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Supplementary Figure 1. 
Transcriptional analysis implicates a neural lineage feature in small cell/NEPC patients. GSEA 
pathway analysis using the GO and Pathcards gene sets are shown. The enrichment plots 
with |NES|>1 and FDR q-value < 0.05 were shown that five neural related pathways were 
activated in tSCNC of Aggarwal cohort compared with prostate adenocarcinoma, and CRPC-
NE patients of Beltran cohorts. 
 
  



 

 
 
Supplementary Figure 2 
Heatmap depicting correlation of the gene expression of neural lineage signature, AR and 
NE markers in Beltran (a) and Aggarwal (b) patient samples. NLS genes were correlated with 
classical NE markers and negative correlates with AR markers. The correlation coefficients 
were present in colour blue to red to indicate high to low correlation. 
 
  



 

 
 
Supplementary Figure 3. 
Heatmap depicting correlation of expression level of neural lineage signature, AR and 
classical NE markers in Wassim (a) and Labrecque databases (b). NLS genes were positively 
correlated with classical NE markers, while negatively correlates with AR markers. High 
correlation was coloured in blue, and negative correlation was coloured in red. 
 
  



 
Supplementary Figure 4 
Hierarchical clustering heatmap demonstrates the upregulated genes in neural lineage 
signature (Left). Heatmap depicting correlation of the gene expression of neural lineage, AR 
and NE markers in LTL331R NEPC model. NLS genes were positively correlated with NE 
markers (blue), but negatively correlates with AR and its target genes (red). GSEA 
enrichment plots showing the enrichment of NLS genes in TLT331R model NEPC groups 
compared to adenocarcinoma groups). 
 
  



 

 
 
Supplementary Table 1. 
GSEA pathway enrichment analysis demonstrates neural development related pathways 
were enriched in C4-2B MDVR cell line. Normalized enrichment score (NES) was summarized 
with corresponding FDR-q values showing pathway activation in C4-2B MDVR cells. 


