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LncCoExpression[1] is a computational module used to analyze co-expression relationships between lncRNAs and protein-coding RNAs. For each cluster or comparison group, we first identified differentially expressed genes (DEGs), retaining only those with avg_log2FC ≥ 0.25 and p_val_adj < 0.05 for co-expression network construction. The GrnBoost2 algorithm from the pySCENIC[2] (Version 0.12.1) package was used to build the gene co-expression network. To focus on lncRNA-associated interactions, we retained only edges connected to at least one lncRNA and selected the top 0.5% of edges by weight. Network communities were identified using the Louvain algorithm, with modules containing ≥7 edges being retained. Functional enrichment analysis was performed using the clusterProfiler[3] (Version 4.12.6) package.
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