Table 3. Comparison of bioinformatics tools and parameters used at specific stages of the analysis by Ds-Seq and the independent investigation of the published datasets used to test Ds-Seq.

	Analysis
	Adapter removal
	Reads mapping (parameters)
	Differential expression (parameters)
	Conserved miRNAs reference

	Ds-Seq
	In-house Perl script
	Bowtie (Langmead et al., 2009) (-a --best)*
	edgeR ( Robinson et al., 2009; McCarthy et al., 2012) (p-value < 0.05)
	mirBase (Kozomara et al., 2019)

	Study A ( Yang et al., 2018)
	Cutadapt ( Martin, 2011)
	Bowtie ( Langmead et al., 2009))
	edgeR ( Robinson et al., 2009; McCarthy et al., 2012) (adjusted p-value < 0.05)
	

	Study B ( Pitzalis et al., 2020)
	Cutadapt ( Martin, 2011)
	Bowtie2 ( Langmead and Salzberg, 2012)) (-t -N 0–end- to-end–very-sensitive–score-min C,0,0)
	DESeq2 (Love et al., 2014) ( >= 150 mean reads and p-value < 0.05)
	mirBase ( Kozomara et al., 2019) and other sources described in the publication.




