
Supplementary File 2. Biological processes and cellular pathways 
associated with genes differentially expressed in cortical tissues 

of MDD and suicide victims (category-wise analysis)
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Description

The following images represent the enrichment of gene ontology/GO terms
associated with the genes differentially expressed in MDD and suicide. The
analysis was performed using two computational tools, FunSet
(http://funset.uno/) and g:GOSt (https://biit.cs.ut.ee/gprofiler/gost). The
following pages provide the results of these analyses. Where available, the
results from both the tools are given.

FunSet performs a hypergeometric test to identify statistically enriched terms,
and clusters semantically similar GO terms. The enriched terms are displayed as
coloured circles with the size proportional to the enrichment factor (ratio
between the observed and the expected number of genes annotated with the
given term).

g:GOSt performs statistical enrichment analysis to find over-representation of
GO terms using Fisher's one-tailed test, and represents the overrepresentation
results as a Manhattan-like-plot. The circles representing similar GO terms are
placed closer to each other.
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Downregulated in suicide and MDD
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Downregulated in suicide and MDD
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Downregulated in suicide
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Downregulated in suicide
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Upregulated in MDD
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Upregulated in MDD
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Upregulated in MDD and downregulated in suicide
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Upregulated in MDD and downregulated in suicide
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Downregulated in MDD
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Upregulated in suicide
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