PDF Output of CLIC (clustering by inferred co-expression)

Dataset:

Num of genes in input gene set: 41
Total number of genes: 16978

CLIC PDF output has three sections:
1) Overview of Co-Expression Modules (CEMS)
« Heatmap shows pairwise correlations between all genes in the input query gene set.
« Red lines shows the partition of input genes into CEMs, ordered by CEM strength.
- Each row shows one gene, and the brightness of squares indicates its correlations with other genes.

- Gene symbols are shown at left side and on the top of the heatmap.

2) Details of each CEM and its expansion CEM+

- Top panel shows the posterior selection probability (dataset weights) for top GEO series datasets.

Bottom panel shows the CEM genes (blue rows) as well as expanded CEM+ genes (green rows).

Each column is one GEO series dataset, sorted by their posterior probability of being selected.

The brightness of squares indicates the gene’s correlations with CEM genes in the corresponding dataset.

CEM+ includes genes that co-express with CEM genes in high-weight datasets, measured by LLR score.

3) Details of each GEO series dataset and its expression profile:

- Top panel shows the detailed information (e.qg. title, summary) for the GEO series dataset.

- Bottom panel shows the background distribution and the expression profile for CEM genes in this dataset.



Overview of Co-Expression Modules (CEMs) with Dataset Weighting Scale of average Pearson correlations

Num of Genes in Query Geneset: 41. Num of CEMSs: 1. 0.0 0.2 0.4 0.6 0.8 1.0
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CEM 1, Geneset"", Page 1 Scale of average Pearson correlations
Num of CEM Genes: 7. Num of Predicted Genes: 32. Num of Selected Datasets: 245. CEM Strength: 14.7 0.0 0.2 0.4 0.6 0.8 1.0
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http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
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http://www.ncbi.nlm.nih.gov/gene/?term=SEC61B
http://www.ncbi.nlm.nih.gov/gene/?term=PREB
http://www.ncbi.nlm.nih.gov/gene/?term=TMED10
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61G

GEO Series "GSE42259" Expression Profiles

Num of samples in this series: 6

Scale of expression profile Z-scores
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GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE42259|

Status: Public on Jan 18 2013

Title: Notch Pathway Activation Targets AML Cell Homeostasis and Differentiation: THP1 cell line
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 23359070

Summary & Design:  Summary:

Expression data from untreated or DIl4-Fc treated THP1 cell line. We used Dll4-Fc stimulation of AML cells to study whether Notch
activation has an impact on AML. We analyzed THP1 cell line in vitro treated with DII4-Fc or vehicle control to determine genes affected by
Notch activation.

Overall design:

THP1 cell line was cultured on plate coated with 30 nM DIl4-Fc or vehicle for 48 hours prior to RNA extraction and hybridization to Human
Genome U133 Plus 2.0 Affymetrix arrays.

Background corr dist: KL-Divergence =0.0294, L1-Distance =0.0472, L2-Distance =0.0026, Normal std = 0.7500
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE42259
http://www.ncbi.nlm.nih.gov/pubmed/23359070
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
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http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
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http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
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http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE33050" Expression Profiles

Scale of expression profile Z-scores

Num of samples in this series: 9 30 -20 -10 00 10 20 3.0

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE33050|
Public on Oct 27 2011
GlcNAcylation of histone H2B facilitates its monoubiquitination [Affymetrix data]

Homo sapiens

Expression profiling by array
GPL570

22121020

Summary:

We have found that histone H2B is GIcNAcylated at residue S112 by O-GIcNAc transferase and that H2B S112 GIcNAcylation fluctuates in
response to extracellular glucose level. We have also found that H2B S112 GlcAcylation promotes H2B K120 ubiquitination. To investigate
whether these histone modification correlate to transcriptional activation, we performed comprehensive gene expression analysis using
Affymetrix GeneChip in HeLa cell cultured with different conditions, i.e. without glucose, with glucose and with FBS.

Overall design:

HeLa cells were cultured in DMEM with the following three conditions, 1) DMEM without glucose for 24 hours, 2) DMEM without glucose for
24 hours and followed by treatment with 4.5 g/L glucose for another 24 hours, 3) normal culture condition (DMEM with FBS). Total RNA
was purified from these cells and each RNA was linearly amplified and hybridized to Affymetrix GeneChip.

Background corr dist: KL-Divergence =0.0716, L1-Distance =0.0382, L2-Distance =0.0020, Normal std = 0.5247
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE33050
http://www.ncbi.nlm.nih.gov/pubmed/22121020
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSEbL58605" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 9 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE58605|

Status: Public on Sep 01 2014

Title: Expression data from A549 cells infected by adenovirus not carrying virus associated sequences in the genome.
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
Non-coding small RNAs are involved in viral life cycles. Adenovirus-encoding small RNAs, virus-associated RNAs (VA RNASs), are
transcribed throughout the replication process, and the transcript levels depend on the copy numbers of the viral genome. Although the
VA RNA transcription starts immediate early phase, little is known about the function in the early phase. Here we applied
replication-deficient adenovirus vectors (AdVs) and novel VA-RNA deleted AdVs to analyze expression change of cellular gene mediated
by VA RNAs.

Overall design:

Human lung cell, A549, were infected by VA(+) or VA(-) adenoviral vectors. After the designed preiod of infection, cells were harvested and
RNA was extacted, followed by DNA microarray analysis.

Background corr dist: KL-Divergence =0.0944, L1-Distance =0.0207, L2-Distance =0.0006, Normal std = 0.4497
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE58605
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE20297" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 12 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE20297|

Status: Public on Dec 01 2010

Title: The effects of terbutaline or GW9508 on TNF-alpha and IFN gamma (TNF-alpha + IFN gamma) stimulation by HaCaT
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
G-protein coupled receptors (GPCRs) have diverse roles in physiological processes, including immunity. Gs-coupled GPCRs increase
while Gi-coupled ones decrease intracellular cAMP. Previous studies suggest that, in epithelial cells, Gs-coupled GPCRs enhance whereas
Gi-coupled GPCRs suppress pro-inflammatory immune responses. In order to examine the issue, we chose beta2 adrenergic receptor and
GPRA40 as representatives of Gs- and Gi- coupled GPCRs, respectively, and examined their effects on TNF-alpha and
IFN-gamma-(TNF-alpha + IFN-gamma) induced gene expression by HaCarT.

We used microarrays to detail the global changes of gene expression induced by a beta2 adrenergic receptor agonist terbutaline or GPR40
agonist GW9508 pre-treatment in TNF-alpha + IFN-gamma - stimulated HaCaT cells.

Overall design:

HaCaT cells were pre-treated with terbutaline or GW9508, TNF-alpha + IFN-gamma were then added, and cultured for another 24 h. Cells
were then used for RNA extraction and hybridization on Affymetrix microarrays. We sought to clarify changes in gene expression after 1)
TNF-alpha + IFN-gamma, 2) TNF-alpha + IFN-gamma + terbutaline, and 3) TNF-alpha + IFN-gamma + GW9508 treatment. To this end, we set
4 groups of samples; 1) unstimulated group, 2) TNF-alpha + IFN-gamma-stimulated group, 3) TNF-alpha + IFN-gamma +
terbutaline-stimulated group, and 4) TNF-alpha + IFN-gamma + GW9508-stimulated group. In each group, HaCaT cells were stimulated in
triplicate wells (n=3).

Background corr dist: KL-Divergence = 0.0778, L1-Distance =0.0884, L2-Distance =0.0124, Normal std = 0.5792

0.815 —
Pairwise Correlations

— Kernel fit
mme NOIrmal fit

Density 0.408 -

0.000 -
CEM1
| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEMT] 1550.2 3776.6 5520.0
P(S[Z,1) = 1.00] |SDF2L1 643.8 2167.1 2866.1
[Mean Corr = 0.95094JCRELD2] 1251.5 3867.9 4533.5
10456.3 23293.0 27880.2

797.8 2108.2 2503.6

595.2 1217.8 1549.6

3375.3 6345.5 7073.7

DNAJB11 2771.4 6065.7 7004.0

3242.5 5168.3 6609.3

14987.2 25558.7 28773.9

PPIB 17311.6 27972.6 30550.9

. 1581.6 4780.9 5820.4
896.7 2024.1 2203.7
Lop 1D Genes| | =reprat 2109.3 3382.5 3904.7
4810.6 6340.5 7530.5

C 1067.7 1835.3 2532.6

2 1479.8 1662.7 2364.6

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE20297
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE39059" Expression Profiles

Num of samples in this series: 9

Scale of expression profile Z-scores

30 -20 -10 00 10 20 30
I I

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE39059|

Status: Public on Oct 01 2012

Title: Changes in microRNA and mRNA expression with differentiation of human bronchial epithelial cells [MRNA]
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 23590309

Summary & Design:  Summary:

Normal human bronchial epithelial (NHBE) cells cultured in an air-liquid interface (ALI) system form a polarized, pseudostratified

epithelium composed of basal, ciliated and goblet cells that closely resemble the in vivo airway epithelium structure. ALI cultures of NHBE
cells provide a unique in vitro system to investigate airway epithelial biology, including developmental, structural and physiologic aspects.
In this study, we wanted to investigate mRNA expression patterns during airway epithelium differentiation.

By using microarrays, we studied the changes in expression of mRNAs in normal human bronchial epithelial cells as they differentiate
from an undifferentiated monolayer to a differentiated pseudostratified epithelium after 28 days of air-liquid interface (ALI) culture, when
epithelial cells differentially express basal, ciliated and goblet cell markers.

Overall design:

Normal human bronchial epithelial cells were cultured in an air-liquid interface (ALI) system and harvested at three different time-points:
subconfluent, confluent and day 28 of ALI. Samples were processed for total RNA extraction and hybridization on Affymetrix microarrays.

All the experiments were performed by triplicate.

Background corr dist: KL-Divergence = 0.0352, L1-Distance =0.0888, L2-Distance =0.0097, Normal std = 0.8436

0.574 —

— Kernel fit
m—e NOrmal fit

Density 0.287 —

Pairwise Correlations

0.000 -
CEM1
| | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max |

[CEM ] 3764.3 10379.4 11893.9
[P(S[Z,1) = 1.00] |SDF2L1 538.0 1548.4 2314.3
[Mean Corr = 0.95037CRELD2] 2200.7 4123.5 5215.3
8070.2 19743.5 28571.0

629.7 1713.9 2146.8

727.2 1290.6 1396.1

5544.6 11291.7 12083.4

DNAJB11 2795.1 4930.4 6699.8

1387.5 6787.3 8082.3

1604.6 3838.4 5074.7

PPIB 13740.8 23734.4 27660.8

. 532.2 1424.0 2161.9
1707.3 2262.7 3036.7
Lop L0 Genes| | reprat 1396.8 3380.2 4236.5
4331.8 5106.0 6058.6

C 3665.5 3977.5 4042.4

2 840.1 970.2 1075.6

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE39059
http://www.ncbi.nlm.nih.gov/pubmed/23590309
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE11916" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 30 -20 -10 00 10 20 30
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11916|

Status: Public on Sep 30 2009

Title: Comparison of TCF hyper-activated and control Huh7 cells - microarray data
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
The Wnt signaling pathway is involved in many differentiation events during embryonic development and can lead to tumor formation after
aberrant activation of its components. , -catenin, a cytoplasmic component, plays a major role in the transduction of the canonical wnt/
.t-catenin signaling. The aim of this study was to identify novel genes that are regulated by active  f-catenin/TCF signaling in
hepatocellular carcinoma. We selected and expanded isogenic clones from hepatocellular carcinoma-derived Huh7 cells with high and low
.T-catenin/TCF activities. We showed that, high TCF activity Huh7 cells lead to bigger and more aggressive tumors when xenografted into
nude mice. We used SAGE (Serial Analysis of Gene Expression), genome-wide microarray and in silico promoter analysis in parallel, to
compare gene expression between low (basal) and high (transfected) ,T-catenin/TCF activity clones, those had been xenografted into nude
mice. We compared and contrasted SAGE and genome-wide microarray data, in parallel. Finally; after combined analysis, we identified
BRI3 and HSF2 as novel targets of Wnt/ t-catenin signaling in hepatocellular carcinoma.

Overall design:

High TCF activity Huh7 cell line (Huh7-S33Y) was compared to control Huh7 cell line (Huh7-Vec) by using 10 ug of total RNA isolated from
each sample (15 ug of labeled cRNA was hybridized to the arrays). Triplicates are coming from same total RNA extraction.

Background corr dist: KL-Divergence = 0.0553, L1-Distance =0.0353, L2-Distance =0.0014, Normal std = 0.6821

0.625 —

Pairwise Correlations

— Kernel fit
m—e NOrmal fit

Density 0.312 —

0.000 -
CEM 1 ﬂﬂ
| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM T 4350.1 5284.9 5743.3
P(S|Z 1) = 1.00] [SDF2LI 1708.6 2288.8 2410.3
[Mean Corr = 0.9482T1CRELD2] 2571.4 4895.6 5076.0
HSPAS 13861.1 25009.0 26842.5

5084.1 6448.0 7332.7

1092.7 1263.8 1292.8

5661.0 7809.6 8491.4

DNAJB11 6511.5 9744.0 10549.0

3260.9 3507.4 3780.2

9448.8 10650.5 11280.1

PPIB 18805.1 21585.0 23773.0

2022.6 2778.2 2945.9

4299.3 5337.2 5881.0
Lrop 19 Genesl | sergrat 5202.5 6695.2 7405.2
3829.5 5119.2 5211.8

C 1510.7 2533.9 2673.8

2 4146.8 4491.2 4820.5

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11916
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE40794" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 18 30 20 -10 00 10 20 30
B

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE40794|

Status: Public on Mar 31 2013

Title: Convergence of oncogenic and hormone receptor pathways promotes pro-metastatic phenotypes.
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 23257359

Summary & Design:  Summary:
Cyclin D1b is a splice variant of the cell cycle regulator Cyclin D1 and is known to harbor divergent and highly oncogenic functions in
human disease. While Cyclin D1b is induced during disease progression in many cancer types, the mechanisms underlying Cyclin D1b
function remain poorly understood. Herein, models of human disease were utilized to resolve the downstream pathways requisite for the
pro-tumorigenic functions of Cyclin D1b. Specifically, it was shown that Cyclin D1b modulates the expression of a large transcriptional
network that cooperates with AR signaling to enhance tumor cell growth and invasive potential. Notably, Cyclin D1b promoted
AR-dependent activation of genes associated with metastatic phenotypes. Further exploration determined that transcriptional induction of
SNAI2 (Slug) was essential for Cyclin D1b- mediated proliferative and invasive properties, implicating Slug as a critical driver of disease
progression. Importantly, Cyclin D1b expression highly correlated with that of Slug in clinical samples of advanced disease. Further, in
vivo analyses provided strong evidence that Slug enhances both tumor growth and homing to distal soft tissues. Collectively, these
findings reveal the underpinning mechanisms behind the pro-tumorigenic functions of Cyclin D1b, and demonstrate that the convergence
of the Cyclin D1b-AR and Slug pathways results in the activation of processes critical for the promotion of lethal tumor phenotypes.

Analysis of transcriptomes under the control of individual D-type cyclin isoforms in the hormone dependent prostate cancer cell line
LNCaP in the presence and absence of androgen.

Overall design:

LNCaP cells cultured in charcoal dextran treated media were transduced with virus encoding Cyclin D1a, Cyclin D1b, or control GFP for 24
hours in biological triplicate. Cells were then stimulated with either 1nM DHT or 0.01% EtOH (vehicle control) for 16 hours and harvested
for RNA

Background corr dist: KL-Divergence = 0.0785, L1-Distance =0.0242, L2-Distance =0.0007, Normal std = 0.4862

0.829 -
Pairwise Correlations

= Kernel fit
m— NOrmal fit

Density 0.414 -

0.000 -
CEM 1

| I I I I I I I I I |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM ] 915.3 4450.0 5986.7
[P(S[Z,1) = 1.00] [SDF2L1 523.8 2804.4 4019.7
[Mean Corr = 0.94147CRELD2| 1914.4 6309.0 7577.6
9825.6 15968.8 19618.0

3122.3 7309.3 8273.2

PDIA4 583.3 1379.5 1630.4

2806.5 7737.4 8911.6

1394.5 2903.2 4007.9

761.0 3785.9 5382.0

5691.8 14146.6 16017.2

6475.3 19797.8 22721.2

. 2268.5 3031.5 3823.5
[CEM 1 #] 2518.4 3575.7 4305.0
[Top 10 Genes| 4729.9 5896.1 6824.7
1337.2 3995.9 4814.6

DNAJC3 1517.7 2947.4 3258.0

2 1019.6 1611.4 2130.8

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE40794
http://www.ncbi.nlm.nih.gov/pubmed/23257359
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE32939" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 30 -20 -10 00 10 20 30
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE32939
Status: Public on Oct 13 2011

Title: CD4 on human monocytes

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
We examined the efffects of ligating CD4 expressed by primary human peripheral blood monocytes with soluble MHC Class II.

Overall design:

3 replicates are included. Fresh blood monocytes, obtained through negative selection via magnetic activted cell sorting (Miltenyi, Auburn,
CA), from three separate individual donors were treated with RPMI-1640 medium alone or with medium containing sMHC Il (1 ,...g/ml) for
three hours. Cells were harvested and RNA purified using the RNeasy procedure (Qiagen). RNA was then analyzed by the UCLA Clinical
Microarray Core Laboratory using the Human U133 Plus 2.0 Array (Affimetrix). Data was analyzed using Dchip software. Visual inspection
did not find any potential outliers or suspect areas. Data across all groups were normalized using the PM/MM difference.

Background corr dist: KL-Divergence = 0.0327, L1-Distance =0.0223, L2-Distance =0.0005, Normal std = 0.6596

0.618 —

Pairwise Correlations

= Kernel fit
m— NOrmal fit

Density 0.309 -

0.000 -
CEM 1

| I I I I I I I I I |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

2195.7 5356.0 5705.8
P(S[Z 1) = 1.00] [SDF2L1 852.5 2436.6 2895.2
[Mean Corr = 0.94123CRELD2| 1210.5 2870.0 3654.9
7969.0 14205.5 16396.0

837.8 3217.6 3468.9

723.2 1500.8 1611.9

PDIA6 2908.2 7032.3 8929.2

2174.2 4246.2 4428.9

1112.1 4912.8 6109.7

PDIA3 7567.2 15068.1 15510.9

10413.5 14560.1 15826.2

. C19orfl 2430.1 4820.8 5154.6
CEM 14 LC35B 1075.1 1923.9 2334.3
LTop 20 Genes] 1802.5 2703.0 3315.7
4091.4 6350.5 7463.0

C 4222.5 5781.4 6038.1

788.9 1468.0 1903.4

Null module
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE32939
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE33606" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 15 -30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE33606|

Status: Public on Nov 11 2011

Title: Gene expression changes in human hepatocytes exposed to VX (O-ethyl S-[2-(diisopropylamino)ethyl] methylphosphonothiolate)
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
Organophosphorus compounds induce hepatotoxicity through currently unknown mechanisms, which need to be unraveled by a
comprehensive and systematic approach such as genome-wide gene expression analysis.

We used microarrays to study gene expression changes in human hepatocytes after exposure to VX, and identified pathways underlying
these changes.

Overall design:

Human hepatocytes were exposed to sublethal concentrations (0, 0.1, 10 ,...M) of VX. RNA were extracted at different timepoints (0, 6 h)
after VX exposure and hybridized to Affymetrix microarrays. Four biological repeats were used for each condition.

Background corr dist: KL-Divergence = 0.1080, L1-Distance =0.0615, L2-Distance =0.0062, Normal std = 0.4667

0.945 —

Pairwise Correlations

= Kernel fit
m— NOrmal fit

Density 0.473 —

0.000 -
CEM 1

| I I I I I I I I I |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

QQ> QQ> QQ/ QQ/ (OQ/ (OQ/ (OQ/ c?*ﬁ\/ Q/;Q/ CO*Q/ CO*Q/ N % Co(\/ Q;Q/ CoQ/
S R SN NN
S S S S S d?"d?°5>"d>°§ﬂ,@5,9559;
2L L L L L L L Pre-normalization Quantiles
[ min ] [ medium ] [ max |
[CEMT] 3823.0 7441.6 9722.3
P(S[Z 1) = 1..00] [SDF2L1 1290.2 2983.4 3673.4
[Mean Corr = 0.93899CRELD2] 1741.0 4864.2 5291.3
25152.0 34648.5 38885.0
1332.9 2600.6 3126.5
PDIA4 812.5 2519.1 2817.7
7285.8 12736.7 13853.1
4570.0 6690.7 7250.8
7231.4 13706.0 16295.9
10016.5 17976.3 20571.9
19713.4 29236.8 31265.6
. 3199.6 4195.7 4395.4
[CEM 1 4] 2086.3 3878.8 4389.6
LTop 19 Genes| 4027.2 5390.6 6443.5
5251.9 6979.2 7688.2
DNAJC3 4449.0 8253.0 9581.3
2 637.1 925.5 1111.1

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE33606
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE48444" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 -30 -20 -10 00 1.0 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE48444|
Status: Public on Jul 02 2013

Title: Microarray-based gene expression data from BPLER tumor explants.
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 23948298

Summary & Design:  Summary:
The gene expression of 6 different mouse xenografts initiated by BPLER cells analyzed by microarray.

Basal-like triple negative breast cancers (TNBC) have poor prognosis. To study the basal-like transcriptional profile of tumors transformed
by defined genetic elements, the human breast epithelial cell line BPLER was injected into NOD/SCID mice. The resulting tumors were
excised for expression analysis. Keywords: breast cancer, BPLER, metastasis, tumor stem cells, tumor initiating cells, breast
adenocarcinoma

Overall design:

BPLER cells were derived from human primary breast epithelial cells propagated in WIT medium (Ince et al, Cancer Cell, 2007). These cells
were transformed with hTERT, SV40 early region and hRASV12 by retroviral transduction. BPLER have a TNBC-like phenotype in vitro and
are highly enriched for tumor-initiating cells. To define the phenotype of BPLER-derived tumors in vivo, BPLER cells were injected in the
mammary fat-pad of 6 NOD/SCID mice. Once tumors were palpable, mice were sacrificed and tumors excised. Total RNA was extracted
using Trizol. The gene expression profile of each tumor was assessed by mRNA microarray analysis. Based on histology and principal
component analysis of microarray data, BPLER tumors were remarkably similar to human primary TNBC encountered in the clinic
(Petrocca et al, Cancer Cell, 2013).

Background corr dist: KL-Divergence =0.0459, L1-Distance =0.0296, L2-Distance =0.0012, Normal std = 0.5966

0.681 -
Pairwise Correlations

— Kernel fit
mme NOrmal fit

Density 0.341 —

0.000 -
CEM1
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM ] 2623.4 3666.4 13253.4
[P(S[Z,1) = 1.00] |SDF2L1 701.3 1185.0 5529.3
[Mean Corr = 0.9355JCRELD2] 1462.7 2404.7 5507.3
8428.3 10259.7 46177.5

2747.8 3669.6 14633.7

1373.2 1743.1 2831.4

3942.3 4802.3 10777.0

DNAJB11 2556.6 3364.9 10024.6

913.4 1783.6 15816.2

6262.1 9165.1 14748.2

PPIB 9478.0 11128.0 20129.4

. 2602.5 3383.1 5482.4
1543.6 1968.0 3994.0
Lop 10 Genes| | reprat 2893.9 3771.0 5484.6
4428.2 4762.1 6038.1

C 1222.4 2259.8 5686.3

2 849.1 944.2 2656.9

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE48444
http://www.ncbi.nlm.nih.gov/pubmed/23948298
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE35716" Expression Profiles

Num of samples in this series: 28

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE35716|
Status: Public on Sep 01 2012

Title:

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 22972474

Summary & Design:  Summary:

Scale of expression profile Z-scores

30 -20 -10 00 1.0 20 3.0
I

Transcriptional Signatures as a Disease-Specific and Predictive Inflammatory Biomarker for Type 1 Diabetes [Pneu_S3S24 10Pneu_4HC]

The complex milieu of inflammatory mediators associated with many diseases is often too dilute to directly measure in the periphery,
necessitating development of more sensitive measurements suitable for mechanistic studies, earlier diagnosis, guiding selection of
therapy, and monitoring interventions. Previously, we determined that plasma of recent-onset (RO) Type 1 diabetes (T1D) patients induce
a proinflammatory transcriptional signature in fresh peripheral blood mononuclear cells (PBMC) relative to that of unrelated healthy
controls (HC). Here, using an optimized cryopreserved PBMC-based protocol, we compared the signature found between unrelated

healthy controls and patients with bacterial pneumonia.

Overall design:

UPN727 cells were stimulated with either plasma from unrelated healthy controls (n=18) or plasma from patients with bacterial pneumonia
(n=10). Gene expression analysis was perfromed in order to evaluate the transcriptional signature associated with bacterial pneumonia.

Background corr dist: KL-Divergence =0.1160, L1-Distance =0.0256, L2-Distance =0.0010, Normal std = 0.4152

0.961 —

_— Kernel fit
mme NOrmal fit

Density 0.480 —

Pairwise Correlations

0.000 —
CEM 1 m
| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
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|CE—'|V|T| MANF 1747.2 2481.4 8417.2
IP(S]|Z,1) = 1.00| SDF2L1 665.1 1023.2 5479.7
[Mean Corr = 0.923183CRELD?] 1453.4 1905.2 5540.4
HSPAS 8450.2 11211.4 55250.1
HYOU1 940.3 1947.5 3914.5
PDIA4 426.0 590.0 1848.7
PDIAG 2903.5 3622.6 9615.1
DNAJB11 2968.5 4174.8 8787.8
HSP90B1 1771.3 2470.2 7060.0
PDIA3 2718.9 6446.8 14182.2
PPIB 7437.2 10033.0 14603.7
(C190rf10 1486.4 1873.1 2911.6
T G SLC35B1 1126.0 1809.3 3132.1
[1op enes| | seceIAT 1426.2 2194.4 3102.1
RPN1 2516.3 3140.6 4875.5
DNAJC3 1948.5 2506.3 4956.9
2 538.7 1211.4 1802.9
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE35716
http://www.ncbi.nlm.nih.gov/pubmed/22972474
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE7868" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 9 -30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cqgi?acc=GSE7868|
Status: Public on Sep 01 2007

Title: Expression data from LNCaP cell line

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 17679089

Summary & Design:  Summary:
Androgen receptor (AR) is a ligand-dependent transcription factor that plays a key role in the onset and progression of prostate cancer.
Surprisingly little is known of AR binding sites and collaborating transcription factors in the human genome. Here we have identified the
DNA sequence motifs that are significantly enriched within the authentic 90 AR target regions found on chromosomes 21 and 22 in human
prostate cancer cells by combining chromatin immunoprecipitation for AR with chromosome-scale tiled oligonucleotide microarrays. By
integrating the DNA sequence motif data with the gene expression profiles from human prostate cancers we identified the transcription
factors that recognize each of these motifs. These factors form complexes with AR, bind to specific AR target regions and govern
androgen-dependent transcription. Together with AR these collaborating transcription factors form a regulatory network that directs
prostate cancer growth and survival and identify potential new opportunities for therapeutic intervention.

Keywords: time course
Overall design:

The RNA samples are extracted from DHT 0, 4h and 16h treated LNCaP cells by using a RNeasy kit (Qiagen). The final RNAs submitted to
Dana-Farber Cancer Institute (DFCI) Microarray Core Facility are all at 1.5ug/ul, A260/A280=2.1.

Background corr dist: KL-Divergence =0.1110, L1-Distance =0.0278, L2-Distance =0.0013, Normal std =0.4197

0.951 -
Pairwise Correlations

_— Kernel fit
mme NOrmal fit

Density 0.475 —

0.000 -
CEM1 m
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max |

2651.2 2977.4 6640.6
P(S[z 1) = 1.00] [SDF2L1 424.7 759.2 1265.7
[Mean Corr = 0.9228CRELD2] 2841.7 3303.3 6447.1
14230.7 16105.4 21172.9

6752.3 7643.0 10919.4

PDIA4 1624.5 1761.8 2499.3

3611.3 3921.8 5659.8

2786.3 3184.5 4059.8

4270.7 5018.3 7393.0

13818.2 15274.7 17438.1

14385.4 15196.2 17747.3

. 2699.3 3262.2 4356.3
[CEM 1 #] 2483.5 3026.1 3571.0
[Lop 10 Genes) 5658.7 5898.4 7736.6
3162.7 3464.3 4000.1

DNAJC3 1527.2 1709.8 2317.3

2 1477.0 1815.5 2537.5

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE7868
http://www.ncbi.nlm.nih.gov/pubmed/17679089
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE35170" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 30 20 -10 00 10 20 30
B

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE35170|

Status: Public on Dec 31 2012

Title: Expression data from U87-2M1 glioma cells transduced with baculoviral control decoy vector or baculoviral miR-10b decoy vector
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 23034333

Summary & Design:  Summary:
MicroRNA-10b may target numerous genes in gliomagenesis. The target genes of miR-10b may differ according to the cellular context.

We used microarray analyses to determine the phenotypic effects and gene targets of miR-10b by silencing miR-10b in invasive U87-2M1
glioma cells.

Overall design:

Early passage U87-2M1 cells treated with the baculoviral control decoy vector or miR-10b decoy vector were selected for RNA extraction
and hybridization on microarray

Background corr dist: KL-Divergence = 0.0337, L1-Distance =0.0278, L2-Distance =0.0008, Normal std = 0.6639

0.624 —
Pairwise Correlations

—— Kernel fit
mme NOrmal fit

Density 0.312 —

0.000 -
CEM1
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]
[CEM ] 8686.1 12358.0 13335.2
[P(S[Z,1) = 1.00] |SDF2L1 3260.8 5648.3 6221.4
[Mean Corr = 0.92289CRELD2] 5733.4 8732.6 9635.0
27826.5 33849.2 34683.2
1770.1 2877.1 3600.5
1156.9 1550.5 1712.3
PDIAG 6865.5 9130.3 9780.5
6770.2 9927.3 10964.0
5564.6 74145 12265.7
PDIA3 4827.8 6064.7 6753.8
18226.5 20292.5 21147.3
. 4716.2 5395.0 5431.8
CEM I+ 2851.8 3056.3 3446.2
[Top 19 Genes| 6806.1 7401.4 7545.8
4783.0 6015.0 6508.0
4753.5 6972.7 7124.8
1655.7 2046.2 2160.3

Null module
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE35170
http://www.ncbi.nlm.nih.gov/pubmed/23034333
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE10070" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 13 -30 -20 -10 00 1.0 20 3.0
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE10070|

Status: Public on Jan 31 2008

Title: Gene Expression in MCF10A cells through Differentiation on Transwells
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 19005683

Summary & Design:  Summary:
To further understand the differences occurring in MCF10A cells as they polarize and differentiate in the Transwell fi model, we performed
gene expression profiling with Affymetrix Human Genome U133 Plus 2.0 Arrays. Four experimental time points, were sampled:
conventional cultures of MCF10A cells grown on plastic (Monolayer) and MCF10A cells plated on Transwells’fi sampled at three TEER
values, 200-300 ,' cm2 (Base), 1400-1600 ,' cm2 (Midpoint), and 3000-3200 ,' cm2 (Plateau).

Keywords: Mammary Epithelial Cell Differentiation

Overall design:

Cells are grown in monolayer to 90-95% confluency, trypsinized and counted for seeding onto permeable supports (Transwell’fi, 0.4 " m
pores, polyester) in normal growth medium. MCF10A cells are seeded on 12-well Transwells’fi (Corning) at 105 cells/cm2. Both chambers
of media were changed strictly on a 24-hour schedule. Transepithelial electrical resistance (TEER) is measured daily with Epithelial
Volt-Ohm Meter (EVOM; World Precision Instruments), prior to media change. Total RNA was isolated at the indicated TEER listed above.
Canonical monolayer MCF10A cells served as a control comparison. Each time point was performed on triplicate arrays except for Plateau
(n=4).

Background corr dist: KL-Divergence = 0.0724, L1-Distance =0.0849, L2-Distance =0.0111, Normal std = 0.5904

0.799 —

Pairwise Correlations

— Kernel fit
m—e NOrmal fit

Density 0.399 -

0.000 -
CEM 1 m
| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEMT] 3807.7 4232.0 6816.1
P(S[Z 1) = 1.00] [SDF2L1 464.7 569.7 1617.4
[Mean Corr = 0.9179§CRELD2] 1987.8 2210.8 3314.3
7241.7 8562.8 11276.3

1626.3 2366.6 3638.4

533.2 602.4 933.9

3654.0 4273.6 5799.5

DNAJB11 1598.2 1777.7 3106.3

555.2 942.3 1976.2

5987.2 6519.8 8448.4
PPIB 13224.0 14352.0 19931.3

. 2294.7 2458.0 3168.8
1380.6 1623.9 2542.2
Lop D Genes| | sreprat 2023.7 2350.7 2988.7
2471.1 2973.0 3737.3

C 2959.1 3058.3 3431.1

2 2014.1 2221.5 3215.7

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE10070
http://www.ncbi.nlm.nih.gov/pubmed/19005683
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE17251" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 24 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17251|

Status: Public on Sep 21 2009

Title: Comparative analysis of gene regulation by the transcription factor PPAR,— _human
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 22215653

Summary & Design:  Summary:
Studies in mice have shown that PPAR,—is an important regulator of hepatic lipid metabolism and the acute phase response. However,
little information is available on the role of PPAR,— in human liver. Here we set out to compare the function of PPAR,— in mouse and
human hepatocytes via analysis of target gene regulation. Primary hepatocytes from 6 human and 6 mouse donors were treated with
PPAR,— agonist Wy14643 and gene expression profiling was performed using Affymetrix GeneChips followed by a systems biology
analysis. Baseline PPAR,— expression was similar in human and mouse hepatocytes. Depending on species and time of exposure,
Wy 14643 significantly induced the expression of 362-672 genes. Surprisingly minor overlap was observed between the Wy14643-regulated
genes from mouse and human, although more substantial overlap was observed at the pathway level. Xenobiotics metabolism and
apolipoprotein synthesis were specifically regulated by PPAR - in human hepatocytes, whereas glycolysis-gluconeogenesis was
regulated specifically in mouse hepatocytes. Most of the genes commonly regulated in mouse and human were involved in lipid
metabolism and many represented known PPAR — targets, including CPT1A, HMGCS2, FABP, ACSL, and ADFP. Several genes were
identified that were specifically induced by PPAR,—in human (MBL2, ALAS1, CYP1A1l, TSKU) or mouse (Fbp2, Igals4, Cd36, Ucp2, Pxmp4).
Furthermore, several putative novel PPAR, - targets were identified that were commonly regulated in both species, including CREB3L3,
KLF10, KLF11 and MAP3KS8. Our results suggest that PPAR_— activation has a major impact on gene regulation in human hepatocytes.
Importantly, the role of PPAR,— as master regulator of hepatic lipid metabolism is generally well-conserved between mouse and human.
Overall, however, PPAR, - regulates a mostly divergent set of genes in mouse and human hepatocytes.

Keywords: Analysis of target gene regulation by using microarrays

Overall design:

Primary hepatocytes from 6 human subjects were treated with the PPAR_ — agonist Wy14643 for 6 and 24 hours, and gene expression
profiling was performed using Affymetrix GeneChips. Human hepatocytes and Hepatocyte Culture Medium Bulletkit were purchased from
Lonza Bioscience (Verviers, Belgium). Primary hepatocytes were isolated from surgical liver biopsies obtained from six individual donors
who underwent surgery after informed consent was obtained for surgery with subsequent use of samples in experiments. Hepatocytes
were isolated with two-step collagenase perfusion method and the viability of the cells was over 80%. Cells were plated on
collagen-coated six-well plates and filled with maintenance medium. Upon arrival of the cells, the medium was discarded and was replaced
by Hepatocyte Culture Medium (HCM) with additives. The additives included Gentamicin sulphate/Amphotercin-B, Bovine serum albumin
(Fatty acid free), Transferrin, Ascorbic acid, Insulin, Epidermal growth factor, Hydrocortisone hemisuccinate. The next day, cells were
incubated in fresh medium in the presence or absence of Wy14643 (50 microM) dissolved in DMSO for 6 and 24 hours, followed by RNA
isolation.

Background corr dist: KL-Divergence =0.2370, L1-Distance =0.0404, L2-Distance =0.0031, Normal std =0.3118

1.279 —
Pairwise Correlations

— Kernel fit
mme NOrmal fit

Density 0.640 —

0.000 -
CEM1 I
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM T 3021.9 9306.8 17020.0
P(S[Z1) = 1.00] [SDF2L1 527.3 2909.1 5819.5
[Mean Corr = 0.91544CRELD2] 1431.7 3975.8 8205.2
16200.3 40853.8 62224.1

HYOU1 1304.5 3042.1 7823.4

916.1 3684.4 11076.5

7302.8 13974.7 22964.1

DNAJB11 5750.0 9027.2 12265.3

4934.2 11717.3 24688.1

10435.0 16642.6 25104.9

PPIB 25570.8 35738.7 47515.5

. 4174.4 5744.9 7725.5
2459.6 4114.6 6026.6
Lop 10 Genesl | srepiat 2338.4 3452.0 4158.4
5795.1 7754.5 9848.3

C 5851.6 9491.4 14025.0

2 1503.5 3551.1 7001.3

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17251
http://www.ncbi.nlm.nih.gov/pubmed/22215653
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE27128" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 30 -20 -10 00 10 20 30
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE27128|

Status: Public on Feb 12 2011

Title: Expression levels in strained vs. non-strained Calu-3 lung epithelial cells
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 24391213

Summary & Design:  Summary:
Ventilator induced lung injury can lead to serious conditions like ARDS which are associated with a high mortality (around 30%, Stapleton
et al., Chest, 2005). We hypothesized that changes of expression levels of different genes would lead us to the identification of critical
target genes, which might influence the inflammation and outcome associated with this condition.

We used human whole genome U133 Plus 2.0 microarrays to detail the changes of gene expression and identified distinct classes of
up-regulated genes during this process.

Overall design:

Confluent non strained and strained human Calu-3 cells were selected for RNA extraction and hybridization on Affymetrix microarrays.
The experiment was performed with 3 replicates.

Background corr dist: KL-Divergence = 0.0390, L1-Distance =0.0282, L2-Distance =0.0010, Normal std = 0.6280

0.647 —
Pairwise Correlations

_— Kernel fit
mme NOrmal fit

Density 0.323 —

0.000 -
CEM1

| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM T 4808.6 6131.1 19281.6
P(STZT) =100 [SDF2LL 2119.5 4853.9 15911.9
[Mean Corr = 0.9152§CRELDZ] 3267.4 9846.4 25427.8
7254.2 12191.0 29288.2

2386.2 3187.1 10394.4

DIA 1780.9 2619.3 5360.0

DIA 9033.7 13619.6 20502.3

T 7919.1 12361.7 23371.2

FSPY0B 4174.0 7375.7 12175.7

DIA 6361.3 9546.2 15844.8

14616.6 26109.4 35155.4

v C19orT1 2475.2 4499.3 6929.1
[CEM 1 +] [C358 3738.8 5246.1 8450.1
[Top 10 Genes| 5769.9 8409.8 14967.6
9203.4 12283.7 18096.1

C 1115.2 1830.4 3981.3

7 1132.8 1797.2 48785

Null module
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE27128
http://www.ncbi.nlm.nih.gov/pubmed/24391213
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE17044" Expression Profiles

Num of samples in this series: 6 30 -20 -10 00 10 20 3.0
- W

Scale of expression profile Z-scores

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17044|
Status: Public on Dec 30 2009

Title: Expression data from androgen treated LNCaP cells

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 19763266

Summary & Design:  Summary:

Androgens are required for the development of normal prostate, and they are also linked to the development of prostate cancer.

We used microarrays to understand the role of androgen in an androgen dependent, androgen receptor (AR) positive human metastatic
cell line, LNCaP.

Overall design:

LNCaP cells were grown in RPMI medium and they were subjected to stay in phenol-red free, RPMI with charcoal stripped serum for 48h.
Synthetic androgen R1881 was added and the cells were allowed to grow for 48h. Control cells were given with corresponding amount of
ethanol as vehicle which is used for the solubilization of R1881. Cells were harvested and RNA was isolated for microarray analysis.

Background corr dist: KL-Divergence =0.0179, L1-Distance =0.0326, L2-Distance =0.0017, Normal std =0.7710

0.517 —

Density 0.259 -

0.000 -

—— Kernel fit
mme NOrmal fit

CEM1

I
Z-score -5.0
Correlation -1.00

!

CEMT] VAN

P(S[Z1) = 1.00] [SDF2L1
[Mean Corr = 0.89863CRELD2]

DIA

DIA

1
HSP90B

C1l19orfl

(Top 10 Genes|

C

2

Null module ARID5B

I
Z

= o
= =] |~ = RE 7 |5 e ol [4[@ =
@) > m Nl m T [ > T Y =l |Z Il[T
1[92 [ || |& 2 (218 [ =] = [E ol [9] 6] 14 @] ] 1B B =] [S] o] [@] 2] 1< Q5 =@ S 9] 18 = [Z 1S 2 [E] 3] K] |
g 12| & <] |» M IE IR TR 7| |Z = T | = 9] || |©| | T |to >l 5| | T [=] | ol |2 W of T
ol 12| x| |»| [> T 7| 13| s (AT | R | [> —| || |5 o5 =l X > o ) Z| |>| |o = [> cl|>
10N (=] [N] T=] [N [N (=] IN] IN] | [w] [] (=] | [N [an] [w] D] [wof [N (] || oo [ [T | =] [=] |09 [ W| [R] [F] ] 1] | [w] [F] || oo [ (] |on

AP3
0

D
o

LC5A

Z

FRSF2
M6SF

wn

DEDD
CCDC11
SP3

o
NN
I
>
[EEN

-4.0 -3.0 -2.0
-1.00 -1.00

[ min ]
4932.1
1677.6
3813.3
10302.8
3520.4
784.9
5290.4
2134.2
3289.2
7327.6
17243.1
3110.6
4051.2
3393.0
3668.1
312.9
1436.6

-0.96

-1.0
-0.76

[ medium ]
10960.3
2869.1
5939.8
18144.1
6561.9
1201.8
7802.9
3192.0
4185.1
11148.2
24461.0
7174.7
5164.4
5823.2
5801.8
1025.1
3103.0

0.76

Pre-normalization Quantiles

[ max ]
12805.9
3709.5
8269.6
24797.7
8667.0
1398.8
8805.1
4104.3
6553.7
13314.5
30404.8
8065.9
6081.5
7593.9
10200.9
2320.3
4707.7

Pairwise Correlations



http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17044
http://www.ncbi.nlm.nih.gov/pubmed/19763266
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE20405" Expression Profiles

Num of samples in this series: 12

[http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE20405|

GEO Link:

Status: Public on Jan 24 2014

Title:

Organism: Homo sapiens

Experiment type: Expression profiling by array
Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:

H929 human myeloma cells were exposed to aminopeptidase inhibitor (CHR-2797), HDAC inhibitor (CHR-3996), or a combinaion of the two

agents, for 24 h

ours.

HDAC and aminopeptidase inhibitor treatment of myeloma cells

Scale of expression profile Z-scores

-30 -20 -10 00 1.0

Following this treatment RNA was extracted and microarrays used to determine gene expression changes.

Overall design:

Myeloma cells were exposed to chemotherapeutic agent for 24 hours.

Background corr dist: KL-Divergence = 0.0692, L1-Distance =0.0839, L2-Distance =0.0107, Normal std = 0.5943
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[ min ]
6383.9
2666.7
2873.6
11621.5
3525.8
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5329.6
10072.5
3824.7
2447.2
4832.7
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3399.2
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0.00

1.0
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[ medium ]
10373.3
6138.1
4998.2
15199.9
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1992.4
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6973.1
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1174.0

2.0
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3.0 4.0 5.0
1.00 1.00 1.00

Pre-normalization Quantiles

[ max ]
11586.0
6482.3
6271.9
16088.0
7932.1
2185.1
13925.2
10240.5
2599.1
7720.0
14070.4
7696.9
5917.9
10020.7
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5506.5
1323.6


http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE20405
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE40241" Expression Profiles

Num of samples in this series: 6

Scale of expression profile Z-scores
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GEO Link:
Status:

Title:

Organism:
Experiment type:
Platform:
Pubmed ID:

Summary & Design:

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE40241|
Public on Dec 31 2013
Expression data from Versican (VCAN) protein treated ovarian cancer cell line OVCA433

Homo sapiens

Expression profiling by array
GPL570

23824740

Summary:

Advanced ovarian cancer is the most lethal gynecologic malignancy in the United States. Currently patients are treated by surgical
cytoreductive surgery with the aim of reducing tumor burden to microscopic disease followed by adjuvant combined treatment with a
platinum and taxane containing chemotherapy, which affords 80% of patients an initial complete response. However, Abdominal and
pelvic recurrence rates are high and response to further chemotherapy is limited. Attempts at introducing biologic therapeutic agents to
improve outcome in this disease are ongoing, while prognostic or predictive biomarkers that can stratify patients for treatment are still
lacking. Using transcriptome profiling of microdissected tissue samples from high-grade serous ovarian cancer patients, we identified a
cancer associated fibroblast (CAF) specific gene signature. Versican, which encodes a extracellular matrix protein, was one of the
identified genes which demonstrated up-regulation in cancer stroma. To investigate the function roles, signaling machanism and the effect
of versican treatment on ovarian cancer cells, transcriptome profiling of versican treated OVCA433 high-grade serous ovarian cancer cells
was performed.

Overall design:

High grade serous ovarian cancer cell line OVCA433 was used. Total RNA was isolated from control samples and versican treated cancer
cell samples at 48 hours post-treatment followed by cDNA synthesis, IVT and biotin labeling. Samples were then hybridized onto
Affymetrix Human genome U133 plus 2.0 microarrays. For each treatment group, three independent samples were prepared for the
microarray experiment.

Background corr dist: KL-Divergence = 0.0371, L1-Distance =0.0308, L2-Distance =0.0010, Normal std = 0.6558
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE40241
http://www.ncbi.nlm.nih.gov/pubmed/23824740
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE11238" Expression Profiles

Num of samples in this series: 39

GEO Link:
Status:

Title:

Organism:
Experiment type:
Platform:
Pubmed ID:

Summary & Design:

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11238|
Public on Apr 23 2008
Vaccinia E3L mutant virus infected HeLa cell lines (langl-affy-human-215499)

Homo sapiens
Expression profiling by array
GPL570

[

Summary:

Smallpox is a highly communicable, often fatal diseae. There is currently no licensed treatment for smallpox and vaccinia virus (VV) is
currently used for immunization. While immunization with VV can provide good protection against exposure to the smallpox virus, the
current vaccine is far from optimal. Complications occur in 1/1,000-1/10,000 vaccinees, with at least one death per million vaccinees. We
have constructed recombinant VV strains which are less pathogenic, yet provide a protective immune response. These viruses contain
various mutations in the E3L which is known to block the host antiviral response. Identifying the host genes involved in producing a
strong protective immunological response to these attenuated viruses would not only increase our understanding of the proteins and
pathways involved in effective smallpox vaccination, but aid in the development of alternative vaccine strains which enhance these
specific immune responses.

We will determine gene expression patterns in HelLa cells at various times following infection with wtVV and several VV constructs
containing mutations in the E3L gene.

The VV E3L gene product blocks the host antiviral response by sequestering viral danger signals, including double-stranded RNA and
Z-DNA. VV constructs containing mutations in E3L which allow host cell recognition of either of these danger signals leads to a decrease
in viral pathogensis. In this project we will dissect the cellular inflammatory response to infection with wtVV in comparison to VV
containing mutations in the E3L gene. By understanding why certain strains of VV are non-pathogenic, yet highly immunogenic, it is
possible to gain a better understanding on the mechanisms of poxvirus pathogenesis and the host response.

We will examine three times points following infection with VV: 2 HPI, 6 HPl and 9 HPIl. These times points represent keys points in the
virus replication cycle. Several VV constructs will be used which contain mutations in the E3L gene. These constructs alter the ability of
E3L to sequester double-stranded RNA and/or Z-DNA and therefore have a direct effect on viral pathogenesis. Fourteen constructs will be
used including: mock, wtVV, VVdelE3L, VVE3Ldel83N, VVE3Ldel37N, VVE3Ldel26C, VVE3Ldel7C, VVE3L Y48A, VVE3L P63A, VVE3L
K167T, VV-ATV, VV-ADAR/E3L, VVdelK3L, VVdelK3L-E3Ldel37N. Cells will be infected at an MOI of 5 to allow infection of all cells. At each
time point, cells will be harvested by scraping. RNA will be isolated using a Trizol RNA extraction protocol (Invitrogen) followed by RNA
purification using the RNeasy cleanup kit available from Qiagen.

Keywords: time-course

Overall design:

Background corr dist: KL-Divergence =0.1943, L1-Distance =0.0309, L2-Distance =0.0019, Normal std = 0.3459
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http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
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GEO Series "GSE9768" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 13 -30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cqgi?acc=GSE9768|

Status: Public on Dec 05 2007

Title: Identification of genes modulated by acid and bile in a Barrett’'s oesophagus cell line
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:

The major aetiological risk factor for Barrett’s oesophagus and oesophageal adenocarcinoma is gastroesophageal reflux. This study’s
aim was to identify genes involved in the celular response to reflux in vitro. The Barrett s oesophagus cell line, CP-A hTERT, was
exposed to media with acid, deoxycholic acid or a primary bile salt mixture. RNA expression was compared with controls on Affymetrix
U133 Plus 2.0 arrays. In CP-A hTERT, the greatest number of changes in gene expression was observed after treatment with deoxycholic
acid, pH 4.5; 152 genes were up-regulated at 2 hours (91 at 6 hours) and 10 down-regulated at 2 hours (34 at 6 hours). 12 genes were
identified and were subsequently assessed in patients with non-erosive reflux disease, oesophagitis, Barrett’s oesophagus and
oesophageal adenocarcinoma

Background and Aims: The major etiological risk factor for Barrett s esophagus and esophageal adenocarcinoma is gastro-esophageal
reflux. This study s aim was to identify genes involved in the cellular response to components of reflux both in vitro and in patients with
reflux-related disease.

Methods: The Barrett s cell line, CP-A hTERT, was exposed to media with acid, deoxycholic acid or a primary bile salt mixture. RNA
expression was compared with controls on Affymetrix U133 Plus 2.0 arrays. 12 genes of interest were analysed by Real Time PCR both in
cell line and biopsies from 110 patients with non-erosive reflux disease, esophagitis, Barrett s esophagus and esophageal
adenocarcinoma.

Results: In CP-A hTERT, the greatest number of changes in gene expression was observed after treatment with deoxycholic acid, pH 4.5.
Of 12 genes analysed in biopsies, 10 were significantly different between the 4 groups with the largest change for anterior gradient
homolog 2, which may modulate p53 function. This had highest expression in biopsies from Barrett s esophagus (median gene fold
change for Barrett s esophagus versus non-erosive reflux disease, 411.2 (95% CIl 290.5-682.7; p<0.01); esophageal adenocarcinoma
versus non-erosive reflux disease 68.1 (20.5-161.4; p<0.01)). In addition 4 genes associated with development/differentiation were
upregulated in Barrett s biopsies compared to those from non-erosive reflux disease (SEL1L, MFNG, CRIP1 and EFNA1).

Conclusions: Novel genes have been identified, whose expression is altered after acid and bile exposure in vitro and in biopsies from
patients with reflux related diseases. These genes may have utility as biomarkers of response to reflux and should be assessed in
prospective studies.

Keywords: Acid (pH 4.5) and bile (mixture of primary bile salts or the secondary bile salt deoxycholic acid, both at pH 4.5) challenge to a
Barrett’s oesophagus cell line. RNA extraction at 2 and 6 hours. Comparison of treatment RNA to control (non-treatment) RNA,

Overall design:

The Barrett’s oesophagus cell line CP-A hTERT was treated with a 15 minute exposure of acid (pH 4.5), a mixture of primary bile acids (pH
4.5) or deoxycholic acid (pH 4.5). RNA extraction occurred in treatment and non-treated cells at 2 hours and 6 hours. The treatments were
performed in duplicate on 2 different days. RNA was compared in each treatment to each control at the relevant time points,ina2 x 2
manner by using Affymetrex U133 Plus 2.0 arrays. Results of 12 genes were confirmed by Real Time PCR and were subsequently
assessed in patients with non-erosive reflux disease, oesophagitis, Barrett’'s oesophagus and oesophageal adenocarcinoma.

Background corr dist: KL-Divergence =0.1329, L1-Distance =0.0335, L2-Distance =0.0024, Normal std = 0.3951
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE9768
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE40517" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 9 30 -20 -10 00 10 20 30
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE40517|
Status: Public on Aug 31 2013

Title: Selective Requirement for Mediator MED23 in Ras-active Lung Cancer
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
K-RAS activating mutations occur frequently in non-small cell lung cancer (NSCLC), leading to aberrant activation of Ras-MAPK signaling
pathway that contributes to the malignant phenotype. However, the development of Ras-targeted therapeutics remains challenging. Here,
we show that MED23, a component of the multisubunit Mediator complex that is known to integrate signaling and gene activities, is
selectively important for Ras-active lung cancer. By screening a large panel of human lung cancer cell lines with or without a Ras
mutation, we found that Med23 RNAI specifically inhibits the proliferation and tumorigenicity of lung cancer cells with hyperactive Ras
activity. Med23-deficiency in fibroblasts selectively inhibited the oncogenic transformation induced by Ras but not by c-Myc. Transcription
factor ELK1, which is phosphorylated by MAPK for relaying the Ras signaling to MED23, was also required for the Ras-driven
oncogenesis. Transcriptiome analysis revealed that MED23 and ELK1 co-regulate a common set of target genes enriched in regulating cell
cycle and proliferation to support the Ras-dependency. Furthermore, correlated with the strength of Ras signaling as indicated by the
ELK1 phosphorylation level, MED23 was up-regulated by Ras-transformation, and was found to be overexpressed in both Ras-mutated
lung cancer cell lines and primary tumor samples. Remarkably, lower Med23 expression predicts better survival in Ras-active lung cancer
patients and xenograft mice. Collectively, our findings demonstrate a critical role for MED23 in enabling the Ras-addiction of lung
carcinogenesis, thus providing a vulnerable target for the treatment of Ras-active lung cancer.

To gain a genome-wide understanding of how MED23 and ELK1 control gene expression in Ras-active lung cancer cells, we performed
gene profiling experiments to analyze the transcriptomes from control, si-Med23, or si-Elk1 A549 cells.

Overall design:

The si-Ctrl, si-Med23 and si-Elk1 A549 cells were cultured in the normal condition. Then the cells were harvested for RNA extraction and
hybridization on Affymetrix microarrays. The analysis contain 9 samples. si-Ctrl cells have three replicates (si-Ctrl#1, si-Ctrl#2 and
si-Ctrl#3), and the si-Med23 or si-Elk1 group contains three different cell lines that harbor three different RNAi oligos against Med23 or
Elk1 (si-Med23A, B, C and si-EIk1A, B, C).

Background corr dist: KL-Divergence = 0.0666, L1-Distance =0.0297, L2-Distance =0.0011, Normal std = 0.5225
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE40517
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE20540" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 12 30 20 -10 00 10 20 30
B

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE20540|

Status: Public on Mar 14 2010

Title: Gene expression profiles of myeloma cells interacting with bone marrow stromal cells in vitro
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 20228816

Summary & Design:  Summary:
Conventional anti-cancer drug screening is typically performed in the absence of accessory cells (e.g. stromal cells) of the tumor
microenvironment, which can profoundly alter anti-tumor drug activity. To address this major limitation, we have developed assays (e.g.
the tumor cell-specific in vitro bioluminescence imaging (CS-BLI) assay) to selectively quantify tumor cell viability, in presence vs.
absence of non-malignant stromal cells or drug treatment. These assays have allowed us to identify that neoplastic cells from diverse
malignancies exhibit stroma-induced resistance to different anti-tumor agents. In this analysis, we evaluated the molecular changes
triggered in myeloma cells by their in vitro interaction with stromal cells. The transcriptional profile of 3 human multiple myeloma (MM) cell
lines (MM.1S, MM.1R, INA-6) co-cultured with stromal cells vs. when cultured alone was characterized by oligonucleotide microarray
analysis, using the human U133 plus 2.0 Affymetrix GeneChip.

Overall design:

Three human multiple myeloma (MM) cell lines (MM.1S, MM.1R, INA-6) stably expressing green fluorescent protein (GFP) were cultured in
vitro for 24hrs either alone or in the presence of the human bone marrow stromal cell line HS-5. Fluorescence activated cell sorting was
used to separate the GFP+ MM cells from GFP- stromal cells. The gene expression profiles of MM cells after their co-culture with stromal
cells were compared with the profiles of MM cells cultured alone, according to previously described protocols for total RNA extraction and
purification; cDNA synthesis; production of biotin-labeled cRNA; hybridization of cRNA with U133plus2.0 Affymetrix gene chips; and
scanning of image output files. Scanned image output files were analyzed using DNA-Chip Analyzer (dChip) (www.dchip.org), including
conversion to DCP files, normalization and modeling, and averaging of duplicate chips according to standard parameters recommended
by the software. For each cell line, the gene expression profile in the presence of stomal cells was compared to the profile of the same cell
line cultured in the absence of stromal cells. Technical replicates for each condition were analyzed (total of 12 gene expression profiles).

Background corr dist: KL-Divergence = 0.0645, L1-Distance =0.0750, L2-Distance =0.0096, Normal std = 0.5819

0.723 —

Pairwise Correlations

—— Kernel fit
mme NOrmal fit

Density 0.362 —

0.000 —
CEM 1 m”
I | | | | | | | | | |
Z-score -50 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles
[ min ] [ medium ] [ max ]
1786.8 4330.7 18816.8
975.6 1352.5 9087.4
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CEMT] VAN
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE20540
http://www.ncbi.nlm.nih.gov/pubmed/20228816
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSEL55604" Expression Profiles

Num of samples in this series: 6

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

-30 -20 -10 00 1.0 2.0

Scale of expression profile Z-scores

3.0

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE55604|

Public on Apr 09 2014

A novel EMT-selective small molecule induces ER stress
Homo sapiens

Expression profiling by array

GPL570

24705811

Summary:

Carcinoma cells can acquire key malignant traits by reprogramming their differentiation state via an epithelial-to-mesenchymal transition
(EMT). Cancer cells that undergo EMT become invasive and resist a wide range of therapies including most chemotherapy drugs and
radiation. Such cells are also able to efficiently seed primary and metastatic tumors, making them functionally indistinguishable from
tumor-initiating or cancer stem-like cells (TICs or CSCs). Therefore, there is significant interest in finding vulnerabilities of cancer cells
that have undergone EMT.

A potent EMT-selective small molecule was discovered through a large-scale chemical screen. We used microarray analysis to understand
the biological effects of this compound.

Overall design:

HMLE_ctrl (human MECs, infected with a pBabe-shGFP retrovirus) and HMLE_Twist (human MECs, infected with a pBabe-Twist retrovirus)
cells were treated with solvent control (DMSO), 5" M or 10 " M of Cmp302 for 6 hours. Microarray analysis was performed to profile global
gene expression.

Background corr dist: KL-Divergence =0.0178, L1-Distance =0.0199, L2-Distance =0.0004, Normal std = 0.7888

Density 0.259 -

0.519 -
Pairwise Correlations

— Kernel fit
mme NOrmal fit

0.000 -
CEM 1 ||
I | | | | | | | | | 1
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Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
&
Pre-normalization Quantiles
[ min ] [ medium ] [ max ]
[CEMT] 4977.4 10152.2 13595.8
P(S[Z 1) = 1.00] [SDF2L1 75.1 261.3 1542.3
[Mean Corr = 0.88983CRELD2] 930.1 1858.0 3850.6
6990.5 12588.3 15085.5
930.1 2796.7 4362.3
3261.2 6886.3 8785.3
7919.5 8901.2 9618.8
DNAJB11 1352.3 2485.8 6892.8
4214.6 5601.7 6084.3
8429.2 11432.7 12159.5
PPIB 4185.5 7354.3 8020.7
. 528.0 832.4 1305.9
1113.7 2119.5 3617.8
Lop D Genes| | sreprat 2227.5 3491.2 5408.0
1521.1 1912.4 2209.5
C 7041.3 77475 8806.7
2 326.6 604.5 1699.5
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE55604
http://www.ncbi.nlm.nih.gov/pubmed/24705811
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE23103" Expression Profiles

Num of samples in this series: 6 30 -20 -10 00 10 20 3.0
- W

Scale of expression profile Z-scores

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE23103]
Status: Public on Jul 28 2010

Title: HelLa SCY1-like 1 esiRNA knockdown

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:

Array-based characterisation of SCY1-like 1 (NM_020680.3) esiRNA knockdown

Overall design:
3 controls vs. 3

target knock downs

Background corr dist: KL-Divergence =0.0117, L1-Distance =0.0111, L2-Distance =0.0001, Normal std = 0.8309

0.480 —

Density 0.240 —

— Kernel fit
mms NOrmal fit

Pairwise Correlations

0.000 -
CEM1
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEMT] 5978.0 8246.1 8710.4
[P(S]Z,1) = 1.00] |SDF2L1 1555.7 2140.4 2318.3
[Mean Corr_= 0.8826CRELD2)] 3813.9 6439.0 6825.2
18277.1 24316.5 26835.0

1967.2 3568.1 3694.3

988.1 1542.6 1597.8

8454.8 9356.5 9839.2

DNAJB11 3532.0 4275.4 4320.6

5078.1 6095.4 7953.9

11628.3 15740.9 16508.2

PPIB 20695.8 23005.6 24757.0

3479.5 3765.0 3981.4

2230.1 2600.1 3009.0
Lop t0&enesl | srepiat 2777.3 3253.7 3616.4
3592.0 4858.9 5171.1

C 1563.4 2327.0 2473.1

2 1176.8 1267.5 1359.5
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE23103
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE22589" Expression Profiles

Num of samples in this series: 8

Scale of expression profile Z-scores

30 -20 -10 00 10 20 30
I I

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

[http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE22589|
Public on Sep 09 2010
A cryptic sensor for HIV-1 activates antiviral innate immunity in dendritic cells

Homo sapiens

Expression profiling by array
GPL570

20829794

Summary:

Dendritic cells (DC) serve a key function in host defense, linking innate detection of microbes to the activation of pathogen-specific
adaptive immune responses. Whether there is cell-intrinsic recognition of HIV-1 by host innate pattern-recognition receptors and
subsequent coupling to antiviral T cell responses is not yet known. DC are largely resistant to infection with HIV-1, but facilitate infection
of co-cultured T-helper cells through a process of trans-enhancement. We show here that, when DC resistance to infection is
circumvented, HIV-1 induces DC maturation, an antiviral type | interferon response and activation of T cells. This innate response is
dependent on the interaction of newly-synthesized HIV-1 capsid (CA) with cellular cyclophilin A (CypA) and the subsequent activation of
the transcription factor IRF3. Because the peptidyl-prolyl isomerase CypA also interacts with CA to promote HIV-1 infectivity, our results
suggest that CA conformation has evolved under opposing selective pressures for infectivity versus furtiveness. Thus, a cell intrinsic
sensor for HIV-1 exists in DC and mediates an antiviral immune response, but it is not typically engaged due to absence of DC infection.
The virulence of HIV-1 may be related to evasion of this response, whose manipulation may be necessary to generate an effective HIV-1

vaccine.

Overall design:

We analyzed the gene expression profiles of uninfected human monocyte-derived dendritic cells (MDDCs) and MDDCs infected with an
envelope-defective GFP-encoding VSV-G-pseudotyped HIV-1 vector (HIVGFP(G)) and with VSV-G pseudotyped virus-like particles derived
from SlVmac to deliver Vpx (SIVVLP(G)), alone or in combination. Cells were infected at day 4 of differentiation and cells were harvested 48
hours later. RNA was extracted with TRIzol. RNA was labeled and hybridized to Human Genome U133A 2.0 arrays arrays following the
Affymetrix protocols. Data were analyzed in R and Bioconductor.

Background corr dist: KL-Divergence = 0.0627, L1-Distance =0.0287, L2-Distance =0.0011, Normal std = 0.5332

0.763 —

Density 0.381 —

—— Kernel fit
m— NOrmal fit

Pairwise Correlations

0.000 -
CEM 1 !
| | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
Pre-normalization Quantiles
[ min ] [ medium ] [ max |
[CEM T 2363.4 3669.0 4877.1
P(S[Z 1) = 1.00] [SDF2L1 748.2 1382.5 1629.4
[Mean Corr = 0.88139CRELD2| 515.6 1860.3 2430.5
5184.2 10034.9 14763.8
HYOU1 777.7 1103.5 1486.5
574.2 844.4 1231.1
3883.3 7456.7 10951.8
DNAJB11 2260.5 4160.5 4946.6
8540.0 11583.6 12810.4
6526.4 7555.6 9091.1
PPIB 11164.8 13484.4 14227.2
. 2194.3 2595.0 3128.7
580.8 1019.0 1398.5
Lop 10 Genes| | rrprat 1829.9 2032.2 2554.9
2938.7 4060.2 4408.4
C 2907.4 4611.0 5341.8
2 239.6 811.5 1015.5
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE22589
http://www.ncbi.nlm.nih.gov/pubmed/20829794
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE38697" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 8 -30 -20 -10 00 10 20 30
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE38697|

Status: Public on Jun 14 2012

Title: Gene expression in human germinal center light zone and dark zone B cells
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 22740445

Summary & Design:  Summary:
Microarrays of gene expression in human germinal center light zone and dark zone B cells sorted according to the expression of cell
surface molecules CD83 and CXCR4

We used microarray data to identify genes differentially expressed by B cells in the light and dark zones of germinal centers from human
tonsil specimens.

Overall design:

Germinal center B cells (CD19+CD38+IgD-) were sorted from pediatric tonsil discard specimens into light zone (CXCR4hi/CD83lo) and dark
zone (CXCR4lo/CD83hi) populations, from which RNA was extracted

Background corr dist: KL-Divergence = 0.0652, L1-Distance =0.0209, L2-Distance =0.0005, Normal std = 0.5218

0.772 —
Pairwise Correlations

= Kernel fit
m— NOrmal fit

Density 0.386 —

0.000 -
CEM 1

| I I I I I I I I I |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM ] 1626.0 2596.5 3239.4
P(S[Z 1) = 1.00] [SDF2L1 723.3 1107.1 1552.6
[Mean Corr = 0.8812(CRELD2] 1528.7 2321.2 2794.3
5769.4 10836.5 13028.1

759.2 1488.3 2055.1

PDIA4 822.9 1229.8 2426.1
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7079.5 10469.6 11887.2

. 664.3 846.1 1005.1
[CEM 1 855.8 1034.9 1301.3
LLop 10 enes) 1171.1 1466.9 1740.4
1586.6 1820.3 1993.0

DNAJC3 904.8 1234.0 1440.2

2 1820.3 2615.1 2902.3
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE38697
http://www.ncbi.nlm.nih.gov/pubmed/22740445
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE13274" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 15 -30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE13274|
Status: Public on Nov 15 2008

Title: Ad-HER-wt and Ad-HERZ2-ki infected HMECs

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 20179231

Summary & Design:  Summary:
As an oncogene, use of HER2 vaccines in humans requires the development of HER2 immunotherapies with maximal immunologic
potential, but minimal oncologic potential. To address these issues, we developed a recombinant adenoviral vector expressing a mutated
HERZ2 inactivated for kinase function (Ad-HER2-ki). Ad-HER2-ki was highly expressed, but non-phosphorylated and elicited minimal
transcription dysregulation in primary cells. In contrast, Ad-HER2-wt elicited a strong oncogenic signature associated with tumorigenesis.

Overall design:
Early Passage Human Mammary Epithelial cells (HMECs) were serum starved for 36hrs. and infected at a MOI of 150 with either Ad-GFP,

Ad-HER2-wt, or Ad-HERZ2-ki vectors. At 18 hpi, RNA was extracted and transcriptomes evaluated by microarray. Five samples were
infected per virus treatment, each a completely separate biologic replicate.

Background corr dist: KL-Divergence = 0.1464, L1-Distance =0.0275, L2-Distance =0.0012, Normal std = 0.3851

1.036 —

Pairwise Correlations

— Kernel fit
mme NOrmal fit

Density 0.518 -

0.000 -
CEM1
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles
[ min ] [ medium ] [ max |
2251.8 5292.2 7640.4
750.0 1587.8 3254.8

!

CEWT VAN

P(S[z1) = 1.00] [SDF2L1

[Mean Corr = 0.87713CRELD2] 4980.8 8922.1 14030.0
34414.1 77027.9 112970.2

9703.7 16640.6 28986.5

PDIA4 868.1 1684.0 2573.4

5357.6 12389.5 15542.2

5131.4 10868.3 20082.9

5313.4 12014.1 20035.3

9402.6 19404.1 22453.1

16007.5 28147.8 35488.6

. 4011.2 5363.7 8245.9
[CEM I 4] 1875.9 2942.2 4061.8
[Top 10 Genes) 14395.5 19655.7 21738.1
1488.6 3331.4 4527.6

DNAJC3 2549.6 6310.8 10780.1

N

303.8 471.7 694.2
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE13274
http://www.ncbi.nlm.nih.gov/pubmed/20179231
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE60771" Expression Profiles

Num of samples in this series: 16

-3.0

[http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE60771|

GEO Link:

Status: Public on Aug 27 2014

Title:

Organism: Homo sapiens

Experiment type: Expression profiling by array
Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:

Scal

e of expression profile Z-scores

-20 -1.0 0.0 1.0 2.0
- W

Testing gene expression changes in VCaP upon depletion of the mutated ETS transcription factor ERG

VCaP cells expressing inducible shRNAs for either ERG or a non-targeting control were treated with Doxycycline for 1, 3, 7 and 10 days

prior to collection

This experiment is designed to see which genes and pathways are modulated by ERG knockdown

Overall design:

VCaP cells stably expressing a Doxycycline (dox)-inducible control nontargeting shRNA (Pak4) or an ERG shRNA (2217) were exposed to
100ng/ml Dox for the noted days.

Background corr dist: KL-Divergence =0.2012, L1-Distance =0.0385, L2-Distance =0.0030, Normal std = 0.3327

1.199 —

Density 0.600 —

0.000 -

— Kernel fit
mme NOrmal fit

Pairwise Correlations
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-4.0
-1.00

-3.0
-1.00

-2.0
-0.96

-1.0 0.0 1.0 2.0
-0.76 0.00 0.76 0.96

1.00

3.0 4.0 5.0
1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max |
1882.6 4440.6 8116.2
286.0 1028.7 2096.2
752.4 1817.7 2983.0
11047.5 20990.5 31705.3
1436.9 2520.8 3412.9
874.6 1809.5 2704.4
7656.6 10799.8 16905.0
1425.9 2452.7 4160.1
9675.6 18674.7 30081.7
9718.6 14894.7 19936.8
19598.2 24155.2 31850.3
854.7 1747.6 2859.3
1720.8 2300.1 3140.1
1801.0 2402.2 2675.6
3342.9 4110.7 5229.3
295.8 508.4 712.9
2014.8 2838.4 4329.0


http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE60771
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE16070" Expression Profiles

Num of samples in this series: 6 30 20 -10 00 10 20 30
B

Scale of expression profile Z-scores

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE16070|

Status: Public on Sep 08 2009

Title: Networking of differentially expressed genes in human MCF7 breast cancer cells resistant to methotrexate
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 19732436

Summary & Design:  Summary:

A summary of the work associated to these microarrays is the following:

The need for an integrated view of all data obtained from high-throughput technologies gave rise to network analyses. These are
especially useful to rationalize phenomena in terms of how external perturbations propagate through the expression of genes. To address
this issue in the case of drug resistance, we constructed Biological Association Networks of genes differentially expressed in cell lines
resistant to methotrexate (MTX). Seven cell lines representative of different types of cancer including colon cancer (HT29 and Caco?2),

breast cancer (MCF7 and MDA-MB-468), pancreatic cancer (MIA PaCa-2), erythroblastic leukemia (K562) and osteosarcoma (Saos-2), were
used. The differential expression pattern between sensitive and MTX-resistant cells was determined by microarrays covering the whole
human genome and analyzed with the GeneSpring GX software package, v.7.3.1. Genes deregulated in common in the two colon cancer
cell lines studied, were subject of Biological Association Networks construction. Dikkopf homolog-1 (DKK1) was a clear node of this
network, and functional validations of this target using a SiRNA showed a chemosensitization toward MTX. Members of the
UDP-glucuronosyltransferase 1A (UGT1A) family formed a network of differentially expressed genes in the two breast cancer cell lines
studied. siRNA treatment against UGT1A showed also an increase in MTX sensitivity. Eukaryotic translation elongation factor 1 alpha 1
(EEF1A1) was a gene overexpressed in common among the pancreatic cancer, leukemia and osteosarcoma cell lines, and siRNA treatment
against EEF1A1 produced a chemosensitization toward MTX. Biological Association Networks identified DKK1, UGT1As and EEF1Al as
important gene nodes in MTX-resistance. Treatments using iRNA technology against these three genes show chemosensitization toward

MTX.

Overall design:

Two cell lines are compared, which are MCF7 breast cancer cells sensitive to methotrexate and MCF7 cells resistant to 10e-6M
methotrexate. Six samples are provided which correspond to tripicates of each cell line. The samples provided were analyzed using the
specific software GeneSpring GX.

Background corr dist: KL-Divergence = 0.0387, L1-Distance =0.0288, L2-Distance =0.0010, Normal std = 0.6343

0.649 —

Density 0.325 —

= Kernel fit
mme NOrmal fit

Pairwise Correlations

0.000 —
CEM1
| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM 1] 1297.6 1681.6 2052.8
P(S[Z 1) = 1.00] [SDF2L1 466.8 794.4 1170.0
[Mean Corr = 0.87407CRELD2] 1279.4 1438.5 1698.8
10833.2 17433.5 18245.7

HYOU1 2305.9 3285.4 3775.3

861.0 955.3 1062.2

7096.5 10496.8 11240.4

DNAJB11 2346.8 2861.1 3776.3

34415 4082.5 5498.2

6202.7 8301.8 9066.0

PPIB 9241.8 10511.5 11791.2

1460.5 1740.1 1955.3

3137.8 5163.8 6115.8
Lop 10 Genes| | =rrprat 2713.1 3420.8 3805.6
4020.0 4407.0 4740.0

C 1039.4 1425.5 1593.5

2 1801.5 1854.9 2180.9
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE16070
http://www.ncbi.nlm.nih.gov/pubmed/19732436
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE4785" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 -30 -20 -10 00 1.0 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cqgi?acc=GSE4785|
Status: Public on Jul 25 2006

Title: Nef transfection of Jurkat T cells

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 16857233

Summary & Design:  Summary:
Jurkat T cell line was transfected with SIV Nef controlled by an unducible promoter system. Nef was induced by addition of 10 micromolar
pronasterone A and gene expression values were determined after 24 hrs. Control Jurkat cells were untransfected and treated with 10
micromolar pronasterone A and gene expressio values were determined after 24 hrs.
Keywords: SIV Nef, Jurkat, pronasterone A

Overall design:
Controls: Non-transfected. 24 hr.

Background corr dist: KL-Divergence = 0.0357, L1-Distance =0.0304, L2-Distance =0.0011, Normal std = 0.6562

0.634 —

Pairwise Correlations

— Kernel fit
mme NOrmal fit

Density 0.317 —

0.000 —
CEM 1 ||
I | | | | | | | | | |
Z-score -50 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles
[ min ] [ medium ] [ max ]
3073.5 4871.2 5266.6
757.1 1170.6 1368.7

l

CEMT] VAN

P(S[Z1) = 1.00] [SDF2L1

[Mean Corr = 0.86614CRELD2] 1478.1 2174.4 2598.8
4822.2 9480.2 11387.6

2957.8 3961.3 4328.5

PDIA4 966.5 1243.2 1341.4

3227.9 4079.4 4614.0

3394.8 4731.8 5823.7

1262.3 1826.3 2814.6

4481.7 6016.8 6288.8

5193.2 6696.6 7633.7

. 2037.8 2337.8 2431.9
[CEM 1 1808.2 2788.3 3136.6
LTop 19 Genes| 1773.8 2382.5 2720.6
4051.5 4741.6 5350.8

DNAJC3 1386.8 1637.7 1874.6

N

1497.4 1547.6 1777.1

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE4785
http://www.ncbi.nlm.nih.gov/pubmed/16857233
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE26541" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 30 -20 -10 00 10 20 30
W

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

[http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE26541|
Public on Jan 31 2012
Gene expression profiles of p53 depleted human mammary epithelial cells with their Ras-infected epithelial and mesenchymal derivatives

Homo sapiens
Expression profiling by array
GPL570

[

Summary:
The epithelial-mesenchymal transition (EMT) is an embryonic transdiffrentiation program which consists of the conversion of polarized
epithelial cells into a motile mesenchymal phenotype. EMT is aberrantly reactivated during tumor progression, promoting metastatic

dissemination. Herein, we demonstrate that EMT permissive conditions also favor tumor initiation by minimizing the number of events
required for neoplastic transformation. We further demonstrated that even partial commitment of human mammary epithelial cells into an
EMT program is sufficient to confer malignant properties, suggesting that the reactivation of embryonic EMT inducers participate to the

primary tumor growth long before the initiation of the invasion-metastasis cascade.

Overall design:

Human mammary epithelial cells (HMEC) were sequentially depleted in p53 through RNA interference (shp53), transduced with H-RasG12V
and immortalized by hTert. Two different Tert/shp53/Ras cell population emerge that display either an epithelial (Epi) or a mesenchymal
(Mes) phenotype. Gene expression profiles of the Tert/shp53 control cells and of tert/shp53/Ras/Epi and Tert/shp53/Ras/Mes were

analyzed.

Background corr dist: KL-Divergence =0.0314, L1-Distance =0.0513, L2-Distance =0.0030, Normal std =0.7621

0.570 —

Density 0.285 —

—— Kernel fit
me NOrmal fit

Pairwise Correlations

0.000 -
CEM 1
I | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
&f
. (}@.

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

4413.0 10168.8 11010.9
P(S[z 1) = 1.00] [SDF2L1 788.7 1113.7 1235.9
[Mean Corr_= 0.8657GCRELD2)] 1423.0 2912.6 3267.8
11949.8 21413.0 23674.0

1010.5 1586.6 1857.1

730.8 1805.1 2238.3

5416.8 6319.1 9560.4

DNAJB11 4279.7 4947.1 5957.2

2097.3 6440.4 7152.4

11672.2 14341.6 18952.4

PPIB 12306.6 16364.3 22265.5

. 2756.3 7169.7 9574.3
1437.7 1602.2 1809.0
[rop 10 Genesl | sergrat 2187.8 3649.2 5322.6
4337.1 5869.7 8298.3

C 2028.8 2890.1 5347.1

2 835.4 979.7 1653.1

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE26541
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE46924" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 12 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE46924|

Status: Public on Aug 01 2013

Title: 27-Hydroxycholesterol links cholesterol and breast cancer pathophysiology.
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 24288332

Summary & Design:  Summary:
The cholesterol metabolite and SERM, 27HC, is the signhaling molecule that links cholesterol to breast cancer pathophysiology

Hypercholesterolemiais a risk factor for breast cancer, and patients taking statins demonstrate lower breast cancer incidence and
decreased breast cancer recurrence, data that highlights the potential importance of the recent finding that 27-Hydroxycholesterol (27HC),
a primary metabolite of cholesterol, acts as a selective estrogen receptor modulator (SERM). The goal of this study was to evaluate the
impact of 27HC on breast cancer pathophysiology. Elevation of 27HC in murine models increased tumor growth in an estrogen receptor
dependent manner. Importantly, a high cholesterol diet decreased the time to tumor onset and increased tumor growth, and this response
required presence of CYP27A1. Within human breast cancer samples, CYP27A1 expression increasesd with grade, in addition to being
highly expressed in tumor associated macrophages. Finally 27HC increases metastasis to the lung. The findings herein strongly support a
role for 27HC in breast cancer pathophysiology, providing support for the exploration of potential chemopreventative benefits of lower
cholesterol diets, and pharmacological inhibitors of HMG-CoA reductase or CYP27A1.

Overall design:

MCF-7 cells were treated as indicated in the presence of E2 or vehicle; RNA was isolated and used for preparation of label for 3’
expression analysis.

Background corr dist: KL-Divergence = 0.0767, L1-Distance =0.0256, L2-Distance =0.0008, Normal std = 0.4939
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Pairwise Correlations

— Kernel fit
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Pre-normalization Quantiles

[ min ] [ medium ] [ max ]
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http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
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http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
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http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
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http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
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http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
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GEO Series "GSE6495" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 30 -20 -10 00 10 20 3.0
W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE6495)|
Status: Public on Dec 15 2006

Title: NOTCH signaling in T-cell acute lymphoblastic leukemia cell lines
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 17560996

Summary & Design:  Summary:
In T-cell acute lymphoblastic leukemia (T-ALL) NOTCH 1 receptors are frequently mutated. This leads to aberrantly high Notch signaling,
but how this translates into deregulated cell cycle control and the transformed cell type is poorly understood. In this report, we analyze
downstream responses resulting from the high level of NOTCH 1 signaling in T-ALL. Notch activity, measured immediately downstream of
the NOTCH 1 receptor, is high, but expression of the canonical downstream Notch response genes HES 1 and HEY 2 is low both in primary
cells from T-ALL patients and in T-ALL cell lines. This suggests that other immediate Notch downstream genes are activated, and we
found that Notch signaling controls the levels of expression of the E3 ubiquitin ligase SKP2 and its target protein p27Kipl. We show that in
T-ALL cell lines, recruitment of NOTCH 1 ICD to the SKP2 promoter was accompanied by high SKP2 and low p27Kip1 protein levels were
low. In contrast, pharmacologically blocking Notch signaling reversed this picture and led to loss of NOTCH 1 ICD occupancy of the SKP2
promoter, decreased SKP2 and increased p27Kipl expression. T-ALL cells show a rapid G1-S cell cycle transition, while blocked Notch
signaling resulted in GO/G1 cell cycle arrest, also observed by transfection of p27Kip1 or, to a smaller extent, a dominant negative SKP2
allele. Collectively, our data suggest that the aberrantly high Notch signaling in T-ALL maintains SKP2 at a high level and reduces
p27Kipl, which leads to more rapid cell cycle progression.

Keywords: comparative genomic hybridization

Overall design:
Three independent cultures of the MOLT4 cell line before and 48 hours after addition of the gamma-secretase inhibitor DAPT (5 uM).

Background corr dist: KL-Divergence = 0.0495, L1-Distance =0.0226, L2-Distance =0.0006, Normal std = 0.5769

0.699 -
Pairwise Correlations

= Kernel fit
m— NOrmal fit
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0.000 -
CEM1
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Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]
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http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
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http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
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http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
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http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE45665" Expression Profiles

Num of samples in this series: 8

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

Scale of expression profile Z-scores

30 -20 -10 00 10 20 30
I I

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE45665|
Public on Apr 02 2013
Expression data (U133 Plus 2.0) from fibroblast like synoviocytes from patients with rheumatoid arthritis (RA-FLS) stimulated by DcR3

Homo sapiens

Expression profiling by array
GPL570

23912906

Summary:

Decoy receptor 3 (DcR3), a member of the tumor necrosis factor receptor (TNFR) superfamily, competitively binds and inhibits members of
the TNF family, including Fas ligand (FasL), LIGHT, and TL1A. DcR3 was recently reported not only to act as a decoy receptor for these
TNFRs but also to play arole as aligand for the pathogenesis of RA.

We hypothesized that DcR3 regulates the gene expression in RA-FLS. We used to search for genes in which expression in RA-FLS is
regulated by the ligation of DcRS3.

Overall design:
RA-FLS were obtained from 4 RA patients (samplel-4). Each sample was incubated with control IgG1 or human DcR3-Fc. Gene expression
in RA-FLS stimulated by DcR3-Fc was compared with that of their respective unstimulated controls.

Background corr dist: KL-Divergence =0.0767, L1-Distance =0.0197, L2-Distance =0.0006, Normal std = 0.4864
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[ min ]
3132.5
1095.8
4113.9
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1560.7
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7470.8
4029.1
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17347.2
30713.5
3850.1
1585.3
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[ medium ]
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1887.1
7106.9
5449.1
4557.7
1107.8

Pre-normalization Quantiles

[ max ]
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http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
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http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
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http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
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http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
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GEO Series "GSE44335"

Num of samples in this series: 6

Expression Profiles

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE44335|
Status: Public on Feb 15 2013

Title: HMLER cells expressing either FOXC2 or a vector control
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 23378344

Summary & Design:  Summary:

Scale of expression profile Z-scores

-30 -20 -10 00 1.0 2.0 3.0
- WSS

We used microarrays to investigate the transcription profile of FOXC2 expression in a human mammary epithelial cell line.

Overall design:

HMLER cells were infected with either a control vector or a retroviral vector expressing FOXC2.

Background corr dist: KL-Divergence =0.0257, L1-Distance =0.0639, L2-Distance =0.0045, Normal std =0.8701
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0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles
[ medium ]

[ max ]
7723.4
2645.3
3158.3
16385.0
1799.8
1060.6
9610.6
5110.6
4172.2
11487.6
22591.4
5993.1
2748.1
4290.0
5371.7
2141.8
1587.4


http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE44335
http://www.ncbi.nlm.nih.gov/pubmed/23378344
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE47641" Expression Profiles

Num of samples in this series: 12

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE47641|

GEO Link:

Status: Public on Jul 16 2013

Title:

Organism: Homo sapiens

Experiment type: Expression profiling by array
Platform: GPL570

Pubmed ID: 23955599

Summary & Design:  Summary:

Expression analysis of mock- or RAD21-transduced Kasumil cells

Scale of expression profile Z-scores

-30 -20 -10 0.0
- WSS

1.0 2.0

We recently identified recurrent mutations of cohesin complex in myeloid neoplasms through whole-exome sequencing analysis. RAD21
Is one of the main components of the cohesin complex.

In this study, to investigate the biological impact of wild-type RAD21 on Kasumil cells harboring RAD21 mutation, Kasumil cells were
retrovirally transduced with either mock or wild-type RAD21, and expression array was performed.

Overall design:

Expression analysis was performed for mock- or wild-type RAD21-transduced Kasumi-1 cells in triplicate. The experiment was performed
twice independently.

Background corr dist: KL-Divergence =0.0619, L1-Distance =0.0620, L2-Distance =0.0059, Normal std = 0.5761
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Pre-normalization Quantiles
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE47641
http://www.ncbi.nlm.nih.gov/pubmed/23955599
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE37416" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 48 -30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE37416|
Status: Public on Oct 22 2012

Title: Gene expression data from F. tularensis-exposed neutrophils
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 22986450

Summary & Design:  Summary:

We demonstrated recently that both constitutive and FAS-triggered apoptosis of human neutrophils are profoundly impaired by
Francisella tularensis, but how this is achieved is largely unknown. To test the hypothesis that changes in neutrophil gene expression
contribute to this phenotype, we used human oligonucleotide microarrays to identify differentially regulated genes in cells infected with F.
tularensis strain LVS compared with uninfected controls.

In order to examine the effect of F. tularensis on the neutrophil transcriptome, we performed microarray expression analysis on human
neutrophils treated with F. tularensis subsp. holarctica live vaccine strain (LVS).

Overall design:

Polymorphonuclear leukocytes (PMNs) were isolated from the blood of healthy donors. Control and F. tularensis-exposed PMNs were
incubated at 37C for 0, 3, 6, 12, 24, and 48 hours.

Background corr dist: KL-Divergence =0.0878, L1-Distance =0.0617, L2-Distance =0.0085, Normal std = 0.4688
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE37416
http://www.ncbi.nlm.nih.gov/pubmed/22986450
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE19240" Expression Profiles

Num of samples in this series: 6

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

Background corr dist:

Scale of expression profile Z-scores

-30 -20 -10 00 10 20 30
I I

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE19240|
Public on Jul 01 2010
Expression profile of IL-1beta stimulated and non-stimulated endothelial cells

Homo sapiens

Expression profiling by array
GPL570

21469100

Summary:

Complete identification of the bone marrow niche remains one of the most progressing fields. Attempts to identify soluble factors involved
in stem cell renewal have been less successful. We have previously shown that endothelial cells (EC) can induce the long-term
proliferation of hematopoietic progenitor cells (HPC), especially when they had been subjected to an inflammatory stimulus like
interleukins (IL) 1.

To identify yet unknown growth factors, we compared the expression profile of IL-1 stimulated and non-stimulated endothelial cells.
Overall design:

Human endothelial cells were subjected to IL-1 for 4, 8, and 16 hours. Isolated mMRNA was analyzed by oligonucleotide microarray chips
covering over 46,000 human genes.

KL-Divergence = 0.0232, L1-Distance =0.0482, L2-Distance =0.0030, Normal std = 0.8321
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE19240
http://www.ncbi.nlm.nih.gov/pubmed/21469100
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
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http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE57441" Expression Profiles

Num of samples in this series: 6 30 -20 -10 00 10 20 3.0
W

Scale of expression profile Z-scores

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE57441|

Status: Public on May 09 2014

Title: Genes expression of cervical squamous cell carcinoma, CaSki cells, treated with or without recombinant TGF-b1 (2 ng/mL)
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:

Aggressive local invasion is the major way of spread in uterine cervical squamous cell carcinoma (CSCC). Although TGF-b facilitates
invasion of various types of cancer cells, the role of TGF-b pathway in CSCC is unclear.

Through array-based analysis, immunohistochemical staining of human endometrial cancer tissue, it is shown that interaction between
CSCC cells and surrounding cancer asscocited fibroblasts (CAFs) activates TGF-b via TSP-1 secretion to facilitate CSCC invade, resulting
in up-regulation of pPSMAD3 in CSCC cells to promote invasion. These results suggest that activation of TGF-b induced by the interaction
between CSCC cells and CAFs could play a key role in the initiation of tumor spreads.

Overall design:

We used microarrays to clarify the changes of gene expression along with recombinant TGF-b1 treatment and to confirm whether there are
any changes on genes expression related to TGF-b pathway.

Background corr dist: KL-Divergence = 0.0381, L1-Distance =0.0206, L2-Distance =0.0004, Normal std = 0.6293
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http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
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GEO Series "GSE3467" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 18 -30 -20 -10 00 10 20 30
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cqgi?acc=GSE3467|
Status: Public on Dec 19 2005

Title: The role of micro-RNA genes in papillary thyroid carcinoma
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 16365291

Summary & Design:  Summary:
We show that numerous miRNAs are transcriptionally up-regulated in papillary thyroid carcinoma (PTC) tumors compared with unaffected
thyroid tissue. Among the predicted target genes of the three most upregulated miRNAs (miRs 221, 222 and 146b), only less than 15%
showed significant downexpression in transcript level between tumor and unaffected tissue. The KIT gene which is known to be
downregulated by miRNAs 221 and 222 displayed dramatic loss of transcript and protein in those tumors that had abundant mir-221,
mir-222, and mir-146b transcript.

Keywords: Disease state analysis
Overall design:

Total RNA was extracted from paired tumor and normal thyroid tissues from 9 PTC patients. The same set samples were applied to
Custom miRNA microarray chips (OSU_CCC version 2.0) and Affymetrix HG-U133 plus 2 chips.

Background corr dist: KL-Divergence =0.1161, L1-Distance =0.0419, L2-Distance =0.0037, Normal std = 0.4103
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE3467
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http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
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http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
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http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
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GEO Series "GSE41315" Expression Profiles

Num of samples in this series: 24

Scale of expression profile Z-scores
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GEO Link:
Status:

Title:

Organism:
Experiment type:
Platform:
Pubmed ID:

Summary & Design:

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE41315|
Public on Oct 04 2012
Timecourse gene expression profiling of DLBCL cell line Karpas422 after EZH2 inhibitor treatment

Homo sapiens

Expression profiling by array
GPL570

23236167

Summary:

Ezh2 protein is the enzymatic component of the Polycomb Repressive Complex (PRC)-2, which represses its target genes by methylating
lysine 27 of histone H3 (H3K27) and regulates cell proliferation and differentiation during embryonic development. Recently, hot-spot
mutations of Ezh2 have been identified in diffused large B cell ymphomas (DLBCLs) and follicular lymphomas (FLs). To investigate if
tumor growth is dependent on the enzymatic activity of Ezh2, we have developed a potent and selective small molecule inhibitor, EI1,
which inhibits the enzymatic activity of Ezh2 through direct binding and competing with the methyl group donor S-Adenosyl methionine
(SAM). El1-treated cells exhibit genome-wide loss of H3K27 methylation. Furthermore, inhibition of Ezh2 by EI1 in DLBCL cells carrying the
Y641 mutations results in decreased proliferation, cell cycle arrest and apoptosis. These results provide strong validation of Ezh2 as a
potential therapeutic target for the treatment of cancer with the Ezh2 mutation.

In this microarray experiment we examined the global gene expression changes in DLBCL cell line Karpas422 (Ezh2Y641N) after EIl
treatment for up to 6 days.

Overall design:
Total RNA was prepared from KARPAS422 at 1 day, 2 days, 3 days, and 6 days after DMSO or EZH2 inhibitor (5 uM) treatment with
biological triplicates and hybridized to Affimetrix U133 Plus 2 microarray chips according to the manufacturers protocol (Affymetrix, CA).

Background corr dist: KL-Divergence =0.1138, L1-Distance =0.0325, L2-Distance =0.0015, Normal std = 0.4296
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE41315
http://www.ncbi.nlm.nih.gov/pubmed/23236167
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
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http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
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http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
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http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
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GEO Series "GSE11670" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 -30 -20 -10 00 1.0 20 3.0
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GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11670|
Status: Public on May 20 2009

Title: Transcriptional profiling of ICL670 treated K562 cells
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 19298223

Summary & Design:  Summary:
Iron plays a central role in the regulation of many cellular functions. Dysregulation of its metabolism leads an iron overload situation and
iron depletion leads to an inhibition of cell proliferation. Recent reports demonstrated that ICL670 (Novartis) acts as a potent NF-kappa-B
inhibitor and improves hematological data in a subset of MDS patients (Cilloni et al, Haematologica, s1: 238, 2007). However, the precise
mechanism of anti-cancer effect of ICL670 is still uncertain.

To evaluate the effect of ICL670, and to identify the moleclular pathways responsible for the observed reduced transfusion requirement
during chelation therapy, we performed gene expression profiling to focus on the pathway involved in the anti-cancer effect of ICL670.

Overall design:

A human myeloid leukemia cell line, K562, was incubated with or without ICL670 for 16hrs.Gene expression profiling was done using an
Affymerix GeneChip (U133 Plus 2.0). Statistical analysis was done by GeneSifter vizXlab, Seattle, WA).

Background corr dist: KL-Divergence =0.0377, L1-Distance =0.0334, L2-Distance =0.0013, Normal std = 0.6549
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Density 0.319 -

0.000 -
CEM1

| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles
[ min ] [ medium ] [ max ]
1290.9 1601.6 4081.9
5589.8 8196.2 9581.8

l

MAN
P(S[Z1) = 1.00] [SDF2L1

[Mean Corr = 0.80374CRELD2] 725.0 1329.6 1425.5
9580.0 13124.5 33072.2

1845.8 2176.5 3006.4

922.4 1447.8 1611.2

8246.5 9998.9 10706.9

DNAJB11 1441.4 1925.7 2351.6

4180.3 4716.3 7809.1

8580.5 11298.9 11711.3

PPIB 13786.7 15722.7 17970.8

. 3043.1 3839.1 4781.3
1484.2 2205.0 2378.4
[rop 10 Genesl | sergrat 2113.0 2444.4 3883.7
2874.7 3428.6 4048.2

C 915.1 1160.9 1865.3

2 957.9 1106.2 1632.2

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11670
http://www.ncbi.nlm.nih.gov/pubmed/19298223
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE44596" Expression Profiles

Num of samples in this series: 6 30 -20 -10 00 10 20 3.0
W

Scale of expression profile Z-scores

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE44596|
Status: Public on Feb 20 2014

Title: The effect of Sparstolonin B (SsnB) on gene expression in HCAECs
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 23940584

Summary & Design:  Summary:

Sparstolonin B is a novel bioactive compound isolated from Sparganium stoloniferum, an herb historically used in Traditional Chinese
Medicine as an anti-tumor agent. SsnB has previously demonstrated anti-angiogenic properties. In functional assays, SsnB inhibited
endothelial cell tube formation (Matrigel method) and cell migration (Transwell method) in a dose-dependent manner.

We used microarrays to examine how SsnB affected the gene expression of human coronary artery endothelial cells (HCAECs), focusing
in particular on pathways related to angiogenesis.

Overall design:

Three plates of HCAECs were exposed to 100 micromolar SsnB and three plates of HCAECs were exposed to Vehicle Control (1:1000
dilution of DMSQO). After 24 hours, RNA was extracted for microarrays and gene expression was analyzed.

Background corr dist: KL-Divergence = 0.0344, L1-Distance =0.0260, L2-Distance =0.0007, Normal std = 0.6619

0.626 —
Pairwise Correlations

= Kernel fit
mme NOrmal fit

Density 0.313 —

0.000 -
CEM1

| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEMT] 3014.3 3541.9 3868.3
P(S[Z 1) = 1.00] [SDF2L1 1015.3 1339.5 1344.4
[Mean Corr = 0.80306CRELD2] 2851.7 3350.9 3462.3
10056.1 11270.9 12701.9

877.7 9425 1026.0

1276.2 1443.9 1458.5

PDIAG 7900.0 8438.4 8541.7

4632.7 4805.0 4982.9

3758.1 4390.9 5528.8
PDIA3 9999.4 11193.0 11447.6
14239.7 15290.1 15473.3

. 4154.1 4337.8 4438.3
[CEM 1 2571.5 2670.3 2716.4
[top 10 &enes| 3438.7 3647.7 3863.7
6506.3 6806.8 6928.8

3294.4 3541.9 3802.6

843.5 947.2 970.6
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE44596
http://www.ncbi.nlm.nih.gov/pubmed/23940584
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE14842" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 14 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE14842|
Status: Public on Feb 14 2009

Title: Expression data from IBS patients before and after treatment
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:

Increased numbers of mast cells and their products have been linked to symptom onset and severity in patients with chronic diarrhea and
abdominal pain. Although mast-cell inhibition ameliorates clinical manifestations and reduces mucosal inflammation, underlying
molecular mechanisms remain unknown.

Keywords: Comparison of gene expression
Overall design:

Diarrhea-irritable bowel syndrome (d-IBS) patients were studied at baseline, or 6 months after natural evolution (control) or oral
cromoglycate treatment. Jejunal biopsies were subjected to chip analysis (Affymetrix Human Genome U133 Plus 2.0 GeneChips).

Background corr dist: KL-Divergence =0.1991, L1-Distance =0.0493, L2-Distance =0.0056, Normal std = 0.3313

1.204 —
Pairwise Correlations

= Kernel fit
m— NOrmal fit

Density 0.602 —

0.000 -
CEM1
[ T T T T T T T T T |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 50
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
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Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEMT] 1516.3 1733.7 2849.4
P(S[Z 1) = 1.00] [SDF2L1 713.2 902.9 1612.7
[Mean Corr = 0.79799FCRELD2] 1481.2 1739.7 3136.1
10639.0 14226.3 22866.3

2207.8 2410.1 3737.3

774.3 904.9 1154.5

PDIAG 3375.6 4315.8 6584.5

2784.1 3336.7 4780.2

1914.4 2385.3 3236.3

6938.6 10428.5 12388.8

10441.7 11840.0 14368.3

1743.1 1945.6 2604.5

2888.6 3889.2 5730.7
Lop 0 Genesl | srepiat 1816.4 2071.7 2639.9
2378.9 2998.1 3361.8

C 3103.3 3694.5 4336.6

674.9 860.8 1291.5
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE14842
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE33325" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 39 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE33325|

Status: Public on Oct 29 2011

Title: Gene expression changes in human cardiomyocytes exposed to VX (O-ethyl S-[2-(diisopropylamino)ethyl] methylphosphonothiolate)
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
Organophosphorus compounds induce cardiotoxicity through currently unknown mechanisms, which need to be unraveled by a
comprehensive and systematic approach such as genome-wide gene expression analysis.

We used microarrays to study gene expression changes in human cardiomyocytes after exposure to VX, and identified pathways
underlying these changes.

Overall design:

Human cardiomyocytes were exposed to sublethal concentrations (0, 0.1, 10 ,...M) of VX. RNA were extracted at different timepoints (0, 6,
24, 72 h) after VX exposure and hybridized to Affymetrix microarrays. Four biological repeats were used for each condition.

Background corr dist: KL-Divergence = 0.1642, L1-Distance =0.0295, L2-Distance =0.0012, Normal std = 0.3648

1.094 -
Pairwise Correlations

— Kernel fit
mme NOrmal fit

Density 0.547 —

0.000 -
CEM 1
f T T T T T T T T T 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
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< < < N\ A\ < < < > J J J J J J J ) ) ) DRSNS SR S TR STAUR STANE NTANE NTANR < U/ 7
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o0 O O O o o O o ¢ ¢ O o ¢ ¢ o ¢ QO QO QO QO QO QO QO QO QO QO QO QO N N N N N N N § § N~ § Pre-normalization Quant|les
I X X P P N N N N N N N N N N N N N A N N N N N N N I N N N N P N P A Y N NN . _
FFF TS E . L FE. [ min ] [ medium ] [ max ]
MANF 4042.4 5199.9 8075.8
P(S[Z1) = 1.00] [SDF2L1 891.3 1498.4 2281.4
[Mean Corr = 0.79540CRELD2| 1637.1 2104.8 3488.5
HSPAS 15944.6 23681.7 30050.4
HYOU1 1294.9 1643.2 2457.7
PDIA4 355.1 537.3 795.3
PDIAG6 6737.0 8693.3 11519.5
DNAJB11 4353.9 7052.4 8001.7
HSP90B 1 5903.3 8107.2 12522.7
PDIA3 8410.5 10629.7 13680.4
PPIB 14969.7 18711.1 22149.5
. C190rf10 1875.7 2424.4 3526.4
SLC35B1 2154.9 2919.9 3705.8
Lop enes| | oeceial 2144.0 2867.1 3690.1
3303.5 4168.1 4726.5
C 2216.1 3561.3 5771.7
823.6 1383.0 2455.8

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE33325
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE26920" Expression Profiles

Num of samples in this series: 6

Scale of expression profile Z-scores

30 -20 -10 00 10 20 30
I I

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE26920|
Status: Public on Dec 31 2011

Title: Iron Chelators Treatment on DMS-53 Human Lung Cancer Cell
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:

Background corr dist:

Density 0.235 —

The molecular role of iron in gene expression remains poorly characterized. Moreover, the alterations in global gene expression after iron
chelation remains unclear and are important to assess for understanding the molecular pathology of iron-depletion and the biological
effects of iron chelators. We assessed the effect on whole genome gene expression of two iron chelators (desferrioxamine and Dp44mT).
These studies are important for understanding the molecular and cellular effects of iron-depletion.

Overall design:

Total RNA was isolated from cells in 1 mL of TRIzol fi reagent (Invitrogen). Samples were then prepared and hybridized to the Human
Genome U133 Plus 2.0 430 2.0. The human GeneChip’fi U133 Plus 2.0 consists of greater than 47,000 transcripts and variants from over
38,500 well characterized human genes. On completion of hybridization and washing, microarray chips were scanned with the Affymetrix
GeneChip’fi Scanner 3000 (Affymetrix).

KL-Divergence = 0.0165, L1-Distance =0.0439, L2-Distance =0.0023, Normal std =0.8476

0.471 —
Pairwise Correlations

—— Kernel fit
mme NOrmal fit

0.000 —
CEM 1
| I I I I I I I I I |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
> )
A S
N WD A
%§§y$$y€§l§?q§}
& & é> o &
A7 o A
SN2 o W
dy 6$ ég)ﬁy
& PP Y
&S \\/Q\/ \\9\/
& & &
&
A2

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM 1] 1873.1 2497.3 3338.0
P(S[Z 1) = 1.00] [SDF2L1 1013.0 1525.9 2567.6
[Mean Corr_= 0.7915(JCRELD?2] 2222.8 2718.2 3861.5
9055.8 19064.2 26980.2

6588.6 8105.9 11963.1

PDIA4 1429.8 2174.8 3484.8

4630.9 6240.3 6409.1

2806.1 3847.0 4914.4

5428.5 6866.3 9495.1

7353.6 9207.9 12786.4

9052.9 9179.1 10399.6

. 3015.2 3341.1 3923.3
[CEM I 4] 4694.0 5489.7 7534.9
[fop 10 Genes) 2069.2 2357.4 2963.4
3100.2 4431.4 5166.1

DNAJC3 818.0 1878.0 2009.8

2 3009.5 4211.1 6020.7
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE26920
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE36766" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 14 -30 -20 -10 00 10 20 30
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE36766|

Status: Public on Jun 17 2013

Title: Effect of human breast tumor supernatant on normal CD4+ T cells (Confirmation Set SN)
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 23778140

Summary & Design:  Summary:
CD4+ helper T (Th) cells are critical regulators of immune responses but their role in breast cancer is currently unknown. This work aims
to characterize Th cells infiltrating invasive primary human breast tumors, analyze the influence by the tumor microenvironment and
identify Th cell specific prognostic gene signatures. CD4+ T cells isolated from the tumor (TIL), axillary lymph node (LN) and blood (PB) of
10 patients were analyzed on Affymetrix U133 Plus 2.0 arrays. A confirmation set of 60 patients were studied by flow cytometry, qRT-PCR
or immunohistochemistry and analyzed according to the extent of the tumor immune infiltrate. Gene expression profiles of freshly isolated
TIL were also compared with TIL that had been rested overnight or with CD4+ T cells [non-stimulated (NS) or stimulated (S)] from healthy
donor PB treated with tumor supernatant (SN).

Comparing gene expression profiles of donor blood derived memory CD4+ T cells [non-stimulated (NS) or stimulated (S)] with and without
tumor supernatant (SN) treatment

Overall design:

Memory CD4+ T cells isolated from a healthy donor blood (NS or S) were treated (and as control: untreated samples in biological triplicate)
with SN obtained from fresh breast tumor homogenates of 4 patients and analyzed on Affymetrix U133 Plus 2.0 arrays

Background corr dist: KL-Divergence =0.0422, L1-Distance =0.0159, L2-Distance =0.0002, Normal std = 0.6047

0.660 —

Pairwise Correlations

_— Kernel fit
mme NOrmal fit

Density 0.330 —

0.000 -
CEM 1 m
| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
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S F FFFFFFFSS S &S : .
F P I I I IITITFTFIFITFTYES [ min | [ medium ] [ max |
|'C'E—'|V|_j_'| MANF 2080.9 3084.5 6969.3
[P(S]Z1) = 1.00] |SDF2L1 661.2 823.9 2298.3
[Mean Corr = 0.78908CRELD?| 1548.0 2330.1 5687.5
HSPAS5 5888.3 10028.9 15326.0
HYOU1 1183.3 1606.5 2819.8
PDIA4 381.6 552.1 1080.1
PDIAG6 2727.1 3498.6 9287.2
DNAJB11 2358.3 6323.4 9412.6
HSP90B1 2122 .4 4081.8 4918.3
PDIA3 835.1 1489.4 2244.8
PPIB 10828.6 12915.4 17241.2
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[1op eNnes| | sEceIAT 1273.6 2033.9 2454.6
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE36766
http://www.ncbi.nlm.nih.gov/pubmed/23778140
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE34589" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 8 30 -20 -10 00 10 20 30
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE34589|

Status: Public on May 02 2013

Title: Elk1 Directs a Critical Component of Growth Signaling by the Androgen Receptor in Prostate Cancer
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 23426362

Summary & Design:  Summary:
Elk1 directs selective gene induction that is a substantial and critical component of growth signaling by AR in PC cells.

Overall design:

Gene expression in LNCaP cells was determined in androgen-depleted medium in response to R1881 in ELK1 knock down (via AR
shRNA) or in cells treated with control shRNA.

Background corr dist: KL-Divergence = 0.0663, L1-Distance =0.0248, L2-Distance =0.0007, Normal std = 0.5220

0.773 —

Pairwise Correlations

— Kernel fit
m— NOrmal fit

Density 0.386 —

0.000 -
CEM1
| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles
[ min ] [ medium ] [ max ]
5760.0 10705.8 13930.1
1121.2 1884.3 3109.7

l

CEMT] VAN

P(S[Z1) = 1.00] [SDF2L1

[Mean Corr = 0.78886CRELD2] 3623.5 4010.7 6424.0
16501.6 17352.9 20067.0

1730.3 2361.6 2765.3

1237.8 2112.7 2809.9

6081.5 8999.8 9208.0

DNAJB11 1805.9 2055.2 2554.3

3636.3 4314.6 5454.5

12997.9 13664.0 16497.2

PPIB 25464.4 32528.8 34834.5

. 3113.4 5797.3 9246.3
1529.1 2384.7 2681.0
Lop 19 Genesl | seeprat 3915.5 5662.8 6132.6
2756.1 3527.6 4704.6

C 2714.6 3991.6 5255.8

2 1730.3 3186.9 3969.6

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE34589
http://www.ncbi.nlm.nih.gov/pubmed/23426362
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE27973" Expression Profiles

Num of samples in this series: 16

Scale of expression profile Z-scores

30 -20 -10 00 10 20 30
B I

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE27973]

Status: Public on Mar 15 2011

Title: Human airway epithelial responses to rhinovirus infection and cigarette smoke extract alone and in combination
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 22808255

Summary & Design:  Summary:

This study was performed to test the hypothesis that cigarette smoke extract would alter the responses of primary cultures of human
bronchial epithelial cells to infection with purified human rhinovirus 16.

The data show marked alterations in rhinovirus-induced expression profiles of a number of genes in the presence of cigarette smoke
extract (CSE).

Overall design:
Cultured epithelial cells from each of 4 donors were exposed to medium alone, rhinovirus 16 (RV16) alone, CSE alone, or RV16 in the
presence of CSE. After a 24 h incubation gene expression was assessed.

Background corr dist: KL-Divergence =0.2120, L1-Distance =0.0476, L2-Distance =0.0054, Normal std = 0.3244

1.230 —
Pairwise Correlations

= Kernel fit
m— NOrmal fit

Density 0.615 —

0.000 -
CEM1
| I I I I I I I I I |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max |

[CEM T 4989.0 9146.2 15164.7
P(S[Z 1) = 1.00] [SDF2L1 695.8 1022.7 2012.5
[Mean Corr = 0.78524CRELD2] 1465.6 2912.4 4018.7
14811.2 25960.5 48046.7

2143.9 3011.7 4914.7

PDIA4 531.4 938.3 1789.7

5972.0 9562.7 12904.4

4090.8 5001.7 6616.6

6282.8 8824.1 18675.8

2012.1 3274.2 4130.6

14721.6 22983.0 30782.0

. 707.6 1448.8 2700.3
CEM I+ 2317.7 2640.3 3713.1
[fop 10 Genes) 2542.0 3762.1 5557.0
3511.8 4748.5 5939.1

DNAJC3 2500.5 3468.4 4800.8

2 1026.6 1524.8 2166.7

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE27973
http://www.ncbi.nlm.nih.gov/pubmed/22808255
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE3369" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 30 -20 -10 00 10 20 30
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE3369)|

Status: Public on Mar 31 2006

Title: Affymetrix U133Plus2.0 data sets of Human Myeloma Cellline JIJN3 with non-specific, scrambled shRNA or CKS1B shRNA
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
This series represents Affymetrix U133Plus2.0 data sets of JJN3 transduced with levivirus expressing non-specific scrambled shRNA or
CKS1B shRNA

Keywords: JJN3 CKS1B shRNA
Overall design:

This series represents Affymetrix U133Plus2.0 data sets of JIN3 transduced with levivirus expressing non-specific scrambled shRNA or
CKS1B shRNA

Background corr dist: KL-Divergence =0.0116, L1-Distance =0.0384, L2-Distance =0.0016, Normal std =0.9474

0.428 -
Pairwise Correlations

= Kernel fit
m— NOrmal fit

Density 0.214 -

0.000 -
CEM 1

| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM 1] 1018.1 3818.0 4829.3
P(S[Z 1) = 1.00] [SDF2L1 145.0 1689.6 2615.9
[Mean Corr = 0.79589CRELD2] 941.4 2058.1 2953.6
2505.2 10783.6 14173.3

2858.8 6429.2 7539.7

2125 1197.6 1855.7

PDIAG 931.0 5165.0 5868.6

442.3 4193.8 4660.3

300.4 4055.7 6860.4

PDIA3 344.5 1918.2 4628.4

49.6 7593.1 10955.8

. C19orf1 1488.3 5242.1 6209.2
[CEM I 4] LC35B 1416.4 2802.0 6885.8
[Top 19 Genes| 1316.3 2048.6 5329.3
1465.5 3298.0 3678.3

C 12.8 1546.1 1826.2

495.8 758.7 1374.6

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE3369
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE49628" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 9 -30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE49628|

Status: Public on Sep 17 2013

Title: Large-scale hypomethylated blocks associated with Epstein-Barr virus-induced B-cell immortalization [Expression Array]
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 24068705

Summary & Design:  Summary:
To determine what DNA methylation and gene expression changes occur following EBV transformation. B-cells were isolated from 3
donors. Resting, CD40 activated and EBV transfromed cells from each donor was analyzed. Each sample was assayed using Affymetrix
expression arrays and whole genome bisulfite sequenicng. Additional time points during transformation and activation were sequenced
as well, but not assayed for expression.

Overall design:
B-cells were isolated from 3 donors. Resting, CD40 activated and EBV transfromed cells from each donor was analyzed.

Background corr dist: KL-Divergence = 0.0455, L1-Distance =0.0192, L2-Distance =0.0004, Normal std = 0.5853

0.689 -
Pairwise Correlations

= Kernel fit
m— NOrmal fit

Density 0.345 —

0.000 -
CEM1 !

| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max |

[CEM T 1536.3 3412.5 7965.0
P(S[Z 1) = 1.00] [SDF2L1 522.0 1249.6 3767.7
[Mean Corr_= 0.7850§CRELD2] 1334.5 1977.8 4035.5
5332.8 10006.0 18191.6

736.5 1827.3 3253.1

PDIA4 366.5 813.8 1456.4

2819.5 7327.1 10363.9

1726.9 2854.9 5038.1

736.8 1195.5 3356.4

4016.7 6529.4 9514.8

5777.2 9229.4 15577.5

. 1192.1 2296.2 3353.9
[CEM I 4] 1107.3 1373.5 2244.6
[Lop 10 Genes) 1170.0 1580.7 2643.2
2388.7 2881.0 4144.9

DNAJC3 1812.6 2415.6 4420.2

2 500.6 1433.6 1966.1
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE49628
http://www.ncbi.nlm.nih.gov/pubmed/24068705
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE23434" Expression Profiles

Scale of expression profile Z-scores

Num of samples in this series: 12 -30 -20 -10 00 10 20 30

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE23434|
Status: Public on Aug 03 2012

Title: Expression data from human Kidney cell line induced by PCB153
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:

Exposure to Polychlorobiphenyls (PCBs) is known to cause serious health effects in human but the gene expression profiles leading to
development of differnet diseases is not fully understood. The knowledge of global gene expression will help us to devlop early diagnostic
biomarkers for PCB induced health effects.

We used microarrays to detail the global gene expression profile underlying the effects of PCB153 on human Kidney cells leading to
identification of distinct classes of up-regulated and down-regulated genes and cellular processes.

Keywords: time course

Overall design:

The HK2 cells are grown in Keratinocyte-Serum Free Medium supplemented 5ng/ml recombinant epidermal growth factor and 0.05mg/ml
bovinepituitary extract and 1X Pennicilllin-Streptromycin and were treated with PCB153 for different times. Trizol extraction of total RNA
was performed according to the manufacturer’s instructions. Biotinylated cRNA were prepared according to the standard Affymetrix
protocol from 6 microgram of total RNA (Expression Analysis Technical Manual, 2001, Affymetrix). Following fragmentation, 10 microgram
of cRNA were hybridized for 16 hr at 45C on GeneChip Human Genome Array (HGU133 plus 2.0). GeneChips were washed and stained in
the Affymetrix Fluidics Station 450 and scanned using the Affymetrix GeneArray Scanner 3000. The data were analyzed with Microarray
Suite version 5.0 (MAS 5.0) using Affymetrix default analysis settings and global scaling as normalization method. The trimmed mean
target intensity of each array was arbitrarily set to 150.

Background corr dist: KL-Divergence =0.0882, L1-Distance =0.0259, L2-Distance =0.0011, Normal std = 0.4623

0.863 —
Pairwise Correlations

—— Kernel fit
mmes NOrmal fit

Density 0.431 —

0.000 -
CEM1
I | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

P(S[Z1) = 1.00]

[Mean Corr = 0.7847

[Top 10 Genes|
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Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

1791.9 3596.2 9097.7
SDF2L1 545.1 1250.4 2792.5
JCRELD2] 1362.8 1994.9 4406.0
11195.3 17627.2 35016.2
2873.4 3708.4 9052.3
PDIA4 1091.2 1578.7 3397.0
5415.3 8904.7 12936.5
6410.1 8424.8 11975.1
2904.8 4050.1 14185.7
1515.1 3379.1 9769.5
3750.3 5948.2 12869.5
2585.1 3034.5 5044.1
SLC35B1 2461.2 3052.4 3544.6
3411.7 4105.1 6800.8
3658.7 4999.5 8313.5
DNAJC3 463.5 1278.6 2193.6
2 275.6 545.9 1874.5


http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE23434
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE29959" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 30 -30 -20 -10 00 10 20 3.0
W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE29959|
Status: Public on Aug 01 2011

Title: Human T-ALL cell line response to inhibition of Notch signaling
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 21807868

Summary & Design:  Summary:
Analysis of five Notch signaling-dependent human T-ALL cell lines (ALLSIL, DND41, HPBALL, KOPTK1, TALL-1) treated with
gamma-secretase inhibitor (GSI) to block Notch signaling. Samples include parental cells, cells rescued by retroviral transduction with ICN
(a GSl-independent form of activated Notchl), and cells retrovirally transduced with c-Myc (an important downstream target of Notchl).
Results allow segregation of bona fide Notch targets from other genes affected by gamma-secretase inhibition as well as from targets
downstream of c-Myc.

Overall design:
Thirty samples were analyzed. Five human T-ALL cell lines (ALLSIL, DND41, HPBALL, KOPTK1, TALL-1) were treated with

gamma-secretase inhibitor (1.0 micromolar compound E) vs. DMSO vehicle control for 12 hours. Each cell line was also retrovirally
transduced with ICN or c-Myc, FACS sorted, and then treated with GSI vs. DMSO.

Background corr dist: KL-Divergence =0.2044, L1-Distance =0.0369, L2-Distance =0.0024, Normal std = 0.3398

1.184 —

Pairwise Correlations

—— Kernel fit
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[CEM 1] 1844.7 3077.1 4970.0
[P(S]Z1) = 1.00] [SDF2L1 845.0 1232.6 2447.8
[Mean Corr = 0.77799CRELD2] 694.6 1273.8 2026.1
3106.5 5085.2 13571.3
2332.8 2859.2 6277.6
448.6 975.4 2184.7
3870.0 4845.6 7757.2
1114.2 1820.4 2640.6
1450.2 1895.6 3058.4
PDIA3 2792.5 4040.6 4933.8
3821.9 5812.5 7939.8
. 992.0 2033.1 3311.5
1386.1 2053.4 2770.8
Lop LD Genes| | reprat 1525.4 1914.3 2267.7
1637.3 2253.3 3220.5
C 517.3 875.4 2554.8
913.1 2271.9 2961.6
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE29959
http://www.ncbi.nlm.nih.gov/pubmed/21807868
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE53603" Expression Profiles

Num of samples in this series: 8 30 -20 -10 00 10 20 3.0
- W

Scale of expression profile Z-scores

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE53603]

Status: Public on Mar 19 2014

Title: Expression data from SKOV3 cells treated with SAHA or vehicle control
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 24631446

Summary & Design:  Summary:

We performed a microarray experiment to assess SAHA-induced changes in expression of genes of the homologous recombination DNA
repair pathway

Overall design:

SKOV-3 ovarian cancer cells were treated with 1° M SAHA or vehicle-control (0.01% DMSO) for 6 or 24 hours, harvested and processed for
RNA isolation. Data for both time-points for SAHA and vehicle-control treated cells were obtained in duplicate. Total RNA was isolated
using the Qiagen RNeasy Kit (Qiagen, Valencia, CA) according to manufacturer’s instructions. cDNA synthesis and hybridization on
oligonucleotide microarrays (U133 Plus 2.0 Array GeneChip, Affymetrix, Inc., Santa Clara, CA) were carried out using standard protocols.

Background corr dist: KL-Divergence = 0.0579, L1-Distance =0.0171, L2-Distance =0.0003, Normal std = 0.5347

0.746 —

Pairwise Correlations

—— Kernel fit
mme NOrmal fit

Density 0.373 —

0.000 -
CEM1
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max |

[CEM T 3799.3 7003.0 7883.5
P(S[Z 1) = 1.00] [SDF2L1 744.3 1069.7 1189.0
[Mean Corr = 0.7697{CRELD2] 1025.6 2340.0 2905.2
18386.6 26789.8 28995.9

HYOU1 1191.5 1840.3 2126.0

1779.8 2301.8 2666.0

9488.2 12115.6 13120.2

DNAJB11 4827.7 6245.3 9069.2

6995.9 9457.9 10826.2

12400.0 14238.0 15677.8

PPIB 16702.8 19783.0 21174.7

. 2599.3 3596.9 4055.6
2141.6 3446.2 3940.1
Lop 10 Genes| | rrprat 1991.3 3340.4 4170.6
5538.2 6718.5 7249.5

C 1775.5 2778.9 3478.2

2 1584.2 1801.2 2037.4

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE53603
http://www.ncbi.nlm.nih.gov/pubmed/24631446
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE31434" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 12 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE31434|
Status: Public on Sep 17 2012

Title: Expression data from HelLa cells transfected with SLC44A5
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 22815983

Summary & Design:  Summary:
We identified SLC44A5 as a gene associated with birth weight in cattle based on genome wide association studies.

To identify the mechanisms involved in growth and choline transporter, we performed genome-wide mRNA expression analysis in HeLa
cells transfected with SLC44A5.

Overall design:

HeLa cells were transfected with negative control, siRNA against SLC44A5, bovine SLC44A5 expression plasmid, and an empty vector
control for RNA extraction and hybridization on Affymetrix microarrays.

Background corr dist: KL-Divergence = 0.0795, L1-Distance =0.0371, L2-Distance =0.0019, Normal std = 0.4972

0.840 -
Pairwise Correlations

= Kernel fit
m— NOrmal fit

Density 0.420 —

0.000 -
CEM 1

| I I I I I I I I I |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

5204.4 7768.6 8784.7
P(S[Z 1) = 1.00] [SDF2L1 1483.0 2385.8 2830.7
[Mean Corr = 0.76749CRELD2] 2675.2 4997.4 6027.1
19436.6 25381.8 27209.2

980.7 1879.1 2914.6

PDIA4 970.6 1592.8 1766.8

7036.8 9388.6 10324.8

3666.8 6216.5 7230.6

3210.4 4172.4 6321.5

16083.1 19026.8 20003.6

25247 .4 33039.3 36351.4

. 3845.1 6713.0 7600.2
[CEM 1 4] 2452.8 3599.0 4187.5
[Top 10 Genes| 3423.0 4141.1 4357.6
4447.1 5093.7 5577.3

DNAJC3 2655.8 3468.9 3806.7

2 904.4 1750.0 2218.5

Null module ARID5B
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE31434
http://www.ncbi.nlm.nih.gov/pubmed/22815983
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE47746" Expression Profiles

Num of samples in this series: 8

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

Background corr dist:

Density 0.322 —

Scale of expression profile Z-scores

30 -20 -10 00 10 20 30
I I

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE47746|
Public on Nov 03 2013
Gene expression data of fibroblasts transduced with LacZ or p63+KLF4.

Homo sapiens

Expression profiling by array
GPL570

23921950

Summary:
To determine if fibroblasts could be reprogrammed to a keratinocyte phenotype p63+KLF4 or LacZ expressing retroviruses were
transduced into primary human neonatal fibroblasts.

Global gene expression profiling using U133 plus 2.0 arrays were used to deteremine the extent of reprogramming to a keratinocyte
phenoypte upon transduction with p63+KLF4. Fibroblasts transduced with p63+KLF4 were also treated +/- high calcium to determine if
treatment with calcium could induce differentiation of these cells. Microarray analysis was also performed on cells treated +/- calcium.
Overall design:

For gene expression profiling, cultured human fibroblasts were infected with LacZ or p63+KLF4 expressing retroviruses. p63+KLF4 cells
were also treated +/- calcium. Microarray analysis using Affymetrix HG-U133 2.0 plus arrays was performed on duplicate samples.

KL-Divergence = 0.0372, L1-Distance =0.0147, L2-Distance =0.0002, Normal std = 0.6203
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Pairwise Correlations
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[ min ]
2938.6
1083.5
1637.9
10744.4
1643.7
1162.4
6961.7
2960.1
2924.9
7369.1
14407.2
3735.5
1601.5
4388.4
4586.5
1686.8
830.0

[ medium ]
4143.9
1905.4
3049.1
13495.3
3269.9
1527.4
9139.9
4145.7
3830.6
10480.3
15170.7
4247.4
2477.5
5710.9
5074.7
2559.3
980.3

Pre-normalization Quantiles

[ max ]
5772.7
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15156.4
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1822.5
10652.2
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15458.4
7098.9
3220.2
6830.3
6498.3
3232.9
1238.8


http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE47746
http://www.ncbi.nlm.nih.gov/pubmed/23921950
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE26583" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE26583]
Status: Public on Jan 15 2014

Title: Expression data of overexpression of ABF-1in SKW cells
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 25070843

Summary & Design:  Summary:
ABF-1, a bHLH trancriptional repressor expresses in human activated B cells. Overexpression of ABF-1 in a SKW lymphoblastoid cells
suppressed IgM production. We used cDNA microarray to identify genes under ABF-1 regulation.

Overall design:
SKW cells ectopically expressed ABF-1-GFP or GFP were harvested for RNA extraction and array hybridization.

Background corr dist: KL-Divergence = 0.0226, L1-Distance =0.0121, L2-Distance =0.0002, Normal std =0.7128
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Pairwise Correlations

— Kernel fit
m— NOrmal fit

Density 0.280 —

0.000 —
CEM 1 m H
I | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE26583
http://www.ncbi.nlm.nih.gov/pubmed/25070843
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series

"GSE32911" Expression Profiles

Num of samples in this series: 8

-3.0

Scale of expression profile Z-scores

-20 -1.0 0.0 1.0 2.0 3.0
- WSS

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE32911]|

Status: Public on Oct 11 2012

Title: Compound C prevents the unfolded protein response during glucose deprivation through a mechanism independent of AMPK and BMP signaling.
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 23029271

Summary & Design:  Summary:

Inhibiting the unfolded protein response (UPR) can be a therapeutic approach, especially for targeting the tumor microenvironment. We
found that compound C (also known as dorsomorphin) prevented the UPR and exerted enhanced cytotoxicity during glucose deprivation.
The UPR-inhibiting activity of compound C was not associated with either AMPK or BMP signaling inhibition.

Overall design:

To induce the UPR, we treated HT1080 cells for 18 hours under ER stress conditions by adding 10 mM 2-Deoxy-D-glucose (2DG) to culture
medium. UPR inhibitors (compound C, versipelostatin and phenformin) were added just before 2DG was added in medium. Total 8 samples
were prepared for RNA extraction and hybridization on Affymetrix microarrays.

Background corr dist: KL-Divergence =0.0439, L1-Distance =0.0235, L2-Distance =0.0009, Normal std =0.5789
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE32911
http://www.ncbi.nlm.nih.gov/pubmed/23029271
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE8565" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 17 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE8565)|

Status: Public on Apr 29 2008

Title: Argyrin A is a p27 stabilizing drug with potent antiproliferative activity in vivo
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 18598941

Summary & Design:  Summary:
Reduction in the cellular levels of the cyclin kinase inhibitor p27kipl are frequently found in many human cancers and correlate directly
with patient prognosis. Specifically ubiquitin dependent proteasomal turnover has been shown to cause reduced p27 expression in many
human cancers. We recently demonstated that expression of a stabilized version of p27kip1 (p27kip1T187A) in a genetically modified
mouse significantly reduced the number of intestinal adenomatous polyps which progressed to invasive carcinomas. Based on this work
we set out to identify compounds which lead to a re-expression of p27 in cancer tissues. In this work we identify Argyrin A a compound
derived from myxobacterium archangium gephyra as a potent inducer of p27kipl expression. Argyrin A induces apoptosis in human colon
cancer xenografts and tumor vasculature in vivo leading to a profound reduction in tumor size at well tolerated levels. Argyrin A functions
are strictly dependent on the expression of p27kipl as neither tumor cells nor endothelial cells which do not express p27kipl respond to
this compound. Surprisingly the molecular mechanism by which Argyrin A exerts its p27 dependent biological function is through a potent
inhibition of the 20S proteasome.

Keywords: protasome inhibitor, time course, MCF7 cells, genome wide gene expression response, siRNA
Overall design:

MCF7 cells were incubated with proteasome inhibitors bortezomib or Argyrin A or proteasome activity was reduced by treatment with
siRNA against proteasomal subunits and gene expression profiles were determined at different timepoints thereafter.

Background corr dist: KL-Divergence =0.1620, L1-Distance =0.0337, L2-Distance =0.0024, Normal std =0.3701
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GEO Series "GSE11352" Expression Profiles

Num of samples in this series: 18
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Scale of expression profile Z-scores
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GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11352)
Status: Public on May 07 2008

Title: Timecourse of estradiol (10nM) exposure in MCF7 breast cancer cells.
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 17542648

Summary & Design:  Summary:

Using a chromatin immunoprecipitation-paired end diTag cloning and sequencing strategy, we mapped estrogen receptor alpha (ERalpha)
binding sites in MCF-7 breast cancer cells. We identified 1,234 high confidence binding clusters of which 94% are projected to be bona fide
ERalpha binding regions. Only 5% of the mapped estrogen receptor binding sites are located within 5 kb upstream of the transcriptional
start sites of adjacent genes, regions containing the proximal promoters, whereas vast majority of the sites are mapped to intronic or
distal locations (>5 kb from 5’ and 3’ ends of adjacent transcript), suggesting transcriptional regulatory mechanisms over significant
physical distances. Of all the identified sites, 71% harbored putative full estrogen response elements (ERES), 25% bore ERE half sites, and
only 4% had no recognizable ERE sequences. Genes in the vicinity of ERalpha binding sites were enriched for regulation by estradiol in
MCF-7 cells, and their expression profiles in patient samples segregate ERalpha-positive from ERalpha-negative breast tumors. The
expression dynamics of the genes adjacent to ERalpha binding sites suggest a direct induction of gene expression through binding to
ERE-like sequences, whereas transcriptional repression by ERalpha appears to be through indirect mechanisms. Our analysis also
indicates a number of candidate transcription factor binding sites adjacent to occupied EREs at frequencies much greater than by chance,
including the previously reported FOXAL sites, and demonstrate the potential involvement of one such putative adjacent factor, Sp1l, in the
global regulation of ERalpha target genes. Unexpectedly, we found that only 22%-24% of the bona fide human ERalpha binding sites were
overlapping conserved regions in whole genome vertebrate alignments, which suggest limited conservation of functional binding sites.
Taken together, this genome-scale analysis suggests complex but definable rules governing ERalpha binding and gene regulation.

Keywords: time course

Overall design:

We used oligonucleotide expression microarrays (Affymetrix GeneChip U133 Plus 2.0) to identify estradiol (E2)-responsive genes in the
estrogen-receptor positive breast cancer cell line, MCF7. MCF7 cells were grown to 30-50% confluency and exposed to 10 nM E2 (or
vehicle only) at 12, 24, and 48 hours. Each timepoint was performed in triplicate (ie, biological replicates). Total RNA was isolated from
cells using the Qiagen RNeasy kit, and 5 micrograms of total RNA was amplified, labeled and hybridized to the array according to the
manufacturer s protocols.

Background corr dist: KL-Divergence =0.2257, L1-Distance =0.0390, L2-Distance =0.0031, Normal std = 0.3181
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11352
http://www.ncbi.nlm.nih.gov/pubmed/17542648
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
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http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
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http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
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GEO Series "GSE24493" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 30 -20 -10 00 10 20 30
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GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE24493]
Status: Public on Oct 10 2010

Title: Effect of Imatinib on chronic myelogenous leukemia
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 21911423

Summary & Design:  Summary:

The Philadelphia chromosome (Ph) encodes the oncogenic BCR-ABL1 tyrosine kinase, which is present in almost every patient with
chronic myeloid leukemia. In this study, the tyrosine kinase inhibitor Imatinib was used for pharmacological inhibition of BCR-ABL1. Gene
expression profiles of CML cell lines were analyzed in response to Imatinib treatment.

Overall design:

Three CML cell lines (KU-812, KCL-22, JURL-MK1) were either treated with 10 "~ M STI571 (Imatinib) for 16 hours or cultured in absence of
STI571.

Background corr dist: KL-Divergence = 0.0340, L1-Distance =0.0221, L2-Distance =0.0006, Normal std = 0.6526
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http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
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http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
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GEO Series "GSE12446" Expression Profiles

Num of samples in this series: 31

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE12446|
Status: Public on Aug 21 2008

Title: Endometrium of hormone-treated postmenopausal women
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 17226044

Summary & Design:  Summary:

Scale of expression profile Z-scores

30 -20 -10 00 10 20 30
B I

Title: Transcriptome analysis of human endometrial tissues from healthy post-menoupausal women reflecting the endometrial response to

3-weeks treatment with tibolone, E2 and E2+MPA.

In an observational, open, non-randomized, controlled study uterine tissues were collected in order to generate endometrial gene

expression profiles. healthy postmenopausal women were enrolled into the following treatment groups: Control-group; Tibolone-group,

2,5 mg of tibolone (administered orally) every day, starting 21 days prior to surgery; Estradiol-group, 2 mg of estradiol (administered

orally) every day, starting 21 days prior to surgery; Estradiol+progestagen-group, 2 mg of estradiol (administered orally) and 5 mg of MPA
(Medroxy Progesteroneacetate, administered orally) every day, starting 21 days prior to surgery. Pure (100%) endometrium was isolated
from the snap-frozen uterine tissues and used for RNA isolation. RNA was labeled and hybridized to whole genome Affymetrix U133plus2

GeneChips containing 54,614 probe sets, representing approximately 47,000 transcripts.

Relative to the control group, 940 genes are regulated in the endometrium of E2 treated patients, whereas only 198 genes are significantly

regulated in endometria from tibolone or E2+MPA treated patients. Furthermore, only 9% of E2 regulated genes are also regulated by
tibolone (85 out of 940), only 5% are also regulated by E2+MPA treatment and the overlap between tibolone and E2+MPA treatment is

about 10%. This indicated that tibolone-treatment results in a weak endometrial profile similarity to E2 treatment and no profile similarity to
E2+MPA treatment. A more detailed analysis showed that down stream processes, such as regulation of the cell cycle, angiogenesis and
cell proliferation are almost not affected by tibolone treatment but, in contrast, are significantly affected by E2. For example, upon staining

with Ki67, a marker for mitotic activity, significantly increased stromal as well as glandular cell proliferation was observed in the

endometria from the E2-only treated group, while tibolone treatment resulted only in a slight increase in stromal cell proliferation (and no
increase in glandular cell proliferation). These results indicate that in contrast to long-term tibolone use, short-term (21-days) use results

in some estrogenic stimulation of the endometrium, which is clearly far less and rather different from what is observed during E2

treatment.

References:

Klaassens et al., 2006
Hanifi-Moghaddam et al., 2007
Verheul et al., 2007

Overall design:

Pure endometrium was isolated and used for profiling. 31 samples, 3 of which were duplicates, were analyzed.
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1.264 —

— Kernel fit
m—e NOrmal fit

Density 0.632 —

0.000 -

Pairwise Correlations

CEM1

Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96

!

CEMT] VAN

[P(S[Z 1) = 1.00] [SDF2L1
[Mean Corr = 0.74513CRELD2]

DIA

DIA

1
HSP90B
DIA

2
I T
alelelRe
vy
cl| [>
= = o] 3] 1] [0

S|
w

C1l19orfl

(Top 10 Genes|

wn
—
&

5
ol
w E
R o] [T

n
m
@)
(o))
=
>
=

C

Null module ARID5B

@)
22
~
X Nl > [
w > || |
) e Z
[ N| |W| [~

I
Z
A
Z
=S
>
o

AP3

NFRSF2

O
% 9 _|_| (n:z> A
o (M X[ R N| |m = T [0 |2 > T
C m;UczjaaszZg Q@Ocr{.l)m-ugw;ucmm
ol [T [T 13 o] |A]Z] [T A |™ | 12 > || || |5 D AT (] | =
| NN =] IN] [N [ [w] ] ] [ [IN] o] [wf (D] [w] [N] (] [ |oo] O] [Of [ ] |-

CCDC11
SP3

>
T
7]
>
N

ol 1O

> 2| |2
Zl|T| |»n
Ol IN] [~

@)
S
5
INEEY
IO
> O
=

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]
900.0 1571.6 2432.7
3194 508.1 873.7

767.4 1662.1 2349.3
9331.3 12374.1 16818.8
908.9 1767.4 2948.7
953.3 1367.6 1823.1
4458.3 7108.5 9267.1
1206.2 2070.3 3143.8
1567.4 2406.8 3541.9
6540.5 10687.3 14380.6
7160.6 13425.3 18806.0
1019.5 1572.2 2048.1
803.3 1220.7 1763.0
1279.8 2500.7 3838.1
1667.1 3113.9 4036.6
1843.0 2596.4 3618.4
284.1 626.9 1005.6
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http://www.ncbi.nlm.nih.gov/pubmed/17226044
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE3284" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 18 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE3284)|
Status: Public on Sep 14 2005

Title: A network-based analysis of systemic inflammation in humans
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 20233835

Summary & Design:  Summary:
Oligonucleotide and complementary DNA microarrays are being used to subclassify histologically similar tumours, monitor disease
progress, and individualize treatment regimens. However, extracting new biological insight from high-throughput genomic studies of
human diseases is a challenge, limited by difficulties in recognizing and evaluating relevant biological processes from huge quantities of
experimental data. Here we present a structured network knowledge-base approach to analyse genome-wide transcriptional responses in
the context of known functional interrelationships among proteins, small molecules and phenotypes. This approach was used to analyse
changes in blood leukocyte gene expression patterns in human subjects receiving an inflammatory stimulus (bacterial endotoxin). We
explore the known genome-wide interaction network to identify significant functional modules perturbed in response to this stimulus. Our
analysis reveals that the human blood leukocyte response to acute systemic inflammation includes the transient dysregulation of
leukocyte bioenergetics and modulation of translational machinery. These findings provide insight into the regulation of global leukocyte
activities as they relate to innate immune system tolerance and increased susceptibility to infection in humans.

Keywords: Gene expression profiling of human blood leukocytes in response to in vivo endotoxin administration.
Overall design:
Healthy male and female subjects were intravenously administered either endotoxin or only vehicle (control). Arterial blood samples were

collected before infusion (0 hours) and at post infusion times of 2, 4, 6, 9, and 24 hours. Blood leukocytes were isolated and analyzed
using Affymetrix GeneChip arrays.

Background corr dist: KL-Divergence = 0.1629, L1-Distance =0.0493, L2-Distance =0.0053, Normal std = 0.3759

1.086 —
Pairwise Correlations

—— Kernel fit
mme NOrmal fit

Density 0.543 —

0.000 -
CEM1 ﬂﬂl
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM ] 854.7 1384.6 2734.7
P(S[z 1) = 1.00] [SDF2L1 145.8 496.7 1240.2
[Mean Corr = 0.74363CRELD2| 411.5 1077.8 2390.9

2905.0 5958.6 11290.7

598.8 1130.0 1985.4

PDIA4 225.9 698.6 1406.4

1158.4 3762.2 7070.2

678.7 1325.2 2403.2

266.8 688.7 1327.9

1770.3 4508.2 8525.6

8754.2 12511.3 18864.9

. 492.1 946.3 1637.8
[CEM 1 #] 360.8 591.4 785.9
[Top 10 Genes| 610.0 1308.2 1996.3
2350.5 3935.1 5293.4

DNAJC3 2788.5 6908.0 10801.4

2 592.4 922.9 1998.5
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE3284
http://www.ncbi.nlm.nih.gov/pubmed/20233835
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE29868" Expression Profiles

Num of samples in this series: 59

GEO Link:
Status:
Title:
Organism:

Experiment type:

Platform:
Pubmed ID:

Summary & Design:

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE29868|
Public on Sep 01 2011
Inferring drug-induced gene regulatory relationships in primary human hepatocytes

Homo sapiens

Expression profiling by array
GPL570

21757465

Summary:

Statins are widely used cholesterol-lowering drugs that inhibit HMG-CoA reductase, a key enzyme in cholesterol synthesis. In some cases,
however, these drugs may cause a number of toxic side effects in hepatocytes and skeletal muscle tissue. Currently, the specific
molecular mechanisms that cause these adverse effects are not sufficiently understood. In this work, genome-wide RNA expression
changes in primary human hepatocytes of six individuals were measured at five time points upon atorvastatin treatment. A novel
systems-level analysis workflow was applied to reconstruct regulatory mechanisms based on these drug-response data and available
knowledge about transcription factor binding specificities, protein-protein interactions and protein-drug interactions. Several previously
unknown transcription factors, regulatory cofactors and signaling molecules were found to be involved in atorvastatin-responsive gene
expression. Some novel relationships, e.g., the regulatory influence of nuclear receptor NR2C2 on CYP3A4, were successfully validated in
wet-lab experiments.

Overall design:

Whole-genome Affymetrix U133 Plus 2.0 (Affymetrix, Santa Clara, CA) microarray measurements were conducted using samples of
primary human hepatocytes cultured from six individuals (i.e., hh62, hh65, hh67, hh79, hh80 and hh81). Each sample was treated with
atorvastatin and dimethylsulfoxide (DMSOQO), which was used as a control substance. Microarray measurements were performed at five time
points (6 h, 12 h, 24 h, 48 h and 72 h) after the drug stimulus.

Background corr dist: KL-Divergence =0.1833, L1-Distance =0.0481, L2-Distance =0.0051, Normal std = 0.3425

[CEM ]|

1.165 —
Pairwise Correlations

— Kernel fit
mme NOrmal fit

Density 0.582 —

P(S[Z 1) = 1.00]

[Mean Corr = 0.74348CRELD2]

(Top 10 Genes|

Null module
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Scale of expression profile Z-scores
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0.000 —
CEM1 m
| | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE29868
http://www.ncbi.nlm.nih.gov/pubmed/21757465
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE11510" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 17 30 -20 -10 00 10 20 30
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GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11510|
Status: Public on May 20 2008

Title: Taxonomy of placenta cells

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
The placenta is considered one of the candidate cell sources in cellular therapeutics because of a large number of cells and heterogenous
cell population with myogenic potentials. We first analyzed myogenic potential of cells obtained from six parts of the placenta, i.e.,
umbilical cord, amniotic epithelium, amniotic mesoderm, chorionic plate, villous chorion (chorion frondosum), , and decidua basalis.
Implantation of placenta-derived cells into dystrophic muscles of immunodeficient mdx mice restored sarcolemmal expression of human
dystrophin. Co-existence of human and murine nuclei in one myotube and presence of human dystrophin in murine myotube suggests
that human dystrophin expression is due to cell fusion between host murine myocytes and implanted human cells. In vitro analysis
revealed that cells derived from amniotic mesoderm, chorionic plate, ,and villous chorion efficiently transdifferentiate into myotubes.
These cells fused to C2C12 murine myoblasts by in vitro co-culturing, and murine myoblasts start to express human dystrophin after
fusion. These results demonstrate that placenta-derived cells, especially extraembryonic mesodermal cells, have a myogenic potential and
regenerative capacity of skeletal muscle. Determination of cell specification with the gene chip analysis revealed that each placental cell
has a distinct expression pattern.

Keywords: Determination of cell specification

Overall design:

To isolate chorionic villi cells, we used the explant culture method, in which the cells were outgrown from pieces of chorionic villi attached
to dishes. Chorionic villi cells were harvested with 0.25% trypsin and 1 mM EDTA, and overlaid onto the cultured fetal cardiomyocytes at 7
x 103/cm2. Every 2 days, the culture medium was replaced with fresh culture medium that was supplemented with 10% FBS and 1 ug/ml
Amphotericin B (GIBCO). The morphology of the beating chorionic villi cells was evaluated under a fluorescent microscope.

Background corr dist: KL-Divergence =0.1901, L1-Distance =0.0477, L2-Distance =0.0054, Normal std = 0.3401

1.173 —
Pairwise Correlations

= Kernel fit
m— NOrmal fit

Density 0.586 —

0.000 -
CEM 1

| I I I I I I I I I |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM 1] 1712.1 3496.1 6142.3
P(S[Z1) = 1.00] [SDF2L1 461.3 879.7 1673.4
[Mean Corr = 0.73884CRELD?2] 1500.9 2859.4 6827.1
8801.4 15041.6 21084.0

3025.0 5400.8 10805.6

PDIAZ 944.5 1451.3 4247 .4

4972.5 7345.4 11508.8

3613.0 5076.1 9698.0

2109.5 5334.1 12015.1

6234.9 10700.6 16572.3

9099.5 13266.0 17169.6

. 3909.2 4938.5 8822.0
[CEM I #] SLC35B1 1930.8 3001.5 4467.1
[Top 19 Genes| 4561.1 7815.5 12774.9
3178.3 4261.7 6583.2

DNAJC3 855.0 2433.4 3820.1

2 493.7 862.5 1368.4
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11510
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE46268" Expression Profiles

Num of samples in this series: 12

-3.0

Scale of expression profile Z-scores
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GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE46268|

Status: Public on Dec 31 2013

Title: Gene expression profile of human monocytes stimulated with all-trans retinoic acid (ATRA) or 1,25a-dihydroxyvitamin D3 (1,25D3)
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 24501203

Summary & Design:  Summary:

Background corr dist:

A role for vitamin A in host defense against Mycobacterium tuberculosis has been suggested through epidemiological and in vitro studies;
however, the antimicrobial mechanism is unclear. Here, we demonstrate that vitamin A mediates host defense through regulation of
cellular cholesterol content. Comparison of monocytes stimulated with all-trans retinoic acid (ATRA) or 1,25-dihydroxyvitamin D3, the
biologically active forms of vitamin A and vitamin D respectively, indicates that ATRA and 1,25D3 induce mechanistically distinct
antimicrobial activities. Gene expression profiling reveals that ATRA but not 1,25D3 triggers a lipid metabolism and efflux pathway,
including expression of lysosomal lipid transport gene NPC2. ATRA-induced decrease in total cellular cholesterol content, subcellular
lipid reorganization, lysosomal acidification and antimicrobial activity are all dependent upon expression of NPC2. Finally, the addition of
HIV-protease inhibitors known to inhibit cholesterol efflux, Ritonavir and Nelfinavir, blocked both ATRA-induced cholesterol decrease as
well as antimicrobial activity. Taken together, these results suggest that the vitamin A-mediated host defense mechanism against M.
tuberculosis requires regulation of cellular cholesterol.

Overall design:

Monocytes derived from four independent healthy blood donors that were stimulated with control (CTRL), ATRA or 1,25D3 at 10-8M for 18
hours.

KL-Divergence = 0.1501, L1-Distance =0.0355, L2-Distance =0.0025, Normal std =0.3736

1.068 —
— Kernel fit Pairwise Correlations
m—e NOrmal fit
Density 0.534 —
0.000 —
CEM 1 I
I | | | | | | | | | |
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 50
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
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MANF 2565.0 4297.9 5262.6
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE46268
http://www.ncbi.nlm.nih.gov/pubmed/24501203
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE20910" Expression Profiles

Num of samples in this series: 49

Scale of expression profile Z-scores

30 -20 -10 00 10 20 30
B I

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

Background corr dist:

Density 0.776 —

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE20910|
Public on Jul 12 2011
Expression data from Down syndrome and non-Down syndrome pediatric acute lymphoblastic leukemia cases

Homo sapiens

Expression profiling by array
GPL570

21647151

Summary:
Gene expression profiling (GEP) can reveal characteristic signatures associated with distinct biologic subtypes of acute lymphoblastic
leukemia (ALL).

We performed GEP on Down syndrome (DS) and comparison non-Down syndrome (NDS) ALL cases to identify biologic differences
between these groups.

Overall design:

Ficoll-enriched, cryopreserved diagnostic bone marrow samples were obtained from patients with newly diagnosed B-precursor acute
lymphoblastic leukemia.

KL-Divergence = 0.3707, L1-Distance =0.0942, L2-Distance =0.0289, Normal std =0.2571
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764.3
387.3
1429.1
7168.6
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230.7
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1214.8
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE20910
http://www.ncbi.nlm.nih.gov/pubmed/21647151
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE17551" Expression Profiles

Num of samples in this series: 6

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17551|
Status: Public on Aug 04 2010

Title: Genes regulated after transient knock-down of Pirin in WM-266 cells
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:

Scale of expression profile Z-scores

-30 -20 -10 00 10 20 30
B I

Pirin (PIR) is a putative transcriptional regulator abundantly expressed in melanocytes and in a subset of primary and metastatic
melanomas. Ablation of PIR in the melanoma cell lines results in induction of a senescence-like phenotype.

Keywords: Transcriptional regulation, knock-down using siRNA

Overall design:

We analyzed gene expression profiles of WM-266.4 metastatic melanoma cells after knock-down of PIR, which was achieved using a pool
of four PIR-siRNA duplexes (siPIR). A pool of four non-targeting siRNA duplexes was used as control of off-target transcriptional effects
(siCTR). Cells that underwent transfection with no oligonucleotides (oligofectamine only) were also included to measure all non-specific
effects (NO cells). For each sample, an RNA pool was obtained by mixing equal quantities of total RNA from each of three independent
RNA extractions. Each biotin-labeled target was hybridized to two GeneChip HG-U133 Plus v.2 arrays.

Background corr dist: KL-Divergence =0.0356, L1-Distance =0.0320, L2-Distance =0.0011, Normal std = 0.6643
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17551
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE10270" Expression Profiles

Num of samples in this series: 24

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

Scale of expression profile Z-scores

30 -20 -10 00 1.0 20 3.0
I

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE10270|
Public on Jan 26 2008
Bisphenol A induces a profile of tumor aggressiveness in high-risk cells of breast cancer patients

Homo sapiens

Expression profiling by array
GPL570

18381411

Summary:
Breast cancer outcome is highly variable. Whether inadvertent exposure to environmental xenobiotics evokes a biological response
promoting cancer aggressiveness and a higher probability of tumor recurrence remains unknown. To determine specific molecular
alterations, which arise in high-risk breast tissue in the presence of the ubiquitous xenoestrogen, bisphenol A (BPA), we employed
non-malignant random periareolar fine needle aspirates (RPFNA) in a novel functional assay. Early events induced by BPA in
epithelial-stromal cocultures derived from the contralateral tissue of breast cancer patients included gene expression patterns, which
facilitate apoptosis evasion, endurance of microenvironmental stress, and cell cycle deregulation without a detectable increase in cell
number. This BPA response profile was significantly associated with breast tumors characterized by high histologic grade (p<0.001), and
large tumor size (p=0.002), resulting in decreased recurrence-free patient survival (p<0.001). Our assays demonstrate a biological
fingerprint of probable prior exposure to endocrine disrupting agents, and suggest a scenario in which their presence in the
microenvironmental milieu of high-risk breast tissue could play a deterministic role in establishing and maintaining tumor aggressiveness
and poor patient outcome.

Keywords: Gene expression, Epithelial, Breast cancer

Overall design:

The study included twelve patients undergoing breast biopsy or surgery for breast cancer. Random periareolar fine needle aspirates
(RPFNA) were collected from the unaffected contralateral breast of these patients. Control and hormone treated RPFNA cell cultures were
analyzed using Affymetrix GeneChip(TM) arrays
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE10270
http://www.ncbi.nlm.nih.gov/pubmed/18381411
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE10650" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE10650|
Status: Public on Feb 26 2009

Title: HCT116 PCLKC

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
The gain of Protocadherin LKC (PCDH24) expression in colon carcinoma cell line HCT116 has been shown to induce contact inhibition,
thereby completely abolishing tumor formation in vivo. To clarify the molecular mechanism, we performed DNA microarray analysis and
compared gene-expression pattern between control and PCDH24-expressing HCT116 cells. Approximately 2000 genes were apparently
changed their expression. Further proteomics analysis using 2-DE/MS confirmed the dramatic changes and provided additional
information. We were aware that these changes are quite similar to the changes observed in epithelial-mesenchymal transition (EMT),
most drastic changes in development and cancer metastasis. We thus further analyzed these changes using specific antibodies, and
found distinct difference between these two phenomena. Among the differences, nuclear translocation of catenin beta 1 (CTNNB1) was
inhibited by PCDH24-expression, subsequently some of the downstream nodes were suppressed. Although contact inhibition and cancer
metastasis are completely opposite aspect of the cells, we expect that the identified differences will be key nodes to understand the
relationship. We also expect that the nodes will be a target to modulate tumors arising stem cell transplantation (SCT), as well as a
therapeutic target for cancer metastasis.

Keywords: dose response
Overall design:

Three HCT116 PCLKC cell lines (parental cells and two stable expression clones with random integration of the targeting vector,
PCLKC-GFP, GFP) were studied.

Background corr dist: KL-Divergence =0.0146, L1-Distance =0.0501, L2-Distance =0.0044, Normal std =0.9244
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE10650
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE23984" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 10 -30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE23984|

Status: Public on Nov 15 2010

Title: Effects of TX527, a hypocalcemic vitamin D analog on human activated T lymphocytes
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 21131424

Summary & Design:  Summary:
Hypocalcemic vitamin D analogs are appealing molecules to exploit the immunomodulatory actions of active vitamin D in vivo. The
functional modulation of dendritic cells is regarded as the key mechanism underlying their ability to regulate T cell responses. In contrast,
the direct actions of vitamin D and structural analogs on T lymphocytes remain less well characterized.

Microarray analysis was performed to gain insight into the direct immunomodulatory actions of TX527, a hypocalcemic vitamin D analog,
on human T lymphocytes. Gene expression analysis revealed that TX527 regulated a wide variety of genes involved in different aspects of
T cell function, including cellular growth and proliferation, cell death, cellular development, cellular movement and cell-to-cell signalling
and interaction.

Overall design:

Human CD3+ T cells, isolated from peripheral blood from healthy donors, were activated by anti-CD3/anti-CD28 and cultured in the
presence of TX527 (10-8M) or vehicle (ethanol) for 10 days. Expression profiles of TX527-treated and vehicle-treated T cells were compared
using Affymetrix Human Genome U133 Plus 2.0 Arrays.

Background corr dist: KL-Divergence =0.1117, L1-Distance =0.0288, L2-Distance =0.0013, Normal std =0.4181

0.954 -
Pairwise Correlations

— Kernel fit
m—e NOrmal fit

Density 0.477 —

0.000 -
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| | | | | | | | | | |
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Pre-normalization Quantiles

[ min ] [ medium ] [ max |

[CEM 1] 4013.0 4857.9 5807.2
P(S|Z 1) = 1.00] [SDF2L1 1496.6 1996.5 3204.9
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE23984
http://www.ncbi.nlm.nih.gov/pubmed/21131424
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE10971" Expression Profiles

Num of samples in this series: 37

GEO Link:
Status:
Title:
Organism:

Experiment type:

Platform:
Pubmed ID:

Summary & Design:
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[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE10971|
Public on May 31 2008
Gene expression data from non-malignant fallopian tube epithelium and high grade serous carcinoma.

Homo sapiens

Expression profiling by array
GPL570

21263043

Summary:

The purpose of this study was to identify molecular alterations potentially involved in predisposition to adnexal serous carcinoma (SerCa)
in the non-malignant fallopian tube epithelium (FTE) of BRCA1l/2-mutation carriers, given recent evidence implicating the distal FTE as a
common source for SerCa.

Keywords: disease state analysis
Overall design:
We obtained and compared gene expression profiles of laser capture microdissected non-malignant distal FTE from 12 known

BRCAL1/2-mutation carriers (FTEb) and 12 control women (FTEn) during the luteal and follicular phase, as well as 13 high grade tubal and
ovarian SerCa.

KL-Divergence = 0.4401, L1-Distance =0.0827, L2-Distance =0.0221, Normal std = 0.2395
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Pairwise Correlations

—— Kernel fit
mme NOrmal fit
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Pre-normalization Quantiles
[ min ] [ medium ] [ max ]
544.8 2384.9 7657.8
58.3 211.1 1065.4
524.7 1056.3 9125.6
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE10971
http://www.ncbi.nlm.nih.gov/pubmed/21263043
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE37603" Expression Profiles

Num of samples in this series: 6

Scale of expression profile Z-scores

30 -20 -10 00 10 20 30
I I

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE37603]

Status: Public on Apr 30 2014

Title: Identification of WISP1 as an important survival factor in human mesenchymal stem cells
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:

WNT-induced secreted protein 1 (WISP1/CCN4), a member of the CCN protein family, acts as a downstream factor of the canonical
WNT-signaling pathway. A dysregulated expression of WISP1 often reflects its oncogenic potential by inhibition of apoptosis, a necessary
form of cell death that protect cell populations for transformation into malignant phenotypes. WISP1-signaling is also known to affect
proliferation and differentiation of human mesenchymal stem cells (hMSCs), which are fundamental for the constitution and maintenance
of the musculoskeletal system. Our study emphasizes the importance of WISP1-signaling for cell survival of primary human cells.
Therefore, we established a successful down-regulation of endogenous WISP1 transcripts through gene silencing in hMSCs. We were able
to demonstrate the consequence of cell death immediately after WISP1 down-regulation took place. Bioinformatical analyses of
subsequent performed microarrays from WISP1 down-regulated vs. control samples confirmed this observation. We uncovered several
clusters of differential expressed genes important for cellular apoptosis induction and immuno-regulatory processes, thereby indicating
TRAIL-induced and p53-mediated apoptosis as well as IFNbeta-signaling. Since all of them act as potent inhibitors for malignant cell
growth, in vitro knowledge about the connection with WISP1-signaling could help to find new therapeutic approaches concerning
cancerogenesis and tumor growth in musculoskeletal tissues.

Overall design:
Knock-down versus controls.

Background corr dist: KL-Divergence =0.0419, L1-Distance =0.0210, L2-Distance =0.0005, Normal std =0.6074
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Density 0.333 —

— Kernel fit
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE37603
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE16924" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 6 -30 -20 -10 00 10 20 30
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE16924|
Status: Public on Dec 17 2009

Title: Determining direct targets of the bHLH MIST1

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 20038531

Summary & Design:  Summary:
The transcription factor MIST1 is required for final maturation of secretory cells of diverse tissues, including gastric digestive-enzyme
secreting zymogenic (chief) cells (ZCs). Here, we show that MIST1 directly activates RAB26, RAB3D and several other genes.

Overall design:

We used microarrays to determine genes upregulated following transient MIST1 transfection. Two gastric cell lines were used: HGC-27
and AGS. Three chips were generated from each cell line: parental (untransfected), GFP+empty vector (a control for effects of
transfection), and GFP+MIST1. The latter two chips were generated from cells flow sorted based on GFP fluorescence to isolate cells with
high levels of transfection. Chips were analyzed by dChip to identify genes expressed in both MIST1-transfected cell populations relative
to their respective controls in multiple Boolean '"AND’ comparisons.

Background corr dist: KL-Divergence =0.0184, L1-Distance =0.0485, L2-Distance =0.0027, Normal std = 0.8639

0.516 —
Pairwise Correlations

— Kernel fit
mme NOrmal fit

Density 0.258 —

0.000 -
CEM1
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM T 4795.2 7585.6 7871.9
P(S[Z 1) = 1.00] [SDF2L1 2375.0 2807.3 5481.2
[Mean Corr = 0.71883CRELD2] 4139.4 4382.3 6093.0
11304.7 16255.9 20742.0

HYOU1 6441.7 6888.8 10262.7

1668.0 2662.1 3080.2

5021.9 7393.2 9428.7

DNAJB11 5146.2 5497.8 6755.0

2061.5 4591.5 5722.9

7342.3 11829.2 14221.3

PPIB 10842.2 11577.9 12932.0

. 4802.7 6125.2 6320.8
2855.3 3155.0 3732.2
Lop 10 Genes| | rrprat 3699.4 4081.7 4658.7
2640.9 4552.1 5416.5

C 1216.4 2256.4 3005.0

2 1045.5 3428.3 4074.4
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE16924
http://www.ncbi.nlm.nih.gov/pubmed/20038531
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE17480" Expression Profiles

Num of samples in this series: 8

[http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17480|

Scale of expression profile Z-scores

-30 -20 -10 00 10 20 30
I I

Transcriptome profiling of fenretinide-treated and untreated CD34+ cells from 4 CML patients

GEO Link:

Status: Public on Dec 01 2009
Title:

Organism: Homo sapiens

Experiment type:

Expression profiling by array

Platform: GPL570
Pubmed ID: 24021153
Summary & Design:  Summary:

Imatinib, as the first-line agent of chronic myeloid leukemia (CML), is ineffective in eradicating CML stem/progenitor cells, thus unable to
prevent late relapse. Here we present data indicating that fenretinide preferentially targets CD34+ CML cells and enhances the efficacy of
imatinib in CML. As tested by colony forming cell assays, both number and size of total colonies derived from CD34+ CML cells were
significantly reduced by fenretinide, and by combining fenretinide with imatinib. In particular, colonies derived from erythroid progenitors
and those derived from more primitive pluripotent progenitor cells were highly sensitive to fenretinide/fenretinide plus immtinib. Further
data showed that fenretinide was able to induce apoptosis in CD34+ CML cells which were refractory to imatinib. Through transcriptome
analysis and followed by molecular validation, we further showed that apoptosis induced by fenretinide in CD34+ CML cells was mediated
by complex mechanisms of stress responses, probably triggered by elevated levels of intracellular reactive oxygen species. Thus,
fenretinide combines with imatinib may represent a new strategy for the treatment of CML, in which fenretinide targets primitive CD34+
CML cells whereas imatinib targets leukemic blasts. This strategy may eventually reduce the risk of relapse and probably resistant as well

in CML patients.

Overall design:

Transcriptome profiles of CML CD34+ cells with and without fenretinide treatment were analyzed using whole genome expression arrays
(Affymetrix HG-U133 Plus 2.0) in four CML patients (CML32, CML33, CML34 and CML35, see Table 1). To minimize potential data biases,
both treated and untreated cell samples were maintained in culture for 48 hours before hybridization.

Background corr dist: KL-Divergence =0.0627, L1-Distance =0.0192, L2-Distance =0.0005, Normal std =0.5187

Density 0.385 —

0.769 —

—— Kernel fit
mme NOrmal fit

Pairwise Correlations

0.000 -
CEM1
I | | | | | | |
Z-score -5.0 -4.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00
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Pre-normalization Quantiles

[ min ] [ medium ] [ max ]

[CEM T 3928.9 4629.0 5886.6
P(S|Z 1) = 1..00] [SDF2LI 1510.3 2580.4 4120.2
[Mean Corr = 0.7184§CRELD2] 2141.2 2810.9 4583.3
17148.2 25803.5 30835.1

2954.9 3974.5 5339.9

PDIA4 1247.7 1427.3 2271.7

9095.7 12942.6 16712.6

3321.7 3957.8 4785.4

4889.6 5226.7 7739.1

6754.1 10467.8 14974.0

9237.9 15397.7 20313.4

. 3421.3 4847.5 6081.1
[CEM I 4] 2696.2 3063.3 3677.3
[fop 10 Genes) 3680.4 4293.1 4860.6
2362.5 3442.0 4102.8

DNAJC3 1671.2 1936.4 2210.2

2 871.2 1196.4 2076.1
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17480
http://www.ncbi.nlm.nih.gov/pubmed/24021153
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE39594" Expression Profiles

Num of samples in this series: 21

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

Background corr dist:

Density 0.514 —

-30 -20 -1.0 0.0 1.0

[http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE39594|
Public on Jul 03 2013
Human naive CD4+ T cell activation transcriptome

Homo sapiens

Expression profiling by array
GPL570

23878307

Summary:
We used microarrays to detail the global gene transcription underlying T cells activation during the first 24 hours after stimulation.

Overall design:

CD4+CD45RA+ T cells were sorted and cultured with different stimulatory conditions (Non-stimulated, anti-CD3 and anti-CD3 plus
anti-CD28) for different times (0 hours, 4 hours and 24 hours). 3 replicates for each condition were analyzed.

KL-Divergence = 0.1383, L1-Distance =0.0304, L2-Distance =0.0016, Normal std = 0.3879

1.028 —
Pairwise Correlations

—— Kernel fit
mme NOrmal fit

0.000 -
CEM1 |II
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles

[ min ] [ medium ] [ max |

[CEM 1] 891.7 1910.5 5900.1
[P(S|Z 1) = 1.00] [SDF2L1 418.2 523.5 1724.3
[Mean Corr = 0.71534CRELD2] 1500.8 1912.8 3444.5
2553.9 4408.8 8935.4

820.5 1266.4 2378.0

PDIA4 311.3 476.9 769.9

763.4 1367.0 5221.5

903.6 1268.3 3455.3

670.9 1023.4 2294.0

3126.1 4605.7 8474.5

2273.6 5037.1 9287.4

. 839.9 1176.5 2744.0
[CEM 1 4] SLC35B1 515.5 778.7 1798.4
[Top 19 Genes| 884.0 1018.5 1632.4
1298.0 17325 2810.2

DNAJC3 1065.3 1302.5 1940.2

2 205.3 909.5 2454.2

Null module
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Scale of expression profile Z-scores


http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE39594
http://www.ncbi.nlm.nih.gov/pubmed/23878307
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE11831" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 17 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11831|

Status: Public on Jun 20 2008

Title: Transcription profiling of biopsies from the descending colon of control subjects
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 19177426

Summary & Design:  Summary:
These samples were all taken from patients who underwent investigations including colonoscopy but where all tests were normal and the
diagnosis of irritable bowel syndrome was reached. These observations have been used as references in studies of colonic gene
expression in inflammatory bowel diseases

Overall design:
17 samples were analyzed each originating from an individual subject. No replicas.

Background corr dist: KL-Divergence = 0.1403, L1-Distance =0.0480, L2-Distance =0.0053, Normal std = 0.3824

1.043 —

Pairwise Correlations

— Kernel fit
mme NOrmal fit

Density 0.522 —

0.000 -
CEM1
I | | | | | | | | | 1
Z-score -5.0 -4.0 -3.0 -2.0 -1.0 0.0 1.0 2.0 3.0 4.0 5.0
Correlation -1.00 -1.00 -1.00 -0.96 -0.76 0.00 0.76 0.96 1.00 1.00 1.00

Pre-normalization Quantiles
[ min ] [ medium ] [ max ]
2047.7 3178.4 5984.6
619.0 1257.6 2669.5
1589.2 2537.5 5084.6

!

CEMT] VAN

[P(S[Z 1) = 1.00] [SDF2L1
[Mean Corr = 0.70896CRELDZ]

9905.5 15412.4 24592.1
1617.6 2501.8 5239.8
883.6 1347.9 2650.8
6148.9 8255.7 13885.4
2065.1 2969.9 4961.1
2474.6 3214.7 4648.3
PDIA3 11129.3 15421.0 20383.7

9651.8 13687.3 23117.4
1524.4 1963.3 2958.3
933.7 1402.6 2505.5
2236.2 2987.9 4080.6
3604.2 4818.9 7967.3
2451.6 3564.2 4837.0
1213.2 1468.4 2192.5
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11831
http://www.ncbi.nlm.nih.gov/pubmed/19177426
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE17119" Expression Profiles

Num of samples in this series: 14

Scale of expression profile Z-scores

-30 -20 -10 0.0 1.0 2.0 3.0

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17119|

Status: Public on Jul 17 2009

Title: Transcriptional profiling of a novel pro-angiogenic small molecule phthalimide neovascular factor 1 (PNF1)
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 19326468

Summary & Design:  Summary:

We generated the transcriptional regulatory footprint of phthalimide neovascular factor 1 (PNF1) a novel synthetic small molecule that
exhibits significant in vitro endothelial potency and significant in vivo microvascular network expansion by performing comparative
microarray analysis on PNF1-stimulated (versus control) human microvascular endothelial cells (HMVEC) spanning 1-48 h
post-supplementation. We subsequently applied network analysis tools (including substantial libraries of information regarding known
associations among network components) to elucidate key signaling components and pathways involved in the PNF1
mechanism-of-action. We identified that PNF1 first induces function of the tumor necrosis factor-alpha (TNF-,—) signaling pathway, which

in turn affects transforming growth factor-beta (TGF-_ 1) signaling.

Overall design:

HMVEC (Cambrex, Walkersville, MD, USA) were cultured in endothelial growth medium 2-microvascular (bulletkit, BioWhittaker,
Walkersville, MD, USA) supplemented as directed with 5% fetal bovine serum. The cells (passage 9) were plated at 2.5 x 104 cells/cm2 at 37
degrees Celsius in a humidified chamber with 5% carbon dioxide. They were grown to confluence. After confluence, medium was
refreshed, and 30 ° M PNF1 or 0.6% dimethyl sulfoxide (DMSO) vehicle control was added to the sample. Total RNA from the PNF1 (n=1 at
each timepoint) and control (n=1 at each timepoint) samples was isolated 1, 2, 4, 8, 16, 24 and 48 h post-supplementation using an RNeasy
kit (Qiagen, Inc., Valencia, CA, USA) according to the manufacturer’s protocol.

Background corr dist: KL-Divergence =0.1769, L1-Distance =0.0375, L2-Distance =0.0029, Normal std = 0.3502
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Pre-normalization Quantiles

[ min ]
6482.5
1210.3
1579.2
17545.7
6139.9
840.8
3992.9
4284.4
4761.8
10606.2
15104.3
4045.9
2727.7
1939.4
2306.8
1556.2
2172.9

[ medium ]
13864.1
2190.2
3785.0
24777.2
9337.8
1250.7
8259.7
5205.1
16310.2
19907.5
21383.1
5609.0
3265.7
2518.4
3624.8
1904.2
3640.1

[ max ]
15523.1
2634.8
4716.3
30584.5
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8904.2
6597.9
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23740.9
6419.9
3848.1
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4439.0
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE17119
http://www.ncbi.nlm.nih.gov/pubmed/19326468
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE30188" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 20 -30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE30188|
Status: Public on May 01 2013

Title: Rho transcription inhibitor CCG-1423 effect on PC-3 cells
Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: |

Summary & Design:  Summary:
Analysis of serum starved PC-3 cells treated with CCG-1423, Latrunculin B, or the transcription elongation inhibitor DRB for 2 or 24 hours.
Results provide insights to potential therapeutic approaches to cancer metastasis.

Overall design:

As a control for non-specific transcription inhibition, DRB was used. All samples, 2-hr and 24-hr treated samples were compared to the
24-hr DMSO sample.

Background corr dist: KL-Divergence =0.0850, L1-Distance =0.0210, L2-Distance =0.0006, Normal std = 0.4661
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE30188
http://www.ncbi.nlm.nih.gov/pubmed/
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE8289" Expression Profiles

Scale of expression profile Z-scores

Num of samples in this series: 8 -30 -20 -10 00 10 20 30

GEO Link:

Status:

Title:

Organism:
Experiment type:
Platform:

Pubmed ID:
Summary & Design:

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE8289|

Public on Jun 20 2008

HEK293 cells overexpressing HNF4a2 wild type or mutant forms C106R or R154X
Homo sapiens

Expression profiling by array
GPL570
18163890

Summary:
Identification of genes regulated by the transcription factor HNF4a2

Keywords: ordered

Overall design:

We used microarrays to identify genes regulated by the transcription factor HNF4a2. HEK293 cell lines containing doxycyclin-inducible
wilt type or mutant forms of HNF4a2m which were introduced by FRT/FLP mediated recombination into FLP-In T-REx 293 cells (Invitrogen)
were treated for 24 hours with 1 ° g/ml doxycyclin. Gene expression profiles of induced and noninduced cells were compared to identify
HNF4 regulated targets.

Background corr dist: KL-Divergence =0.0799, L1-Distance =0.0198, L2-Distance =0.0006, Normal std = 0.4780
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[ min ]
2639.7
711.0
1459.5
7973.3
994.7
903.1
5572.2
4172.5
7330.8
5584.9
7393.6
2878.1
2946.6
1504.5
3159.1
887.9
382.8

3425.3
1244.4
2511.8

10361.2

1587.3
1170.4
8511.9
5203.5
9370.5
6934.7
8745.2
3757.8
3295.5
1711.6
3539.2
1098.3
522.6

Pre-normalization Quantiles
[ medium ]

[ max]
3606.5
1518.0
2878.3
11516.7
1695.2
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9154.4
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9980.5
7627.2
10175.6
4159.4
3610.9
2076.3
3918.1
1309.4
607.3


http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE8289
http://www.ncbi.nlm.nih.gov/pubmed/18163890
http://www.ncbi.nlm.nih.gov/gene/?term=MANF
http://www.ncbi.nlm.nih.gov/gene/?term=SDF2L1
http://www.ncbi.nlm.nih.gov/gene/?term=CRELD2
http://www.ncbi.nlm.nih.gov/gene/?term=HSPA5
http://www.ncbi.nlm.nih.gov/gene/?term=HYOU1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA4
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA6
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJB11
http://www.ncbi.nlm.nih.gov/gene/?term=HSP90B1
http://www.ncbi.nlm.nih.gov/gene/?term=PDIA3
http://www.ncbi.nlm.nih.gov/gene/?term=PPIB
http://www.ncbi.nlm.nih.gov/gene/?term=C19orf10
http://www.ncbi.nlm.nih.gov/gene/?term=SLC35B1
http://www.ncbi.nlm.nih.gov/gene/?term=SEC61A1
http://www.ncbi.nlm.nih.gov/gene/?term=RPN1
http://www.ncbi.nlm.nih.gov/gene/?term=DNAJC3
http://www.ncbi.nlm.nih.gov/gene/?term=CDK2AP2
http://www.ncbi.nlm.nih.gov/gene/?term=ARID5B
http://www.ncbi.nlm.nih.gov/gene/?term=XBP1
http://www.ncbi.nlm.nih.gov/gene/?term=HNRNPAB
http://www.ncbi.nlm.nih.gov/gene/?term=SGK1
http://www.ncbi.nlm.nih.gov/gene/?term=HSPB1
http://www.ncbi.nlm.nih.gov/gene/?term=DDIT4
http://www.ncbi.nlm.nih.gov/gene/?term=ARL4D
http://www.ncbi.nlm.nih.gov/gene/?term=SAP30
http://www.ncbi.nlm.nih.gov/gene/?term=KIAA0408
http://www.ncbi.nlm.nih.gov/gene/?term=GPR17
http://www.ncbi.nlm.nih.gov/gene/?term=HSPH1
http://www.ncbi.nlm.nih.gov/gene/?term=DNASE1L2
http://www.ncbi.nlm.nih.gov/gene/?term=SLC5A3
http://www.ncbi.nlm.nih.gov/gene/?term=GNAS
http://www.ncbi.nlm.nih.gov/gene/?term=GPR3
http://www.ncbi.nlm.nih.gov/gene/?term=TNFRSF25
http://www.ncbi.nlm.nih.gov/gene/?term=TM6SF2
http://www.ncbi.nlm.nih.gov/gene/?term=MKKS
http://www.ncbi.nlm.nih.gov/gene/?term=PLEKHF1
http://www.ncbi.nlm.nih.gov/gene/?term=ZMYM1
http://www.ncbi.nlm.nih.gov/gene/?term=DOK3
http://www.ncbi.nlm.nih.gov/gene/?term=FGF20
http://www.ncbi.nlm.nih.gov/gene/?term=SLC39A2
http://www.ncbi.nlm.nih.gov/gene/?term=KCNIP2
http://www.ncbi.nlm.nih.gov/gene/?term=ERRFI1
http://www.ncbi.nlm.nih.gov/gene/?term=DEDD2
http://www.ncbi.nlm.nih.gov/gene/?term=CCDC117
http://www.ncbi.nlm.nih.gov/gene/?term=USP31
http://www.ncbi.nlm.nih.gov/gene/?term=AHSA2
http://www.ncbi.nlm.nih.gov/gene/?term=CYS1
http://www.ncbi.nlm.nih.gov/gene/?term=CNIH2
http://www.ncbi.nlm.nih.gov/gene/?term=BANP
http://www.ncbi.nlm.nih.gov/gene/?term=CHORDC1
http://www.ncbi.nlm.nih.gov/gene/?term=P4HA1

GEO Series "GSE22325" Expression Profiles Scale of expression profile Z-scores

Num of samples in this series: 18 30 -20 -10 00 10 20 3.0
- W

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE22325|
Status: Public on Jul 01 2011

Title: Expression data from interleukin-stimulated HUVEC

Organism: Homo sapiens

Experiment type: Expression profiling by array

Platform: GPL570

Pubmed ID: 21669038

Summary & Design:  Summary:
In the hematopoietic microenvironment, endothelial cells (ECs) play an important role in the regulation of hematopoietic cell proliferation
and trafficking. We previously demonstrated that EC stimulated with tumor necrosis factor alpha (TNF-,—) induce the generation of
dendritic cells from CD34(+) stem cells, whereas in contrast, interleukins were capable of inducing the proliferation of hematopoietic and
myeloid progenitors.

In order to identify potentially new soluble factors which greatly impact the self-renewal, proliferation and differentiation of CD34+
hematopoietic stem cells (HSC), we examined the expression profiles of IL-1", IL-3 and IL-6 stimulated human umbilical vein endothelial
cells (HUVEC).

Overall design:

we processed seven different umbilical cords and isolated 129 samples for total RNA, and pooled them into 18 groups corresponding to
each stimulant, control and time point.

Background corr dist: KL-Divergence = 0.1954, L1-Distance =0.0365, L2-Distance =0.0025, Normal std =0.3370
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