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YOz BP I <ERRT DEBEDEND A—H—F&RDY VO %EFE>T LinkDB 1RREEEEDIBND
201018128 KRR EFHIY —)U PathPred 226 MassBank. ProNIT. ProTherm. £EKXKDE=F DB %=

LinkDB X35 DB & L T8N
284. 58 T/ LARY T —=IR-EBFIE

T/ LRy SEZES DB & LinkDB (XEHRBIICEF
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5 bRy MEST—

IN—RARRY AT

®0o FI/ARY b - ET—IR—ARRY AT A
[ « l > ] Ehttp://www.genome.jp/ja/gn_dbget_ja.html C] (Q' Google \
GenomeNet KEGG KEGG2 PATHWAY BRITE DISEASE DRUG DBGET
iz AT [English|J 1
Search [ Ex& B for 72Uy J@ (Clear)

T/LFy bk
F/hRy &R
sHs5tE
HE

WET—I~R—2
REDBOME
DBGETO#fiE
PUEYS ]
F—H~R—EME

ERZT—-IR—2Z
FIRE

KEGG
varDB

HEY—IL
FOMDY—)L

Z4—KIR\vo

DBGET/LInkDB: &'/ AX Y MEET— I R—ABRKI AT A

DBGET BERACFLET 2/ FEDFT—INR—ADV z TEHRE LERAT—IR—AVIATAT
"T, EDOY—FRy I REZD, ¥/ LFY RPKEGC /Ny IR—Y Y AFLAELTRHBERTHE

o BFEYPRF—IDV TR, BEF-IR-ADIUr)— (R=Y) £/—R&L, ZUhU—
I"‘W)ﬁgﬁfﬁﬁ‘c..// (Uv9) ELEERBT 7T, BT —IR-ALVMJ—-BF—9~R—-2
BEIVRI—F (FBT7 02y Y3 vES) ORTFTEESN. Chi3—RICBMDT EN-JD
URLIZEHRT BN TERT, COESBRANBMEEL. BFFALODLHDEHRMLLOL
LinkDB =4 X—2Z T3,

DBGET #—7F
LinkDB #—7F

EXRFaAUE
How to use DBGET
URLSs for making DBGET queries

U=
F=HINR=2Z) ) -1ER (BRESH)
EEF-INR-AOEME (1982F & D)

200748 & D XBRPEMET—INR—-ATO0YV/ bOXEER T, OARXERROBHES
L\, LinkDB DR EFBREY AT ADHFELET > TWET, . ¥/ LRy MEAYT—IR—
AELT, LAYICHETERABT—IN-ADRFESEEAHTVET, CNETIRLUTOT—FX—
A#*DBGETILINKDB ¥ A7 AlC#EdHAFNTWET,

T/ hxy MEERT-IR—2Z

x5 F= =2 nE
PubChem LayeR
ChEBI EEYAYOY—
KEGG COMPOUND {R3{t &%, £HNMeed
LIPIDMAPS BN
{r#83% LipidBank BEN
KNApSACK EHRRBEEY
KEGG DRUG EEH
DrugBank EEG
KEGG GLYCAN ]
PDBeChem &5 F I
I 3DMET REEAYIEETTIL
LigandBox EERTAEETIL
e KEGGREACTION 445/ 75
R e oo RPAR REAT
T/ Lxy NEEST—-INR—R
5 F=IR—=2 HE

JAPIC ERAIEES W75 S R

BHIR | ppIC —BBERE AREHHXR
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® 00 SIMCOMP Search

(<[> J[e ][] [+ ] @nttp:/ /www.genome jo/tools/simcomp/ O R Q- Coogle

@ SIMCOMP Search :lzbjz .I ﬂzg
%

RLESERET 0I5 SIMCOMP DOEfE
- HFEERORBRLRI7TREL
Enter query compound: (in one of the four forms) R Cis trans El:IIJEG)*%EEFS_]J:

Compound ID (Example) C00022 View structure

MOL File Name (Z71VERR) 7 7 A LHRRENTOEEA *%\ﬂ: Vi, 2 ’r >( l\ O)*%EE@J:

SUBCOMP SIMCOMP

MOL File Text

T2 25

® COMPOUND () DRUG () KNApSACK () REACTION SIMCOMP/SUBCOMP 7°D7\5A0)/ ()“J /7-_ \\/‘\ﬂs
v Advanced options - FTP (L._CQ l'j 0O— I\_J (:g—%%ﬁ

Docking mode () Atom based @) Bond based
(Matching by () Element () Atom class ® KEGG atom)
Post-processing mode @ None () for the largest SCCS () for all SCCSs
(Matching by @ Element () Atom class () KEGG atom) % A =t
Chiral check Coff 7‘5;&1[2 O #@Ajj O) 9&&
SIMCOMP help %$§I|E1$Egua)ﬁﬂ

oownioad Keqdrow — HRBEICRIT D IBHMIRRDEEI

KegDraw is a Java application for drawing compound structure.

SMILES

Select target database:

Feedback KEGG GenomeNet Kyoto University Bioinformatics Center
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Search PATHWAY
€ http:/ /www.genome.jp/kegg-bin/searcl(® ~ Q- Coogle

&
O

(<]

Dimethylallyl-
PP

[zsiz]zs

[a1133} [z7az] 27136 4—“—‘

s mmylgmmyl -Cod

all-trans-
Geranylgersny PP |

(e

O
Geranyl-PP

— o tamin K. Ruxmn lean
‘[ Coenzyme Q —->
I
} | (1141} 0 epoxlﬂe
| I 2-Methyl-6-phytylquinol ___y-Tocopherol
| 1 EET 0 O o
} | 2 ,3-Dimethyl-5-phytylquinol
& Y enyier oGt} >0
| 8-Tocopherol [ Tocopherol
|
|
L

|
|
|
|
|
v
Carotenoid biosynthesis

(5)-Squalene-2 3-epoxide 54998

,,,,, B Syn\thzs:s and degradation
n( ketone bodies
Vitamin K cycle and
Vitamnin E biosynthesis

[ZE138»0——»0 Nonaprenyl-
Presqualene-FP Q) Y © diphosphate
Penwprensl Hexapreny Hepuprenyt  Ocaprenyl-
diphosphate diphosphate diphosphste diphosphate

Q c-Tocopherol
(Vitamin E)

SIMCOMP Search
€ http: //www.genome.jp/ligand-bin/search_list?STEP=50&PAGETEXT = 1&hPAR=20&hPAGE=1&unclassified=&org_nam¢® ~ Q- Google
SIMCOMP Search Result
Database : KEGG COMPOUND
Number of entries in a page | 50 B‘ ( Hide structure 11?{*% b\ % @*ﬁi
b IR
Items: 1 -430f 43
(op 50189 (Clear) (ap to Patimay Y (exec) — |
No | Entry Structure Name
L\ | | trans,trans-Farnesyl
™ F—o—t diphosphate
™ /L J Farnesyl diphosphad
1 C00448 7 R Farnesyl pyrophgfph
,L /J 2-trans,6-trangfFarn
- diphosphate
Similarity-Score : 1.00
I I
o J/ T
2 | 16826 \//\_/\T//\/\Tf
KEGG PATHWAY: Biosynthesis of steroids - Reference pathway (KO)
Gntm‘//www.genome.]ﬂ/kegg-bm/mark»palhway_wwwﬂzntosls12519149/k000100 aQ BlQ- Google _
K Biosynthesis of steroids - Reference pathway (KO)
GG (elp
[ Pathway menu | Pathway entry ]
3@ C16689 [ Reference pathway (KO) ®) (oo (=l=]v r;\glr b
[ o s
-
;
| —
g | g‘g:ﬂﬂw S*-diphospho)- é-DheDwxy’;Em-xyl\ﬂDn (o]
4 |Co311s | uenst . iy phat
I 2-Phospho-4- (cymlil\zS diphospho)- ethyk D Gl)'ceruld;hyde
1 2-C-methyl-D-¢) e:wmml 4-phosphate
oozl [meeew] oo -
ubber

Pathway Search Result

Following object(s) was/were not found cpd:C01048 cpd:C01126 cpd:C02569 cpd:C03115
cpd:C03220 cpd:C03427 cpd:C03461 cpd:C04093 cpd:C04500 cpd:C04590 cpd:CO5308
cpd:C05847 cpd:C09094 cpd:C09665 cpd:C09666 cpd:C09730 cpd:C13297 cpd:C16689
cpd:C16826

o ko00100 Biosynthesis of steroids

cpd:C00129 Isopentenyl diphosphate; delta3-Isopentenyl diphosphate; delta3-|
cpd:C00235 Dimethylallyl di ; Prenyl di 3 2=I 1 dig
cpd:C00341 Geranyl diphosphate

cpd:C00353 Geranylgeranyl diphosphate; Geranylgeranyl pyrophosphate; all-ty
cpd:C00448 trans,trans-Farnesyl diphosphate; Farnesyl diphosphate; Farnesyl|
cpd:C01230 all-trans-Hexaprenyl diphosphate

cpd:C03428 Presqualene diphosphate

cpd:C04145 all-trans-Nonaprenyl diphosphate; Solanesyl pyrophosphate; Solar]
cpd:C04146 all-trans-Octaprenyl diphosphate; Farnesylfarnesylgeraniol
cpd:C04216 all-tr Heptaprenyl di

cpd:C04217 all-trans-Pentaprenyl diphosphate

cpd:C05427 Phytyl diphosphate

cpd:C11811 l-Hydroxy-2-methyl-2-butenyl 4-diphosphate; (E)-4-Hydroxy-3-metH

ko01062 Biosynthesis of terpenoids and steroids

cpd:C00129 Isopentenyl diphosphate; delta3-Isopentenyl diphosphate; delta3-|

cpd:C00235 Dimethylallyl di ; Prenyl di ; 2-1 1 digf

cpd:C00341 Geranyl diphosphate

cpd:C00353 Geranylgeranyl diphosphate; Geranylgeranyl pyrophosphate; all-tr

cpd:C00381 Dolichol

cpd:C00448 trans,trans-Farnesyl diphosphate; Farnesyl diphosphate; Farnesyl

cpd:C05859 Dehydrodolichol diphosphate; Dehydrodolichyl diphosphate

cpd:C06081 Polyprenol

cpd:C11356 trans,trans,cis-Geranylgeranyl diphosphate; trans,trans,cis-Geré

cpd:C11811 l-Hydroxy-2-methyl-2-butenyl 4-diphosphate; (E)-4-Hydroxy-3-metk
. Terpenoid biosy

cpd:C00129 Isopentenyl diphosphate; delta3-Isopentenyl diphosphate; delta3-

cpd:C00235 Dimethylallyl di ; Prenyl di ; 2-I 1 dig

cpd:C00341 Geranyl diphosphate

cpd:C00353 Geranylgeranyl diphosphate; Geranylgeranyl pyrophosphate; all-tr

cpd:C00448 trans,trans-Farnesyl diphosphate; Farnesyl diphosphate; Farnesyl

cpd:C06081 Polyprenol

cpd:C06111 Nerolidyl diphosphate; NPP

cpd:C11356 trans,trans,cis-Geranylgeranyl diphosphate; trans,trans,cis-Gers

ko00981 Insect hormone biosynthesis

cpd:C00448 trans,trans-Farnesyl diphosphate; Farnesyl diphosphate; Farnesyl
cpd:C01493 Farnesol
cpd:C16501 Farnesal

BISRRIERED SEREDFEN DD %
RIf=HDOU VD

XA RO—L%ET KEGG [C4L)
BHEDOILEYMT—9DH 5
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®00 PathPred: Pathway Prediction server
[ « I > ] l + |[Ahttp://www.genome.jp/tools/pathpred/ c] (O( Google D

PathPred: Pathway Prec Slzﬁ‘z 2 -l fﬁ]g

Pathpred [R5 =2 &R UIEFRIEEMDILZERIGRY kD=2
B T L7ERFHo
About PathPred . } (‘9 7—_ IJ Tﬁ\ﬁgﬁ%%E%@ %Dgﬁﬁ

PathPred is a web-based server to predict plausible enzyr o 4SS A 51 _
pathways from a query compound using the information | 4 * LLI'% —_, 1—b§§qéE A }ﬁ%??t % ElEi&
chemical structure alignments of substrate-product pairs. E —’A 0 -] = DO) UU
plausible reactions and transformed compounds, and displays

pathways in tree-shaped graph. R SIMCOMP C\: RPAIR/RDM }fg—y%ﬁuﬁa

- PathPred help

_Compute ) ( Clear !

Reference pathway: '

(® Xenobiotics Biodegradation (Biodegradation of initial compound)
() Biosynthesis of Secondary Metabolites (Biosynthesis of initial compound)

Enter initial compound: (in one of the four forms)

MOL File Name Z7ANERR) 77 IBSRRENTHWELRA

MOL File Text

SMILES (Ex) Cle1ce(Cl)e(Clycee1Cl

KEGG Compound ID (Ex) C06594 4

A
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Pathway Prediction Result

600

Pathway Prediction

[ « I »> ] [+ ,Ghttp://www.genome.jp/ligand—bin/pathpred/view‘cgi?id=1263868122&ﬁ|e=0000&mode=a

[ ] (Q' Google

Predicted Pathways

F

Cl

Cl

Cl

<show all path>

T2 2FE

FRARBRDINRAD A, T/LED

BEEfT (7

/ Cl /
RP09389
cl c1 RP11935
gggggg CX0001
0.0000 1.0000
/ Cl /
RP11935
cl rl -
gggggg €X0001
0.0000 1.0000
/ Cl /
/@f RP09389 /@‘/
RP11935
cl cl 0o
gggggg €X0001
0.0000 1.0000
/ Cl /
/QI RP09389 U
RP11935
Cl Cl cl
C06594
CX0001
CX0000 o000

0.0000

Cl

RP05039
RP09390
RP09398

Cl
OH
OH
Cl
CX0002
2.0000

Cl
RP08679 Q
OH

CX0155
1.6842

Cl
OH
OH
Cl
CX0002
2.0000

RP05039
RP09390
RP09398

Cl

OH
RP11834

Cl 0OH

CX0152
1.9500

RP05004
RP09585
RP03714
RP04951
RP04915
RP04842
RP04843

RP10927

< Top > < Help >

Cl
OH
OH
Cl
CX0003
1.5000
OH
Cl OH
CX0153
1.4571
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All links ‘

Pathway (3562)
KEGG PATHWAY (3561)

KEGG MODULE (1)

Chemical substance (6)
KEGG GLYCAN (1)

PubChem (1)

ChEBI (1)

3DMET (1)

KNApSACK (1)

MASSBANK (1)
Chemical reaction (24)

KEGG ENZYME (7)

KEGG REACTION (8)

KEGG RPAIR (9)

All databases (3592)

GenomeNet K
COMPOUND: C00325
Search | Chemical substance a for GDP L-fucose _Go ) ( Clear [cc Help )
Entry €00325 Compound
Datab Chemical sub - Search term: GDP L-fucose Name GDP-L-fucose;
GDP-beta-L-fucose
KEGG COMPOUND
Formula |Cl6H25N5015P2
C00325 KegDraw Jmol Mass 589.0822
GDP-L-fucose; GDP-beta-L-fucose Structure o
KEGG GLYCAN N
HN
J\ij
G10615 |KegDraw HoN7 NN
GDP-L-fucose; (GDP-LFuc)1 OH OH '
| I o
PUBCHEM H3c./hr\o)\\\o_g_o_ﬁ_o ‘ 7
(0] R
24895171 [PubChem) HOY ™" YOH HO  OH
6-Deoxy-beta-L-galactopyranosylguanosine 5-diphosphate; G4401_SIGMA; GDP-Fuc; GDP-fucose; OH
Guanosine 5-diphospho-beta-L-fucose sodium salt €00325
26758842 [PubChem]
GDP-beta-L-Fucose, Disodium Salt; Guanosine-5&prime;-diphosphate-beta-L-fucose, 2Na (Mol file ) (_KCF file ) (DB search) (_ Jmol ) (KegDraw)
2782 [PubChem] N
2-amino-9-[3,4-dihydroxy-5-{[hydroxy-lhydroxy-(3,4,5-trihydroxy- 6-methyl-tetrahydropyran-2-ylJoxy- Remarki | Same as: G10615
phosphinoyljoxy-phosphinoyl] oxymethylitetrahydrofuran-2-yl}-1,9-dihydropurin-6-one; GDP-L-fucose; (BRITE hierarchy)
GUANOSI UCOSE; guanosine 5-(trihydr e+«
3619 [PubCh ] [KEGG—Imk] r Reaction |R01951 R03519 R04081 R04553 R04646 R05106 R(.)5692 R07060
GDP-L-fu | A se; [CPD:C00325] Pathway |PATH: ko00051 Frgctose and mannose met:,abollsm .
PATH: ko00520 Amino sugar and nucleotide sugar metabolism
CHEBI PATH: ko01100 Metabolic pathways
Enzyme 1.1.1.271 2.4.1.65 2.4.1.69 2.4.1.152
17009 [ChEBIf§ [KEGG-link] 2.7.7.30
rp e CPD CO0s2:) PubChem, ChEBI, 3DMET, Other DBs|PubChem: 3619
in e + - ChEBI: 17009
133320?3&%” 2L : "C05389) KNApSACK #@*ﬁ%ﬁb%b\b KNApSACK: 00007245
3DMET: B04668
-] -1 N N
GDP-beta-L-fucose Xthind D KEGG ANDYU VD ——
3DMET
B04668 [3DMET] [KEGG-link]
GDP-L-fuctsanalE-ha gvse; [CPD:C00325) T/ N
KNAPSACK | m 2 .I EJR

C00007245 [KNApSRcK] [KEGG-link]
GDP-L-fucose; [CRLQ. )

F—D— FMREREDHBRIC KEGG NDU VD
LinkDB O UV Jlgskesd Iy b —([CEBREERR

- IRER
Xicloba

KEGG T
—IN—RB|E>

— I N—RDH

RS o 7E
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K[“ Escherichia cc

12 MG1655: ba349

FILFY b - BRT— I N—RRRY T A Crop )
ey [oises @ soon AL Links
T i/ ja. B(Q- Googl
np:/ 1 genome jp/ja/gn_dbgeL . htmi SR Coogle 800 'KEGG PATHWAY: Biosynthesis of steroids - Reference pathway (KO) e [ :?;33“';:’:; ”‘!"v]“‘f” Chenical reaction (1)
Ha- Coosie methylase # (zc: rod mana (1)
GenomeNet KEGG KEGG2 PATHWAY BRITE DRUG DBGET L)) Sl X orthology [€03427 type 1 restriction enayme H protein (EGi2-1.1.72] 1) o 1y
K[ec Biosynthesis of steroids - Reference pathway (KO) e
RAE VT [Engish| Japanese] { Pathway menu | Pathway entry 1 e EP8
( B GlED horae
Search [ &7 —9~—2  [4] for (Go) (Clear) - var DB a database of genefamllles
- e involved in antigenic
2 e o
Terpnot bosyhest varDB: Antigenic variation database
PR TTS . 1 ) )
7/ hFy kel DBGET/LInkDB: ¥/ A% Y MERT—F R—ZARRY AT L L S P sty o T rrmucture o St
SsE | {67 5]+ ozl EE L or—/ oo ﬂ CrotAs !
i OBGET BRTIEAT LA Ty STy 2002 TEHRE URRAT s K RIAT AT ! P e R, T e 2R
P h Ki 17) FAL b‘(ﬂ]ﬁéh‘( E i Z-C-methyD-¢tyhawl ‘D-erytmol d-phosphie. (ﬁ
3 57 % TR zyRu- o ructures Welcome Guest
KeGeomE SR RE L5 (057) b A EAB SS9 Ts, A7 5 o ] oo x ) = AL T
YUY —R1EHR g (Ariar e S S Rs) pareaman, cha REANEs a0 %o i — o< o<l EEL . S FrerTep e O'sribution map .
< URLEZERT BT EHNTEET, COXSBERINBMEER. &auﬁ~o)')mﬁb§&munwn Topentivree > 7 7 > Abstract
BAF—HR—2 LInkDB T o8 S a0 s s vt s e Gessenasresar
FADBOME Comeg ».—_1' inical
-m } t b4 ev’;;-;r:’znz '“‘" Genome browser || . Uh’l' -
flsf:;z : ; mm,,mm.m o rst it BEAOEREETET— I R—2R
kDB H— feza 3 5 pea—
& e Wm.:: § s TR " F—
ERRETF—IR—Z BEXRF2AV A - o Database for Genes Contributing
FE® How to use DBGET e wm - o
S URLS for making DBGET queries B %:{f;%& ProNIT
F—§ K= Py .

- U — 21 (BLEH) - ».“ o oo {0 Yt L Thermodynamic Database for
i E e Hepiepreny o I - . r . .
o1 TR0 R S 0kE Coaoein) R Gmm SRR SRR e e Protein-Nucleic Acid Interactions

(Ccmmmtvormress ) ment viewer KRS riome aDinsight  ProTherm  ProNIT Protein-DNA Recagnition  Biomolecules Gallery.
74=KIv9 207F4AB S DXBHIARAS S X270 Mmmfzgn AT ERAOBRHEST . Pt Last Update: 24-Dec.-2009, NEW RELEASE: ProNIT 2.0
. LinkDB a)ms Fﬂ.mﬁizerﬂ)f‘ik WET, k. 5/ LRy MEAGT—FN— G e ’ ]
PRI C AR AL A AN Sxo—
At DEGET/LmkDB /X?L\ CHBAZNTNET, NEW RELEASE: ProNIT 20

@7

I bEY MEBT -5 N2 o FRT=F! | pavancad search
B F—IR—2R nE w What's New PONIT database provides experimentaly defermined themodynamic inferacion data between protsins
PubGhem wanen I iyttt s oot

o About ProNIT

ChEBI LapArr0y— ‘enthalpy and heat capacity. For more details, please see About ProNIT. ProNIT current release, ProNIT 2.0,

KEGO CONPOUNDIR M, SRS ind YA | = =~ T e e e i e e

LPDRES I — B E e o
[ LipidBank =8 E ] ' *x8 :|‘_' e p »

KNApSACK Y- RRBAD (=] Tutorial Quick Searchs reass erer the sorh kepvord nd selct e “Seart” bt ot “Exer” o

KEGG DRUG Z1) Hembers Tor searen

DrugBank () Reterence

KEGG GLYCAN B Contact us. Search ) (Clear

PDBeChem EHTIHRME copyrisht Advanced Search: izea
THM SOMET RAEADTAMETTIL P

LigandBox EESTEMEETIL

KEGG REACTION  &#R{LPRit
KEGG RPAIR REAT o

FIAACYT2RF AT REY —_— It~
& I sEY-IL

{EFRIG

Last updated: April 27, 2009
RER2 LTS
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e DB HF - EH (1)
&5 DB HFE - ER

2 1 FE

KEGG DRUG D{EF1E:E & BI1ER

- BERT

—ASANX— SIDER \NDUVH

JAPIC, DailyMed N U YD

DRUG: D00109
Help )

D00109 Drug

Aspirin (JP15/USP);
Acetylsalicylic acid;
Easprin (TN)

C9HB04

180.0423

OH
o\n/cH3
e}
D0O0109

(Mol file ) (_KCF file ) (DB search) (_ Jmol ) (KegDraw)

cyclooxy 1 (COX-1) inhibitor [HSA:5742] [PATH:hsa00590];

cyclooxygenase-2 (COX-2) inhibitor [HSA:5743] [PATH:hsa00590]
[PATH:hsa04370] [PATH:hsa05200)] [PATH:hsa05222]

Activity

Analgesic;
Antipyretic;
Antirheumatic

Remark

Same as: C01405
Therapeutic category: 1143 3399
ATC code: A01ADO5 BO1AC06 NO2BAO1

BRITE hierarchy)

Name previously used: Acetylsalicylic acid

Component of Bufferin (TN), Percodan (TN), Darvon compound-65 (TN),
E.A.C (TN)

nonsteroidal antiinflammatory drug (NSAIDs)

Pathway

PATH: map07048 Antimigraines
PATH: map07110 Benzoic acid family
PATH: map07219 Cyclooxygenase inhibitors

Other DBs

CAS: 50-78-2
PubChem: 7847177
ChEBI: 15365
DrugBank: DB00945
PDB-CCD: AIN
LigandBox: D00109
NIKKAJI: J2.300K

KCF data

Show )

All links

Ontology (6)
KEGG BRITE (6)
Pathway (7)

Drug (190)
KEGG DRUG (6)
JAPIC (178)
DrugBank (1)
DailyMed (4)
SIDER (1)

Chemical s
KEGG COMPOUND (1)
PubChem (1)
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Side Effects
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Download
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Information
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More information: STITCH, PubChem
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Thermococcus kodakaraensis: TK2290

( Help )
Entry TK2290 CcDS T.kodakaraensis All links
Gene name [rbcL Pathway (2)
Definition|ribulose bisophosphate carboxylase (EC:4.1.1.39) KEGG PATHWAY (2)
Orthology |K01601 ribulose-bisphosphate carboxylase large chain [EC:4.1.1.39] ChQ’;‘;g:lE;E;;L?T)Kl)
Pathway tko00630 Glyoxylate and dicarboxylate metabolism Genome (1)
tko01100 Metabolic pathways KEGG GENOME (1)
. Ny - Gene (11
Class Metabolism; Carbohydrate Metabolism; Glyoxylate and dicarboxylate m;EéG c)m'mowcy (1)
metabolism [PATH:tko00630]
(BRITE hierarchy) NCBI-GI (3)
NAGAHAMA-S (3)
SSDB (Ortholog) ( Paralog ) ( Gene cluster) (_ GFIT ) PROTHERM (3)
Motif Pfam: RuBisCO_large RuBisCO_large N UniProt (1)
i RefSeq(pep) (1)
Motif ) DNA sequence (4)
Other DBs |NCBI-GI: 57642225 g;;ia?g)‘z’
NCI?I-GeneID: 3234791 3D Structure (3)
UniProt: 093627 PDB (3)
Structure |PDB: 3Al2 3Al3 1GEH Protein domain (2)
. Pfam (2)
\_Thumbnails ) All databases (26)
Jmol )
Position (2073450..2074784  Gerome map
AR seq 444 aa (AA seq ) (DB search)
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W

No. [15455

##kkk Sequence and structural information*****

IR

PROTEIN NAME

Ribulose 1,5-bisphosphate carboxylase/oxygenase (Rubisco)

SOURCE

Thermococcus kodakaraensis

LENGTH

MOLECULAR WEIGHT

PR ID

SWISSPROT ID

RBL_PYRKO (093627)

ECNUMBER

EC4.1.1.39 _Go to BRENDA

PMDNO

PDB_wild

1GEH (GO to JPD 1GEH )

PDB_mutant

MUTATION

R 66 S (Go to STING REPORT wild type R66S )

NO.OF MOLECULE

10

SECONDARY STRUCTURE

Helix (Go to PDBcartoon wild type )

ACCESSIBLE SURFACE AREA

128.2 A**2

sk Experimental condition ###s#¥

TEMPERATURE

pH

8.3

BUFFER NAME

Tris-HC1

BUFFER_CONC

10 mM

ION NAME 1

Magnesiun chloride

ION _CONC 1

10 mM

PROTEIN CONC

0.2 mg/ml

CD

Thermal

#¥kk% Thermodynamic data *¥¥%%
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DBGET

cazy (2 DBs)

go (5 DBs)

tax (8 DBs)

tc (3 DBs)

pubmed (25 DBs)
ipi (1 DB)
nagahama-h (1 DB)
nagahama-s (1 DB)
ncbi-geneid (5 DBs)
ncbi-gi (7 DBs)
pronit (1 DB)
protherm (1 DB)
unigene (1 DB)
3dmet (1 DB)
chebi (3 DBs)
hmdb (2 DBs)
knapsack (2 DBs)
lipidbank (3 DBs)
lipidmaps (1 DB)
massbank (1 DB)
nikkaji (2 DBs)
pdb-ccd (2 DBs)

LinkDB Search

LinkDB

Link-only Databases on the Web

KEGG2

The databag

pubchem (2 DBs)
drugbank (1 DB)
ligandbox (1 DB)
sider (1 DB)
glycomedb (1 DB)
jcggdb (1 DB)
brenda (1 DB)
expasy-enzyme (1 DB)
explorenz (1 DB)
iubmb (1 DB)
um-bbd (1 DB)
ensembl (16 DBs)
gdb (1 DB)

mgd (1 DB)
flybase (14 DBs)
smart (2 DBs)
scop (3 DBs)
hgnc (1 DB)

hprd (1 DB)

jamstec (1 DB)

jevi (1 DB)

jevi-cmr (78 DBs)
jevi-pathema (26 DBs)
jgi (312 DBs)
kazusa (8 DBs)
kitasato (5 DBs)
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kitasato_p2 (1 DB)
lanl (1 DB)
Incc_brazil (4 DBs)
maizegdb (1 DB)
mbr (1 DB)

mgi (1 DB)

mips (3 DBs)
mypulist (1 DB)
nara (1 DB)
nih_japan (2 DBs)
nite (15 DBs)
osaka_u (3 DBs)
pasteur (13 DBs)
pathogenesis (1 DB)
plasmodb (1 DB)
ratmap (1 DB)
regulondb (1 DB)
rgd (1 DB)

rhizobase (12 DBs)
riken (1 DB)
roseobase (5 DBs)
roseobase_p (2 DBs)
roseobase_p1 (1 DB)
roseobase_p2 (1 DB)
roseobase_p3 (1 DB)
roseobase_p4 (1 DB)
sagalist (1 DB)
sanger (6 DBs)

sgd (1 DB)
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