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Supplementary Information

Supplementary Figure 1: Distribution of canonical markers used to annotate cell
types in the colorectal cancer single-cell RNA-seq atlas through the Nebulosa
package
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Supplementary Figure 2: Evaluation PPCOR’s performance in transcriptome-
wide scenarios using the same coarse-graining approach implemented in SCOR-
PION. The first row presents results for the Hnf4α, and the second row for the
Hnf4γ transcription factor. In the first panel, the distribution of edge weights
is displayed, while the second panel shows the distribution of paired differences
in edge weights between the networks constructed for the DKO and WT sam-
ples. The third panel illustrates the correlation between edge weights in both
networks, and the fourth panel showcases the results of gene set enrichment
analysis using the paired differences in edge weights between the DKO and WT
sample networks.(µ̂ and P-value were calculated using a one-sample t-test; NES
and P-adjusted were computed using the GSEA test)
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Supplementary Figure 3: Differences in results after employing random priors
during the construction of single-cell gene regulatory networks with SCOR-
PION. The presented density plots illustrate the distribution of the correlation
(ρ̂) between the edges’ weight correlation for both Hnf4α and Hnf4γ tran-
scription factors. Additionally, the distribution of the average pair differences
between the edges’ weight for Hnf4α: µ̂ (KOHnf4a −WTHnf4a), and Hnf4γ:
µ̂ (KOHnf4g −WTHnf4g) transcription factors in networks constructed for the
DKO and WT samples is shown. All distributions are based on 50 runs with
random priors, with values obtained using correct priors highlighted in red.
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Supplementary Figure 4: Similarity (Spearman correlation coefficient) between
gene regulatory networks generated from the same donor for different tumor
regions. (A) Similarity between gene regulatory networks generated for border
and core of the tumor cancer tissue.(B) Similarity between gene regulatory
networks generated for the core of the tumor, border of the tumor and healthy
adjacent tissue.
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