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Limds  Advanced Help

SRA

The Sequence Read Archive (SRA) stores raw sequencing data from the

next generation of sequencing platforms including Roche 454 GS System®

lllumina Genome Analyzer®, Applied Biosystems SOLID® System, Helicos
and Pacific Biosciences SMRT®

Using SRA Tools Other Resources
Handbook BLAST SRA Home

Downiload SRA Run browser Trace Archive

E-Uliies Submat to SRA Trace Assembly

SRA software GenBank Home

Step2: EHZRAEHRAE R, ARSI “lung cancer™E N W] . 1%
“search”f5 2| A1 45 H

:S NCBI  Resources

-
('_';NCBI |SRA
Mational Center for

Biotechnology Information

VHIung cancer

|

NCBI Home Welcome to NCEI Popular Resources
Resource List (A-Z) The National Center for Biotechnology Information advances science and health by providing access to biomedical ~PubMed
All Resources and genomic information. Bookshelf

Chemicals & Bioassays About the NCBI | Mission | Organization | Research | NCBI News PubMed Central

Data & Software

DNA & RNA

Domains & Structures

Genes & Expression

Genetics & Medicine

Genomes & Maps

Homology

Literature

Proteins

Sequence Analysis

Taxonomy

Training & Tutorials

Variation

Education Resources

Central point of access for help
documents, teaching materials, news
outlets, and other educational resources

PubMed Health

Get s q BLAST
et Starte Nucleatide
+ Tools: Analyze data using NCBI software Genome
+ Downloads: Get NCBI data or software
« How-To's: Learn how to accomplish specific tasks at NCBI SHP
+ Submissions: Submit data to GenBank or other NCBI databases Gene
Protein
PubChem

NCBI Announcements

Come to the NCBI Discovery Warkshops
on July 30 & 31!
Jun 28,2013
Spaces are still available for the free, 2-
1 Pinn

A MAD e Wndenbann $a o

Step3: gk B UL A I i) “Access- public-GEO Datasets(16)”, X16E%#E &
AILHAR, "TULHH T



S EARFEFXELBE protocol

Display Settings: [*] Summary, 20 per page Send to Filters: Manaqge Filters
Results: 1 to 20 of 825 of42 | Nexs | Lasies| Searchinrelated databases =
[0 RNA sequencing for sample GS00022-DNA A01 Database Access all
1. 1ILLUMINA (llumina HiSeq 2000) run: 68.9M spots, 10.3G bases, 6.2Gb downloads public controlled
Accession; SRX287099 BioSample N 410 444
BioProject 21 4 25
EI RNA sequencing for sample GS00018-DNA AC1 dbGaP 10 10
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Step4:

1 ILLUMINA (llumina HiSeq 2000) run: 64M spots, 9.6G bases, 5.7Gb downloads
Accession: SRX287098

Deep Coverage Whole Genome Shotgun Sequencing
1 ILLUMINA (llumina HiSeq 2000) run: 754.3M spots, 152 4G bases, 78Gb downloads
Accession: SRX185632

Deep Coverage Whole Genome Shotgun Sequencing
1 ILLUMINA (Illumina HiSeq 2000) run: 684.4M spots, 138.3G bases, 67.8Gb downloads
Accession: SRX185631

GEO Datasets

Find related data

Database:

s
5

3

Search details =

Deep Coverage Whole Genome Shotgun Sequencing
1 ILLUMINA (Illumina HiSeq 2000) run: 587.5M spots, 118.7G bases, 56.3Gb downloads
Accession: SRX185628

Deep Coverage Whole Genome Shotgun Sequencing

lung cancer[All Fields]

p

TILLUMIMA (llumina HiSeq 2000) run: 596.3M spots, 120.5G bases, 56.7Gb downloads
Accession: SRX185619

lllumina Whole Exome hybrid selection and HiSeq sequencing
1 ILLUMINA (Illumina HiSeq 2000) run: 41.8M spots, §.4G bases, 3Gb downloads
Accession: SRX185615

Search

Recent activity

See more...

Turn Off Clear

Q, lung cancer (325)

llumina Whole Exome hybrid selection and HiSeq sequencing
1 ILLUMINA (Illumina HiSeq 2000) run: 41.3M spots, 6.3G bases, 2.7Gb downloads
Accession: SRX185613

lllumina Whole Exome hybrid selection and HiSeq sequencin
1 ILLUMINA (Illumina HiSeq 2000) run: 94.6M spots, 14.4G bases, 6.6Gb downloads
Accession: SRX185608
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GEO DataSets

Display Settings: [v] Summary, 20 per page, Sorted by Default order Send to:

Results: 16

[0 Lung adenocarcinoma metastasis is suppressed by the alveolar lineage transcription factors GATABS and HOPX

1. (Submitter supplied) Molecular programs that mediate normal cell differentiation are required for oncogenesis and tumor cell sunival in certain
types of cancers. How cell lineage restricted genes specifically influence metastatic progression is poorly defined. In lung cancers. we uncovered
an alveolar cell-selective transcriptional program that preferentially correlates with lung adenocarcinoma metastasis. This program is required for
epithelial specification in the distal ainnays and is partially regulated by the lineage transcription factors GATAG and HOPX. more
Organism: Homo sapiens
Type: Expression profiling by high throughput seguencing
Platform: GPL11154 & Samples
Download data: GEO (TXT), SRA SRP014027
Series  Accession: GSE38121  ID: 200039121

[0 A high dimensional deep sequencing study of non-small cell lung adenocarcinoma in never-smoker Korean females [Seq]

2. (Submitter supplied) One of the most fertile applications of next generation sequencing will be in the field of cancer genomics. Here, we report a
high-throughput multi-dimensional sequencing study of primary non-small cell lung adenocarcinoma tumors and adjacent normal tissues of 6
never-smoker Korean female patients. Qur data encompass results from exome-seq, RNA-seq, small RNA-seq, and MeDIP-seq. We identified
and validated novel genetic aberrations including 47 somatic mutations and 20 fusion transcripts. more
Organism: Homo sapiens
Type: Expression profiling by high throughput sequencing; Methylation profiling by high throughput sequencing; Non-coding RNA profiling by high

throughput sequencing
Platform: GPL10999 38 Samples
Download data: GEO (TXT, XL2X), SRA SRP012656
Series  Accession: GBE37764 1D 200037764
PubMed  Fulltextin PMC  Similar studies
[0 Mkx2-1 Represses a Laient Gastric Differentiation Program in Lung Adenocarcinoma
3. (Submitter supplied) Tissue-specific differentiation programs become dysreqgulated during cancer evolution. The transcription factor Nkx2-1 is a

| Resources ¥ How To

TUTH A5 F“ Access- public-GEO Datasets(16)”

SRA

See more

» LR i

| GEO DataSets ||((lung cancer)) AND gds_sraffilter]

|

Save search  Limits  Advanced

master regulator of pulmonary differentiation that is downregulated in poorly differentiated lung adenocarcinoma. Here we use conditional murine
genetics to study the fate of lung epithelial cells upon loss of their master cell fate regulator. Nkx2-1 deletion in normal and neoplastic lung
causes not only loss of pulmonary identity but also gastric transdifferentiation. rmore

QOrganism: Mus musculus

Type: Genome binding/occupancy profiling by high throughput sequencing

Platform: GPL13112 31 Samples

Download data: GEO (BED, WIG), SRA SRP017752

Series  Accession: GSE4325: ID: 20004325
PubMed  Similar studies

Help

Filter your results:
All (16)
DataSets (0)
Platforms (0)
Samples (0)
Series (16)

Manage Filters
W Top Organisms [Tree]

Homo sapiens (13)
Mus musculus (4]

Find related data =

Database:

Search details =

("lung neoplasms” [MeSH Terms] OR lung
cancer [A11 Fields]) AND gds_sral[filter]

Search See more

Recent activity =
Turn Off  Clear
Q, ((lung cancer)) AND gds_sralfilter] (16)
GEO DataSels
Q, lung cancer (820)
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SEARCH | SITE MRP GEQ Publications FAQ MIAME
NCBI > GEO > Accession Display

Scope: Format: Amount: GEO accession: [GSE39121 |EE|

Series GSE39121
Status
Title

Organism

Experiment type
Summary

Overall design

CeO

Gene Expression Omnibus

Emai GEO |

Query DataSets for GSE39121

Public on Jun 10, 2013

Lung adenocarcinoma metastasis is suppressed by the alveolar lineage
transcription factors GATAG and HOPX.

Homo sapiens

Expression profiling by high throughput sequencing

Molecular programs that mediate normal cell differentiation are required for
oncogenesis and tumor cell survival in certain types of cancers. How cell lineage
restricted genes specifically influence metastatic progression is poorly defined. In
lung cancers, we uncovered an alveolar cell-selective transcriptional program that
preferentially correlates with lung adenocarcinoma metastasis. This program is
required for epithelial specification in the distal airways and is partially regulated
by the lineage transcription factors GATA6 and HOPX. These factors
cooperatively restrain the metastatic competence of adenocarcinoma cells,
without affecting their survival, through the modulation of alveologenic and
invasogenic target genes. Thus, GATA6 and HOPX are critical nodes in a lineage-
selective pathway that directly links alveolar cell fate with metastasis suppresion
in the lung adenocarcinoma subtype.

mRNA profiles of human lung Adenocarcinoma PC9 cell lines infected with
lentivirus harboring shRNA of control (Arabl) and shRNA of both GATA6 and
HOPX were generated by deep sequencing, in triplicate, using Ilumina HiSeq2000.

Not logged in | Login
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(Sample) . K4 (Library) 55 B A, SHEEFELEE.
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SRX060176: GSM718714: Smoker with Lung Cancer (C_NuGEN)
1 ILLUMINA (llumina Genome Analyzer lix) run: 27.8M spots, 1G bases, 710.6Mb downloads

Accession: SRX060176

Experiment design: n/a

Submission: SRA036189 by GEO

Study summary GSE29006: mRNA-seq of Human Airway Epithelial Cells (SRP006676) » Study »

Orgamsm Homo sapiens
Attributes
source_name: Large airway epithelial cells
cell type: large airway epithelial cells
gender 2 Male, 1 Female
average age: 64.7
smoking status: 2 Former, 1 Current
packyears: 75.7
lung cancer: 3 Yes
External link:  GEQ Sample GSM718714
Library: GSM718714: Smoker with Lung Cancer (C_NuGEN) (less_)
Strategy: RNA-Seq
Source: TRANSCRIPTOMIC
Selection: cDNA
Layout SINGLE
Platform: llumina (less._)
Instrument model: lllumina Genome Analyzer lix
Spot descriptor:

q forward
Experiment attributes:
GEO Accession: GEM718714
Total: 1 run, 27.8M spots, 1G bases, 710.6Mb @ @
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“Mranscripts.gtf.  genes.fpkm_tracking#lisoforms.fopkm_tracking)

2+ Chip-seq ¥ FIZRE K 447

Stepl: Chip-seq £u# 3K B 5 RNA-seq Zdi 25 48d

Step2: JFRARHASCAFHIAK AT

ChIP.fastg
input.fastg

Step3: H|H“bowtie” ¥ 58 B IS HFE R E AL, AR SAM % I
A, BARIE AT ISR
bowtie -p ZkFE%L -m 1 --sam  $assembly $fq > ${fq}tmp.sam

Stepd: & R EHERE F AL (SAM SCPFE-BAM SCF-BED U4
1) sam &4 4 bam #% 3K
samtools view -Sb ${fq}tmp.sam > ${fq}.bam

2) bam #% =¥ N bed #5320
bamToBed -i ${fq}.bam > ${fq}tmp.bed

Step5: Jiiikr I map B2 LA B — 07 B AL, BRI a2
monoExtReads.pl -w=%ext ${fq}tmp.bed > ${fq} monoExt${ext}.bed

Step6: i Hi U RIS LML (BED SUH-BG XCHF), BARSEHIAr Wi F:
bedToBedgraph ${fq}_monoExt${ext}.bed

TERE: N R R SO
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ChIP.fqg.bam
ChIP.fTqg_monoExt234.bed
ChIP.Tqg _monoExt234.bg
hgl9 Refseq.bed
input.fq.bam
input.fq_monoExt200.bed
input.fq monoExt200.bg

Step7: bg k&R B R UCSC $idl e, AT S RNA-seq 51BL.

Step8: FIH“MACS #AFsLH call peaks, H AUl T:

macs -t Chip.bed -cinput.bed --name=yourname - -pvalue=1le-5 --nomodel

NSRBI T -

ChIPvsinput negative peaks.xls
ChIPvsinput peaks.bed
ChIPvsinput_ peaks.xls

peaks.xls 4%

chr start end length summit tags -18%1logle(pvalue) fold_enrichment
chrl 1659994 1661447 1454 949 48 54.95 6.98
chrl 1712885 1715599 2715 1528 165 50.77 5.04
chrl 3520807 3521786 980 627 22 72.15 16.09
chrl 6211567 6212360 794 394 19 52.20 5.89
chrl 6245713 6246273 561 176 18 51.57 6.86
chrl 6673734 6674667 934 177 44 69.02 5.24
chrl 6972714 ©973683 970 256 27 97.39 7.78
chrl 6987682 ©988598 917 427 24 82.97 16.78
chrl 7236791 7238015 1225 588 24 64.43 11.46
peaks.bed £% =

chrl 917687 918281 MACS peak 1 54.04

chrl 1764864 1765539 MACS_peak 2 54.48

chrl 1883786 1805898 MACS_peak 3 68.16

chrl 2101256 2102135 MACS_peak_4 52.42

chrl 2435758 2436416 MACS peak 5 65.26

chrl 34111609 3412075 MACS_ peak 6 52.10

chrl 3583070 3583869 MACS peak 7 69.43

chrl 3822500 3823504 MACS peak 8 53.15

chrl 6034727 6035394 MACS peak 9 51.72

negative peaks.xls %z
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chr

chrl
chrl
chrl
chrl
chrl
chrl
chrl
chrl

start

1659994
1712885
3520807
G211567
6245713
6673734
GA72714
B98TEE2

end

1661447
1715599
3521786
6212368
6246273
6674667
6973683
G9B8598

length summit tags

1454
2715
980
794
561
934
978
917

949
1528
627
394
176
177
256
427

48

-10%10g18(pvalue)
54.95

5@.
72.
52.
51.
.02
97.
.97

69

82

T
15
20
57

39

6.98
5.04
16.089
5.89
6.86
5.24
T7.7@
16.78 .

fold_enrichment



