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Fig. S7| GRN inference and drug dose response prediction results obtained using different
models. a, From left to right, the graphs display the cosine similarity of gene embeddings
computed by scGPT, Geneformer, and GeneCompass, respectively. Within each graph, the
horizontal and vertical axes denote the names of genes. b, From left to right, the figures illustrate
the GRN inference results generated by scGPT, Geneformer, and GeneCompass. Within these
illustrations, all lines depict the model's predictions, while the dark blue lines correspond to the

true positive results. ¢, The performance of each model in the GRN inference task. d, Performance



of each model in the drug dose-response prediction task. Specifically, GeneCompass-0.05M,
GeneCompass-0.5M, GeneCompass-SM, and GeneCompass-55M  correspond to the
GeneCompass models trained by 0.05 million, 0.5 million, 5 million, and 55 million human data,

respectively.



