RNA-seq 295 2104

- £ R GEOK B

fR BB
202411

z




NS

Wei Sheng Xin

GEOZHEIR 3 i

SIEGEQOK S
$EGEO FTP LK E

— | TEREFTPRHE
o
l
HSHEHIKS
EFEGEO FTP
l

HEA 150k FTPIR A2 BVEHE
. BB FEF L
BEIXLESE ]

B EIRAX ST J— <« | ozZEgERfasto3

_ FAWIER
R
B HGEO

I
—— | 1SEIGEO#HIA
R e




WS

Wei Sheng Xin

TR BTV AE

e 1, /@Uiii} F'}”{’t-":'g https://www.ncbi.nlm.nih.gov/account/

e 2  FTP L&

« HEFFwinscp: https://winscp.net/eng/index.php
« 3, =X
* Raw data: gzEZB8HIFASTQJEIE M 14

* Metadata: JTEIEFRE (THFHFEE)
* Processed data: FRIATEZIE (countfEfE, FPKMEEFESNZFTPMEEPESF)
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IR =
https://account.ncbi.nlm.nih.gov/signup/

= ) https://account.ncbi.nlm.nih.gov/signup/

BE An official website of the United States government Here's how you know
National Library of Medicine
National Center for Biotechnology Information

using
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BERHL163, QQHRFE, ZEILORCidDZZ& Microsoft
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g} https://wamw.ncbi.nlm.nih.gov/geo/

= NCBI  Resources ¥ How To ¥

GEO Home Documentation ~

Query & Browse ~

Gene Expression Omnibus

Email GEO

GEQO is a public functional genomics data repository supporting MIAME-compliant data submissions. Array- and

sequence-based data are accepted. Tools are provided to help users query and download experiments and curated

gene expression profiles.

Getting Started
Overview

FAQ

About GEO DataSets
About GEO Profiles
About GEO2R Analysis
How to Construct a Query

How to Download Data

Information for Submitters

Login to Submit

Tools

Search for Studies at GEO DataSets

Search for Gene Expression at GEO Profiles
Search GEO Documentation

Analyze a Study with GEO2R

Studies with Genome Data Viewer Tracks
Programmatic Access

FTP Site

ENCODE Data Listings and Tracks

Submission Guidelines

Update Guidelines

Sign in to NCBI

Gene Expression Omnibus

Keyword or GEO Accession | Search |

C39)

Gene Expression Omnibus

-
<> NCBI

GEQO Publications FAQ = MIAME Email GEO

NCBI » GEQ » Info » Submitting data Login

Submitting data

GEO is an open-access archive of high-throughput functional genomic data, including all array-based applications and
some high-throughput sequencing data.

Data types

high-throughput sequencing (HTS)

I Submit microarray and other non-HTS data types

WARNING: If you are submitting human data, it is your responsibility to comply with Human Subject Guidelines.

Fast facts

Your final GEQ records will be organized as illustrated at GEO Overview.

See examples of the kinds of data GEO can accept.

GEO accession numbers are normally approved within 5 business days after completion of submission. If you do
not receive an e-mail from us within 5 business days of your submission, please first check your spam or junk e-
mail folders because some systems recognize GEQ e-mail correspondence as spam, then e-mail us to inquire about
your submission.

Your GEO submissions can remain private until a manuscript citing the data is published.

You can allow reviewers anonymous access to your private records.

You can update or edit your existing GEO records at any time.

GEO supports MIAME- and MINSEQE-compliant data submissions.

ME(S
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Gene Expression Omnibus

GEO Publications FAQ MIAME Email GEO
NCBI » GEO » Info » Submitting high-throughput sequence data to GEO Login

Submitting high-throughput sequence data to GEO

= Submission instructions Ynu
« Metadata spreadsheet REQUIRED
« Processed data files REQUIRED
« Raw data files REQUIRED
Tutorial video
Data file compression
Single-cell studies
NanoString GeoMx Digital Spatial Profiling (DSP)
Organizing your submission
Uploading your submission

General information Step 2. Gather raw files.
« Data provisions, standards and administration

« Categories of sequence submissions accepted by GEO

Step 1. Check that GEO accepts your data type.

Step 3. Gather processed data files,

WARNING: If you are submitting human data, it is your responsibility  gren 4 pDownload metadata spreadsheet and fill in Metadata tab for your study. Use one spreadsheet per data type

(e.g., ChIP-seq, RNA-seq).
Submission instructions
GEO accepts next generation sequence data that examine quantitative ¢~ Step 5. In the metadata spreadsheet file, list the MD5 checksum for all raw and processed data files in the 'MD5S
other aspects of functional genomics using methods such as RNA-seq (  Checksums' tab.

seq, HiC-seq, methyl-seq, etc. We process all components of your st
processed data files, and we submit the raw data files to the Sequence R

Step 6. Create single folder on your computer that contains all raw and processed data files for your experiment. If
you have multiple data types, please use one folder per experiment.

/ 3 33 S Earayy
Step 7. Transfer your data to GEO by FTP using these instructions. ftp)n\{x_g "u{’faz_[] N E%’[é < 15 ,§\

4

Step 8. After FTP transfer has completed, submit metadata file(s) on the Submit to GEO page.
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More information on reguired components:

= Metadata spreadsheet

Download metadata spreadsheet ﬁé&?}%‘%j‘% (Fﬁﬁﬁ—ltﬁ, {%?iﬁt%%ﬁ)

Metadata refers to descriptive information about the overall study, individual samples, all protocols, and
references to processed and raw data file names. Information is supplied by completing all fields of a metadata
template spreadsheet. Guidelines on the content of each field are provided within the spreadsheet.

= Processed data files
GEO requires that submitters deposit the processed data that support the findings of their study. The processed
data should have a quantitative component, such as gene abundances or other count data. Please do not submit
alignment files (e.g., BAM, SAM, BED) as processed data, as these are considered intermediary files and do not
include a quantitative component. When standard alignments are the only processed data available, please write
to us to inquire about whether your data are suitable for submission to GEO.

Processed data format and content will depend on the data type: RNA-seq processed data can include raw
and/or normalized counts (FPKM, TPM, etc) of sequencing reads for the features of interest (protein-coding
genes, IncRNA, miRNA, circRNA, etc).

ChIP-Seq and ATAC-seq processed data can include peak files with quantitative data, tag density files, etc.
Common formats include WIG, bigWig, bedGraph. Please leave files in native format and do not paste peak data
into Excel.

= Raw data files
Raw data are a required part of GEO submissions. The raw data files should be the original files containing reads
and guality scores, as generated by the sequencing instrument. Edited files may not be processed correctly by
SRA.

Raw data for high throughput sequencing studies submitted to GEO will be brokered to SRA for you.
Raw data can instead be submitted directly to SRA. After you have received the SRA accessions, please see

above for instructions and specific template for this case. Please submit the metadata and processed data to
GEO.
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10 [#Information provided In this ssction will bs dispiayed In & GED Ssriss (G SE record) on publc wsb paget
1 [

11 [ts |
12 |“summary {abstract] N
13 |‘superimental design N
14 |eontributor N
5 |contributor N
leontriburtor N
‘eontributor ‘
[supplementary e 1
- - - ~
** = one of these fislds must be completed. f
include additional columns to thoroughly dascribe the samples: strain, genotype, sex, cultivar, file names b listed here o that the Sample records can be linked to the correct files
The file names must exactly match the submitted file names (inclug extensions).
Include additians! calumns to describe experimental varizbles: traatmant, fime, antibady, Complete sll columns in the SAMPLES saction Raw file names can only be [isted once in the SAMPLES section.
| condition, diet, e J L )
SAMPLES ~ S

#Information provided in this ssction will bs Glspizyed In GED Sampias [ M reo0nie] on pubiic wsb paget

[#2 GEO Sampis reoord will bs craalsd from ssch row n this sschion

& Biological rspiicates of tha sama sampis: If provided. should bs islsd on diffarant rows and isd socordingly [biol rap 1. biol rap 2. and 80 on)

& Teonnicai rapicatst, s the &ams ADEATISS Wara TUN in GFTarant ENas OF a TIDW o3l OF SSUSNGS MUNIpIS Mat: If proVis(. st 2l 124 Thss In tha S2ms IO, SOBIN] MOTS ~12W T4~ SOIIING 38 NS50S0 T SCCOMMONATS 2 TaW fSe

& &0 NDrary namess, o8 200 ram Thok Mt ba LNKGUS

“genoms bubdissssmby
“procasesd data st format and content
procssed data fies format and content

S 4, BURD TR

uprary nams it “eorganism Y etigpus AT Vg typs  ganotyps trsatmant “emosscuss Vegingsorparsg-end Y sinstrument mogst  gasenption Veproossesodats s procssssd data fs Noraw i rawmis raw s Traw s ~
2, #mfER, Hmkl, WF¥eFE
= ) HA | == AR HA 1 /N | =
fn
< pRoTocoLs
3 T Nformaton proviasa n T wSEEGr Wil S35 #35 GED Sams (S Eord
42 [growtn profocot
= : 5 I
“mbraryconstruction protocal 3 *éﬁ || _}_ﬁ? $ r
5 |“Wbrary strategy
S 7y l:ll:l E ) L i.’/ ’;R
dsts procseng wep )
dsts procseng wtep )
e : =
4 700N

I ~paired-end" sxperiments are Included. ist the fies for sach paired-and run In a row. Each row wil DcoT O $9qUENGING TN oN & GEQ Sample (G $M record]

‘Singie-cal data: 1 appiicable, et Inde filss [11. 12 stc.) In ~Tis name 3-. “Tile nams 4 columna.

Pasa maks sure all raw fist listed her are aieo listed In the “raw T colmna In the abovs SAMPLES section

file name 1 e name 2 e name 3 The name 4
: \ l' ? ~ /w; usually expect only two files in each row in the "PAIRED-END EXPERIMENTS" section.
y 7N ﬁl:l yﬁ E /[ (gt RUige [saipie? RZiage
= mmpl2 Rllggs smpeZ R2Rge
5

T |RAW FILES
3 |file name
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PROCESSED DATA FILES

Yfile checksum file name

Yfile checksum
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PROCESSED DATA FILES

* RIA

STE4EFE  (txtEl B excel 15T El1T)

=] mRNA Expression Profiling.xlsx 202072720 8:45 Microsoft Excel ...
A B C D E F
1 Symbol Al A2 A3 Bl B2 B3
2 |Ndrg4 154 167 164 29 41 13
3 |Kenk6 11 13 12 84 64 18
4 |Pppdrl 22 21 13 1 2 3
2 |Nripl 2 9 5] 1 1 2
6 |Aztpbpl 3 0 0 2 0 0
7 |Parp6 33 33 3 1 1 0
)g }éd/l,;.!r;f’,rrﬂ-‘f ,r"*“fi}f;*f“./q‘ f,f;r’.ﬂf;;rrfﬂrﬂf;ff st

e
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JR9E X K mdb B

gz E4BBIFASTQ X {4

2 A_R1.fastq.gz 2018/9/11 6:54 WinRAR B8  3,333,257...
B A_R2.fastq.gz 2018/9/11 &:58 WinRAR E483L... 3,880,918...
B B_R1.fastq.gz 2018/9/11 T:02 WinRAR FE483L... 3,432,595...
B B R2fastq.gz 2018/9/11 7:07  WinRAR [E#%..  4,080,836..
B C R1fastq.gz 2018/9/11 711 WinRAR FE#5..  3,256,546..
B c R2fastq.gz 2018/9/11 7:14  WinRAR ..  3,897.603..
B p_R1fastq.gz 2018/9/11 7:18  WinRAR FEZ..  3,301,364..
B D_R2fastq.gz 2018/9/11 7:22  WinRAR ..  3,924,008..
B £ R1fastqgz 2018/9/11 7:25  WinRAR [E57..  3,344,490..
B £ R2fastgugz 2018/9/11 7:29 WinRAR FE453L... 4,004,335...
B F R1.fastq.gz 2018/9/11 7:32 WinRAR [E553L... 3478,879...
B F R2fastq.gz 2018/9/11 7:36 WinRAR E483L... 4,154,313...

RUSSCETEREM  seqkit stats -a *.gz
Winl0&%t: Certutil -hashfile sample.fastg.gz md5 |

R 52N LinuxR%: mdSsum sample.fastg.gz =
Mac % %i: md5 sample.fastq.gz =

https://mp.weixin.qg.com/s/teEbS3Nbcd4Y-XDOFHgTRw
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My GEO Profile

Investigator Submitter (Account manager)

Use this section to provide details about the If the person responsible for submitting the
primary investigator. This information will be Organization name* data to GEO is different from the

displayed on GEO records. |Shanghai Newcore Biotechnol-| Investigator, use this section to provide

. alternative contact information. This

First name* Department situation typically arises when the submitter
|Jimmy | | is, e.g., microarray facility personnel, but the
Middle name Lab contact details to display with the data are

| | | | that of the principal investigator.

Last name* Street address® Both the Investigator and the Submitter will
|Chen | |Room 309, Building C, No_154| receive e-mail correspondence from GEO.
i *

You may choose not to display your email or |§5Ir:;nghai | |I}Ii:1Tn32

Forresponding checkboe e State/province E-mail(s)

E-mail(s)* | ding2@bicinformatics. com. cn
ZIP/Postal code* y

‘ding@bioinformatics. COM. €T . |200000 | Phone

Show e-mail Country* |

| China v

Phone

13917006049 | Show phone

Preview how contact information will be displayed on GEO records. Edits to contact information will be applied immediately to all existing
GEOQ records submitted under that account.

Preview | | Save New submission

IS B TUE _ESCR T
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Gene Expression Omnibus

GEQ Publications FAQ MIAME Email GEO

NCBI » GEO » Info » GEO File Transfer Protocol (FTP) User: SR orcid | My submissions | Logout

GEO File Transfer Protocol (FTP)

Step 1. Your personalized upload space is: uploads/x ST T INtm 0 | 1§E£/Z
[ f o

Select data type: %‘Q?E%kjéﬂ

@® H igh-throughput sequencing

O Microarray and other (NanoString, RT-PCR, etc.)

Step 2. Transfer all your raw and processed data files to your personalized upload space according to FTP upload
instructions below. Do not upload the metadata file by FTP.

» Transfer Files J:{gf‘t me ):l 'fg ,%\

Step 3. After FTP transfer of raw and processed data files is complete, upload Excel metadata file on the Submit
Metadata page.

Upload metadata | E%’Q}EJ:{%

ME(S
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e. For LINUX/UNIX users, we recommend transferring files with 'ncftp’ or 'Iftp", but you can also use 'fip', 'sftp’, or

d.

'ncftpput’. Please see below for detailed examples.

Our FTP server credentials are:
host address fip-private nchi.nlm.nih.gov

username geoftp

e T

Do not share these log-in credentials. Do not include these lo
These credentials are changed regularly, as per our security polici

password

dentials on a public page.

After connecting, you must navigate to your personalized upload space:
uploads
X
geoftp@ftp-priv i.nlm.nih.gov "
FMNAEH) HHOS(R)
e . X |ﬂp—pri\rate‘ncbi.nlm.nih.go\.r | | 22 %|
—9) THER©0): TP
L Juploads/dangyangio088@orcid_G5oNOEAK v] geoftp \'T |““““““““ |
e fE H=fz
= ®#Es).. |v| BHE© BRA).. |v
Fhnca)
#ER)
E#w)
T#(D)
I8m - M - R |- ] E3Eh
Location Profiles(L)... WE g ZEA(H) EEHNSRESEREAN BERETMIEES)

NS
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FTIPZ %72 H1%

"B rawdata - geoftp@ftp-private.ncbi.nlm.nih.gov - WinSCP - X
FEE R EF B -8 5 - e -
L) FRC(M) TR ®4(C) =E(S) IEI(O) ITFER) #EN(H)
2 geoftp@ftp-private.ncbi.nlm.nih.gov X B FEeE
msE B -E e BEAag & rawdata - 5 - - (4= - =lirali A =Rl
£ mme= - EHISET ” £ mme -
C:A\Users\uuu\Desktop\rawdata\ /uploads/dangyanqi9088@orcid G50NOEAK/rawdata/
EF EUNEC- ExE || &% T ko B
. HRER 20249729 | + L
A1 Rifastqgz OKB WInRAR EfRZH... 2024/9/29
A1 R2fastq.qz OKB WInRAR EfRZH... 2024/9/29
< >
0B/0B, 0/2 0B/0B, 0/0
FTP 0:02:00

A S RARARIE— XL, flairaw data
Wit FEraw data, REENARrEELE
RE: BN%E#MLSG/H
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Submit to GEO %o

Gene Expression Omnibus

You are logged in under thesreesratataemmasr: ccount. Messages from GEO regarding your submission will be sent

to the following email address(es): ding@bioinformatics.com.cn, SRR . |f necessary, visit your
account to edit your contact information. See submitter accounts for more details.

Use this page to upload Excel metadata file for a new sequence submission.

Instructions with metadata template file for submitting sequence submissions to GEO are available here.

This page can accept only a single Excel metadata file at a time. If you have multiple Excel metadata files to upload, submit the second file after the first
file has been successfully loaded, and so on.

Select upload subfolder

Choose the subfolder that contains the raw and processed data files listed in the metadata file that you will upload below.

‘rawdata v

Excel metadata file to upload

BEENE ‘seq_template.xlsx

Submission release date (YYYY-MM-DD) (more information about release dates)

20280001 RET MBI EAHETEA R BE N

Comment to GEO staff (optional)

LAY =
S =
/. | TRRN

‘ 4




GEO Home Documentation ¥ = Query & Browse ¥ | Email GEQ My GEO Submissions

Submit to GEO

Gene Expression Omnibus

You are logged in under theTNEGTRTRIINEENN 2ccount. Messages from GEO regarding your submission will be sent
to the following email address(es): ding@bioinformatics.com.cn, I | nccessary, visit your
account to edit your contact information. See submitter accounts for more details.

Submission Summary
Your metadata file has been successfully uploaded. Thank you for using the GEO Submission form.

Transferred files have been placed into the processing queue and will be reviewed within 5 business days. Expect to receive an email from GEO
curators with your GEO accession numbers, or questions about your submission. We can be contacted at geo@ncbi.nlm.nih.gov if you do not hear
from us within the allotted time, or if you require additional assistance.

Incomplete or incorrectly formatted submissions cannot be processed. A complete submission consists of:

1. Uploaded metadata file (Thank you!)
2. Raw data
3. Processed data

Please be aware that we do not have the resources to store files for ir plet issions. If a st ission has not been completed
within two weeks, files will be removed from our servers.

Metadata file name seq_template.xlsx
User ID [ ]
Public release date 2028-09-01
Comment

Upload space subfolder  uploadsiENNNE—

Upload another metadata file

(S

Wei Sheng Xin

GEO submission summary F
geo<geo@ncbi.nlm.nih.gov>

A — # <ding@bioinformatics.com.cn>

[sent to: " eommwewemsstewshasissses “ding@hioinformatics. com. cn”)
Your metadata file has been successfully uploaded. Thank vou for using the GEQ Submission form.

Transferred files have been placed into the processing queue and will be reviewed within 5 business days. Expect to receive an email
accession numbers, or questions about your submission. We can be contacted at geofncbi.nlm nih. gov if you do not hear from us within

additional assistance.
Incomplete or incorrectly formatted submissions cannot be processed. A complete submission consists of:

1. Uploaded metadata file (Thank you!)
2. Raw data

3. Processed data

Please be aware that we do not have the resources to store files for incomplete submissions. If a submission has not been completed °

removed from our servers.

L e = R B
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[geo] Your GEO Submission {ENNNENENNER) [NCBI tracking system #24838208]

GEO - Katherine H. Phillippy<gec@ncbi.nlm.nih.gov>

N - |+ %-<ding@bicinformatics.com.cn>

Thank vou for the files. The records have been assigned GEQ accession numbers as detailed below.

The records are scheduled to be publicly available on:

* HEERES EFFE Sep 01, 2028

—————— MESSAGE BODY. YOU MAY CHANGE IT OR ADD COMMENTS ABOVE ————-
To change this release date, or to make other changes, please see:

Dear Submitter(s), https://www. ncbi. nlm. nih. gov/geo/info/update. html

Thank you for y t submissi to the GEO itory. . el 21 .
ank you for your recent submission Lo the repesiory #kk Tt 1s your responsibility to keep track of the release date and to change it, when necessary

) ) change the release date of vour private records are provided at https://www. ncbi.nlm. nih. gov/geo
However, the following files are corrupt:
rawdat BB 1. fq. sz unpigz: skipping: /panfs/traces0l. be-md. nebi. nlm. nih. gov/aspera/geo/s ##* If GEQ accession numbers are quoted in any publicly available manuscript (including journal
corrupted —— erc32 mismatech records must be released for public access, regardless of the scheduled release date (https://ww

ra.wda.ta.mf .gz unpigz: skipping: /panfs/traces0l.be-md. ncbi. nlm. nih. gov/aspera/geo/s - . . . . . .
— -8 g pping- /p € L g You can assist in keeping GEQ up—to—date by informing us when any of your GEQ accession numbers

corrupted — crc32 mismatch . . . .

) ) PubMed links and release data that is still private.
unpigz: abort: internal threads error
S— o7 * You may view your GSE278 study at:
GEQ computed: a04be6f0267b7373e83b5ad8daadbel’ https://www. ncbi. nlm. nih. gov/geo/query/acc. cgi?acc=GSE278
meta sum: f6e9bc2bd739917af2445912af647688

XAFRIA, EFT L SEGEOE
ZiFfE, [BIE TemailRlo]



Reviewer token

D

Gene Expression Omnibus

(
<> NCBI

[HOME | SEARCH | SITE MAP GEO Publications FAQ MIAME Email GEO
NCBI > GEO > Accession Display @ Contact: NG | ) <obmissions @) | Sign Out 2
Scope: Format: Amount: GEO accession: [GSE278398 ]

Series GSE278398 W Reviewer access
Status Private until Sep 01, 2028
Title AMPK related of circRNA expression in C57 male mice myocardium
Organism Mus musculus
Experiment type  Non-coding RNA profiling by high throughput sequencing
Summary To identify adenosine monophosphate-activated protein kinase (AMPK)-related
circular RNA (circRNA) that was differentially expressed in the mouse
myocardial ischaemia-reperfusion injury (MIRI) model, and map the AMPK-
related circRNA network to provide novel insights for the prevention and
treatment of MIRI.
DENE CARIEMON UITnnou>
HOME | SEARCH | SITE MAP GEO Publications FAQ MIAME Email GEO
NCBI > GEO > Accession Display 2 Contact: NG ) | 1y submissions 2 | Sign Out 2

The following secure token has been created to allow review of record GSE278398 while it remains in private status:
*A copy of this information has been mailed to your e-mail address.

Q accession: [GSE278398 ]

Scope: Format: Amount:

Series GSE278398 Reviewer access
Status Private until Sep 01, 2028

Title AMPK related of circRNA expression in C57 male mice myocardium

Organism Mus musculus

Pt ctae cmb o - Me e dlae AAMA caalfillaa b btak Ahaaicabhciiks ccmtccm ataw
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s AT ESemailLE, EFE, BEIEZOK
« SEMEHFE D BLGSE12345648 =

» GEOTIHE {5 B 7Euser account &2 (SLAY 58 )
s RISEANNFEIR

* Reviewer, Z5“ token

s INZE. BRALIE

« FEESFEEISRAT, $KZEread namefE B

* GEORMRBERNE, XEFI
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GSAE R £ B H0»

EREMER DD Data Resources

§GSA = -

Genome Sequence Archive

H

e.g., CRAD00112; CRX006656; SRX10535559; human
«

3 FoRIE el Bk Hoksat

w BridzhA: B {7 INSDC SRAFEH Al n B {8, HEPbAs bt S A ni Bl PR %%

AU S B

AFLFEFIBAEE (Genome Sequence Archive) RAZFRMEIRICTE, 7k, FESHERY, REATTEER
KA EFER AT TE. BCBEINSOCASEEE, RUG—BER, MR TRALIEIARE.

i3 TFik A i
N @
B HEEGSA FTHRGSAHE NEC2AFTHGSAREE FREHEEREE

ArrayExpress Home Browse Submit

@ArrayExpress Functional genomics data

BIOSTUDIES | ARRAYEXPRESS

ArrayExpress - Functional Genomics Data

The functional genomics data collection (ArrayExpress), stores data from high-throughput functional genomics experiments, and provides data for reuse to the research community.
In line with community guidelines, a study typically contains metadata such as detailed sample annotations, protocols, processed data and raw data. Raw sequence reads from high-
throughput sequencing studies are brokered to the European Nucleotide Archive (ENA), and links are provided to download the sequence reads from ENA. Data can be submitted to

MOSTA

Mouse Organogenesis Spatiotemporal Transcriptomic Atlas (MOSTA), provides the spatial map showing the
gene expression, gene co-expression, and requlons in each embryo sagittal section. The panoramic atlas allows
in-depth investigation of longstanding questions concerning mammalian development.

7an ‘Guangdong Genome STOmics DB cDCP
® s

= Science Data Center = Spatial transcriptomics visu... Single cell visualization

CNSA Data Resources Sample Resources Scientific Database

# EMBL-EBI home en Research & Training @ About us EMBL-EBI

Search ArrayExpress Q

Examples: E-MEXP-31, cancer

- Feedback A Login

the ArrayExpress collection through its dedicated submission tool, Annotare. For more information about submissions, see our submission guide.

Browse ArrayExpress

@

Submit an Experiment

X HEMBL ArrayExpress

ME(S
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Signup

==  CODEPLOT
808 Encrypted for security

Datamart Analysis Tools
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