Latest Released
Search

Sequence-
Navigator

Structure-
Navigator

SeSAW

Ligand Binding
Sites (GIRAF)

EM Navigator

Search NMR Data
(BMRB)

Status Search
Service and
Software >>

Protein Globe

ASH

MAFFTash

JV: Graphic

Viewer
Derived database >>

eF-site/eF-

seek/eF-surf
eProtS

ProMode

Molecule of the

Month
Download >>

FDB
Archive/Snapshot
Archive

About Remediation
Data

Links

about Functional Details Page

Functional Information from GO Data

Chain GOid namespace contents
A 0015035 molecular_function protein disulfide oxidoreductase activity
A 0030288 cellular_component outer membrane-bounded periplasmic space
A 0045454 Dbiological_process cell redox homeostasis

(More GO information ...)
Functional Information from PROSITE/UniProt
o Number of
site_id | type Residues
PS00194 prosite 19

Details

Thioredoxin family active site. [LIVMF]-[LIVMSTA]-x-[LIVMFYC]-
[FYWSTHE]«(2)-FYWGTN]-C{GATPLVE]

(More PROSITE information ...)

< | » | [ + |@nup://pdbjss.pdbj.org/xPsss/Detailserviet ¢ | (Qr Google
7| xPsss (xmi-based Protein Structu... | +
PDBj N
English Statistics Help Contact Us
Home PDB; (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures and provides integrated tools,
- in collaboration with the RCSB in USA and the PDBe in EU. PDB] is supported by JST-BIRD.
Data Deposition >>
ADIT’ oos PP About xPSSS
Depoaitian (PSS Functional Details [1a24] Update Information
swrere G ifce wwPDB Snapshot Mirror
ADIT-NMR
Search >> 5 5 A A
s Summary | Structural Details | Experimental Details ||Functional Details| Sequence Neighbor | Download/Display | Link
earch PDB _—
(xPSSS) (search)) @PDBID Okeyword
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4 ‘ > + | hrtp:/ /pdbjs3.protein.osaka-u.ac.jp/segnavix/SeqHomxXServlet

Sequence Neighbor

xPSSS (xml-based Protein Structure Search Service) Result
¢ | (Qr Google

| xPSsS (xml-based Protein Structu... |

PDBj

English

Home

Data Deposition >>
ADIT: PDB
Deposition
ADIT-NMR

Search >>
Search PDB
(xPSSS)
Latest Released
Search

Sequence-
Navigator

Structure-
Navigator

SeSAW

Ligand Binding
Sites (GIRAF)

EM Navigator

Search NMR
Data (BMRB)

Status Search
Service and
Software >>

Protein Globe

ASH

MAFFTash

JV: Graphic

Viewer
Derived database
>

eF-site/eF-

seek/eF-surf

eProtS

ProMode

Molecule of the

Month
Download >>

PDB
Archive/Snapshot
Archive

About
Remediation Data

Statistics Help Contact Us

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 PDBe in EU. PDB] is supported by JST-BIRD.

Yo

Summary || Structural Details Experimental Details

Functional Details || Sequence Neighbor | Dawnload/Display | Link

(search) ®PDB ID O keyword

Results (1-36) / 36

1GOFA Exact Matches: 2JKXA 2VZ1A 2EIEA 1GOHA 1GOFA 1GOGA

Seq. Identity: 99% Seq. Positives: 99% E-value: 0.0 Score: 1320 Compound: GALACTOSE OXIDASE
New Search (1T2x4] | Structural Superpnsmnn

2VZ3A 1639 1 r - IGRREV:

1T2XA1639

I I I SML IGRHEV! VASG!

Seq. Identity: 99% Seq. Positives: 100% E-value: 0.0 Score: 1320 Compound: GALACTOSE OXIDASE

New Search [2E1CA) | Structural Superposmcn
2VZ3A1639 I I IGRHEV: VASG!
2EICA 1639

I I F I SML IGRHEV! VASG!

Seq. Identity: 99% Seq. Positives: 99% E-value: 0.0 Score: 1318 Compound: GALACTOSE OXIDASE

New Search (26184] | Structural Superposition
2VZ3A1639 1 ¥ 1 SML VASG:
2EIBA 1639

I SML

Seq. Identity: 99% Seq. Positives: 99% E-value: 0.0 Score: 1318 Compound: GALACTOSE OXIDASE

New Search [261D4) | Structural Superpcsmon
2VZ3A1639 I I SML IGRHEV! VASG!
2EIDA 1639 I I

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

New Search [1K314] | Structural Superposition
2VZ3A 1639 asariesa: I WETF s
1K3IA 13639 asar1csaz I

1GRHEEVYLSSDGT]

WETF SML IGREEVYLSSDGT!

Seq. Identity: 35% Seq. Positives: 55% E-value: 3e-19 Score: 94 Compound: SIALIDASE

New Search [1wCaal | Structural Superposition :

e ————— SR

» PDBIZxt9 4FEC51£8
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| xPSsS (xml-based Protein Structu... |

Download/Display

xPSSS (xml-based Protein Structure Search Service) Download [ Display

+ |@ http://pdbjs8.pdbj.org/xPSSS/DetailServiet2

¢ | (Qr Google

+

PDBj

English

Home

Data Deposition >>
ADIT: PDB
Deposition
ADIT-NMR

Search >>
Search PDB
(xPSSS)

Latest Released
Search

Sequence-
Navigator

Structure-
Navigator

SeSAW

Ligand Binding
Sites (GIRAF)

EM Navigator

Search NMR Data
(BMRB)

Status Search
Service and
Software >>

Protein Globe

ASH

MAFFTash

JV: Graphic Viewer

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

ProMode

Molecule of the
Month
Download >>

PDB
Archive/Snapshot
Archive

About Remediation
Data

Links

PDBj (Protein Data Bank Japan) maintains a centralized archive of macromolecular structures and provides integrated tools,

Statistics

in collaboration with the RCSB in USA and the PDBe in EU. PDB] is supported by JST-BIRD.

PSS

Summary

PDB format

mmCIF

XML

Struct Factor

Structural Details

Download / Display [1gof]

Experimental Details

file format

header only

no-atom
ext-atom

Functional Details

file name

pdb1gof.ent.gz(109k)
pdb1gof.ent(453k)

pdbigof.ent.gz(7k)

1gof.cif.gz(140k)
1gof xml.gz(233k)

1gof-noatom.xml.gz(38k)
1gof-extatom.xml.gz(119k)

rigofst.ent.gz(526k)

© 2007 PDBI. All Riahts Reserved.

Help Contact Us

About xPS5S
Update Information

wwPDB Snapshot Mirror

Sequence Neighbor [Download,’l)isplay: Link

) @PDB ID Okeyword

Download
(“download)
("download)

(download)

("download )

("download )

("download )

("download )

(“download)
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xPSSS (xml-based Protein Structure Search Service) Link

« \ » |+ @ nhoep://pdbjs8.pdbj.org /xPSSS /DetailServiet & | (Qr Google
7] xPsss (xmi-based Protein Structu... | +
PDBj i
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RESIDUES 1 - 471) (E.C.3.2.1.3) COMPLEXED WITH ACARBOSE

: Refined structure for the complex of acarbose with glucoamylase from
Aspergillus awamori var. x100 to 2.4 angstroms resolution

:Aleshin, A.E., Firsov, L.M., Honzatko, R.B.,

Protein Globe :X-RAY DIFFRACTION
ASH deposition date :1994-05-13
MAFFTash (download)  release date :1994-09-30
JV: Graphic Viewer
Derived database = 1b0I descriptor : LACTOFERRIN
title : RECOMBINANT HUMAN DIFERRIC LACTOFERRIN
eF-site/eF-seek/oF-surf g authors : Baker, E.N., Jameson, G.B., Sun, X.,
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About Remediation Data @J;_ authors : Fushinobu, S., Ito, K., Konno, M., Wakagi, T., Matsuzawa, H.,
exp.method :X-RAY DIFFRACTION
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2 STRUCTURE OF GALACTOSE OXIDASE
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3 CHAIN: A;

4 EC: 1.1.3.9;
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NOVEL THIOETHER BOND REVEALED BY A 1.7 A CRYSTAL

STRUCTURE OF GALACTOSE OXIDASE.
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CLONING AND SEQUENCE ANALYSIS
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mMmCIF

#
_entry.id 1GOF

_audit_conform.dict_ name mmcif pdbx.dic

_audit conform.dict version 1.0670

_audit conform.dict location http://mmcif.pdb.org/dictionaries/ascii/mmcif pdbx.dic
#

_database 2.database id PDB
database 2 .database code 1GOF
#
loop

database PDB rev.num

_database PDB rev.date

_database PDB rev.date original
_database PDB rev.status
_database PDB rev.replaces
_database PDB rev.mod_ type

1 1994-01-31 1993-09-30 ? 1GOF 0

2 2003-04-01 ? ? 1GOF 1
3 2009-02-24 ? ? 1GOF 1
#

loop

database PDB_rev_record.rev_num
database PDB rev__ “record.type
" database PDB rev__ " record.details

2 JRNL °?

3 VERSN ?

#

_pdbx database status.status_code REL
_pdbx_database status.entry id 1GOF

_pdbx database status.deposit site ?
_pdbx database status.process site ?
_pdbx_database status.SG_entry .
#
loop
_audit author.name
audit author.pdbx ordinal

"Ito, N.' 1
'Phillips, S.E.V.' 2
'Knowles, P.F.' 3

#



loop__

_atom site.group PDB

_atom _site.id

_atom site.type symbol
_atom site.label atom id
“atom site.label alt id
atom site. label _comp_id
atom site.label asym id
_atom site.label entity id
_atom site.label seq id
“atom_site.pdbx PDB_ins_code
_atom site.Cartn x

_atom site.Cartn y

_atom site.Cartn z

_atom site. occupancy
_atom_site.B _iso_or equiv
“atom site.Cartn_x esd
_atom site.Cartn y esd
_atom_site.Cartn_z_esd
_atom_site.occupancy_esd

_atom site.auth seq id
_atom site.auth comp id
_atom site.auth asym id
_atom site.auth atom id

atom site. pdbx PDB model num

ATOM 1 N N . AlA A1
ATOM 2 C CA .ALAA1
ATOM 3 c C . ATA A1
ATOM 4 o0 O . ATA A1
ATOM 5 C CB .ALAA1l
ATOM 6 N N . SERA1
ATOM 7 C CA . SERA1
ATOM 8 c C . SERA1
ATOM 9 o0 O . SER A1
ATOM 10 C CB . SERA1
ATOM 11 O OG . SERA1
ATOM 12 N N . ALA A1
ATOM 13 C CA . AIAA1
ATOM 14 c C . ALA A1
ATOM 15 O O . ALA A1
ATOM 16 C CB .ALAA1l
ATOM 17 N N . PROA1
ATOM 18 C CA . PROAL
ATOM 19 c C . PROA1
ATOM 20 o0 O . PROA1
ATOM 21 C CB .PROA1
ATOM 22 C CG .PROAL
ATOM 23 C CD . PROAIL

atom _site.B_iso or_ equiv_esd
atom site. pdbx formal _charge
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« XAk B B 3L (STAR[Self-defining Text Archive and Retrievalfiz =)

« RTET/T—aAVDHE,

« XL _I1TIRFES,

« BGET I/ T—a DI ERHHIEEIZIEoop IHEXTRERYRLE
HET Do

e 35 DOEBIEZmmCIF dictionary(STAREX) TEZRSN TUL S,

s BRGEBREOT—2ETHATI)—ICL>THE-BEIN TS,

« A7 3)—M%HI: entity, struct, citation, citation_author, atom_site,
chem_comp, cell, ...

e $£L<IZ http://mmcif.pdb.org/




PDBML

<?xml version="1.0" encoding="UTF-8" ?>
<PDBx:datablock datablockName="1GOF-noatom"
xmins:PDBx="http://pdbml.pdb.org/schema/pdbx-v32.xsd"
xmins:xsi="http://www.w3.0rg/2001/XMLSchema-instance"
xsi:schemalocation="http://pdbml.pdb.org/schema/pdbx-v32.xsd pdbx-v32.xsd">
<PDBx:atom_sitesCategory>
<PDBx:atom_sites entry_id="1GOF">
<PDBx:Cartn_transform_axes xsi:nil="true" />
<PDBx:fract_transf_matrix11>0.011535</PDBx:fract_transf_matrix11>
<PDBx:fract_transf_matrix12>0.000000</PDBx:fract_transf_matrix12>
<PDBx:fract_transf_matrix13>0.000000</PDBx:fract_transf_matrix13>
<PDBx:fract_transf_matrix21>0.000000</PDBx:fract_transf_matrix21>
<PDBx:fract_transf_matrix22>0.011186</PDBx:fract_transf_matrix22>
<PDBx:fract_transf_matrix23>0.000000</PDBx:fract_transf _matrix23>
<PDBx:fract_transf_matrix31>0.006081</PDBx:fract_transf_matrix31>
<PDBx:fract_transf_matrix32>0.000000</PDBx:fract_transf_matrix32>
<PDBx:fract_transf_matrix33>0.011534</PDBx:fract_transf_matrix33>
<PDBx:fract_transf_vector1>0.00000</PDBx:fract_transf_vector1>
<PDBx:fract_transf_vector2>0.00000</PDBx:fract_transf_vector2>
<PDBx:fract_transf_vector3>0.00000</PDBx:fract_transf_vector3>
</PDBx:atom_sites>
</PDBx:atom_sitesCategory>
<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>



PDBML (D3%)
<PDBx:atom_siteCategory>
<PDBx:atom_site id="1">

<PDBx:B_iso_or_equiv>34.65</PDBx:B_iso_or_equiv>
<PDBx:B_iso_or_equiv_esd xsi:nil="true" />
<PDBx:Cartn_x>38.840</PDBx:Cartn_x>
<PDBx:Cartn_x_esd xsi:nil="true" />
<PDBx:Cartn_y>0.236</PDBx:Cartn_y>
<PDBx:Cartn_y_esd xsi:nil="true" />
<PDBx:Cartn_z>1.012</PDBx:Cartn_z>
<PDBx:Cartn_z_esd xsi:nil="true" />
<PDBx:auth_asym_id>A</PDBx:auth_asym_id>

<PDBx:auth_atom_id>N</PDBx:auth_atom_id> <PDBx:atom_site id="2">
<PDBx:auth_comp_id>ALA</PDBx:auth_comp_id> <PDBx:B_iso_or_equiv>42.26</PDBx:B_iso_or_equiv>
<PDBx:auth_seq_id>1</PDBx:auth_seq_id> <PDBx:B_iso_or_equiv_esd xsi:nil="true" />
<PDBx:group_PDB>ATOM</PDBx:group_PDB> <PDBx:Cartn_x>38.356</PDBx:Cartn_x>
<PDBx:label_alt_id></PDBx:label_alt_id> <PDBx:Cartn_x_esd xsi:nil="true" />
<PDBx:label_asym_id>A</PDBx:label_asym_id> <PDBx:Cartn_y>-0.999</PDBx:Cartn_y>
<PDBx:label_atom_id>N</PDBx:label_atom_id> <PDBx:Cartn_y_esd xsi:nil="true" />
<PDBx:label_comp_id>ALA</PDBx:label_comp_id> <PDBx:Cartn_z>0.357</PDBx:Cartn_z>
<PDBx:label_entity_id>1</PDBx:label_entity_id> <PDBx:Cartn_z_esd xsi:nil="true" />
<PDBx:label_seq_id>1</PDBx:label_seq_id> <PDBx:auth_asym_id>A</PDBx:auth_asym_id>
<PDBx:Occupancy>1 _00</PDBx:occupancy> <PDBX:auth_atom_id>CA</PDBX:auth_atom_id>
<PDBx:occupancy_esd xsi:nil="true" /> <PDBx:auth_comp_id>ALA</PDBx:auth_comp_id>
<PDBx:pdbx_PDB_ins_code xsi:nil="true" /> <PDBx:auth_seq_id>1</PDBx:auth_seq_id>
<PDBx:pdbx_PDB_model_num>1</PDBx:pdbx_PDB_model_num> <PDBx:group_PDB>ATOM</PDBx:group_PDB>
<PDBx:pdbx_formal_charge xsi:nil="true" /> <PDBx:label_alt_id></PDBx:label_alt_id>
<PDBx:type_symbol>N</PDBx:type_symbol> <PDBx:label_asym_id>A</PDBx:label_asym_id>
</PDBx:atom site> <PDBx:label_atom_id>CA</PDBx:label_atom_id>

<PDBx:label_comp_id>ALA</PDBx:label_comp_id>
<PDBx:label_entity id>1</PDBx:label_entity id>
<PDBx:label_seq_id>1</PDBx:label_seq_id>
<PDBx:occupancy>1.00</PDBx:occupancy>
<PDBx:occupancy_esd xsi:nil="true" />
<PDBx:pdbx_PDB_ins_code xsi:nil="true" />
<PDBx:pdbx_PDB_model_num>1</PDBx:pdbx_PDB_model _num>
<PDBx:pdbx_formal_charge xsi:nil="true" />
<PDBx:type_symbol>C</PDBx:type_symbol>

</PDBx:atom_site>
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