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Figure 1S. RNA analysis of EV subpopulations by RT-qPCR.

(A) Bar graph representing the threshold cycle (Ct) value range for the percentage of genes
detected in LNCaP-, PC-3- and PNT2- MVs and EXOs. Higher Ct values represent lower
mRNA enrichment. Bars represent the mean + SEM of three independent experiments per
group. (B-D) Individual Ct values representation for the 84 mRNA transcripts detected in

LNCaP-, PC-3- and PNT2- MVs and EXOs.



