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Basic RNA-Seq Analysis (Eukaryotic)

Read mapping against the requested reference was performed with STARL. Generated BAM files
are provided in folders for each respective sample. Feature quantification was performed using
RSEM2. Generated gene and isoform data from RSEM is provided with the individual sample

folders.

Summary mapping statistics of all samples can be found in the ‘alignment.tsv’ file. Summaries of
the raw, quantified counts are reported in the “rsem_counts.tsv” file.

Tool Version Parameters
STAR 2.7.10b default parameters
RSEM 1.3.3 default parameters
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