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Figure S1. Memory utilization and compute time of PrismExp for 100 gene expression clusters and
27411 genes passing the gene filter step. Training was performed on training data derived from Gene
Ontology Biological Process 2021 library using 240,000 samples. The compute steps of gene filter,
clustering, correlation, feature generation, and training are pre-computation steps which only need to be
run once. In the prediction step Biological Process annotations were predicted for all 27,411 genes



CARDIAC MUSCLE HYPERTROPHY (G0O:0003300)

SKELETAL MUSCLE CONTRACTION (G0O:0003009)

MYBPC1

(ox

N7 A N '] 7 A—

T CELL ACTIVATION (GO:004(PIK3ED

e VAN =]
e

VA AV
T CELL DIFFERENTIATION (G0:0030217)

gene of interest
biological process
associated genes
predicted kinases
association

GRXCR1

POSITIVE REGULATION OF VASCULOGENESIS (G..

VASOCONSTRICTION (G0:0042310)

Figure S2. Top 5 predicted Gene Ontology Biological Processes (orange) and most associated other
genes (purple) for understudied targets (yellow) a) The protein kinase ALPK3, b) The GPCR GPR183,

and c) the ion channel CLICS. Green nodes represent predicted kinases for GPR183.



