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

Dataset:

Num of genes in input gene set: 9
Total number of genes: 16493

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.
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GEO Series "GSE54490" 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=GSE54490|

Status: Public on Feb 16 2014

Title: FoxA1l directs the lineage and immunosuppressive properties of FoxAl+ regulatory T cells in EAE and MS
Organism: Mus musculus

Experiment type: Expression profiling by array

Platform: GPL1261

Pubmed ID: 24531377

Summary & Design:  Summary:
Affymetrix gene expression analysis was carried out to investigate the differences in gene profile of MBP89-101-reactive encephalitogenic
T cells before and after co-culture with cerebellar granular neurons (CGNs). Co-culture of MBP89-101-reactive encephalitogenic T cells
with CGNSs leads to generation of T cells with regulatory T cells phenotype (CD4+CD25+membrane bound TGF-b+ T cells) or a new
regulatory phenotype (CD4highPD-L1high T cells). CGN-induced CD4+CD25+membrane bound TGF-b+ T regulatory cells,
CD4highPD-L1high T cells were purified by FACSAria. IFN-beta induced T lymphocytes (CD4highPD-L1high T cells) were also FACSAria
purified. All these populations were compared to MBP89-101-reactive encephalitogenic T cells. Samples were prepared from biological
triplicates for each FACSAria sorted population.

Overall design:
There are four different cell types, as determined by cell surface markers, in triplicate in the experiment.

Background corr dist: KL-Divergence = 0.0239, L1-Distance =0.0546, L2-Distance =0.0040, Normal std =0.7910

0.572 —
Pairwise Correlations

— Kernel fit
mme NOrmal fit

Density 0.286 —

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] 9.3 65.8 12958.4
P(S[Z1) = 1.00| 4.0 62.7 10685.3
[Mean Corr = 0.99573][H2-Eb1] 23.7 243.9 21471.6
144.1 1019.1 15065.1

H2-DMa 965.0 1098.7 5173.5
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827.5 1146.2 3319.8
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5.0 45.4 848.9

223.2 376.9 5671.1
10503.3 11568.2 15573.4
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Ltop 10 &enes| 3.9 16.3 1465.7
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167.6 188.8 39641.2
Null module
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GEO Series

"GSE11110" Expression Profiles

Num of samples in this series: 11

GEO Link:
Status:

Title:

Organism:
Experiment type:
Platform:
Pubmed ID:

Summary & Design:

Background corr dist:

Density 0.326 —

[CEM 1]

P(S[Z 1) = 1.00]

[http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE11110|
Public on Jun 29 2008

Expression data from bone marrow CLP and B-cell progenitor subfractions.

Mus musculus
Expression profiling by array
GPL1261

[

Summary:

Scale of expression profile Z-scores

30 -20 -10 00 10 20 3.0
B I

Expression profiling of CLP subfractions (with different potential to develop into T-cells) and B-cell progenitors.

Keywords: cell type comparison, B-cell progenitor, common lymphoid progenitor cells (CLP)

Overall design:

CLP and B-cell progenitor subpopulations were FACS sorted. Subsequently RNA was extracted, labelled and hybridized to Affymetrix
microarrays. The CLP subfractions were the target of investigation (B-cell progenitors subpopulations served as references of expression
levels for B-cell related transcripts) as we sought to identify expression changes potentially explaining difference in function between the

hCD25 positiv and negativ subsets.

0.651 —

— Kernel fit
mme NOrmal fit

KL-Divergence = 0.0563, L1-Distance =0.0827, L2-Distance =0.0115, Normal std =0.6124

Pairwise Correlations

[Mean Corr = 0.99130]|(H2-Eb1]

(Top 10 Genes|

Null module
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GEO Series "GSE6837" Expression Profiles Scale of expression profile Z-scores

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

GEO Link: [http://Iwww.ncbi.nlm.nih.gov/geo/query/acc.cqgi?acc=GSE6837|

Status: Public on Jan 31 2007

Title: Expression data from wild type (wt) and Ikbke knockout (Ikke) embryonic fibroblasts (EF)
Organism: Mus musculus

Experiment type: Expression profiling by array

Platform: GPL1261

Pubmed ID: 17332413

Summary & Design:  Summary:
WT and Ikbke-/- EF cells were stimulated with recombinant interferon beta for 6 hours. Cells lacking IKKe kinase show a defect in a subset
of interferon stimulated gene transcription
Keywords: comparative study

Overall design:
WT and Ikbke cells were either stimulated and left untreated to compare their response to interferon.

Background corr dist: KL-Divergence = 0.0231, L1-Distance =0.0545, L2-Distance =0.0038, Normal std = 0.8315
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GEO Series "GSE25766" 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=GSE25766|

Status: Public on Dec 03 2010

Title: Cardiac gene expression profiling of heart failure treatment with the anti-ischemic drug ranolazine
Organism: Mus musculus

Experiment type: Expression profiling by array

Platform: GPL1261

Pubmed ID: 21711241

Summary & Design:  Summary:

Heart failure is a leading cause of cardiovascular mortality with limited options for treatment. We analyzed whether the anti-ischemic drug
ranolazine could retard the progression of heart failure in an experimental model of heart failure induced by 6 months of chronic pressure
overload. The study showed that 2 months of ranolazine treatment improved cardiac function of aortic constricted C57BL/6J (B6) mice
with symptoms of heart failure as assessed by echocardiography. The microarray gene expression study of heart tissue from failing
hearts relative to ranolazine-treated and healthy control hearts identified heart failure-specific genes that were normalized during

treatment with the anti-ischemic drug ranolazine.

Overall design:

Microarray gene expression profiling was performed with heart tissue isolated from three study groups: (i) untreated 10 month-old
C57BL/6J (B6) mice with heart failure induced by 6 months of abdominal aortic constriction (AAC), (ii) 10 month-old B6 mice with 6 months
of AAC and two months of treatment with the anti-ischemic drug ranolazine (200 mg/kg), and (iii) age-matched, untreated, sham-operated

B6 control mice.

Background corr dist: KL-Divergence = 0.0360, L1-Distance =0.0242, L2-Distance =0.0006, Normal std = 0.6490
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