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Figure S3. Specific mitochondrially-based investigation of GPR19 functions. A specific mitochondrial
molecular signature dataset was created using: GLAD4U (http://glad4u.zhang-lab.org/index.php);
GeneShot  (https://maayanlab.cloud/geneshot/); STRING (https://string-db.org/); DisGeNet
(https://www.disgenet.org/home/); PubPular (https://heart.shinyapps.io/PubPular/); OpenAl
(https://chat.openai.com/chat). From these multiple databases a dataset of 145 proteins found in at
least two of these databases were chosen to act as a microcosm of mitochondrial function. Gene
Ontology biological process analysis of this 145-protein cohort revealed a strong bias towards
mitochondrial activity. This 145-protein dataset was then investigated for its intersection with the
GPR19 perturbagen response dataset. We found 54 specific proteins common to both that are
indicated in the heatmap for all of the GPR19 expression doses in each of the extraction fractions
depicted in panel (B). The level of intersection between random datasets (of 145 proteins) with the
GPR19 dataset was found to be only 14.1 + 0.52 (mean + SEM). Cytosolic protein responses are
indicated by the unbroken solid line, plasma membrane proteins are indicated by the dotted line and
nucleus/large organelle proteins are indicated by the dashed lines. The levels of protein upregulation
or downregulation are indicated by the key to the heatmap.



