
Primary screen 18,000+ protein coding genes (i)

Normalisation of Ecad score and cell count to mock (ii)

Toxicity filter (iii)
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Ecad score filter (iv) 

Gene expression filter (v) RNAseq analysis on SW480 cells. Genes  removed 
that have low expression levels (RPKM<1)

Remove siRNA with Ecad score <1.6 fold greater 
than mock (Ecad high) and >0.2 fold less than 
mock (Ecad low)

miRNA off-target filter (vi)
Remove siRNA showing seed sequence 
enrichment (Dharmacon)  for the miRNA 200 
family

Deconvoluted screen (vii)

Remove siRNAs that score <2 active siRNA in the 
deconvoluted screen

Remove siRNA 
with LOW cell 
count

Ecad score high siRNA Ecad score low siRNA

34 genes 167 genes

S3 Fig. Data analysis workflow. 
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