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Supplemental Figure S1. The overview of DEGRN scores. (A) Boxplot of AUROC scores 
among different bin sizes. (B) The Receiver Operating Characteristic (ROC) plot among 
different bin sizes. 
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Supplemental Figure S2. The results of DEGRN on different combinations of bulk 
transcriptome data and single-cell transcriptome data. 
(A) AUROC scores of the models built by the dataset in the first strategy. (B) Receiver 
Operating Characteristic (ROC) plot of eight models in (A). 
(C) and (D) indicate the AUROC and F1 scores using the 8 datasets as the evaluation data. 
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Supplemental Figure S3. Examples of novel networks related to development, including 
root (A), leaf (B), anther (C), and pollen (D). The red dots represent the known TFs that had 
been previously reported; the yellow dots represent the novel TFs predicted by DEGRN; 
and the blue dots represent the target genes obtained by DEGRN; the grey lines represent 
the correspondence of TF and its target genes which was enriched in the BP. 
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Supplemental Figure S4. Examples of novel networks related to fatty acid metabolism (A) 
and stress responses, including UV (B), salt (C), and metal ions (D). The red dots represent 
the known TFs that had been previously reported; the yellow dots represent the novel TFs 
predicted by DEGRN; and the blue dots represent the target genes obtained by DEGRN; 
the grey lines represent the correspondence of TF and its target genes which was enriched 
in the BP. 
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Supplemental Figure S5. The enrichment analysis is based on the differentially expressed 
genes (DEGs) between MAF5- and MAF5+. (A) and (B) represent the results of Gene 
Ontology (GO) and KEGG. 


