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1. About BrainTx project

The Brain Transcriptome Database (BrainTx) project aims
to create an integrated platform to visualize and analyze
our original transcriptome data and publicly accessible
transcriptome data related to the genetics that underlie the
development, function, and dysfunction stages and states
of the brain. BrainTx was developed from the Cerebellar
Development Transcriptome Database (CDT-DB).

The BrainTx project is supported by Research Society for
Neurolnformatics and NeuroTechnology (NINT), the ex-
Neuroinformatics Unit, Integrative Computational Brain Science
Collaboration Center, RIKEN Center for Brain Science (NIU,
ICBSCC, RIKEN CBS) (formerly Neuroinformatics Japan Center,
RIKEN Brain Science Institute; NIJC, RIKEN BSI) that is the Japan
Node of the International Neuroinformatics Coordinating Facility
(INCF), JST, JSPS and MEXT.

Detailed information

Please see “About” of tab menu for experimental data registered in
the BrainTx.

Please see "Help" of tab menu for how to use the BrainTx.

Necessary conditions for using the BrainTx
BrainTx can be used with Web browsers.

Windows:
Windows 7/8/8.1/10: Google Chrome, Internet Explorer 7-11,
Microsoft Edge, Firefox 59 or higher
Macintosh:
Mac OSX 10.4 or higher: Google Chrome, Safari 11 or higher,
Firefox 59 or higher

Copyright (C) BrainTx by BrainTx platform committee is licensed under CC BY-SA 4.0.
All rights reserved.
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“Quick Search” tabs

| 2.BrainTx search

Top page

‘ Bram Transcrlptome Database (BramTy)
- ptnme Daubne CDT-DB)

(formerlv Cerebellar Devdop

About "‘"“"““‘ Gene Ontology |Gene Category My List

The Brain Transcriptome Database (BrainTx) project aims w .
integrated platiorm to visualize and analyze our original ranscriplome
data and publicly accessible transcriplome data related 1o the genetics
that underlie the development, function, and dysfunction stages and
states of the brain. BrainTx was developed from the Cerebeliar
Development Transcriptome Database (CDT-DB). Information about CDT-
DB can be downloaded using the "Download” option in the menu bar.

ISH Atlss | Documents Help

Contact

Keyword / Gene

Gene Name & Keyword Search

Compound search, use "AND" or "OR” between words

Advanced Search
Search for the genes with
spatiotemporal gene
expression profies of brain
structures and regions, elc
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2. Brain distribution search
3. Brain specificity search

September 29, 2020

1SH images were added

July 28, 2020

1SH images were added

May 26, 2020

ISH images were added

April 1, 2020

BrainTx ver5 5 was released

more.

Contents

+ What's New?

1) Brain Transcriptome informatics

Experimental data Spatio-temporal gene expression profile

information

Experimental information can be downioaded il
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Neuroinformatics

Coordinating Facility

Click a
“Advanced
Search” tab or
the square
below

to open the
“Advanced

Search page”
(next page)

- Temporal information: developmental time series gene expression patterns
(GeneChip, RT-PCR, custom array data)

- Spatial information: cellular/layer gene expression patterns
(in situ hybridization brain histochemistry data)

- Brain distribution information: brain regional expression patterns
(in situ hybridization brain histochemistry data)

- Brain specificity information: tissue distribution expression patterns
(GeneChip, RT-PCR data)

- Gene category information: gene ontology and functional classification

- Relevant bioinformatics information: Hyperlinks to >30 websites » portal function

Number of the registered transcripts - about 46,000 transcripts (as of 2020.4.1)

/Ouick search menu \

“Quick Search” on Top page
Select a search item
by clicking “tab”

- Keyword/Gene tab
- Brain distribution tab
- Brain specificity tab

N /

ﬂdvanced search menu
Gene Expression Search Menu

containing “Brain subregional search”

\

(See next page)

Gene Search

- Gene Name & Keyword Search
- Gene ID Search

Expression Data Search

- Spatial expression search

- Temporal expression search

- Expression peak stage search

- Brain distribution search
\- Brain specificity search

/
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Advanced
Search page

Advanced Search page
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(formerly Cerebellar Development Transcriptome Database, CDT-DB)
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@ Gene Search
Gene Name | RS Gene ID Search
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[

|[Search][ Clear

Compound search, use "AND" or "OR" between words

l

Gene ID
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"Expression Data Search" or
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@ Expression Data Search (Search for genes with particular expression patterns)
E . | | Bra‘}n distribution (select brain region)
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interface Brain
distribution
Click on the appropriate icon or term to access expret|
(Multiple selections are acceptable: e.g., PC + UP + Brain-specific)
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"Combined search" between "Gene Search" and "Expression Data Search"

W Brain specificity (select tissue distribution pattern)
Yourselecton: [ ]

Brain dominant

Ubiquitous
(high level)

(low leve!)

"‘mBralr:hymus
@& TE:

) ' .
Brain specificity
(Tissue distribution)

Two modes of Target genes:

1. All genes: Search from all genes registered in BrainTx.
2. Differentially expressed genes: Search from the genes differentially

expressed during development in “All genes”.

“Detailed search”
Gene name & Keyword search

Enter gene name & symbol, protein structure & function, GO term (biological

process, cellular component, molecular function)
Gene ID search

Enter NCBI Gene ID or CD ID (BrainTx ID)
Brain distribution search (Spatial data search)

Click the abbreviations of the brain regions at P7 or P21
Brain specificity search (Tissue distribution search)

Click the symbol icon on the tissue distribution diagram (brain specific, brain

\ dominant, ubiquitous)

~
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Advanced
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Two datasets:
1. All genes: Search from all genes registered in BrainTx.
2. Differentially expressed genes: Search from the genes differentially
expressed during cerebellar development in “All genes”.

“‘Detailed search”
Gene name & Keyword search
Enter gene name & symbol, protein structure & function, GO term (biological
process, cellular component, molecular function)
Gene ID search
Enter NCBI Gene ID or CD ID (BrainTx ID)
Cell/Layer-type search (Spatial data search)
Click the abbreviations on the cerebellar cortex neurons or the layered structures
at P7 or P21

Brain distribution search (Spatial data search)

Click the abbreviations of the brain regions at P7 or P21

Temporal expression pattern search (Temporal data search in cerebellum)
Click the symbol icon on the expression pattern diagram (down, up, up-and-down,
constant, pending) in cerebellum

Expression peak stage search (Temporal data search in cerebellum)
Click the symbol icon on the expression peak stage diagram (Owk,1wk, 2wks,
3wks, 8wk (adult) ) in cerebellum

Brain specificity search (Tissue distribution search)
Click the symbol icon on the tissue distribution diagram (brain specific, brain
dominant, ubiquitous)
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Click on the appropriate icon or term to access

SearchliResed

expression
(Multiple selections are acceptable: e.g., PC + UP + Brain-specific)

data

1. All genes: Search from all genes registered in BrainTx.

/ Gene name & Keyword search

“Detailed search”

o

dominant, ubiquitous)

Enter gene name & symbol, protein structure & function, GO term (biological

process, cellular component, molecular function)
Gene ID search

Enter NCBI Gene ID or CD ID (BrainTx ID)
Subregion/Cell-type search (Spatial data search)

Click the abbreviations on the hippocampal subregions or neurons at P7 or P21

Brain distribution search (Spatial data search)

Click the abbreviations of the brain regions at P7 or P21
Brain specificity search (Tissue distribution search)
Click the symbol icon on the tissue distribution diagram (brain specific, brain/

~




» 3. Database search results

O

n Transcriptome Database (Bra/mTx)
(formerly Cerebellar Development Transcriptome Database, CDT-DB)

Home About Ag;g?(c'e‘.'d Gene Ontology |Gene Category My List ISH Atlas Documents Help Contact

Search Results Search result page

Brain Region : Cerebellum
Target Genes : All genes
Input Search Terms : GC/P21

Item 1-20 of 1508 Page 76 Next > Last [ Show
é (5 ) (6 8
dd To MyList] [Check All [Uncheck Al Sort by - t 3 [ print version )

Result Download . q GeneChip Graph @@
Solect fle stza [Normal size V| [Download| Show Graph CDT array Gra h@

CDID Gene ~ : :
Accession No. Symbol Gene Name Gene Info Links Temporal Spatial Tissue Category
% . CD00003 @ sno, strawberry notch homolog 1 e ~ a “
T Nm 001081203@3"“01 (Drosophila) 1 é @) | MBS
_ CD00005 . ST3 alpha-N-acetyl-neuraminide ° | N 2 &
[ NM 013666 AR alpha-2, 3-sialyltransferase 5 1 ‘ C'? ® | =R

1) Search target & queries; 2) Select pages; 3) Change number of genes displayed in a page; 4) Add
checked genes to your list “My List”; 5) Check all genes; 6) Cancel all check; 7) Select download file
size; 8) Sort by selected items and orders; 9) Print version; 10) Draw GeneChip graph; 11) Draw CDT
array graph; 12) Check box; 13) Access to “Gene information” page; 14) Access to NCBI-Nucleotide
website; 15) “Link” to other databases (see below); 16) Access to “Temporal info”; 17) Access to
“Spatial info”; 18) Access to “Tissue info”; 19) Access to “Gene Category info”

Browsing and instruction of the search result page

Display and sort of the gene data column (2,3,8)
Search result page displays a list of hit genes. The gene list can be sorted by choosing the pull-down
menus (CD ID, gene symbol, temporal, spatial, tissue and category). Number of genes displayed in a
page can be changed.

Create “My List” (4,5,6,12)
Choose the genes of your interest and check the box. Then click “Add To MyList” button, it creates “My
List” with a gene list the user selected (see, 4. “My List” page).

Download and print (7,9)
Select download file size (small or normal) and click “Download” button. Print version of the result page
can be selected by clicking “Print version” button.

Gene information access (13,14)
Access to gene information page of the BrainTx or the NCBI-Nucleotide website.

“Links” to other databases (15)
Access to corresponding gene pages of NCBI-Gene, MGI, GEO, Allen Brain Atlas, GenePaint, ViBrism,
BrainStars, BioGPS, Mouse Phenotype Database and RIKEN MetaDatabase.

Access to the expression data information (16,17,18,19)
To open expression data pages, click icons “Temporal”, “Spatial’, “Tissue”, “Category”.

‘My Graph” - Create and analyze temporal expression profile graph (10,11)
Click “GeneChip Graph” and “CDT array Graph” button to automatically create an expression graph of
hit genes, “My Graph”. Expression patterns can be analyzed.




BrainTx v5.5

ﬂ\ B“‘“"«If&').f%!f&iﬁ?&&?}ﬂ&??&ﬁﬁﬁﬁ,’.ﬁ‘fffa’umﬁ,cma, Search Results
T . Se arch result age
oo Moy Hit gene list pag
Item 1- 20 of 1508 Page[1_|me  Next[> Last [ Show ; B
i Gl il sonry (00— CCliCKk e | Click icon to open each
" St e Mo e ) osntad v 50 € expression information page
ﬁ?cgsm o g;::)ol Gene Name Leneln(o Links Temporal Spatial Tissue Calegor!
Ch: %81203 Sonof sn?(;ssér:rm:erry notch homolog 1 i é /'®\ P ’Q . . . .
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(3 530%%205 Dgke diacylglycerol kinase, epsilon i 69 w | . ’Q
Links icon
Gene Info  Links T | Spatial Ti Cat I : :
i e el i s B Spatial information icon
mouseover Lmks\ icon to open “Link launcher
° 7 a ‘
1 69 ® - MRS mouseover “Spatial” icon to open
“Links” icon “dropdown menu of CD ID plus sub IDs”
: re) Van n P |
1 | &
= MG!
= - M ( '
l NCBI Gene MGI -Q
\”
Allen BrEln fﬁ l<3e n C CDOOO14-4
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Y -
1 i |
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1 TS click “CD ID plus sub ID” to

open “Spatial information page
Links to NCBI-Gene, MGI, GEO, (ISH brain image page)”

Allen Brain Atlas, GenePaint,

ViBrism, BrainStars, BIioGPS,

Mouse Phenotype Database and « Links to other bioinformatics sites
RIKEN MetaDatabase
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(formerly Cerebellar Development Transcriptome Database, CDT-DB)

4. Gene information and hyperlinks

Gene information page

i | Gene information NIgnl (neuroligin 1)

CDID
Gene Symbol

Gene Name
Alternative name(s)

Accession ID

Gene Category

Gene Ontology

Temporal expression

Spatial expression

Brain distribution

(characteristic site)

Brain specificity

Experimental data

References

Literature

CDO0043 Gene ID in BrainTx
Nign1

Gene symbol & Gene name
neuroligin 1
neuroligin 1; neuroligin-1 Altern at|ve
6330415N05Rik, BB179718, NL1, mKIAA1070 gene names

NM_001163387 , NM_138666 Access|on |D

Cell adhesion and recognition-related genes
Neurite growth and synapse formation-related genes

Gene category name

biological_process

alpha-amino-3-hydroxy-5-methyl-4-isoxazole propionate receptor clustering , calcium-dependent cell-
cell adhesion , cell adhesion , establishment of protein localization , heterophili |-

[Show All]
cellular_component Gene 0nt0|Ogy te rms

cell junction , cell surface , dendrite , excitatory synapse , integral to membrane ... [Show All]
molecular_function

cell adhesion molecule binding , neurexin family protein binding , protein dimerization activity , receptor
activity

Cerebellum Temporal expression information
C€D00043.1 €D00043.2 (developmental time series)
almost constant regulation  almost constant regulation

Cerebellum M
€D00043.1

P7 : Purkinje cell, granule cell} inner external germinal layer, internal granular layer, outer
external germinal layer
P21 : Purkinje cell, Purkinje cqll layer, basket cell, internal granular layer, stellate cell

Hippocampus
CD00043.1
P7 : CA1, CA2, CA3, dentate gyrus

P21 : CA1, CA2, CA3, dentatd gyrus

Spatial expression information
(region, subregion, cell, layer)

CD00043.1
P7 : basal ganglia, cerebellum, cerebral cortex, hippocampus, hypothalamus, olfactory bulb, pons,
tectum, tegmentum, thalamus
P21 : basal ganglia, cerebellum, [cerebral cortex, hippocampus, hypothalamus, olfactory bulb,
pons, tectum, tegmentum, tha_@ hus

Brain specificity information

CD00043.1 CD00043.2
P21 : Brain specific  Ubiquitous (tissue distribution)
r~ = Link icon to each
@ - # | ipformation page
Temporal Spatial Tissue Category

(PubMed IDs searched for cerebellar development, etc. and cited in NCBI Nucleotide)

] 14769026 Structural characterization of recombinant soluble rat neuroligin 1: mapping of secondary
structure and glycosylation by mass spectrometry.

) 14522992 Characterization of the interaction of a recombinant soluble neuroligin-1 with neurexin-
1beta.

[l 7736595 Neuroligin 1: a splice site-specific ligand for beta-neurexins.

[l 21267068 A high-resolution anatomical atlas of the transcriptome in the mouse embryo

(PUd M ed | D) ) 20534458 Essential cooperation of N-cadherin and neuroligin-1 in the transsynaptic control of

vesicle accumulation

Show all (13)_references (detailed information)

(containing experimental data)
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Gene Info

Hyperlinks to other
bioinformatics DB sites

Links

General information
NCBI(Entrez)-Gene : 192167
MGI : 2179435
Ensembl : ENSMUSG00000063887
UniGene : Mm.316080
OMIM : 600568
GEO : Nign1
KEGG : Cell adhesion molecules (CAMs) 04514

Genome information

- Harvester

- UCSC Mouse Genome Browser Gateway.

- Perlegen/NIEHS Mouse Genome Browser
Functional genomics - Gene

- GeneNetwork

- Mouse Phenome Database ~ Geno_me

- BioGPS - Protein

- STRING - Cell function
RIKEN databases - Pathway

- RIKEN MetaDatabase - Neural system

- FANTOM .

- BioResource h IS_H sites
ex-INCF Japan Node databas;stherature

- ViBrism

- Cerebellar Platform
- Mouse Phenotype Database

Nervous system
- BrainStars
- SynDB
- Mouse Neuronal Expression Database
- Molecular Brain Mouse Brain Transcriptome

Reference information
- GoPubMed
-HOP
- PubMed

Cellular expression (ISH) information
- Allen Brain Atlas
- GenePaint
-BGEM

Probe

CD00043.1
CDT EST : BP426298
Affymetrix : 1437160_at (MG 430 2.0 Array)
CD00043.2
CDTEST:
Affymetrix : 1421648 _at (MG 430 2.0 Array)

Probe information
(CDTEST &
Affymetrix GeneChip)




Hyperlinks on gene information page

General information
NCBI-Gene; NCBI Nucleotide; UniGene; OMIM: GEO: MGI;
Ensembl; KEGG; Gene Ontology

Genome information
Harvester; UCSC Mouse Genome Browser Gateway;
Perlegen/NIEHS Mouse Genome Browser

Functional genomics
GeneNetwork; Mouse Phenome Database; BioGPS; STRING

RIKEN databases
RIKEN MetaDatabase; FANTOM: BioResource

ex-INCF Japan Node (NIU) databases
ViBrism; Cerebellar Platform; Mouse Phenotype Database

Nervous system
BrainStars; SynDB; Mouse Neuronal Expression Database;
Molecular Brain Mouse Brain Transcriptome

Reference information
GoPubMed; iIHOP; PubMed

Cellular expression (ISH) information
Allen Brain Atlas; GenePaint; BGEM

Probe information
GenBank; Affymetrix

*We gratefully appreciate these databases*

BrainTx also functions as a portal site for the relevant bioinformatics
websites.

The BrainTx includes easy links to relevant bioinformatics database sites.
Thus, one can easily access additional information about BrainTx genes
through these hyperlinks.
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5. Temporal expression data search

-~ - Temporal information page

emporal information -
) Tempen ot BrainTx v5.5
351052153%45 E::;SV::TICP;V:Z C57BL/BJ , MA: ICR i ,®\ o~ -~ -ﬁ Tem po ral I nfo

smwems .  Temporal expression Developmental time series
—<pattern-of this-gene . . .
‘ %{pressmn upregu\anowb | eXpreSSIOn Informatlon
- RT-PCR Three different experiment data

12345678Ge| Image

eryrey ew Example:
Experimental condition 2/ Fo

5 primer CGCTGGAGACAAGGATGG | 3 P3 EXperimental

3-primer cceacaeecaTacacear | 1T Cond|t|0n PV al b (p arval b u l I I I n)
5 P12
Denaty 9% °C 30 & ”
enature = 5 up-regulated
Temperature & Time  Renature | 60 °C 30 sec | ;7 pyy
Extension 72 °C 30 sec | g
Cyele o » Choose a suitable
scale of the Y-axis Choose a suitable
GeneChi p l/ scale of the Y-axis
Aax signal value (Select Y-axis range): 10000 v H C DT ar ray
100 . 810000 | value (Select Y-axis range): |25 v
L]
¥ 80 8000 100 . 25
s 5 o o .
L 6000 S ¥ 80 20
E ] :
Graph % 40 4000 L%’ E 80 15 §
£ T
E 20 2000 Graph % 40 1.0 Lfnﬂ
. & .
0lm 0 ® 20 M 0.5
E18 F7 Fi4 P21 F56 .
Stage
0 []
E18 PO P3 P7 P12 P15 P21 (1]
Siage
Signal intensil
: E18 | P7T | P14 | P21 | P56 | Peak
Numerical |Re|ativeva\ue(%)} 20 } 140 } 91.1 I 100.0 } 995 ‘ 21 i Signal intensity
Signal value | 10537 | 742.03 | 4815.07 | 5286.07 | 5260.63 H E18 | PO | P3 [ P7 | P12| P15] P21 | P56 | Peak |
data l x Erime‘m‘ ::on‘dihc ‘ l ‘ Numerical }Relaliveva\ue(%)}158}14.2!190}31.0}904 9031000906
Experimental conditic i
Chlp e s T e data | Signalvalue | 0.19(0.17|023 038 1.10 103 1.21 | 1.10]
A ) Array Info. MG 430 2.0 Aray
information Signal range Max | 9176.00 | Min| 010 E condition

[ Signalrange | Max| 19.15 [Min| 000 |

Developmental time series gene expression data search

RT-PCR experiment data
It provides the electrophoresis gel images with eight stages on E18, PO, P3, P7, P12, P15,
P21 and P56. Also, the primer sequences and the experimental condition are stated.

GeneChip experiment data
It provides the graph and the table data (the relative and the absolute signal values) of the
five stages on E18, P7, P14, P21 and P56, obtained by the Affymetrix GeneChip analysis.
The probe information and the supplementary information are hyperlinked to a webpage of
the Affymetrix probe information page.

Custom CDT array experiment data
Custom CDT array is the microarray which consists of approximately 2000 of the cerebellar
development-related genes (identified by fluorescent differential display analyses) spotted
on the glass plates. It provides the graph and the table data (the relative and the absolute
signal values) of eight stages on E18, PO, P3, P7, P12, P15, P21 and P56.
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6. Spatial cellular expression data search

— : BrainTx v5.5
Spatial information page Spatial Info

‘ Brain Transcriptome Database (BranTx)

(formerly Cerebellar Development Transcriptome Database, CDT-DB)

< Spatialinformation | Spatial expression data information e

Gene Symbol : Pvalb ‘ N (AN] v =y
CD01266 s s [ 2 =

Gene Name : parvalbumin | <5 [ [T
NM 13845 Gtrain : ICR 1D

A\N
~ mouse strain analyzed

Current data: CD01266.
Other data links: EX: Pval b

@ msunpidzaten |SH prain histochemistry

P7 P21
e
SR

Click to open a “Detailed viewer” window Click to open a “Detailed viewer” window

Extra Data
P7/Cerebellum P7/Thalamus P21/ Cerebellum

%
&) QDS
e > RV

~ e

ISH histochemistry of sagittal brain sections at P7 and P21 are compiled.
Click a brain image at P7 or P21 to open a “Detailed viewer (BrainTx
Brain Viewer)” window (see next page).

Extra Data: Extra ISH images are provided if characteristic ISH patterns
appear in brain regions. Click an image to open a new window containing

a magnified image.
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Detailed viewer (BrainTx Brain Viewer) BrainTx v5.5

Image viewer

| Spatial information (Detailed view) [i=2SllPVvalb

CD01266
il (CD01266.1)
|mage control Gene Symbol Pvalb
Tool bar I — Image mode
| Image mode
Direction of «A‘ s Colgr
movement ¥ = | mode
R 1 °
. w  Grayscale
Magnification ~  mode
slide bar -

Inverted
mode

‘ _ -

PRI, R s Position
Loupe icon @ ‘,,"::--\ ORI
Hand tool = &% s
|
Tool bar on the left is used to operate a brain image in a ITInm_I\
view window: move up/down and left/right, magnify by —
moving the slider bar or by using the loupe icon (+/-, Scale bar: Scale bar of magnified
magnification/reduction), move by hand icon. brain images is indicated.
) . <"/ Spatial information (Detailed view) /IQ” lflﬂd |
Analysis of expression T vani:ikikkd Hnage
(CD01266.1)
at Ce” Ievels Gene Symbol Pvalb 5
Stage P21

Image mode

Pvalb

is observed in
“SC, stellate cell”
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Move & display magnified views R
of various brain areas g
move the area to left . B —
" Spatial information (Detailed view) \? | 5y :”‘; @ I:I Move
G %&1) T ® " to left
Gene Symbol Pvalb é T -
. Stage P2 §<) AR 3 R M
Hippocampal area g 4 ol
(1)-4- [
: O m |
@ 4, Poéqy‘t‘lo: : i
Q R I:l -1"»\ Qj Ig ..‘
(2) V] . AR o
o "

Close

Cereb

Display area: A frame is the brain area showing
in a view window, and can freely be moved by
clicking (movement direction, (1)) or dragging

(hand icon, (2)).

1. Color mode

*| Spatial information (Detailed view)

CD01266

CDID

0w 00+

(CD01266.1)
stage P21 — E} Pval b (p arval b um I n)
«g}s.. Expression in h/p;”)ocampal
. inhibitory neuron
% 3 ¥ Display
_ Bl A area Image mode

;’D e PosmV

o ) i . .

7 : = Image mode: A display image can be chosen

from three modes:
250 1. Color, 2. Grayscale and 3. Inverted modes.

| Spatial information (Detailed vie

2. Grayscale mode

() (CD01266.1)
Gene Symbol Pvaib
Stage P21
Image mode
% ! I:' t}
Jc) e Position
<) O
-
—_
250 pm
Close

14

| Spatial information (Detailed view)

3. Inverted mode

Lzl (CD01266.1)
Gene Symbol Pvalb
Stage P21
Image mode
@ Position
Q O @&y

250 pm



.| 7. Tissue distribution expression data search

| i ormaton (wain epecteiyy  MIOUSE strain information BrainTx v5.5
AICR or C57BL/6J). Tissue Info
SDO%  Deccrmon: panvabumin i @ [ (= @

$train : RT: ICR , GC: C57BL/GJ

Tissue information page

Curent dat: 001265 1 Tissue distribution
Other data links: CD01266.3 ‘gattern Of thls gene
‘ ( Expression : Brain dommam) ‘ TISSue dIStrIbutlon
2] rpor (esue deouton | expression information
. 12345678 annl RT_PCR
Gel image « -
Experimental condition 1 Brain
i R RT-PCR and GeneChip analyses
i 5-primer CGCTGGAGACAAGGATGG | 4 pean H H H
EXperimental  smme  ccoocccasciconr 5 i of eight different tissues
iti Denature 95 °C | 30 sec 6 Spleen
condition Temperale  penatre 60 °C | 30 sec | [ Kidney
8 Testis .
Extension 72 °C | 30 sec ! Choose a suitable
et ” scale of the Y-axis
4 |
GeneChip -
IMax signal value (Select Y-axis rangey G e n eCh I p
lP7 M P21
? 100 o9 ‘““”g Br  Brain
Y 500 - Th Thymus
; o w00 I Lu  Lung
Ly |
% 20 Lg . . 200 g, Sp Spleen Example-
¢ o o . s . e b g e L ® Ki  Kidney
T m 1e] Tews Pvalb (parvalbumin)
Signal intensity “brain dominant”
Br [ Th [ Lu [ He | Li [Sp [ Ki [ Te
. elative value e 1000 | 254 66 | 135 71 | 93 | 228 | 75
Numerlcal e t(%J ‘ pZ: ®| 1000 | 17 | 28 | 08 | 03 | 05| 89 | 06
) P7 © | 170.15 | 43.18| 11.26 | 22.97 | 12.08 | 15.85 | 38.89 | 12.80
data Sianal value | o 192060 | 31.99 | 53.71| 15.00| 6.40 | 1051 171.33 | 1249
Ch|p i Affymetrix P:]:chlgmn 1417653 _at
Array Info. MG 430A 2.0 Array
data Signal range Max | 984540 |Min| 0.70

Page Top CDT Search Top

Close

Gene expression patterns in eight different tissues
(brain, thymus, lung, heart, liver, spleen, kidney, and testis)

1. Tissue specific RT-PCR
ol A representative agarose gel banding pattern of RT-PCR analysis to show
brain specificity or dominancy of gene expression among eight different mouse
tissues at either P7 or P21.

2. GeneChip
A graph and table indicate normalized signal and relative values of gene

expression in eight different tissues of P7 and P21 mice (C57BL/6J). The
maximum signal values of right y-axis can be adjustable by selecting from
10000, 5000, 1000, 500 and 100. Experimental conditions, Affymetrix Probe ID,
GeneChip array name and signal range (maximum and minimum values) are
indicated.
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GeneChip graph of tissue-specific expression

ck a box of P21)

P7

GeneChip Check a box of P7 (or unche
S
Max signal value (Select Y-axis range): SE‘D E|
1
! p7l P21
= < .
& ~—-
io100 S00 =~ Br Brain
° 8
L oeol 400 Th Thymus
[ ] -
2 ol a0 Lu Lung
& - He Heart
% 40| 200 3 ) _
I g Li Liver
-1 . . 100 § Sp Spleen
g . - =]
£ o ‘ L ® . * . L2 e 7 Ki | Kidney
Br Th Lu He Li Sp Ki Te Te Testis
Signal intensity
Br Th Lu He Li Sp Ki Te
Relative value| P7 ® | 1000 | 254 | 66 | 135 | 71 | 93 | 229 | 75
(%) pp1® | 1000 | 17 | 28 | 08 | 03 | 05 39 | 06
P7 17015 | 4318 |11.26 | 2297 | 12.08 | 15.85| 3889 | 1280
Signal value
P21 192960 | 31.99 | 53.71 1580 6.40 | 1051 | 17133 1249
Experimental condition
Affymetrix Probe |D 1417653 _at
Array Info MG 430A 2.0 Array
Signal range Max | 984540 [Min| 0.70
GeneGnip Check a box of P21 (or unche
Max signal value (Select Y-axis range): 506 [+]\
\
[0 P7 @ P21 4
: \\ 7
I ~--
s A S00 - Br  Brain
. &
80| 400 Th Thymus
L]
~ B0l 00 - Lu| Lung
& - He Heart
% a0 200 3 ) :
g %J Li  Liver
£ 20f 100 8 Sp  Spleen
g 5
) . ' . . - | oo “ Ki Kidney
Br Th Lu He Li Sp Ki Te Te Testis
Signal intensity
Br Th Lu He Li Sp Ki Te
Relative value| P7 ® | 1000 | 254 | 66 | 135| 7.1 | 93 | 229 | 75
(%) p21®| 1000 17 | 28 08| 03 05 | 89 | 06
P7 17015 | 4318 |11.26 | 2297 | 12.08 | 15.85| 3889 | 1280
Signal value
P21 1929.60 | 31.99 | 53.71 | 15.80| 6.40 | 1051 |171.33 | 1249

Experimental condition

Affymetrix Probe |D

1417653 at

Array Info

MG 430A 2.0 Array

Signal range

Max | 9845.40 [Min| 0.70

ack a box of P7)

P21

To indicate a GeneChip graph of tissue-specific expression at a stage of P7 or

P21, check a box of either P7 or P21 and it will be displayed.
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‘; - 8. Gene Ontology search

Gene search based on BrainTx v5.5
Gene Ontology (GO) terms Gene Ontology search

‘ Brain Transcriptome Database (BramTx)

(formerly Cerebellar Development Transcriptome Database, CDT-DB)

About Ag‘ég?(‘ﬁ" [TLITEETTE Gene Category | My List ISH Atlas | Documents Help Contact

Browse the genes annotated to Gene Ontology (GO) terms

Gene Ontology (GO
How to use (search examples) \

©. GO Tree Browser: select = parent term to display child GO terms (number of annotated genes)

GO terms in light gray color (ex. carbon utilization) contain no annotated genes (in both parent and child terms) so far.

biological_process(6603 genes) " Bi0|ogical pI‘OCGSS
GO term tree: cellular_component(5782 genes)
molecular_function(6968 genes) Cel I u Iar com po n € nt
- Molecular function

. GO Term Search enter query (genes, terms, etc.) to search for genes annotated to particular GO terms

® Gene name/symbol O GO term ( [] exact match)
O NCBI(Entrez) Gene ID O CD ID

Query: | |[ Search ][ Reset |

(e.0., gene, synapse, axon, glomerulus, migration, depolarization, etc.)

Gene Ontology Search:

Gene ontology search can browse the registered genes of BrainTx by
definition terms of the Gene Ontology (GO).

Gene Ontology Consortium
http://www.geneontology.org

The OBO Foundry (The Open Biological and Biomedical Ontology Foundry)
http://www.obofoundry.org

BrainTx (CD) genes can be searched for Gene Ontology (GO) terms.

1. GO Tree Browser (GO hierarchy search)
Click a GO term. CD genes classified into the selected term are shown in
the hierarchical tree of GO (the biological process, cellular component and
molecular function) (see next page)

2. GO Tree Search (GO term search)
CD genes can be searched by gene name/symbol, GO terms, Entrez
(NCBI)-Gene ID, or CD ID. Hit genes are shown in the GO hierarchical
tree, so that a correlation among hit genes is estimated.
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GO Tree Browser (GO hierarchy search)

A GO Tree Browser: select = parent term to display child GO terms (number of annotated genes) |

Zl-biological_process (6603 genes’
biological adhesion
biological regulation
carbohydrate utilization (1 gene)
carbon utilization
| B cell killing
- cell proliferation (157 genes
#- cellular component organization or biogenesis
# cellular process (32 genes’
#-death (9 genes
developmental process (2 genes
I abscission
age-depandent behavioral decline
#" age-dependent general metabolic decline
& aging (22 genes
I anatomical structure arrangement (1 gene
" anatomical structure development (13 genes

=l anatomical structure formation involved in morphogenesis (21 genes

<€

adenohypophysis formation
adrenal cortex formation (1 gene
aerenchyma formation

& angiogenesis (158 genes)

& anterior neural plate formation

Click
GO terms

beak formation
& blastocyst formation (6 genes)

Example:
“cerebellar Purkinje cell differentiation”

includes 9 related genes, registered in
the BrainTx.

to ShOW a & blood microparticle formation
bract formation
hierarchical & cardiac chamber formation (1 gene)
H # cellular bly involved in merphogenesis
tree # cellularization

central nervous system formation
cephalic furrow formation
&l cerebellar cortex formation (1 gene)
" cerebellar granular layer formation

% cerebellar molecular layer formation
=l cerebellar Purkinje cell layer formation
candelabrum cell differentiation

cerebellar Purkinje cell differentigti

& conidium formation

=l biological process (6603 genes)
=] developmental process
=] anatomical structure formation
involved in morphogenesis
=] cerebellar Purkinje cell
layer formation

cerebellar Purkinje cell

differentiation (9 genes)

cerebellum formation (1 gene

B Lhx1

Ex: LIM homeobox protein 1
f

- . CD03293.1 Scale bar = 250 ym
Search Results A list of 9 hit genes P
Brain Region : All ISH
Target Genes : All genes
Input Search Terms : cerebellar Pun(inje cell differentiation P 7
Item 1- 9 0f 9 Page[1 |1 Show g
|Add To MyList] Check Al [Uncheck All Sort by : T+t + [ Print version
= GeneChip Graph
F okect e e Show Grapn SEISCHID Ga0h
e gfr:em Gene Name Genelnfo Links Temporal Spatial Tissue Category
CD01495 ATPase, Ca++ transporting, . N
Ot Nwootosesss  AP22  Gacmamembranes 1| @ @ = -~ 2 \
CD03293.1 Lhx1 \ Sca-la bar = 0.5mm
calcium channel, voitage- Purkln e Ce”
[l SR oomsonse  Cacnata fefenacl HLNpe, 2phai1h i & @ e - R ISH :
e
[t S Lhx1 LIM homeobox protein 1 i & m e e (29 _) _< P21 I'~---‘" et
el B N m
[Ca: ﬁaogg’%w Rora RAR-related orphan receptor alpha i (,9 mw <R | "Q i = _ ~'\! \ \ By
— Gene expréssion information
O Gooo® so0s  Adtobpt  ATPIGTP binding protein 1 i @ m L~ S
bl : \
—_—
2 RS
L enees Abn2  ataxin2 il &
CD10163 ATPase, Cu++ transporting, al . N ««Developmental GeneChi
D-’: NM_ 001109757 Afp7a poly:epﬁd:“ oo l é ® ‘. p Max signal value (Select Y-axis range): [500 V|
106 . <0
O SO e |01 LIM domain binding 1 i & @ |~ g o
§ 0 . 00 §
. 47 %
Ll Ot 8 L5 LIM homeobox protein 5 il & @ | % * o 2
lattleomiat - o0
GO term: cerebellar Purkinje cell differentiation =
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BrainTx v5.5

GO Tree Search (GO term search) Gene Ontology

Select “GO term” search

GO Tree Search: enter guery (genes, terms, etc.) to\search for genes annotated to particular GO terms

0 Gene
Gene Ontology Search: |

...............
.
.

“spine” search result

biological_process
acid secretion (3 genes)

.....
-

name/symbol @ GO term ( [ exact match )

7 Entrez Gene ID © CDID

| [ Reset ]

é':'éyrwon: glomerulus, migration, depolarizafi n, etc.)

Enter a GO term
example: “spine”

Click “Search”

actin cytoskeleton organization (102 genes

actin cytoskeleton reorganization (32 genes)

actin filament bundle assembly (21 genes)

actin filament organization (36 genes)

cellular_component
A band (9 genes)

acetylcholine-gated channel complex (15 genes)

..Show all

Click to show
~ all GO terms

acrosomal vesicle (51 genes)
actin cap (3 genes)

actin cytoskeleton (136 genes)

related to
“Spl'ne”

molecular_function

14-3-3 protein binding (14 genes)

..Show all

A-type (transient outward) potassium channel activity {2 genes)

A2A adenosine receptor binding (2 genes)
acetylcholine binding (13 genes)

acetylcholine receptor activator activity {1 gene)

-..Show all
-

Click each GO term

Gene list page

Gene information & Gene expression data

Number of genes related to “spine” in the BrainTx can be mined.

open and display a gene i
expression data.

By query a GO term, you can mine and display a list of the related GO terms
with number of BrainTx genes related to the terms. Then, click the term to

st page, which provides gene information and gene
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=1 9. Gene category search BrainTx v5.5

Gene Category

‘ BrainfTransgrimmg Databaise (B;Mltha) =
SN— rly Cer Devzicpment | ipt z , CDT-
(formerly Cerebellar _-nen franscriptome Database,

About Ad"a:'(‘ﬁd Gene Ontoogy [eCUAS sl My List ISH Atlas | Documents |  Help | Contact ’\

Seal

Gene category
information

Note: How to display Gene Category graph on your computer.
1. Install the "Java” to your computer (En/Ja).
(The Java installer for Windows and Mac OS can be obtained from the Java web site.)

2 Eg{e(r;rl‘);géexggg?g:fr;c:f;;:f())x users, use a different web browser. CI|Ck “g ra ph” to ShOW tem poral
expression graph of each gene

-8/ Gene Category

Al GeneChip CDT array

Growth factor, hormone, cytokine, and chemokine-
related genes = 2

&
t
S
o

Mitochondrial function-related genes

[
[

The BrainTx genes are

Gene category name (Cerebellum) (Cerebellum) Categ (0] ry
No. No. Display No. Display
Calcium-related genes 34 34 ¢ Cel I C y C I e an d
Carbohydrate, lipid, and ami id i lated . .
genes e . cell proliferation-
Cell ion and recognitit lated genes 78 78 .. @ 12
Cell cycle and cell proliferation-related genes 84 84 {: M r el at ed g enes
.

Cell death-related genes 39 39 = ’ 2 f
Cell marker genes 15 15 [
Cell migration-related genes 14 14 2 Exam p I es
::;z?osome, chromatin, and nuclear protein-related 92 91 e
Cytoskeleton-related genes 95 95 26
DNA replication and DNA metabolism-related genes 40 40 1 Neurotransmitter
Disease-related genes 60 60 4 .
Exo and endocytosis-related genes 62 62 8 r eC e p t 0 r an d | O n
Extracellular matrix-related genes 3 3 2 Cc h ann eI -r el at e d

protei P pi lated genes 41 40 4
Growth and differentiation-related genes 78 78 9 lgrapt] g enes

Myelin-related genes 12 12
Neurite growth and synapse formation-related genes 55 55 el ClUStel"ed based on their
e s ez ([ EEY ) 9 functions and properties.

_____

itter, phin, and neuropepti
related genes ) =

N
=]
N
=]
o
=
)

Gene Category (Gene Functional Cluster)
BrainTx genes are categorized into 34 gene clusters, basically by their
functional properties. Temporal expression profiles (plots of GeneChip
and CDT array data) of genes registered in each gene category can be
displayed graphically by press “graph” button (see next page).

Gene Category — 34 clusters

1. Calcium; 2. Carbohydrate, lipid & amino-acid metabolism; 3. Cell adhesion & recognition;

4. Cell cycle & cell proliferation; 5. Cell death; 6. Cell marker; 7. Cell migration; 8. Chromosome,
chromatin, and nuclear protein; 9. Cytoskeleton; 10. DNA replication & DNA metabolism;

11. Disease; 12. Exo and endocytosis; 13. Extracellular matrix; 14. G-protein coupled receptor;
15. Growth and differentiation; 16. Growth factor, hormone, cytokine, & chemokine;

17. Mitochondrial function; 18. Myelin; 19. Neurite growth & synapse formation;

20. Neurotransmitter receptor & ion channel; 21. Neurotransmitter, neurotrophin, & neuropeptide;
22. Protein kinase; 23. Protein modification & metabolism; 24. Protein phosphatase;

25. Protein transport; 26. RNA-binding protein; 27. Signal transduction; 28. Small GTPase
signaling; 29. Splicing & mRNA processing; 30. Transcription & RNA metabolism;

31. Transcription regulation (transcription factor); 32. Translation; 33. Transporter & pump;

34. Unclassified
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of functional clustered genes

Display the temporal expression patterns

BrainTx v5.5

Gene Category Graph
& analysis tool

Cell cycle and cell proliferation-related genes

Wote : Oy the genes marked by "W oo the Cotegory Gens List page ars displeyed her,
If you have selected category which has over 200 records, it may take few minutes to draw graph

Kexﬂg% search Gene ID search

Home

How to display the graph. |

Search:

Keyword [ Gene | ©CDID  Entrez Gene ID

Graph display mad
-~ Groupi

maximum value

\
’\ © peakstage ( patter type
.

~
~ -
=~ ~Gene-List(8d genes)

@ relative value (%) ( signal value 10000

Check the expression peak or the pattern.

Note : Only the genes marked by
If you have selected category which has over 200 records, it may take few minutes to draw graph.

search:  Searcn | Reset

G

Neurotransmitter receptor and ion channel-related genes

2 1 the Catogory Gene List page aro displayed here

Keyword | GeneD | € CDID @ Entrez Gene ID

s —. Check the-relative or the signal value.

N
’\ @ relative value (%) " signal value | 10000
.
~ -

 peak stage " pattern type

Gene List (62 genes)

Genes: selectcheckbox  SelectAll| Release All

Sortby: " aiphabetical @ COID order: V| A |
Previous Page Next
Peak £18 =
J¥ Cenn - (€D00037) info k|
¥ Pasip1 - (CD00078) info il
¥ Rorm - (CD00346) nfo T
J¥ Ing4 - (CD00624) info
J¥ Roms1: (CD00640) info
J¥ Lgals1: (CD00855) info
¥ Caka  (€D01260) info
¥ Mad2l1op: (CDO1317) info
J¥ Cac23: (CD01806) info
J¥ Cdc16 : (CD02326) info
J¥ 1a1 : (CD02325) info
¥ 143 (CD02402) nfo : 20 14 P2t P56
7 Cakntc: (CD02420) info o ML
!5" Ptpn5 : (CD02421) info & s I T

Click 2 graph line to display gene name

box  Selectall| Release Al

Sortby: C alphabetical © CDID order: V| A |
Previous Page Next

Peak: E18 =2
¥ Grm3 : (CD00420) info
¥ Kend3 - (CD01077) info 2
¥ Grip1: (CD01220) info 4
¥ Clicé : (CD01469) info
7 Trpma : (CDO1827) info
¥ Sen3a - (CD01918) info
¥ Kctd10 - (CD02291) info
¥ Cacnatb: (CDO3117) info
¥ Kenje : (CD03213) info

Peak P7
¥ Cinsta: (CD00219) info
7 Grik2 : (CD00385) info
fonoen: sy = Developmentsl stages
¥ Cacna2d1 : (CD01312) info - e

Check "Gene Info” for genes with multiple GC graph data

Check “Gene Info" for genes with multiple GC graph data

Click 3 graph line to display gene name

Cell cycle and cell proliferation
-related gene cluster:
mostly “down-regulated”

=l Neurotransmitter receptor and
B ion channel-related gene cluster:
mostly “up-regqulated”

Graph analysis: Gene & Keyword/ID search, Expression peak/pattern display,
Signal/relative value display, Create My List, etc.

Display examples

1) Graph display of genes with expression

2) Graph display of selected gene:

peak in the first postnatal week

Grin2c (NMDA receptor NR2C subunit).

Cell cycle and cell proliferation-related genes Home
Note : Only the genes marked by = on the Category Gene List page are displayed here. How to display the graph

If you have selected category which has over 200 records, it may take few minutes to draw graph

Search:  Search | Reset

Keyword | Geneld | € CDID @ Entrez Gene ID
Graph display mode:  Reload
Grouping of g by:

@ peak stage " pattern type

Gene List (84 genes)

=~

@ relative value (%) Peak P7

Genes: select checkbox  SelectAll| Releasean| 100

Sortby: " alphabetical © CDID orders ¥ | & |

ICK

aus®

PrEvious man PA0Pu uy GNext 8oL

LT
3 Feak PT

7 CMA 8000 W u w w m n
¥ Smad1 : (CD00156)

[¥ Nras : (CD00625)

[ ciz1 : (CD00847)

¥ Cdk2ap1:(CD00726)
¥ K67 : (CD00755)
[¥ Ccart : (CD00799)
¥ Ing1: (CD01585)

¥ Pa2g4(CD02179) info m .

¥ Ceni (CD02188) info

¥ Rect : (€D02205) info

¥ Ddah2: (CD02220) info )

¥ Tmpo - (CD02428) Info

¥ lem3 : (CD02476) info DeFipppecial Xrges

[ e immnnean e T Description: Add To MyList

Check"Gene Info" for genes with multiple GC graph data GRCKA oraph e 1o, Bl gene Name

Neurotransmitter receptor and ion channel-related genes

Nots : Only the genes marked by ‘& on the Category Gene List page are displayed here
If you have selected category which has over 200 records, it may take few minutes to draw graph

Home

[ How to display the graph. |

search:  Search | Reset

Keyword [ Genen | € CDID @ Entrez Gene 1D
Graph display mode: _Reload
Grouping of by: v maximum value

@ relative value (%) © signal value

1000€

 peak stage (" pattern type

Gene List (62 genes)

Genes: select checkbox  Selectall | Releasean | 199

Sortby: " alphabetical © COID order: V| A | /\
80

Jheckbox —=—

Previous Page Next
mr ] GriN2C

|~ Gabra1:(CD00418) Info 6

|~ Gria4: (CD00489) info

|~ Kenj3: (CD00591) info

I~ Tvn2: (CD01290) info.

I~ Grmé: (CD01478) e *

J~ Gabro1: (CD02091) Info

|~ Gabrd: (CD02937) o |

o mwt® CBERBIES T T i

|¥ Grin2c: (CD03261) info & 0 T L
LT Peak P53 L L aann®® E18 7 P14 Z P56
| Trak1:(CD00035) info Developmental stages

|~ senga: (CD00733) info ™ Description Add To MyList

Check "Gene Info" for genes with multiple GC graph data Click a graph line to display gene name

Cell cycle and cell proliferation-
related gene cluster
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-related gene cluster




= 10. My List - creating a gene list

BrainTx v5.5

Create a gene list using the “My List” tool

My List

<‘\ Brain Transcriptome Database (Bra/mTx)

(formerly Cerebellar Development Transcriptome Database, CDT-DB)

Home About Agzg?gﬁd Gene Ontology |Gene Category My List ISH Atlas Documents Help Contact
Search Results Search result page
Brain Region : Cerebellum
Target Genes : All genes
In . .
Click “Add To MyList” button
Click to create
ttem 1,20 0/ Y- Page(l |m6  Next[p LastPf| . 3
A" o) (@3 > My Graph
|Add To MyList] [Check All [Uncheck All Sortby:[CDID  v| * ¥ [ TPrmCversion |
y GeneChip Graph
Download Show Graph 4
Check box to select genes COT aray Grapn (4)
2gctlagsion No g;r?liol Gene Name Gene Info Links Temporal Spatial Tissue Category
(5) '
CD00003 sno, strawberry notch homolog 1 L ; P~ N ; [ [ .
NM 001081203  Sono? (Drosophila) 1 & | | < L. ’Q
) CD00005 y ST8 alpha-N-acetyl-neuraminide o al [N [ i
Ivi: NM 013666 Stasiab alpha-2,3-sialyltransferase 5 | l [ | é [ | <R L /\
. CD00009 heterogeneous nuclear & ‘ N ' E 3
M3 Nm 016806 HAMPa2bl  riponucleoprotein A2/B1 1| & @ |« & 28
Clg: 530%%11205234 Nrxn2 neurexin Il i || é | b
‘ Y Y A ‘
[Cs: 230203:;},91 Gfm1 G elongation factor, mitochondrial 1 i | & |7 SN "‘Q
: — —
Ce: ﬁaooo%‘;n Ptma prothymosin alpha i || @ ‘ ‘) NN Y -“Q

Using the “My List” tool can create one’s own gene list.
*My List is useful for browsing and analysis of your gene(s) of interest.

Creating a gene list with “My List”
Select genes and check the box (5) with [v/], and click “Add To MyList” button (1).
Then, your gene list will be created in “My List” page (See the next page).
From different search results, you can repeatedly add your genes to your gene list
in “My List” page. “Check All” button (2) and “Uncheck All” button (3) are optional.

Creating a temporal expression graph with “My Graph”
Click “GeneChip Graph” or “CDT array Graph” button (4). Temporal expression
profile graph window will be created. The graph is useful for analyzing expression
patterns of gene(s) of your interest (See the next page).
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Analysis of expression patterns in ‘My List’ page

(“ Brai

Advanced

About Search

n Transcriptome Database (BramnTx)
(formerly Cerebellar Development Transcriptome Database, CDT-DB)

Gene Ontology |Gene Categaory m 1H Atlas

Documents Help Contact

[Check Alll [Uncheck Al [SearchResuilts|

ltem 1-3 of 3

My List
ltem 1- 3 of 3 Page[1 |1 Show
[Check All [Uncheck All [SearchResults] Sort by :[CD ID v] EiiE ) Print version CI k
; IC
Result Download = GeneChip Graph
DeleteAll Select file size LNormal size | Download Show My Graph =5~ =2 <
1 2
Xg::a[s);sion No gf:‘%ol Gene Name Gene Info  Links ( ) Spatial Tissue Categor ( )
. CD00003 sno, strawberry notch homolog 1 VT“ ’4 ‘7_\3' - | [zm]
[h: Nm ootos1203 | Sono? (Drosophila) [ 1 é, \ ‘ },.“ ‘E L‘\ l.'@‘g
-~ Click
. CDO00005 i ST3 alpha-N-acetyl-neuraminide | :® | |2 [ an | [ [
L2 Nm 013666 S8sia  Jipha-2,8-sialyltransferase 5 1 ‘ ‘69 J ‘@‘ = t \"‘“\"‘-i
_ CD00009 heterogeneous nuclear o | [ &l (2N \7, 7 [ \
Ca: NM 016806 Hompazos ribonucleoprotein A2/B1 ‘ l ‘ ’ é | ‘ ‘ [ & }‘-7 i.':"\‘l

Sort by :(CD ID v] ®#

Page "

[ Print version
show

(1) ISH image page:
Expression images in the brain

(2) My Graph page:
Expression graph of genes in a list

<‘\ Brain Transcriptome Database (BramTx)

(formerly Cerebellar Development Transcriptome Database, CDT-DB)

}-- 2, \ Spatial information

Gene Symbol : Sbno1

Gene Name : sno, strawberry notch homolog 1
(Drosophila)

Strain : ICR

bt @ = -~ @

CD00003
NM_001081203

Current data:
Other data links:

CD00003.1

<@ | Insitu hybridization

P7 P21

Click to open a “Detailed viewer” window  Click to open a “Detailed viewer” window
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11. ISH Atlas —reference images

a Brain Transcriptome Database (Bra/nTx)

(formerly Cerebellar Development Transcriptome Database, CDT-DB)

My List m Documents Help

About Ag;g:‘(‘ﬁd Gene Ontology |Gene Category Contact

| Home

ISH Atlas

P7. P21-Go, small Sst positive cell

CD03168

Select: "Gene Expression Brain Atlas", or "Appendix: Developing Mouse Brain Atlas."

(1)

Subregion/cell-type cDID Gene Symbol Abbreviation
P7-PC/ P21-PC CD00012 Car8 o OWEL mm.
PZ-WM. Od/ P21-WM. Od CD00473 Mbp )
P7-PC/ P21-St Ba, PC CDO01266 Pualb
P7-PCL. WM/ P21-St Ba_PC. Go CDO1364 Abat
PT-EGL IGL/ P21-GC CD02071 Neurod1
PZ-IGL. UBC. LC/P21-GC. UBC LC CD03122 Calb2
Fig. 1. Carebafiar cali-type-speciic
PT-IGL P21-St. Ba. GC CD03129 Cnrt I5H sample images (cick to magniy).

tisteof the genes hraving
sefraracteristic’ expression patterns

Sst

I
( ‘2) Appendix: Developing Mouse Brain Atlas (CV, LFB, IHC, etc.)

Staining Stage
cv Ei6; ‘BT P21 Mouse Brain Development
LFB B21 = P21
PO p
recen o =]
IHC-Calretinin P14 P21 Brain soctions stained with cresyl vielet A
P;
PO 24 =Y
IHC-GFAP P14 P21 "™ & a &
IHC-Cupidin P14 Fi0 2. Mouso beains at PO, P7, and P21,
Fig. 2. Mouse brains at PO, P7, and
IHC-Homer3 P14 P21 P21 (click to magnify).
IHC-MBP 1

Abbreviation

P7-PC. Go. WM/ P21-St, Ba, PC. Go | CD03191 Gad2 The ISH Atlas is Composed of two
s e CD03192 Gad1 atlases of developing mouse brains,
P7-WM, BG, As/ P21-WM, BG. As CD03195 Gfap Wlth Sma” C.OlleCtlonS Of .da on
representative ISH stainingj(1) and
L e coondt Sielsd histochemical staining (2) for easy
P7-PC/ P21-PC CD03218 Pcp2 reference.
P7-0EGL CD03233 Atoh1
P7-WM. Od/ P21-WM. Od CD03236 Mobp
P7-iEGL, IGL/ P21-GC CD03345 Zic1

(1) Gene Expression Brain Atlas: ISH staining patterns of cell marker genes. Click on

subregion/cell type to see the ISH page, and CD ID to open the gene information page.

(2) Developing Mouse Brain Atlas: Histochemical (cresyl violet and luxol fast blue) and

immunohistochemical (specific antibodies) staining patterns of developing mouse brains.
Click on stage to open the staining page.
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12. Documents — Download file

BrainTx

(ﬂ Brain Transcriptome Database (BramTx)

(formerly Cerebellar Development Transcriptome Database, CDT-DB)

Home About Se Gene Ontology Gene Category My List ISH Atlas ocument: Contact
/] g
Download User’s GUIde, etc.
C | | C k, """ File name "=~ S Description Date
/’BrainTx Users_Guide_ver5.5.pdf \‘BrainTx ver.5.5 Users Guide 2020-04-24
1
Ly |
l\\ Experimental_Information. pdf Experimental Information 2015-04-01
*~ Information_on CDT-DB,@/' Information on CDT-DB 2015-04-01

@ (3)(0) |Copyright (C) 2005-2020 BrainTx by BrainTx platform committee is licensed under CC BY-SA 4.0.
Updated: April 1, 2020. Ver5.5

Download
To download a document file, click the file name listed and proceed to download the file.
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"N 13. Privacy policy and Copyright

Privacy policy

We will not attempt to collect your personal information when you visit this
website; moreover, if you email us, we will respond to your email, but will not
otherwise retain or distribute your email address. We provide links to other
websites providing additional information about the data compiled in the BrainTx.
Once you link to another site, you are subject to the privacy policy of that site.

Copyright

BrainTx platform committee makes no representation about the suitability or
accuracy of this software or data for any purpose, and makes no warranties,
either expressed or implied, about the merchantability or fitness of the software
or data for a particular purpose. BrainTx platform committee makes no claim that
the use of this software or data will not infringe on any third-party patents,
copyrights, trademarks, or other rights. The software and data, which are
provided as-is, are intended to enhance knowledge and encourage progress in
the scientific community; they are to be used for research and educational
purposes only. Any reproduction or use for commercial purposes is prohibited
without the prior express written permission of BrainTx platform committee. We
are not responsible for the copyright of any information provided in sites to which
we provide links. Copyright (C) by BrainTx platform committee is licensed under
CC BY-SA 4.0. All rights reserved.
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Contact information

If you have questions or comments about the BrainTx project or website,
please contact us at:

BrainTx Platform Committee

Furuichi Laboratory

Department of Applied Biological Science

Faculty of Science and Technology

Tokyo University of Science

2641 Yamazaki, Noda-shi, Chiba-ken 278-8510, Japan
E-mail: cdt-db@brain.riken.jp

Copyright (C) BrainTx by BrainTx platform committee is licensed under CC BY-SA 4.0.

All rights reserved.
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