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DBCLS SRA http://sra.dbcls.jp/

(Z' DRA Home &' DDB] flat file search

% DBCLS

Database Center
for Life Science

2, DDBJ Search > sra

+ SRA BioProject BioSample

Q Keyword :

Q, Accession :

[Advanced search ]

Show records Sort by

Clear

Data Last Update 2018-07-12

Organism Name

Project Datatype

B Homo sapiens
Mus musculus
Panicum virgatum
soil metagenome

Arabidopsis thaliana

Populus trichocarpa
marine metagenome
Rattus norvegicus
Zea mays

Saccharomyces cerevisiae

I  aase

4769
4418
4056
3775
3185
2796
2714
2511

25708

B Transcriptome or Gene expression

raw seguence reads

Genome seqguencing and assembly Other

genome sequencing RefSeq Genome
transcriptome Genome sequencing
metagenome Epigenomics

g

28471
26489

18720
19420
18258

12330

11958

8950

46263

() Licensed under CC-BY 4.0 <2018 HIDEMASA BoNo(DBCLS) Nakazato T, Ohta T, Bono H. PLoS One. 2013;8(10):e77910
Ohta T, Nakazato T, Bono H. GigaScience 2017; 6(6):1-8
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mVAR Home Datasets Terms Contact About Help

Variant Information Frequency Genomic context Transcripts Publications

Variant report

o tgva47264307
Variant Variant type ClinVar
Chromosome 12
Position 112241766 SNV A Pathogenic
Ref allele G
Alt allele A
JGA-NGS JGA-SNP 3.5KJPN HGVD EXAC
%120 90026 o0 1257 1658« 491 /1500 1878 /ssozs
0.208 0.246 0.191 0.239 0.021

38



mVAR Home Datasets Terms Contact About Help

Variant Information Frequency Genomic context Transcripts Publications

Frequency
Allele count Genotype count
Dataset Population Alt allele freq Filter status
Alt Total Alt / Alt Alt / Ref Ref / Ref

JGA-NGS Japanese 52 250  0.208 PASS

JGA-SNP Japanese 90,026 365930  0.246 11,778 66,470 104,717 N/A

3.5KJPN Japanese 1,257 6,584 0.191 PASS

HGVD Japanese 451 1,890 0.239 PASS

ExAC Total 1,878 88,224 0.021 PASS
African 1 7614 1.313e-4 -
East Asian 1,860 6,992 0.266 .
European (Finnish) 0 4,554 0.0 -
European (Non-Finnish) 3 48,388 6.200e-5 -
Latino 8 7,302 0.001 -
Other 3 668  0.004 -
South Asian 3 12,706 2.361e-4 .

https:/[togovar.biosciencedbc.jp

39



A#DBOBEEFRBEBLL B
271V, REREMA

1. U77L2RXATF—9tYy b
2. 2 CDODT— vty bk

@ Licensed under CC-BY 4.0 ¢Togo picture gallery by DBCLS




1. RefEx (Reference Expression dataset) '5 DBCLS

http://refex.dbcls.jp/
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InterPro
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« developmental process
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RefEx use case "g DBCLS

for Life Science

L Zeng, A Morinibu, M Kobayashi, Y Zhu, X Wang, Y Goto, C J Yeom, T
Zhao, K Hirota, K Shinomiya, S ltasaka, M Yoshimura, G Guo, E M
Hammond, M Hiraoka and H Harada Oncogene 34, 4758-4766 (2015)
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Drug Discov Ther. 2018,12(1):7-15. (DOI: 10.5582/ddt.2018.01004)

Construction of a simple evaluation system for the intestinal absorption of an orally
administered medicine using Bombyx mori larvae. Fig.1

Ichino F, Bono H, Nakazato T, Toyoda A, Fujiyama A, lwabuchi K, Sato R, Tabunoki H

compound

for Life Science
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for Life Science

HWHDIETENIL LW = Kaiko functional annotation pipeline

Tabunoki H et al. PLoS One 2013 8(7):e69130.DOI: 10.137 | /journal.pone.0069 130

B.mori WT op50 Sequence H.sapiens Sequence

ENST00000373371 | ATTGGCTGC.
Ka00003 | 0.1 0.5 | CAAATAA.
ENST00000394878 | ATGCCCAGG.

ENST00000277541 | GCGCGTGT...

Ka00005 | 0.2 | -1.2 | TAGCGA.
Ka00006 | 0.3 | 1.0 | GGCTTC.

..... Kaiko array

11,285 IDs in B.mori

(5,854 H.sapiens transcript IDs)

H.sapiens E-value Description
Ka00003 ENST00000373371 5e-16 solute carrier family 2
Ka00005 ENST00000394878 2e-21 ribosomal protein, large PO
Ka00006 ENST00000277541 2e-12 notch 1

Togo picture gallery by DBCLS is Licensed under a Creative Commons &7~ 2.1 B4 (c)



Table 1. Human transporter homologs expressed in the B.
mori larval midgut

Comparative gene expression
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NCBI Gene Expression @l EBI ArrayExpress
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Browse Content

Repository Browser M D ata C on te nt
DataSets: 4348 Updated today at 03:00

Series: BY 101765 | « 71255 experiments
|- 2292202 assays |
« 46.83 1B of archived data

Platforms: 18854
Samples: 2623981 |

As of 2018/08/28

@ Licensed under CC-BY 4.0 <2018 HIDEMASA BONO(DBCLS)



GEO (Gene Expression Omnibus) o DBCLS

for Life Science

NCBIAE A - #EEEETE 7 \\ 3 B FRIDE R ADE

m

Platform Samples Series
0 w0 w0

Original submitter-supplied records

DataSet

= e Ay S o
maiaTnnlaml £

I

Curated records

https://www.ncbi.nlm.nih.gov/geo/info/overview.html



=PI\ I7HaBR: GEO

Database Center

||||||||I"” D B C LS
~

for Life Science

BEFRR/INVIV(GEO)BR /t—v3> :2011-05-21 Engiish page

NCBI Gene Expression Omnibus (GEO) ILERENTWET7T—9 %, AERFTEHEORMECRIWTERLE L,
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(11,004)|| (108) || (7.581) || (463) || (680) || (2412) || (4454)|| (2.042) (42) (4) (113) |/ (28,928)
SAGE Nlalll|| SAGE Rsal [| SAGE Sau3A| MPSS 'GeneChip ")"f U 7ZLA||[cDNAZLA || AVIPLA||E=XPLA||9IROB7 LA || &7 L1 ||RT-PCR||HT-Seq || EDf|| TRT
(220) (1) (18) (43) (11,221) (2561) (5115) (6.989) (1.147) (32) (22) (89) (1414) || (47) || (28928)
11213145 » [562
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1 Neurofibromin (Nf1) is required for skeletal muscle [GeneChip) [MoGene-1_0-st] Max Planck 2011- N\YHRXE 284 456 8 by_platform
development (GSE29343) Affymetrix Mouse Gene 1.0 Institute 05-17 (Mus musculus) (35,557x8) by_series
ST Array [transcript (gene)
version) (GPL6246)
2 Gene expression profiling in BCR/ABL expressing LSCs [GeneChip) [MoGene-1_0-st] Worcester 2011- N\YHERXS 213342 6 by_platform
and BCR/ABL expressing Alox5-/-LSCs (GSE29347) Affymetrix Mouse Gene 1.0 05-17 (Mus musculus) (35,557x6) by_series
ST Array [transcript (gene)
version) (GPL6246)
3 Gene expression profiling in WT and Alox15-/- HSCs [GeneChip) [Mouse430_2] Worcester 2011- N\YHhRXEZ 180,404 4 by platform
(GSE29348) Affymetrix Mouse Genome 05-17 (Mus musculus) (45,101x4) by series
430 2.0 Array (GPL1261) -
4 Expression data from colon fibroblasts treated with [GeneChip) [HG-U133_Plus_2] Genentech 2011- k& hk(Homo 328,050 6 by_platform
Sonic hedgehog homolog (SHH) (GSE29316) Affymetrix Human Genome 05-16 sapiens) (54,675x6) by_series
U133 Plus 2.0 Array S
(GPL570)
5 Expression data from diclofenac-treated yeast cells [GeneChip) [Yeast_2] Vrije Universiteit 2011- HFES 109,280 10 by_platform
(GSE29331) Affymetrix Yeast Genome 2.0 05-16 (Saccharomyces (10,928x10) by_series
Array (GPL2529) cerevisiae)
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EMBL-EBI Services Research Training @ About us

A vriray /Evracoe cancer|
@ /_dfrEIJ/://_JQf%D ») 5 cancer Advanced

4 carcinoma

o i 4 central nervous system cancer
Home : Browse | Submit | Help = About ArrayExpress childhood cancer

4l colorectal cancer

edback # Login

4l eccrine sweat gland cancer

ArrayExpress — functional genor _ sm e

4 lymphoid neoplasm

' . ) ) mesenchymoma today at 03:00
ArrayExpress Archive of Functional Genomics Data stores data from high-tF & mesothelioma
experiments, and provides these data for reuse to the research community. 4 oral cavity cancer fperiments
# pharynx cancer 7 assays
Browse ArrayExpress # sarcoma 3 of archived data

4 tumour of cranial and spinal nerves
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Search results for [eElglelels
Showing of experiments

Page @123 4 5 6. 657 Page size g 50 100 250 500

to sunitinib or pazopanib in patients with
metastatic renal cell carcinoma

profiling by
arrav

Accession Title Type Organism Assays Releasedw Processed Raw  Views  Allas
E-MTAB-6488 Gene expression profiling of 48 primary transcription Homo sapiens 48  Yesterday - .i. - -
medulloblastoma samples profiling by
array
E-MTAB-6371 Genotyping by array of 123 IDH WT glioblastomas genotyping Homo sapiens 123  Yesterday - <57 - -
by array
E-MTAB-3178 Transcriptional profiling of 5T33MM cells treated in transcription  Mus musculus 16 26/02/2018 .i. .i. 260 ¢9"
viva with quisinostat, decitabine or the combinatian profiling by
array
E-MTAB-5761 Gene expression profiling of peripheral blood transcription Homo sapiens 16 21/02/2018 - .i. 23 -
mononuclear cells (PBMCs) 8 hours after profiling by
exposure to 1 Gy of carbon or iron ions array
E-MTAB-6265 Transcription profiling by RNA-seq of murine colon RNA-seq of ~ Mus musculus 12 19/02/2018 - I 2 28 -
tumours after in situ depletion of Nuak1 coding RNA
E-MTAB-6264 Comparison of the transcriptomic impact of NRF2 RNA-seq of Homo sapiens 12 19/02/2018 - Ay 24 -
depletion with that of NUAK1 depletion in SW480  coding RNA
colorectal cancer cells
E-MTAB-6401 Microarray transcriptome profiling of peripheral T-  transcription Homo sapiens 12 11/02/2018 .i. .i. 96 -
cell lymphomas in two groups differentiated by profiling by
Twist and Slug protein expression array
E-MTAB-6470 MicroRNA profiling by array of oral squamous cell microRNA Homo sapiens 44  09/02/2018 S K 39 -
cancer (OSCC) surgical margins defined by profiling by
narrow band imaging array
E-MTAB-6382 RNA-seq as a global measure of the similarity RNA-seq of Homo sapiens 47  08/02/2018 J. I 2 56 -
between human pluripotent stem cell and fetal liver coding RNA
derived B cell hierarchies
E-MTAB-6296 microRNAs as predictive biomarkers of response  microRNA Homa sapiens 60  08/02/2018 - .i. 64 -
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ArrayExpress: ‘oral cancer’ G, view

¢sort

Browse
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¥ Filter search results
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Examples: E-MEXP-31, cancer, p53, Geuvadis

%\ advanced search

Contact Us

== Show more dala from EMBL-EBI

Search results for [ele]le]aletz1ale1=18

Shaowing of experiments

Accession Title Type Organism Assays  Released Processed  Raw Qi Viewsw
E-MTAB-513 RNA-Seq of human individual tissues and mixture RNA-seq of Homo sapiens 48  05/05/2011 - Ay 66751
of 16 tissues (lllumina Body Map) coding RNA
E-MTAB-62 Human gene expression atlas of 5372 samples transcription  Homo sapiens, 5372  04/08/2010 A & 45664
representing 369 different cell and tissue types, profiling by Mus musculus
disease states and cell lines array
A comprehensive human expression map transcription  Homo sapiens 27871 23/07/2015 A -
profiling by
array
E-MTAB-2706 RNA-seq of 675 commonly used human cancer RNA-seq of  Homo sapiens 675  25/11/2014 - %
cell lines coding RNA
E-MTAB-2836 RNA-seq of coding RNA from tissue samples ol RNA-seq af  Homo sapiens 198  14/01/2015 > Ay,
122 human individuals representing 32 different coding RNA
tissues
E-MTAB-38 Genalyping of human cancer cell lines genolyping Homo sapiens 676  17/11/2008 . &
by array
E-MTAB-37 Transcriptomics for Cancer Cell Line Project transcription  Homo sapiens 950  01/07/2008 & &
prafiling by

array
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ARRAYEXPRESS / SEARCH RESULTS FOR'COLON CANCER' / E-MTAB-3732
E-MTAB-3732 - A comprehensive human expression map

Status  Submitted on 23 May 2015, released on 23 July 2015, last updated on 1 April 2016
Organism Homo sapiens

Samples (27887)  Click for detailed sample information and links to data
— found inside; (pool of 16 cancer cell lines), acute monacytic leukaemia cell line, adrenocortical carcinoma cell line, adult T-cell leukaemia
cell line, alveolar cell carcinoma cell line, AML cell line. B-cell lymphoma cell line, bone sarcoma cell line, brain cancer cell line, breast cancer cell
line, breast tumor cell, breast tumor cell line, bronchioalveolar carcinoma cell line, Burkitt lymphoma cell line, cancer cell lines, cell line derived
from primary cancer associated fibroblasts, cell line derived from primary pancreatic ductal adenocarcinoma, cervical carcinoma cell line,
chondrosarcoma cell line, chronic lymphocytic leukemia cell, ...

Protocols (1)  Click for detailed protocol information

Description A compiled human gene expression, ontology-annotated dataset from publicly available data including 27887 Affymetrix HG-U133Plus2 arrays,
filtered for quality control. The dataset contains samples from healthy individuals, from individuals with disease (including cancer) and cell lines.

Experiment types  transcription profiling by array, array specific design, cell type comparison design, disease state design, organism part comparison design

Contact Aurora Torrente <aurora@ebi.ac.uk>

Citation Identification of Cancer Related Genes Using a Comprehensive Map of Human Gene Expression. Aurora Torrente, Margus Lukk, Vincent Xue,
Helen Parkinson, Johan Rung, Alvis Brazma. PLOS ONE 11(6):e0157484 (2016)

MIAME
Platforms Protocols Variables Processed Raw
Files Investigation description &, E-MTAB-3732.idf.xt
Sample and data relationship . E-MTAB-3732.sdrf.txt
Processed data (1) . E-MTAB-3732 processed.1.zip
Additional data (1) . E-MTAB-3732.additional.1.zip

Click to browse all available files
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Search all items

BRF—F TV E Y Bk
Select Organism v ‘ ‘ Select ArrayGroup v ‘ ‘ Select Technology v || Select Instrument v || 25 x v | Seach Download ID list
ArrayExpress Project GEO Desctiption Organism Array Group Technology Instrument Last update
NA PRJNA421706 GSE107848 Systematic Analysis of Transcriptomic Profile of Renal C... Homo sapiens NA sequencing ass... NextSeq 500 2017-12-08
NA PRJNA412005 GSE104193 Hypoxia-mediated translational activation of ITGB3 in br... Homo sapiens NA sequencing ass... lllumina HiSeq ... 2017-09-25
NA PRJNA407731 GSE103940 Integration of metabolomics and transcriptomic expressi... Homo sapiens NA sequencing ass... lllumina HiSeq ... 2017-09-18
NA PRJNA363011 GSE93988 Gene expression in PANC-1 and AsPC-1 human pancre... Homo sapiens NA sequencing ass... lllumina HiSeq ... 2017-01-24
E-MTAB-4264 NA NA Tuning the transcriptional response to hypoxia through ...  Homo sapiens Others sequencing ass... lllumina HiSeq ... 2016-10-25
E-GEOD-76743  PRJNAS558 GSE76743 Implication of Long noncoding RNAs in the endothelial c... Homo sapiens Others sequencing ass... lllumina HiSeq ... 2016-08-25
E-GEOD-81513 PRJNAS558 GSE81513 Splicing towards noncoding isoforms in colorectal carcin... Homo sapiens Others sequencing ass... lllumina HiSeq ... 2016-07-28
NA PRJNA326167 GSE83501 Human Single Cells - Local lung hypoxia determines epit... Homo sapiens NA sequencing ass... lllumina HiSeq ... 2016-06-19
E-GEOD-81579  PRJNAS558 GSE81579 Transcriptome analysis of human cumulus cells reveals ... Homo sapiens Others sequencing ass... lllumina HiSeq ... 2016-05-19
NA PRJNA297441  GSE73625 Expression profiles of microRNAs in Glioma-Initiating Ce... Homo sapiens NA sequencing ass... lllumina HiSeq ... 2015-09-30
NA PRJNA291093  GSE71401 Tumor hypoxia causes DNA hypermethylation by reduci... = Homo sapiens NA sequencing ass... lllumina HiSeq ... 2015-07-27
E-GEOD-67237 PRJNA279384  GSE67237 Heterogeneous effects of massive hypoxia pathway acti... Homo sapiens Others sequencing ass... lllumina HiSeq ... 2015-07-10
E-GEOD-70330 PRJNA288326  GSE70330 ncRNA (non-coding RNA) signature in endothelial cells ...  Homo sapiens Others sequencing ass... lllumina HiSeq ... 2015-07-01
NA PRJNA2B5956 GSEG39599 Transcriptome analysis of PCS cells with gefitinib or/and ... Homo sapiens NA sequencing ass... lllumina HiSeq ... 2015-06-05
E-GEOD-60156  PRJNAS558 GSE60156 The oncogenic microRNA hsa-mir-155-5p targets the tra... Homo sapiens Others sequencing ass... lllumina HiSeq ... 2014-12-0D4
E-MTAB-2580 NA NA Effect of hypaxia on the Represser Element-1 Silencing ... Homo sapiens Others sequencing ass... lllumina HiSeq ... 2014-11-24
E-GEOD-61740 PRJNA262005 GSE61740 H3K27me3 ChlIP-seq profiling in MCF7 cell lines under h... Homo sapiens Others sequencing ass... lllumina Geno... 2014-09-26
E-GEOD-59987 PRJNA257214  GSE59987 TET1 regulates hypoxia-induced epithelial-mesenchyma... Homo sapiens Others sequencing ass... lllumina HiSeq ... 2014-08-01
E-GEOD-59989 PRJNA257214  GSE59989 TET1 regulates hypoxia-induced epithelial-mesenchyma... Homo sapiens Others sequencing ass... lllumina HiSeq ... 2014-08-01
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Meta-analysis of hypoxic stress

Enrichment Summary

——
‘ Figure 1. Heatmap of enriched terms across input gene lists, colored by p-velues.
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1. Data collection & curation (GeneChip) '5 DBCLS

« Searched by ‘hypoxia’ or ‘hypoxic’ in NCBI
Gene Expression Omnibus (GEO)

—Limit array type for ‘normalization’

* Human: Affymetrix Human Genome U133 Plus 2.0 Array
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgilacc=GPL570

* Mouse: Affymetrix Mouse Genome 430 2.0 Array
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgilacc=GPL 126

» Pair ‘hypoxia vs normoxia’ experiment by
manual curation

curated hypoxia-normoxia pairs
human 37 pairs from 11 data series
mouse 53 pairs from 8 data series
(©9) ticensed under GO-BY 4.0 <2017 HIDEMASA BONO(DECLS) https://doi.org/10.1101/267310




Data collection & curation (RNA-seq) "ﬁ DBCLS

- Manually collecting RNA-seq data using public DB
- 23 pairs in 7 series from human

== Hypoxia vs normoxia dataset in human (NGS) L bono@cbcis.fols ac.Jp ~
TJrL WE R OBA =EERX F—4 V-l PRAY ALF EREAFEINTRIATERELELLE =kl m
B e o~ T 0% ¥ % .0 .00 123- Aral s v - B 7 & A- - H- =. 31-|+- 9 co B [l Y-2- & - A~
B ® D E F G H I J K L M N
1 human hypoxia(GSM) normoxia(GSM) SRP hypoxia(SRX) hypoxia(SRR) normoxia(SRX) normoxia(SRR) single_or_paired NGS sample hypoxia condition
2 GSE70330 GSM1724090 GSM1724087 SRP059925 SRX1074658 SRR2079880 SRX1074655 SRR2079883 paired Hiseq2000 HUVEC 0.1-0.2% 02
3 GSM1724091 GSM1724088 SRX1074659 SRR2079881 SRX1074656 SRR2079884 paired Hiseq2000 HUVEC 0.1-0.2% 02
% GSM1724092 GSM1724089 SRX1074660 SRR2079882 SRX1074657 SRR2079885 paired Hiseq2000 HUVEC 0.1-0.2% 02
5  GSE59987 GSM1463076 GSM1483078 SRP045156 SRX667431 SRR1533836 SRX667433 SRR1533838  single Hiseq2000 FADU 1% 02
6 GSES5391 GSM1335296 GSM1335295 SRP038987 SRX476317 SRR1177128 SRX476316 SRR1177127 single Hiseq2500 SK-N-BE(2) 1% 02
7 GSE44801 GSM1091924 GSM1091922 SRP019229 SRX248415 SRR771372 SRX248413 SRR771370 NA AB SOLID 4 SysiHelLa 1% 02
8 E-MTAB-4264 MCF7_Hypoxia_ MCF7_Normoxia_R2 ERX1622160 ERR1551404 ERX1622164 ERR1551408 paired Hiseq2000 MCF7 0.5% 02 16h
9 MCF7_Hypoxia_ MCF7_Normoxia_R2 ERX1622161 ERR1551405 ERX1622165 ERR1551409  paired Hiseq2000 MCF7 0.5% 02 16h
10 GSE76743 GSM2037124 GSM2037122 SRP088307 SRX1527121 SRR3096874 SRX1527119 SRR3096872 paired Hiseq2000 HUVEC 1% O2 24h
" GSM2037125 GSM2037123 SRX1527122 SRR3096875 SRX1527120 SRR3096873  paired Hiseq2000 HUVEC 1% 02 24h
12 GSM2037126 GSM2037128 SRX1527123 SRR3096876 SRX1527125 SRR3096878 paired Hiseq2000 HUVEC 1% 02 48h
13 GSM2037127 GSM2037129 SRX1527124  SRR3096877 SRX1527126 SRR3096879  paired Hiseq2000 HUVEC 1% 02 48h
14 GSE81513 GSM2155007 GSM2155004 SRP075272 SRX1769924  SRR3535659,SK SRX1769921  SRR3535647,SR paired Hiseq2500 HCT116 1% 02 1h
15 GSM2155008 GSM2155005 SRX1769925  SRR3535663,SK SRX1769922  SRR3535651,SR paired Hiseq2500 HCT116 1% 02 1h
16 GSM2155009 GSM2155006 | ll SRX1769926  SRR3535667,SK SRX1769923  SRR3535655,SR paired Hiseq2500 HCT116 1% 02 1h
17 GSM2155010 GSM2155004 SRX1769927 SRR3535671,SRR3535672,SRR3535673,SRR3535 paired Hiseq2500 HCT116 1% 02 2h
18 GSM2155011  GSM2155005 SRX1769928  SRR3535675,SRR3535676,SRR3535677,SRR3535 paired Hiseq2500 HCT116 1% 02 2h
19 GSM2155012 GSM2155006 SRX1769930 SRR3535679,SRR3535680,SRR3535681,SRR3535 paired Hiseq2500 HCT116 1% Q2 2h
20 GSM2155013  GSM2155004 SRX1769931  SRR3535683,SRR3535684,SRR3535685,SRR3535 paired Hiseq2500 HCT116 1% 02 24h
21 GSM2155014 GSM2155005 SRX1769932 SRR3535687,SRR3535688,SRR3535689,SRR3535 paired Hiseq2500 HCT116 1% 02 24h
2 GSM2155015 GSM2155006 SRX1769932 SRR3535691,SRR3535692,SRR3535693,SRR3535 paired Hiseq2500 HCT116 1% 02 24h
23  E-MTAB-2580 MC1 MC3 ERP005876 ERX472413 ERR507061 ERX472421 ERR507060 single Hiseq2000 HEK293 1% Q2 24h
24 MC5 MC7 ERX472422 ERR507062 ERX472412 ERR507057 single Hiseq2000 HEK293 1% 02 24h
25 MC9 MC11 ERX472416 ERR507058 ERX472415 ERR507063 single Hiseq2000 HEK293 1% Q2 24h
25 GSE68297 GSM1667181 GSM1667173 lon Torrent Proto HCT116 1% 02 24h

27 GSM18R71IR? (SM1RR7174 lan Torrent Protn HCT11AR 19, Q2 24h



2. Data processing (GeneChip)

Database Center

|||||||||||l‘ DB C LS
=

for Life Science

- Normalization: justRMA() (R/Bioconductor affy package)

» Threshold: >1.5 fold for up/down regulated
- Ortholog gene mapping by Biomart (Ensembl)
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Data processing (RNA-seq) '5 DBCLS

1. Data download from DDBJ FTP site

2. fastg-dump (.sra -> .fastq)

3. trim_galore (trimming -> fastqc) Reference |

genome

4. RSEM (RNA-Seq by Expectation Maximization)

https://github.com/bli25ucb/RSEM tutorial |Genome

annotation

5. Difterential Expression Analysis using EBSeq

Hypoxia vs Normoxia

@ Licensed under CC-BY 4.0 c<2017 HIDEMASA BONO(DBCLS) © 2017 DBCLS Togo Picture Gallery / CC-BY 4.0


https://github.com/bli25ucb/RSEM_tutorial

3. Data visualization & validation i DBCLS

(GeneChip vs RNA-seq in human)
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Data validation
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4. Data availability hups//doiorg/10.1101/267310 25 BEELS
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5. Data utility
GeneChip(human
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S6 Table. Hypoxic down-regulation of DNA damage recognition and repair genes in cancer
and non-cancer cells analyzed using the NCBI Gene Expression Omnibus database.
https://doi.org/10.1371/journal.pone.0192136.s006
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Gene Symbol

GTF2H2
GTF2H2C
LIG4
ATR
ATR
SPRTN
BRCA1
DCLRE1B
FEN1
PCNA
DCLRE1A
GTF2H2C
LIG4
MSH2
RAD51C
FEN1
UBE2N
DCLRE1C
FANC
RAD51C
UNG
CHEK1
ERCC8
ERCC4
NBN
UBE2N
PRKDC
EXO1
BRIP1
FANCF
FANC
SETMAR
CHEK1
GTF2H2
GTF2H2C
XRCC5

Description

general transcription factor 1IH, polypeptide 2, 44kDa [Source:HGNC Symbol;Acc:4656]
general transcription factor I11H, polypeptide 2C [Source:HGNC Symbol;Acc:31394]

ligase IV, DNA, ATP-dependent [Source:HGNC Symbol;Acc:6601]

ataxia telangiectasia and Rad3 related [Source:HGNC Symbol;Acc:882]

ataxia telangiectasia and Rad3 related [Source:HGNC Symbol;Acc:882]

SprT-like N-terminal domain [Source:HGNC Symbol;Acc:25356]

breast cancer 1, early onset [Source:HGNC Symbol;Acc:1100]

DNA cross-link repair 1B [Source:HGNC Symbol;Acc:17641]

flap structure-specific endonuclease 1 [Source:HGNC Symbol;Acc:3650]

proliferating cell nuclear antigen [Source:HGNC Symbol;Acc:8729]

DNA cross-link repair 1A [Source:HGNC Symbol;Acc:17660]

general transcription factor IIH, polypeptide 2C [Source:HGNC Symbol;Acc:31394]

ligase IV, DNA, ATP-dependent [Source:HGNC Symbol;Acc:6601]

mutS homolog 2, colon cancer, nonpolyposis type 1 (E. coli) [Source:HGNC Symbol;Acc:7325]
RAD51 homolog C (S. cerevisiae) [Source:HGNC Symbol;Acc:9820]

flap structure-specific endonuclease 1 [Source:HGNC Symbol;Acc:3650]

ubiquitin-conjugating enzyme E2N [Source:HGNC Symbol;Acc:12492]

DNA cross-link repair 1C [Source:HGNC Symbol;Acc:17642]

Fanconi anemia, complementation group | [Source:HGNC Symbol;Acc:25568]

RAD51 homolog C (S. cerevisiae) [Source:HGNC Symbol;Acc:9820]

uracil-DNA glycosylase [Source:HGNC Symbol;Acc:12572]

checkpoint kinase 1 [Source:HGNC Symbol;Acc:1925]

excision repair cross-complementing rodent repair deficiency, complementation group 8 [Source:H
excision repair cross-complementing rodent repair deficiency, complementation group 4 [Source:H
nibrin [Source:HGNC Symbol;Acc:7652]

ubiquitin-conjugating enzyme E2N [Source:HGNC Symbol;Acc:12492]

protein kinase, DNA-activated, catalytic polypeptide [Source:HGNC Symbol;Acc:9413]
exonuclease 1 [Source:HGNC Symbol;Acc:3511]

BRCA1 interacting protein C-terminal helicase 1 [Source:HGNC Symbol;Acc:20473]

Fanconi anemia, complementation group F [Source:HGNC Symbol;Acc:3587]

Fanconi anemia, complementation group | [Source:HGNC Symbol;Acc:25568]

SET domain and mariner transposase fusion gene [Source:HGNC Symbol;Acc:10762]
checkpoint kinase 1 [Source:HGNC Symbol;Acc:1925]

general transcription factor 1IH, polypeptide 2, 44kDa [Source:HGNC Symbol;Acc:4656]
general transcription factor IIH, polypeptide 2C [Source:HGNC Symbol;Acc:31394]

X-ray repair complementing defective repair in Chinese hamster cells 5 (double-strand-break rejoir
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Abstract

Tumor hypoxia contributes to a biologically aggressive phenotype and therapeutic resis-
tance. Recent studies have revealed that hypoxia reduces expression of several DNA
damage recognition and f&oair (DRR) genes via both hypoxia-inducible factor (HIF)-inde-
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