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Figure S2. Reactome Pathway analysis of GPR19 perturbagen response data compared to Apelin
receptor perturbagen response data and random data. To identify the specificity of the Kolmogorov-
Smirnov (K-S) data analysis of the GPR19 perturbagen response data (A) we also performed a similar
Reactome pathway analysis using the K-S running-sum score of similarly generated perturbagen data
from the human Gai-coupled Apelin receptor (APJ) (B). The top 10 highest scoring (using the K-S
running sum statistic) Reactome pathways for both GPR19 and APJ are indicated in the diagram.
‘Enriched’ pathways (populated mainly by upregulated proteins) are denoted in red while ‘depleted’
pathways (populated mainly by downregulated proteins) are denoted in green. From the chart it is
evident that the pathway analysis of the GPR19 perturbagen data yields a highly specific response
despite the generic similarities between the two Gai-coupled rhodopsin-like receptors (GPR19, APJ).
To further reinforce the specificity of the GPR19 Reactome pathway analysis then randomly-generated
datasets (https://molbiotools.com/randomgenesetgenerator.php), the same numerical protein size as
the GPR19 dataset, were analyzed for any random pathway enrichment that was similar to that



observed for GPR19. In all of these enriched pathway results the ‘Cellular Response to Stress’ pathway
was not significantly enriched (C).



