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	Category
	Tool
	Version
	Reference

	Alignment
	BWA-MEM2
	v2.0
	[1]

	Alignment
	STAR
	v2.7.11b
	[2]

	Processing
	Picard tools
	v1.129
	[3]

	Processing
	GATK
	v4.3.0.0
	[4]

	VCF Handling
	BCFtools
	v1.9
	[5]

	VCF Handling
	vt
	v0.57721
	[6]

	Quantification
	featureCounts
	v2.0.2
	[7]

	Annotation
	Ensembl VEP
	114
	[8]

	Expression Outliers
	OUTRIDER
	1.28.1
	[9]

	Aberrant Splicing
	FRASER
	2.6.1
	[10]

	ASE Analysis
	MBASED
	1.44.0
	[11]

	Authentication
	SNPRelate
	1.44.0
	[12]

	Visualization
	igvShiny
	1.6.0
	[13]

	Data Handling
	GenomicRanges
	1.62.1
	[14]
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