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RefEx (Reference Expression dataset; http://refex.dbcls.jp ) provides suitable datasets as

@) hiromasacno added nfarmation Latest commit 79615ab an 17 Feb
2 reference for gene expression data of normal human, mouse, and rat ssues and cells
Four different measurement strategies are used In our collected gene expression data ORIE:
ey added information These are: expressed sequence tag (EST), Affymetrix GeneChip, cap analysis of gene « Gens Expression (incl. Microarray and

ather g
« Bicinformatics

nome-wkio appro

sgeount.pl sdded information expression (CAGE), and transcriptome sequencing (RNA-seq). RefEx is freely avaitable,

GeneChip_RMA.r added informat 7 months ago not only for academic users, but also for for-profit users under a Creative Commons

READM added in 7 monthvs ago Attribution 2.1 Japan License, Under this unforced license, some users might prefer to REYWORD

e P s download the data and analyze them locally with other softwares. To accomplish this, a

SORII0s ok Wfoaaton G user can download a concatenated version of all the data, including sequences,
~ . functiona! annotation of cDNA clones, and log: f ratos of gene n m m

NI socw Jiiamindincal tab-delimited text format.

=2 README.md
S COLLEC

Ono, Hiromasa {2017} Data Archive for RefEx. figshare.
hitps:ildoi,org/10,6084/m.figshare.c.3812815.v1
Retriaved: 08:40, Sap 27, 2017 (GMT)

Rawdata processing protocols for RefEx

or cite all llems

Original resources

EST [ snove Sl ¥ Twoetlilin Sharc JEES

Expressed sequence tag (EST) data were originally obtained from the EST division of the INSD{International
Nucieotide Sequence Dz sting of Genbank/DDBJ/ENA].

= numan: INSD NEW POPULAR

* mouse: INSD

o rat: INSD
GeneChip
GeneChip data were previously measured by Affymetrix microarrays (GeneChip®), and calculated based on a typical
microarray data analysis method. We extracted the microarray data deposited in the NCBI GEO database for our
reference dataset (tissue-specific patterns of MRNA expression). DATASET DATASET DATASET DATASET

= human: GSE7307 (Human body Index - transcriptional profiling)

A < a2 e Gor ias data of data of a of ression u-u of

mouse: GSE10246 (GNF Mouse GeneAtias V3) 10 major tissues for EST hu, 10 malor ssues for EST mo... 10 melor tisses for :sr Tt 40 tissues m"ss
Ono 18102/20 Hiror A 16102/2017 n 80272 Hiromaas

« rat: GSEQ52 (Transcriptome analysis in rat) fireme

CAGE (cap analysis of gene expression)

Cap analysis of gene expression (CAGE) is a technique that produces a snapshot of the 52 end of the mRNA % % % %
population in a biological sample.

DATASET DATASET DATASET DATASET
» human: PRJDB3010 (A promoter level mammalian expression atlas {human, ChIP-Seg))
* mouse: PRJDB1I00 (FANTOME Mouse CAGE)
Processed uwusalon dlll ol Prmuod -xpnsalm data o' Processed expression aata of Processed expression data a!
« rat: not applicable 40 tissues for CAGE h : 0 major tissues for CAGE h... il samples for CAGE mouse...  ail samples for CAGE humu
Hiremasa Ono 1‘1 2017 n,m 1asa One 1810212017 Hiror ) 16 "' 2017 Hiromasa Ono 0
RNA-seq
We extracted normal tissue transcriptome sequence data from the NCBI Sequence Read Archive (SRA).
Corresponding expression level and focation data came from the lllumina Bodymap 2 project for human and mouse % % % %
transcriptomes,
DATASE DATASET DATASET DATASET
* human: PRJEB2445 (RNA-Seq of human individual tissues and mixture of 16 tissues (lllumina Body Map))
* mouse: PRINA30467 (Mapping and quantifying mammalian transcriptomes by RNA-Seq; brain, liver, muscle) Sample classifications for Sample classifications for Sample classifications for Sample classifications for
« rat: not applicable genechip human GSE7307 qenechip mouse Gssmzu genechip rat GSESS2 in RefEx RNAseq human PRIEB2445
bbb > Hireemasa Ono 18/02/2017 Hiror ono 16022017 Hiromasa Ono 1602:2017
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ChiP-Atlas

ChiP-Atlas is an integrative and comprehensive database for visualizing and making use of public ChiP-seq data, ChiP-Atlas
covers almost all public ChiP-seq data submitted fo the SRA (Sequence Read Archives) in NCBI, DDBJ, or ENA, and is based on
over 78,000 experiments.

The four main features of ChiP-Atlas are:

Peak Browser Target Genes Colocalization Enrichment Analysis
graphically visualizes proteln binding on predicts target genes bound by given predicts partner proteins colocalizing with predicts proteins bound to given genomic
given genomic loci with genome browser scription factors. given transcription factors. loci and genes (formerly known as in
(1GV). Matah M AXe sifico ChIP)
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F2 CFB FGA Mpst C8G CSAD Cyp26al Fllr SIGMAR1 TRIB3 ttpa etfB pemt pemt INHBE Acbd4 COL18Al
pglcl JMJD5 CYP3A43 Fst ELOVL6 C1RL TMCO6 Cyp26al ADI1 abcbll XDH ADRAIA ST6GAL1 ADRA1A HPX
ST6GAL1 ADRA1lA ZKSCAN1l DDO cyp2d6 TMEM176B adk KLKB1 SULT1A2 CTH MET sultlal Mbl2 Sec24a
DCPS LEPR baat TMEM176B GCH1 GCH1 TMEM176B SLC25A20 TMEM176B CDOl CYP3A43 HNMT CYP3A43
CYP2A7 cyp2d6 CYP3A7 cyp2al3 CFHRS5 Cypla2 cyp2a6 Pol3s CNGAl CYP2C19 MUT HAOl baat Echdc2
Cyp7al cideb AKR1D1 sultlal cl9orf66 masp2 HSD17B6 CTH sultlal FGA sultlal CYP3A5 SLCO2Bl
SLCO2B1 cyp2j2 fgf2l1 CYP2El F7 CYP2C9 TST MYOlB Gpldl CPB2 INSIGl EI24 INSIGl aass COMT
COMT F7 LCAT SERPINA1O agxt SHPK N4BP2L1 Slcl7a9 SLC25A13 GGCX Slc38a3 Chrna4 Igfals LPA
Acbd4 OSGIN1 OSGIN1 slc39al4 Acbd4 Acbd4 SULT1A3 SULT1A4 RCL1 AHSG SIRT5 APOE LOC100129500
PROX1 CFHR3 C4b C2 UNC93A COMT SCLY LEPR BDH1 BDH1 SIGMAR1 F9 COMT Fancc lass2 Triml4 ivd
C9 ATF5 SLC10A1 CA5A CFHR3 Apof ZNF281 SERPINA1O0 SCP2 Adhlc ADH1B ADH1A N4BP2L1 NR1I3 ivd
CES1 SLC22A1 CES1 SLC35D1 Hamp FXN mgrnl FH GCH1 Apoa2 APOC4 mgrnl slc30al PCCB sds TAT
Znhitl mgrnl Serpina7 Triml4 ilé6r SLCO1Bl GCLC SCP2 ADRAlA ELOVL6 Acads gcdH NR1I3 VKORCl
NR1I3 NR1I3 NR1I3 Fst NR1I3 NR1I3 Cdk3 GJB1 LEPR APOC2 VKORC1l Gpldl lass2 Igfals kiaa0664
Gckr Mpst C8B Cfhrl hsdl7b4 CPN2 ACSM5 ST6GAL1 Pexl4 Chad CES1 DECR2 Pc SCP2 ITIH1 CCL7
RFNG ITIH2 fgb CNGAl C8A ppp2rlb ECHDC3 Npclll ilé6ér CFHR4 pus3 SLCO2B1 CYP3A4 Slcolb3 CFH
serpindl F13B INSIGl EI24 MYOlB RDH16 SHMT2 SHMT2 SHMT2 Thpo SHMT2 mgrnl RABEPK CFHR2 grem2
SLC17A2 GGCX slc39al4 Mpst FMO5 MYO1lB hmgcL 1bp etfB UNC93A ddt Ang Tmeml76a LRP6 SLC22Al1
SLC16A2 bchE OSGIN1l DDO ACOX1 Asgr2 pglcl MMACHC pglcl FMO5 matla CPB2 ALDH5A1 Asgr2 C2
Asgr2 CCL16 ddt slc9a3r2 DDTL dhodh FMO5 ATP13A3 GCHFR maspl Abca6é cpnl ITIH1 ITIH1 ITIHI1
FXN MPPED1 HAAO GCH1 GJB1 Cyp7bl mthfdl NIT2 Gpt xylB C9orf7 MET COL18A1 RXRA BDH1 PANK3
CYP2A7 SLC25A13 Pnpo slc39al4 GSTO1l TMEM53 AKR1C4 ACOX1 C4a RAB33B Cntln STEAP3 Pc PHKA2
slc9a3r2 LPIN2 Triml4 JMJD5 STEAP3 SLC38A7 STEAP3 pemt Asgr2 CP cpt2 Orai3 slc25a44 Pc SCP2
ZNF444 NR1I3 NR1I3 C9orf7 NR1I3 hmgcL serpincl ALDH2 SHMT2 SULT1A3 SULT1A4 Armcé6

Bk 58I F ) R ~ DR
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Enrichment Analysis

ChlP-Atlas - Enrichment Analysis —————

Analyze your data with public ChiP-seq data.

Enrichment Analysis OF 73 :8E "’ DBCLS

H. sapiens M. musculus R. norvegicus D. melanogaster C. elegans S. cerevisiae
1. Antigen Class 2. Cell type Class 3. Threshold for Significance (D
All antigens (34390) All cell types (34390) 50
DNase-seq (1511) Adipocyte (292) 100
Histone (8982) Blood (9096) 200
RNA polymerase (1104) Bone (655) 500
TFs and others (8368) Breast (3699)
Input control (4002) Cardiovascular (1080)
Unclassified (6194) Digestive tract (2447)
No description (4229) Epidermis (1089)
4. Select your data 5. Select dataset to be compared 6. Describe datasets
Genomic regions (BED) or sequence motif (i © Refseq coding genes (excluding user data) (i User data title (L
© Gene list (Gene symbols) Gene list (Gene symbols) (i My data
F2 Compared data title (i
CFB Control
FGA ontro
Mpst
c8G Project title (i
CSAD My project
Cyp26a1
Fi1r
e 7 Distance range from TSS (i

Tr L ERR 7 71 ILARER
Choose local file Try with example

- 5000 bp=TSS=+ 5000 bp

Estimated run time: 5 mins

@ Licensed under CC-BY 4.0 ¢ 2018 Hiromasa Ono (DBCLS)
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ChlIP-Atlas - Enrichment Analysis

Analyze your data with public ChiP-seq data.

BT AINT Y CEOEETEHET ’ DBCLS

Result page URL will be available for a week from the time when 'status’ is ‘finished'.

Project title My project
Request ID wabi_chipatlas_2018-0921-1427-30-3-689032
Submitted at: 14:27:30 (Sep-21-2018)
Estimated finishing time: 14:32:30 (Sep-21-2018)
Current time: 14:28:06 (Sep-21-2018)
Status queued
Result URL: http://ddbj.nig.ac.jp/wabi/chipatlas/wabi_chipatlas_2018-0921-1427-30-3-689032?info=result&format=html
Download TSV: http://ddbj.nig.ac.jp/wabi/chipatlas/wabi_chipatlas_2018-0921-1427-30-3-689032?info=result&format=tsv
W £% DBCLS
KYUSHU ;;;\’ERSITY Ty e
THIS WORK IS SUPPORTED BY NIG SUPERCOMPUTER SYSTEM AND NATIONAL BIOSCIENCE E CENTE

NEED HELP? CREATE AN ISSUE ON GITHUS OR CONTACT US
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ChlP-Atlas - Enrichment Analysis

Analyze your data with public ChiP-seq data.

BT AINT Y CEOEETEHET ’ DBCLS

Result page URL will be available for a week from the time when 'status' is 'finished'.

Project title My project

Request ID wabi_chipatlas_2018-0921-1427-30-3-689032

Submitted at: 14:27:30 (Sep-21-2018)

Estimated finishing time: 14:32:30 (Sep-21-2018)

Current time: 14:32:05 (Sep-21-2018)

Status running

Result URL: http://ddbj.nig.ac.jp/wabi/chipatias/wabi_chipatlas_2018-0921-1427-30-3-689032?info=result&format=html
Download TSV: http://ddbj.nig.ac.jp/wabi/chipatlas/wabi_chipatlas_2018-0921-1427-30-3-689032?info=result&format=tsv

for Life Sdence

KYUSHU UNIVERSITY

IN COLLABORATION WITH
THIS WORK IS SUPPORTED BY NIG SUPERCOMPUTER SYSTEM AND NATION ENCE DATABASE CENTER
NEED HELP? CREATE AN ISSUE ON GITHUE OR CONT
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ChlP-Atlas - Enrichment Analysis

Analyze your data with public ChlP-seq data.

Result page URL will be available for a week from the time when 'status' is 'finished'.

Project title My project

Request ID wabi_chipatlas_2018-0921-1427-30-3-689032

Submitted at: 14:27:30 (Sep-21-2018)

Estimated finishing time: 14:32:30 (Sep-21-2018)

Current time: 14:40:32 (Sep-21-2018) %"\J 1 3ﬁ

Status finished

Result URL: http://ddbj.nig.ac.jp/wabi/chipatlas/wabi_chipatias_2018-0921-1427-30-3-689032%info=result&format=html
Download TSV: http://ddbj.nig.ac.jp/wabi/chipatlas/wabi_chipatlas_2018-0921-1427-30-3-689032?info=result&format=tsv

SHEH DB EURLLEMIC

W
il
N\ i S
V2 % DBCL
e / ?"::;“;((T(‘ew
KYUSHU UNIVERSITY IN COLLABORATION WITH
THIS WORK IS SUPPORTED BY NIG SUPERCOMPUTER SYSTEM AND NATIONAL BIOS DATABASE CENTE

NEED HELP? CREATE AN ISSUE ON GITHUB
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ChlP-Atlas / Enrichment Analysis

Search for proteins significantly bound to your data.

Show 100 B entries Search:
My project
= Num Log Log

Antigen : Cell Overlaps Overlaps / A Fold FE

D class Antigen class Cell of / My data Control P- Q- Enrichment >1?

peaks val val )
TFs and 7

SRX100505 thars HNF4A Liver Hep G2 21258 118/218  3452/18327  -30.0 -26.1 2.87 TRUE
TFs and ’

SRX100544 Sthers EP300 Liver Hep G2 24334 122/218  4022/18327  -26.5 -22.9 2.55 TRUE

SRX100497 If:;:d RXRA Liver Hep G2 13022 92/218  2361/18327 -25.7 -22.3 3.28 TRUE
TFs and :

SRX100449 dihers HNF4G Liver Hep G2 15919 102/218  3119/18327  -23.2 -19.9 2.75 TRUE

SRX100448 ths;:d FOXA2 Liver Hep G2 45130 135/218  5338/18327 -22.7 -19.5 2.13 TRUE
TFs and .

SRX190234 othors CEBPB Liver Hep G2 12483 84/218  2305/18327 -21.1 -18.0 3.06 TRUE
TFs and :

SRX100506 e FOXA1 Liver Hep G2 50941 141/218  6079/18327 -20.4 -17.4 1.95 TRUE
TFs and ;

SRX100477 others FOXA1 Liver Hep G2 40732 127/218  5249/18327 -18.8 -15.8 2.03 TRUE
TFs and -

SRX100552 i SP1 Liver Hep G2 19032 129/218  5588/18327 -17.5 -14.5 1.94 TRUE

SRX150698 oM HNF4A Liver Hep G2 10069 76/218  2335/18327  -161  -13.1 274 TRUE

SRX150701 Z&S;:d CEBPB Liver Hep G2 18637 105/218  4168/18327 -15.5 -12.7 2.12 TRUE
TFs and .

SRX018625 othars HNF4A Liver Hep G2 2654 33/218 516/18327 -13.9 -11.41 5.38 TRUE

TFs and

SRX1531773 ot MED1 Liver Hep G2 3984 32/218 507/18327 -13.4 -10.6 5.31 TRUE

SRX100538 Z;f;gd HDAC2 Liver Hep G2 16071 100/218  4341/18327 -12.0 -9.3 1.94 TRUE

Showing 1 to 100 of 8,051 entries Previous 1 3 4 5 81 Next

@ Licensed under CC-BY 4.0 ¢ 2018 Hiromasa Ono (DBCLS)
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ChlIP-Atlas / Enrichment Analysis

Search for proteins significantly bound to your data.

Show 100 B entries Search:
My project

Antigen : Cell Wicies Overlaps Overlaps / Log A Log Fold FE

D class Antigen class Cell of / My data Control P- Q- Enrichment >1?

peaks val val )
TFs and 7

SRX100505 SHhars HNF4A Liver Hep G2 21259 118/218 3452/18327 -30.0 -26.1 2.87 TRUE
TFs and X

SRX100544 others EP300 Liver Hep G2 24334 122/218 4022/18327 -26.5 -22.9 2.55 TRUE

SRX100497 Zf;e?:d RXRA Liver Hep G2 13022 92/218 2361/18327 -25.7 -22.3 3.28 TRUE
TFs and :

SRX100449 others HNF4G Liver Hep G2 15919 102/218 3119/18327 -23.2 -199 2.75 TRUE

SRX100448 I;s;:d FOXA2 Liver Hep G2 45130 135/218 5338/18327 -22.7 -19.5 2.13 TRUE
TFs and .

SRX190234 Stiors CEBPB Liver Hep G2 12483 84/218 2305/18327 -21.1 -18.0 3.06 TRUE
TFs and :

SRX100506 GiRare FOXA1 Liver Hep G2 50941 141/218 6079/18327 -20.4 -17.4 1.95 TRUE
TFs and ;

SRX100477 othere FOXA1 Liver Hep G2 40732 127/218 5249/18327 -18.8 -15.8 2.03 TRUE
TFs and -

SRX100552 SHhirs SP1 Liver Hep G2 19032 129/218 5588/18327 -17.5 -14.5 1.94 TRUE

SRX150698 oM HNF4A Liver Hep G2 10069 76/218  2335/18327  -161  -13.1 274 TRUE

SRX150701 Z::hs;gd CEBPB Liver Hep G2 18637 105/218 4168/18327 -15.5 -12.7 2.12 TRUE
TFs and .

SRX018625 others HNF4A Liver Hep G2 2654 33/218 516/18327 -13.9 111 5.38 TRUE
TFs and i

SRX1531773 s MED1 Liver Hep G2 3984 32/218 507/18327 -13.4 -10.6 5.31 TRUE

SRX100538 Z)T:hse?:d HDAC2 Liver Hep G2 16071 100/218  4341/18327 -120  -9.3 1.94 TRUE

Showing 1 to 100 of 8,051 entries 3 4 81 Next

@ Licensed under CC-BY 4.0 ¢ 2018 Hiromasa Ono (DBCLS)
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Code Issues 0 Pull requests 0 Projects 0 B wiki

H ChlIP-Atlas
ome
. ¢
Shinya Oki edited this page on 31 Jul - 66 revisions . YOJD F
O F—9_R— A0 s e A
RUBIEHE EBEHLLIWV,
ChlP Atl D t ~ Pages @ 1 53 B8, TTEERLET SRR LUIORFER, £EOHPRTF-IR-ATP—AA(THEF IO~ RAEET~FIKEOVWT
-Atlas / Documents R DLOTT, AUTFLOT—F K- AORRES—HLGNSALBO T,
o PRy ac —HR—ADETHN
Documents for computational processing in ChIP-Atlas. TF8%, DUVIEIUwDTEHE., F—IHEORAEEETSET,
Home
Table of Contents o 4 |5-9% F97740 ameyoIO-K
Clone this wiki locally |
1. Data source https://github.con/i 82 1 | README
2. Primary processing chip_atlas_experiment listzip (5.9
3, Data Annotation 2 | Experiment list wmyEYyIn—K
4, Peak Browser MB}
5. Target Genes 3 |File list chip_atlas file_listzip (8.4 MB) wR& Y IO~k
6. Colocalization T | T
4 | Ar chip_atias_ar ist.zip (52 KB) | #ME&FOvO0~K
7. Enrichment Analysis ! 3 !
8. Downloads chip_atlas_antigen_listzip (212
5 RMRYIVO—K
9. External Genome Browser K8)
chip_atlas_cs (202
1. Data source 6 | ce ) LSO~ K
K8)
Currently, most academic journals require that authors of studies including high-throughput 19014 18)
hgto (1 )
sequencing must submit their raw sequence data as SRAs (Sequence Read Archives) to public S
repositories (NCBI, DDBJ or ENA). Each experiment is assigned an ID, called an experimental mm@ (9.6 T8)
accession, beginning with SRX, DRX, or ERX (hereafter ‘SRXs"). To refer to corresponding ce10 (180 GB)
‘experiment’ and 'biosample’ metadata in the XML format (available from NCBI FTP site), ChiP- 7| 7T=9F1L2bY
Atlas uses SRXs with the following criteria: dm3 (481 GB)
e {106 GB)
+ LIBRARY STRATEGY == "ChIP-seq" or "DNase-Hypersensitivity"
=24 » b (296 GB)
* LIBRARY_SOURCE == "GENOMIC

* INSTRUMENT_MODEL ~ “lllumina"
« FTPYAS bV S I0-F

H. sapiens- - FTPY A hMcBBIL T WRAR(T 55| E2RM AL
M. musculus- l

R. norvegicus-

Organism

D. melancgaster- l

C. elegans- I
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