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transcriptome-appear in-the space of known pathways. For the cancer
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based cancer pathways“CPW- _collection”. We also select a network in

the neighbor tab {see details in tutorial “How to begin?”).
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@mer samples are known to be highly heterogeneous across patients. In order to characterize them, one\

tutorial “Using R package NEArender in data analysis pipelines”):

HyperSet v0.01 (under development)

HyperSet v0.01 (under d
Found

can choose the strategy.described in Alexeyenko et al., 2012: in each ‘omics’ sample, select top N genes by | [As was explained in tutorial “How to begin?”, we h
which it differs from the rest of the cohort. We can do that with e.g. following R code (see more details in overview the selected parameters and click “Submit”.
\_ J

> library (“"NEArender”) ;
> dim(Data$SOVSGESAgilent)
[1] 17813 589

> ovl <- samplesZags (m0O,
> print.ags.list(ovl, File =

Wt, we submit the obtained text file with N=30 genes per sample using the first tab.

> m0 <- DataSOVSGESAgilent [, sample (colnames (Data$SOVSGESAgilent),
method="top",
"OV.ogroups.txt");

S) 17
Ntop=30) ;
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/The first observation we can make is that, indeed, the 5 transcriptomes differ in their
pathway patterns. 30-1860 is enriched in connections to multiple cancer pathways (which
pretty much say ditto given the pathway overlap); this is mostly due to the presence of EGF,
PAX5, SOX2, and CD38 in the list of 30. On the other hand, both 13-1411 and 09-1670 are
distinguished by enrichment of signaling pathways. 36-1577 is the only sample with apoptosis
enrichment. 23-1119 could only be characterized by “response to progesteron”. As possible
next steps.we.could consider using another FGS collection, increasing the AGS sizes, or adding

.. altered genes from, other. platforms (methylation, exome sequencing etc.)
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“Check and submit”)
AGS/FGS size: node size, i.e. no. of genes that have any links in the global network.

\AGS/FGS color: overall “network activity” of the node, i.e. total no. of links in the global network.
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