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Contents of COXPRESdDb

e Gene list

& * - coexpression | Entrez
MR* |COR symbol function detail ——
zinc finger protein 36,
0|+ ZFP36 C3H type, homolog 7538
(mouse)
v-fos FBJ murine
1 |0 1.0 | 077 FOS osteosarcoma viral [detail] 2353
oncogene homolog
2 || 1.4 | 0.76 JUNB jun B proto-oncogene [detail] 3726
3 || 1.7 | 076 DUSP1 dual specificity [detail] 1843
phosphatase 1
4 || 3.2 | 0.62 KLF6 Kruppel-like factor 6 [detail] 1316
5 || 33 | 061 | GADD4sp |9roWeharrestand DNA- [detail] 4616
damage-inducible, beta
6 | | 3.5 | 0.73 FOSB F_BJ murine osteosarcoma [detail) 2354
viral oncogene homolog B
7 |0 37 | 060 PBEF1 pre—B—c_eII colony [detall] 10135
enhancing factor 1
8 || 3.7 | 066 AXUD1 AXIN1 up-regulated 1 [detail] 64651
9 || 3.9 | 0.59 KLF2 KruppeHlike factor 2 [detail) 10365
(lung)
nuclear receptor
10 || 3.9 | 0.68 NR4AT subfamily 4, group A, [detail] 3164
member 1
11 || 4.0 | 065 ATF3 activating transcription [detail) 467
factor 3
12 4.0 | 0.59 BTG2 BTG family, member 2 [detail] 7832

Kruppel-like factor 4

e Gene network

CEBPD




Contents of COXPRESdDb

=

W Gene expression pattern

280 xEExC0

W< Predicted protein subcellular localization

subcellular

®*
localization

nucl 8, cyto_nucl 5 (prediction for NP_001071168.1)
nucl 6, cyto_nucl 5, cyto 2 (prediction for NP_001071169.1)
extr 6 (prediction for NP_001071170.1)
nucl 8, cyto_nucl 5 (prediction for NP_001071171.1)
nucl 6, cyto_nucl 4, cyto 2 (prediction for NP_001071172.1)
extr 4,E.R. 2, E.R._golg 2 (prediction for NP_065999.1)

Y Publicly available annotations
KEGG, Gene Ontology, PPI data

LOC387763
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e Gene list

& * - coexpression | Entrez
MR* |COR symbol function detail ——
zinc finger protein 36,
0|+ ZFP36 C3H type, homolog 7538
(mouse)
v-fos FBJ murine
1 |0 1.0 | 077 FOS osteosarcoma viral [detail] 2353
oncogene homolog
2 || 1.4 | 0.76 JUNB jun B proto-oncogene [detail] 3726
3 || 1.7 | 076 DUSP1 dual specificity [detail] 1843
phosphatase 1
4 || 3.2 | 0.62 KLF6 Kruppel-like factor 6 [detail] 1316
5 || 33 | 061 | GADD4sp |9roWeharrestand DNA- [detail] 4616
damage-inducible, beta
6 | | 3.5 | 0.73 FOSB F_BJ murine osteosarcoma [detail) 2354
viral oncogene homolog B
7 |0 37 | 060 PBEF1 pre—B—c_eII colony [detall] 10135
enhancing factor 1
8 || 3.7 | 066 AXUD1 AXIN1 up-regulated 1 [detail] 64651
9 || 3.9 | 0.59 KLF2 KruppeHlike factor 2 [detail) 10365
(lung)
nuclear receptor
10 || 3.9 | 0.68 NR4AT subfamily 4, group A, [detail] 3164
member 1
11 || 4.0 | 065 ATF3 activating transcription [detail) 467
factor 3
12 4.0 | 0.59 BTG2 BTG family, member 2 [detail] 7832

Kruppel-like factor 4

e Gene network

OFor a locus
OFor a set of genes
OFor huge network



http://coxpresdb.jp

e 00 COXPRESdb: Home
T
'
COXPRESdb — |
i
version 3.3 () symbol search (e.g. DHCR) i

| lcase sensitive

COXPRESdb; co-expressed gene database

(last update) 2009.07.25

« Rec

Gene Symbol| Keyword Entrez Gene ID
20d e DHCRY7 i e cholesterol] e 526

YT [ TooT CTUCA VIGTVYGT ]

Publication (200

Download (20q ® D H C R rchical structures of Gene Ontology terms was made available.
[Tool > GOPathDrawer]

[2009.05.20] A tool to obtain tissue-specific expression data for human was made available.

Log [Tool > TissueDataExtractor]
[more]

Statistics

« Version numbering (z008.10.31)

COXPERSdb has two types of versions: version for COXPRESdb and version for coexpression




Keyword search result (DHCR)

e00 Search result by DHCR

Your request is "DHCR". (6 hits)

e Human gene search (2 hit)
o Mouse gene search (2 hit)
e Rat gene search (2 hit)

Human gene search

2 loci are found.

Shaded loci do not have affy data.

Locus”|Symbol Function * Entrez Gene ID|coexpressed gene list
Hsa | DHCR7 |7-dehydrocholesterol reductase 1717 m
Hsa | DHCR24 |24-dehydrocholesterol reductase 1718 [Tist]

Mouse gene search

2 loci are found.

Shaded loci do not have affy data.
Locus”|Symbol Function * Entrez Gene ID|coexpressed gene list




600

Coexpressed gene list (DHCR?7)

co-expressed genes; DHCR7 (Hsa) -- COXPRESdb

Top 300 co-expressed genes to DHCR7 (Hsa)

/_search coexpressed genes from selected genes

* * - coexpression | Entrez
MR® [COR™| symbol function detail P,
0 | DHCR7 | 7-dehydrocholesterol reductase 1717
1 [0 5 | 0.55 | SC4AMOL |sterol-C4-methyl oxidase-like [detail] 6307
2 || 2.5 | 0.53 SQLE squalene epoxidase [detail] 6713
3 |00] 3.9 | 0.51 FDFT1 farnesyl-diphosphate farnesyltransferase 1 [detail] 2222
a |0l as | os1 | cypsial cytochrome P450, family 51, subfamily A, (detail] 1595
polypeptide 1
5 || 4.7 | 0.48 | DHCR24 |24-dehydrocholesterol reductase [detail] 1718
6 || 5.3 | 0.49 INSIG1 insulin induced gene 1 [detail] 3638
1| 6.0 | 0.47 SCD stearoyl-CoA desaturase (delta-9-desaturase) [detail] 6319
8 |0l 63 | 051 | HMGCST 3-hydroxy-3-methylglutaryl-Coenzyme A synthase (detail] 3157
1 (soluble)
9 || 9.5 | 0.50 NSDHL | NAD(P) dependent steroid dehydrogenase-like [detail] 50814
w0 lol os | 043 | SREBF2 sterol regulatory element binding transcription (detaill —
factor 2
11 || 9.8 | 0.44 FASN fatty acid synthase [detail) 2194
121l 1na |l n2a FANS1 fattv arid decatiirace 1 [ Aotaill 2002
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Coexpressed gene list (DHCR?)

co-expressed genes; DHCR7 (Hsa) -- COXPRESdb

Top 300 co-expressed genes to DHCR7 (Hsa)

/ search coexpressed genes from selected genes ) I PP
MR* |COR*| symbol 1
ne ID
0 DHCR7 |7 v 717
1 2.5 | 0.55 | SC4AMOL |s v Cholesterol| 307
2 2.5 | 0.53 SQLE q 713
3 3.9 | 0.51 FDFT1 |f v DHCR7 {}A 222
4 45 | 051 | CYpsial |1 Squalene A 595
47 | 0.48 | DHCR24 |4 A 718
5.3 | 0.49 INSIG1 i l 638
6.0 | 0.47 SCD 9 l A 319
1| Lanosterol ymostero
9 9.5 | 0.50 NSDHL | N D814
10 9.5 | 0.43 SREBF2 : 721
11 9.8 | 0.44 FASN f 194
17 1nd n ?q FADQ1 fAI AV A TRHNATTIT AN 1 I alz) g 1101 QQ?
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Coexpressed gene list (DHCR?)

co-expressed genes; DHCR7 (Hsa) -- COXPRESdb

Top 300 co-expressed genes to DHCR7 (Hsa)

/ search coexpressed genes from selected genes ) IPP Up tO the beSt 25
MR® |COR*| symbol . coexpressed genes iyl
o ™ DHCR7 |7 Y 717
1 (o] 25 [ oss | scamoL [ 4 FDPS Cholesterol | z07
2 o] 2.5 | 053 SQLE |d 713
3 |0 3.9 | 0.51 FDFT1 |f FDFTI DHCRY7 {}A 222
g
4 |[O| 45 | 0.51 | CYPS1A1 A 595
| Squalene SD5DL
| 47 | 0.48 | DHCR24 |4 A 718
EBP
1| 5.3 | 0.49 INSIG1 i l SQLE 638
0| 6.0 | 0.47 SCD |5 l L'SS DHCR24 4 319
8 6.3 | 0.51 HMGCS1 ; 157
1| Lanosterol|, =~ —>=> | Zymosterol
9 || 9.5 | 0.50 | NSDHL |N id delydroggnasy D814
d <C L O T
10 || 9.5 | 0.43 | SREBF2 5 9 = o 721
f a S % 2
11 || 9.8 | 0.44 FASN |f S — 8 194
12 1mnal n=za FANS1 foarro= TS T war gy aa?
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Coexpressed gene list (DHCR?7)

co-expressed genes; DHCR7 (Hsa) -- COXPRESdb

Top 300 co-expressed genes to DHCR7 (Hsa)

( search coexpressed genes from selected genes

* * - coexpression | Entrez
MR" |[COR"| symbol function detail P,
0 | DHCR7 | 7-dehydrocholesterol reductase 1717
1 || 2.5 | 0.55 | SC4MOL | sterol-C4-methyl oxidase-like (ldetai]) | 6307
2 || 2.5 | 0.53 SQLE squalene epoxidase [detail] 6713
3 |00] 3.9 | 0.51 FDFT1 farnesyl-diphosphate farnesyltransferase 1 [detail] 2222
a |0l as | os1 | cypsial cﬁochrome P450, family 51, subfamily A, (detail] 1595
polypeptide 1
5 || 4.7 | 0.48 | DHCR24 |24-dehydrocholesterol reductase [detail] 1718
6 || 5.3 | 0.49 INSIG1 insulin induced gene 1 [detail] 3638
| 6.0 | 0.47 SCD stearoyl-CoA desaturase (delta-9-desaturase) [detail] 6319
8 |ol 63 | os1 | HMGCST 3-hydroxy-3-methylglutaryl-Coenzyme A synthase (detail] 3157
1 (soluble)
9 || 9.5 | 0.50 NSDHL | NAD(P) dependent steroid dehydrogenase-like [detail] 50814
w0 lol os | 043 | SREBF2 sterol regulatory element binding transcription (detaill —
factor 2
11 || 9.8 | 0.44 FASN fatty acid synthase [detail) 2194
121l 1na |l n2a FANS1 fattv arid decatiirace 1 [ Aotaill 2002




Coexpression detail (DHCR7, SC4MOL)

600

coexpression detail for DHCR7 and SC4MOL

Coexpression detail for DHCR7 and SC4MOL

symbol function Entrez Gene ID|selected probe|
Hsa | DHCR7 |7-dehydrocholesterol reductase 1717 201791_s_at
Hsa |[SC4MOL [sterol-C4-methyl oxidase-like 6307 209146_at
correlation of expression pattern
o °
°
- o °
z o s
2 °
T4 o uCToQ:q N
o
T T T T
3 2 -1 0 1 2 3 4

1717 (201791 _s_at)

[ps file]

Both axes are relative gene expression values in base-2 logarithm against the averaged
expression levels of each gene.

S GIEEY (IS U e e
score expression) | expression) D D EED i
16.5 4.6 3.6 GSE3526  |GSMB0608 |adrenal_gland_cortex
13.0 3.6 3.7 GSE3526  |GSMB0730; liver
12.6 3.7 3.4 GSE3526  |GSMB0S80|  adipose_tissue
11.6 3.6 3.2 GSE2109  |GSM76644 Liver
10.9 3.2 3.3 GSE3526  |GSMB0759 ovary
10.9 3.4 3.2 GSE3526  |GSM80742| nipple_cross-section
10.5 4.8 2.2 GSE2109 Breast

Note: Samples whose contribution is more than 10 are outputted.

Probe selection

query genes
cor |probes for DHCR7 |probes for SC4MOL|
0.531| 201791_s_at € 209146_at €

The probe pair giving highest correlation is selected from all combination between the probes

for the two genes.

COXPRESAD 1he preparation time of this page was 4 [sec].

Scatter plot of the selected two genes
e x-axis: relative expression of DHCRY
e y-axis: relative expression of
SC4MOL

e plotted: microarray samples

Table of the most important samples.

Probe selection



Coexpressed gene list (DHCR?7)

e 0o co-expressed genes; DHCR7 (Hsa) -- COXPRESdb

Top 300 co-expressed genes to DHCR7 (Hsa)

/_search coexpressed genes from selected genes )

MR* [COR"| symb
0| ™ DHCR
1 (| 2.5 | 0.55 | SC4M
2 || 2.5 | 0.53 SQLU
3 (] 3.9 | 0.51 FDFT
4 || 4.5 | 0.51 | CYP51
s || 4.7 | 0.48 DHCR

1| 5.3 | 0.49 INSIG
M| 6.0 | 0.47 SCO
8 || 6.3 | 0.51 HMGC
9 || 9.5 | 0.50 NSDH
10 || 9.5 | 0.43 SREBI
11 || 9.8 | 0.44 FAS
12 lml 1na n 20 FANS1 fattv arid decatiirace 1 [ Aataill 2QQ2




Contents of COXPRESdDb

e Gene list

& * - coexpression | Entrez
MR* |COR symbol function detail ——
zinc finger protein 36,
0|+ ZFP36 C3H type, homolog 7538
(mouse)
v-fos FBJ murine
1 |0 1.0 | 077 FOS osteosarcoma viral [detail] 2353
oncogene homolog
2 || 1.4 | 0.76 JUNB jun B proto-oncogene [detail] 3726
3 || 1.7 | 076 DUSP1 dual specificity [detail] 1843
phosphatase 1
4 || 3.2 | 0.62 KLF6 Kruppel-like factor 6 [detail] 1316
5 || 33 | 061 | GADD4sp |9roWeharrestand DNA- [detail] 4616
damage-inducible, beta
6 | | 3.5 | 0.73 FOSB F_BJ murine osteosarcoma [detail) 2354
viral oncogene homolog B
7 |0 37 | 060 PBEF1 pre—B—c_eII colony [detall] 10135
enhancing factor 1
8 || 3.7 | 066 AXUD1 AXIN1 up-regulated 1 [detail] 64651
9 || 3.9 | 0.59 KLF2 KruppeHlike factor 2 [detail) 10365
(lung)
nuclear receptor
10 || 3.9 | 0.68 NR4AT subfamily 4, group A, [detail] 3164
member 1
11 || 4.0 | 065 ATF3 activating transcription [detail) 467
factor 3
12 4.0 | 0.59 BTG2 BTG family, member 2 [detail] 7832

Kruppel-like factor 4

e Gene network

CEBPD

OFor a locus
OFor a set of genes
OFor huge network



http://coxpresdb.jp

e0o COXPRESdb: Home
—_— T
COXRPRESdD — |
version 3.3 () symbol search (e.g. DHCR)
| Jcase sensitive &

COXPRESdb; co-expressed gene database

(last update) 2009.07.25

LU Home:

Search
Tool « Reg——* ——
Browse Gene Symbol||Keyword Entrez Gene ID
e “%%9e¢ CD3D (e CD3 "e 915
Publication (200 2
Download [2009.06.14] A tool to draw hierarchical structures of Gene Ontology terms was made available.
— [Tool > GOPathDrawer]
Statistics [2009.05.20] A tool to obtain tissue-specific expression data for human was made available.
Log [Tool > TissueDataExtractor)
[more]

« Version numbering (200s.10.31)

COXPERSdb has two types of versions: version for COXPRESdb and version for coexpression



Keyword search result (CD3D)

®e00 Search result by CD3D

Your request is "CD3D". (3 hits)

e Human gene search (1 hit)
e Mouse gene search (1 hit)
e Rat gene search (1 hit)

Human gene search
One locus is found.

Shaded loci do not have affy data.

Locus”|Symbol Function * Entrez Gene ID|coexpressed gene list
Hsa &D3g CD3d molecule, delta (CD3-TCR complex) 915 [list)

Mouse gene search

One locus is found.



Gene page (CD3D)

@00 COXPRESdb: gene page for ZAP70 (Hsa)
1Hsa ZAP70 Gene
functional annotation
function” zeta-chain (TCR) associated protein kinase 70kDa =2
G0:0045059 [list] [metwork] positive thymic T cell selection (2 genes) IDA
G0:0045582 [list] [network] positive regulation of T cell differentiation (7 genes) IDA
. G0:0007243 [list] [network] protein kinase cascade (231 genes) NAS
GoBP G0:0006468 [list] [ ] protein amino acid phosphorylation (599 genes) NAS
G0:0006955 [list] [ 1 immune response (601 genes) IDA
G0:00071865 [list] [ ] signal transduction (3212 genes) IEA
G0:0042101 [list] [network] T cell receptor complex (12 genes) IDA
GO cCc* G0:0005829 [list] [ ] cytosol (820 genes) EXP
G0:0005737 [list] [ ] cytoplasm (6303 genes) TAS
G0:0004715 [list] [network] non-membrane spanning protein tyrosine kinase activity (40 genes) IEA
G0:0005524 [list] [ 1 ATP binding (1385 genes) NAS
GO MF* G0:0016740 [list] [ ] transferase activity (1698 genes) [EA
G0:0000166 [list] [ 1 nucleotide binding (2131 genes) |EA
G0:0005515 [list] [ ] protein binding (6639 genes) IPI
. hsa04650 Natural killer cell mediated cytotoxicity
KEGG
hsa04660 T cell receptor signaling pathway
orthologous [ortholog page] Zap70(Mmu) Zap70(Rno) 2
subcellular cyto 5, cyto_nucl 3, cyto_pero 3 (prediction for NP_001070.2)
localization® cyto 3, cyto_mito 2, nucl 1 (prediction for NP_997402.1)
gene coexpression
5
network*for
coexpressed
genes
Genes connected with ZAP70 on the network
MR" |Cor”| symbol fuction COSXPIESSION | i rez Gene ID
detail
28 [073| LK | lymphocyte-specific protein tyrosine kinase| _[detail] 3932
5.1 068 MK IL2-inducible T-cel kinase [detail] 3702
7.1 [0.63] sePT1 [septin1 [detail] 1731
11.6[0.44| skaP1 | srckinase associated phosphoprotein 1 [detail] 8631
13.6(0.54| MYOIG |myosiniG [detail] 64005
20.20.44[LOC158830 | similar to Ab2-183 [detail] 158830
network” o Lymphocyte
in tissue o Thymus
coexpressed |/ o rossed gene list for ZAP70]
gene list
gene expression
all samples | [expression pattern for all samples]
tissue specificity” e o TR i

Public annotation

Coexpression

Expression

Color of pages
¢ Ref; Human

* Green; Mouse
* Purple; Rat



Gene page (CD3D)

KEGG ID Title #genes Bl ﬂ_'e AR L
(multiple genes)

hsa04660 | T cell receptor signaling pathway 8 -

hsa04640 | Hematopoietic cell lineage 4 o

hsa04060 | Cytokine-cytokine receptor interaction 1 O

hsa04650 | Natural killer cell mediated cytotoxicity 5 o

hsa04670 | Leukocyte transendothelial migration 2 i




Construction of gene network

Network drawing rule:
Connecting the best 3 coexpressed genes for each gene



Construction of gene network

Network drawing rule:
Connecting the best 3 coexpressed genes for each gene



Construction of gene network

Network drawing rule:
Connecting the best 3 coexpressed genes for each gene




Construction of gene network

Network drawing rule:
Connecting the best 3 coexpressed genes for each gene

Edge thickness: Strength of coexpression



Additional information on network

Reported PPl is represented by red dotted
line.




Additional information on network

Marking up genes with same KEGG annotation

Up to 5 KEGG annotations are marked.



Additional information on network

Conserved coexpression is represented
as orange nodes and edges.




Gene page (CD3D)

e00 COXPRESdb: gene page for CD3D (Hsa)
m
}
}
}
}
L
network for
coexpressed
genes
KEGG ID Title #genes | LNk to the KEGG map
(multiple genes)
hsa04660 | T cell receptor signaling pathway 8 i
hsa04640 | Hematopoietic cell lineage 4 )
hsa04060 | Cytokine-cytokine receptor interaction 1 o
hsa04650 | Natural killer cell mediated cytotoxicity ) o
hsa04670 | Leukocyte transendothelial migration 2 i




Gene page (CD3D)

e00 COXPRESdb: gene page for CD3D (Hsa)

3

GFif Co-inhibitor
—»| PD1 |
UBASH »EIES
_’l
network“for
coexpressed
genes

KEGG map

-

CAM ligands
KEGG on ance exE Kz;ée)nung

> genes)
hsa046| (" cell adhesion
ranlecules
hsa046|
hsa040)
hsa046

hsa046




Color of pages
¢ Ref; Human

* Green; Mouse
* Purple; Rat

8 0o

Gene page (CD3D)

COXPRESdb: gene page for CD3D (Hsa)

;Hsa CD3D Gene

functional annotation

function® CD3d molecule, delta (CD3-TCR complex) =8
GO BP* G0:0045059 [iist] [network] positive thymic T cell selection (4 genes) ISS
G0:0042101 [iist] [network] T cell receptor complex (12 genes) NAS
. G0:0005886 «] plasma membrane (3418 genes) EXP
Gocc G0:0016021 ] integral to membrane (5266 genes) IEA
60:0005737 [ ] cytoplasm (7101 genes) NAS
GO ME G0:0046982 [list] [network] protein heterodimerization activity (129 genes) IPI
G0:0005515 [list] [ ] protein binding (7230 genes) 1SS
hsa04640 Hematopoietic cell lineage [G]
KEGG" Il receptor signaling pathway B
mimmnmﬁaemy ——————————————————————————— 1a-
orthologous |Torthelespage] Cd3d(Mmu) Cd3d(Rno) =
subcellular | extr8 (prediction for NP_000723.1)
localization® | extr 5, mito 2 (prediction for NP_001035741.1)
gene coexpression
KEGG ID Title |#genes Linkito)the KEGE/map)
(multiple genes)
hsa04660 | T cell receptor signaling pathway 8
hsa04640 | Hematopoietic cell lineage 4
hs204060 | Cytokine-cytokine receptor interaction | 1 ]
hsa04650 | Natural killer cell mediated cytotoxicity 5 []
network*for ||hsa04670 | Leukocyte transendothelial migration 2 []
Genes directly with CD3D on the network
genes MR" | Cor® | symbol fuction CCEpIErm)|| B
detail | GenelD
1.0 [0.84] LK [lymphocyte-specific protein tyrosine kinase [detail] | 3932
1.4 [0.82 | SH2D1A [ SH2 domain protein 1A [detail] | 4068
1.7 [0.82] K |[iL2-inducible T-cell kinase [detai] | 3702
2.0 [0.80| D36 | CD3g molecule, gamma (CD3-TCR complex) [detail] 917
2.6 [0.76| CD3E | CD3e molecule, epsilon (CD3-TCR complex) [detail] 916
3.5 [0.78] D247 [ CD247 molecule [detail) 919
poliovirus receptor related immunoglobulin domain
3.7 [0.70| PWRIG . [detail] 79037
4.1 [0.68] PTPN7 | protein tyrosine phosphatase, non-receptor type 7 [detal] | 5778
network” « Lymphocyte
in tissue o T_Cell
coexpre‘ssed [coexpressed gene list for CD3D]
gene list

gene expression

all samples

tissue
specificity”

[expression pattern for all samples]

Public annotation

,,,,,,,,,,,,,,,,,,,,,,,,,, - Ortholog page

Coexpression

Expression



CD3d molecule, delta (CD3-TCR complex)

5:1

y

| A
Wil

me04660

me04640

N | W NN

me04060

ma04650

Natural killer coll mediated

cytotoxicity

mo04670

Leukocyte transendothelial

migration

600045059 (L) [N] positive thymic T cell selection (8 gmnes)
GO:0042110 (L) [N] T cell activation

GO:0045059 (L) [N] positive thymic T cell selection (4 gwes)

GO0045059 (L] [N] positive thymic T cell selection (8 genes)

600042105 (L] [N] dpha-beta T cell receptor complex
G0:0042101 (L) [N] T cell receptor complex

[P PO S—

GO:0042107 (L) (N} T cell receptor complex
GO:0005886 (L) (4] plasma membrane

P DU .

G0:0042105 (L] [N] alpha-beta T coll receptor complex
G0:0005886 (L] (V] plasma membrane

[P PO ——




Ortholog page (CD3D)

17 mouse organs

65 human organs

ipTofigqus
siisa}
ejuaae|d
frean
fun|
YIRW}S
JERT]
Aaupny
Heay
315N [E}3]3%S
pue|f xewgns
apou ydwé|
uaalds
snuAyy
anleu + 70
afa
urelq

sa)sa)
EIEI]
flean
WNUEWMopUa
whuawosu
®14482
eulfea
BAINA
BayIel
snyauDly
fun)
JeIpIED YIBWOIS
auolAd yaewols
SNpUNy Yyaewos
Wh283 uojod
sndiod urew anfuoy
ved Jouadns anfuoy
snfeydosa
esoanw [eabufreyd
BS0aNW (10
134l
®aloa Aauply
g||npaw Aaupry
asodipe
snoauenagns asodipe
[ejuawo asodipe
flape Aeuotod
ulaa shouaydes
wnue peay
ajauuas peay
3]25hul [B]3]3%5
puelf Areales
puelf arejsold
uoas-s5042 ajddiu
pue|f Arewwew
puelf ploidu
xapoa puelf [euaipe
J15U0}
uaa|ds
sapou ydws)
MoLEW UG
el|fueh jooi |esiop
elfuel reunuahiuy
puelf Arepnpd
wn|agaiad
elepbiue
shdweaoddiy
XaH0D [Blga1ad
ago| repdiaao
300 [ejuoly
aqo| [ejaued
ago| [elso0dwa)
uauend
SUaHUNITE
BlInpaw
dns 131anu fengusaa
eifiu enpuelsgns
eale [euawfa) (equas
snueeyodiy
ShUE[ely}
urelgpiu
$ha|anu asopou
$Na3|aNu JWEEYIGhS
pioa feuds
wnso|ea sndioa

1
=t

Ive

Digestive Reproduct

Locomotory  Respiratory

Immune

tem

in immune sys

CD3D expresses

/data/ortholog/839.shtml

JP

//coxpresdb.hgc

http



Contents of COXPRESdDb

e Gene list

& * - coexpression | Entrez
MR* |COR symbol function detail ——
zinc finger protein 36,
0|+ ZFP36 C3H type, homolog 7538
(mouse)
v-fos FBJ murine
1 |0 1.0 | 077 FOS osteosarcoma viral [detail] 2353
oncogene homolog
2 || 1.4 | 0.76 JUNB jun B proto-oncogene [detail] 3726
3 || 1.7 | 076 DUSP1 dual specificity [detail] 1843
phosphatase 1
4 || 3.2 | 0.62 KLF6 Kruppel-like factor 6 [detail] 1316
5 || 33 | 061 | GADD4sp |9roWeharrestand DNA- [detail] 4616
damage-inducible, beta
6 | | 3.5 | 0.73 FOSB F_BJ murine osteosarcoma [detail) 2354
viral oncogene homolog B
7 |0 37 | 060 PBEF1 pre—B—c_eII colony [detall] 10135
enhancing factor 1
8 || 3.7 | 066 AXUD1 | AXINT up-regulated 1 [detail] 64651
9 || 3.9 | 0.59 KLF2 KruppeHlike factor 2 [detail) 10365
(lung)
nuclear receptor
10 || 3.9 | 0.68 NR4AT subfamily 4, group A, [detail] 3164
member 1
11 || 4.0 | 065 ATF3 activating transcription [detail) 467
factor 3
12 4.0 | 0.59 BTG2 BTG family, member 2 [detail] 7832

Kruppel-like factor 4

e Gene network

CEBPD

OFor a locus
OFor a set of genes
OFor huge network



http://coxpresdb.jp

e 0o COXPRESdb: Home
— T
version 3.3 () symbol search (e.g. DHCR) i
[ Jcase sensitive

COXPRESdb; co-expressed gene database

(last update) 2009.07.25

Search

Tool NetworkDrawer = T
Browse HCluster
Help CoexViewer search box next to the title logo has been renewed.
Publication ExViewer xViewer was renewed. [Tool > CoexViewer]
Download GOPathDrawer & ol to draw hierarchical structures of Gene Ontology terms was made available.

— orewer)
Statistics [2009.05.20] A tool to obtain tissue-specific expression data for human was made available.
Log [Tool > TissueDataExtractor]

[more]

« Version numbering (200s.10.31)

COXPERSdb has two types of versions: version for COXPRESdb and version for coexpression



"NetworkDrawer'" in Tool tab

e 0o COXPRESdb: Tool
i
. |
db ( Quick Search ) }
l
version 3.3 [ symbol search (e.g. DHCR) :
| Jcase sensitive "
COXPRESdDb; co-expressed gene database
(last update) 2009.07.25
Home ool:
Search
Tool « <NetworkDrawer>
Browse Drawing coexpressed gene network in query genes.
Help
Publication (submit) (‘example ) o This form draws coexpressed gene network in query genes.
Download o Input Entrez Gene IDs.
s The example is 10 genes related to steroid biosynthetic process
Statistics m °
S8 (G0:0006694)
Log
Functions
(1) Preparing X -
information files | (2) Drawing coexpressed EYLLA) co.expressed v
far natuwnrlk nana natwnrk gene IlSt




NetworkDrawer

Cholesterol
synthesis

Steroid hormone
synthesis

KEGG map

(multiple genes)

KEGG ID Title #genes

hsa00100 |Biosynthesis of steroids 7 [ ]

hsa00140 |C21-Steroid hormone metabolism

Protein Kinase

hsa04910 Insulin signaling pathway

hsa04920 |Adipocytokine signaling pathway

~n S w w
o990

Complex

hsa00900 | Terpenoid biosynthesis




"HCluster" in Tool tab

e 0o COXPRESdb: Tool
M
I |
db ( Quick Search ) }
l
version 3.3 () symbol search (e.g. DHCR) :
|_lcase sensitive "
COXPRESdDb; co-expressed gene database
(last update) 2009.07.25
Home
Search
Tool NetworkDrawer [ ps
Browse HCluster pressed gene network in query genes.
Help CoexViewer
Publication ExViewer o This form draws coexpressed gene network in query genes.
Download GOPathDrawer m o Input Entrez Gene IDs.
s The example is 10 genes related to steroid biosynthetic process
Statistics °
— (G0:0006694)
Log
Functions
(1) Preparing X -
information files | (2) Drawing coexpressed EYLLA) co.expressed v
far natuwnrlk nana natwnrk gene list




"HCluster" in Tool tab

(S NON$) COXPRESdb: Tool

« <HCluster>
Hierarchical clustering for query genes

(‘submit ) (example ) o This form performs hierarchical clustering for query genes.
E] o Input Entrez Gene IDs.

-

v

® Single linkage method
O Averaged linkage method
O Ward method

« <CoexViewer>
Coexpression viewer

(‘submit ) ("example ) o This form returns scatter plot of coexpression between two
genel: genes.

' ' o Input two Entrez Gene IDs.

gene2:

J:\l‘ I:l\llll\'\

—— )



OO0 ... Meo‘chcldusenngATIEDN .
Hierarchical clustering for user-defined genes

Clustering method: Averaged linkage

MR distance (log10(MR)), average COR distance (1 - r), average

| o 1

Al

holust (°, “average”) holust (7, "avenge”)



"EdgeAnnotation"” in Search tab

e 0o COXPRESdb: Search

COXRPRESD —

version 3.3

~1 symbol search (e.g. DH(

| case sensitive

COXPRESdb; co-expressed gene database

Home

(last update) 2009.07
Search GeneTable

Tool EdgeAnnotation
Browse

LUESIEE S e s dfunction table

Help BLAST
Publication PPlsearch Coabrie) (i) o These forms simply add information about gene
u it ) X . . .
Download ' — : ' function and predicted subcellular localization for
Statistics query genes.
Log SPhaced B0 A0 Aot Pave affy data
species  symbol” function” Entrez Gene D
Hsa MEDE mediator complex subunt 6 10001
My 0og3  oogemesin 3 2

Mo AAGT73240 exprossed sequence AAG7 3240
My Lakrap!  low density lipoprotein receplor adaplor protein )




"EdgeAnnotation"” in Search tab

00 result
Query genes M
symbol function |Entrez Gene ID
CYP17A1 |cytochrome P450, family 17, subfamily A, polypeptide 1 1586
CYP21A2|cytochrome P450, family 21, subfamily A, polypeptide 2 1589
DHCR7 |7-dehydrocholesterol reductase 1717
DHCR24 |24-dehydrocholesterol reductase 1718
CYBSR3 [cytochrome b5 reductase 3 1727
HSD3B2 |hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 2 3284
LSS |lanosterol synthase (2,3-oxidosqualene-lanosterol cyclase) 4047
PRKAG2 |protein kinase, AMP-activated, gamma 2 non-catalytic subunit 51422
PRKAAZ2 |protein kinase, AMP-activated, alpha 2 catalytic subunit 5563
SC4MOL [sterol-C4-methyl oxidase-like 6307 -
Coexpression degree of all inter-connected query pairs
genel gene2 MR | Cor [coexPression Reported| Conserved
symbol |Entrez Gene ID| symbol |Entrez Gene ID detail coexpression
CYP17A1 1586 HSD3B2 3284 1.4/ 0.67 detail Hsa,Mmu
DHCR7 1717 SC4MOL 6307 2.5| 0.55 detail Hsa,Mmu
CYP17A1 1586 CYP21A2 1589 3.2| 0.48 detail
DHCR24 1718 SC4MOL 6307 3.9/ 0.49 detail
CYP21A2 1589 HSD3B2 3284 4.6| 0.47 detail
DHCR7 1717 DHCR24 1718 4.7| 0.48 detail Rno,Hsa
DHCR7 1717 LSS 4047 24.8| 0.41 detail
CYBSR3 1727 LSS 4047 46.2| 0.44 detail
LSS 4047 SC4MOL 6307 54.5| 0.37 detail
DHCR24 1718 LSS 4047 65.6| 0.34 detail
DHCR7 1717 CYBSR3 1727 1277.9| 0.26 detail a
CYP17A1 1586 PRKAG2 51422 2100.9] 0.22]  detai y

Summary of
query genes

Coexpression
among all pairs
of query genes



Example to use "EdgeAnnotation”

¢ Grouping of enzymes
O3 Vicinanza et al. (2008) EMBO J

e Phosphatases, Kinases to regulate Pl system
e They used weaker threshold (PCC > 0.4).




COXPRESdb analyses for a set of genes

/ A 4

Query genes

NetworkDrawer

=~

HCluster

EdgeAnnotation

nnnnn
g 2 8 3 2 P 2
& @ 2 = =
= E o a < = =

222222222
6.0 0.76 deta
930.72  cet

Cct3

o
g

I

(1) Searching new targets for a gene of interest

nAct(1)

MACt(1)

(2) Inferring relationships among cellular processes.
(3) Identifying biological function of paralogs.
(4) Grouping of genes after large-scale experiments.



Summary of tools in COXPRESdb

[ Top page — Search [ Top page — Tool
+ GeneTable + NetworkDrawer
+ EdgeAnnotation + HCluster
+ TissueDataExtractor + CoexViewer
+ BLAST + ExViewer

4+ PPlsearch + GOPathDrawer



Summary of COXPRESdb

COXPRESdb provides gene coexpression as
the main content.

Single query gene A set of query genes

a e o o
g H 8 g
B ] g & 3
2 2 8 g £

- - n coexpression | Entrez
MR™ | COR symbol function il —
zinc finger protein 36, Coexpression degree of all inter-connected query pairs
0 |™ ZFP36 C3H type, homolog 7538 genel gene2 ep: Cor d
(mouse) symbol Entrez Gene ID symbol Entrez Gene ID MRCor T il PPl coexpression
v-fos FBJ murine Cct3 2 2.80.78
10| 10 | 077 FOS osteosarcoma viral [detail] 2353 Cet2 2.80.79 sat Ath Mmu
oncogene homolog Cct2 12461 12462 6.0 0.76
2 |0] 1.4 | 076 JUNB jun B proto-oncogene [detail] 3726 Cet2 2468 93072
3 |a| 17 | 076 | DUSPI ;:z;ﬁigg? [detail] 1843 Cet3 12468 109 0.70
Cets 17.6 0.68
4 [0] 32 | 082 KLF6 Kruppel-like factor 6 [detail] 1316 Cet2z Ywhab 112.3 0.52 deta ntACt(1)
5 | 0| 3.3 | 061 | GADD45B 3;%:‘:;3?;112 [:::}; [detail] 1616 Cet? 1067.4 0.35
’ CctS 1124.0 0.35 ntACt(1)
- J R rren FBJ murine osteosarcoma e e cet3 s 1190.9 0.36 = T

LAMB3

LAMC2





