TOPMed MESA RNA-seq processing pipeline
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Details, parameters and wrapper scripts: QC metrics RNA-SeQC vi.1.9
https://github.com/broadinstitute/gtex-pipeline

On the FireCloud platform:
STAR: Dobin et al., Bioinformatics, 2013
RSEM: Li et al., Bioinformatics, 2010
RNA-SeQC: Deluca et al., Bioinformatics, 2012
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