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mRNA-Seq data processing workflow

The paired end short read sequence data (illumina) was processed using in house scripting
(bash and R) on University of Edinburgh high performance computing facility (Eddie3). The
statistical analysis was carried out in Rv 2 3.6 ! using tximport v3.11 2 . Briefly the trimming was
carried out using Trimmomatic v 0.39° using the following criteria: java -jar
trimmomatic/0.39/trimmomatic-0.36.jar PE -threads S{vCPU} -basein S{sra_id} 1.fastq.gz
baseout  S{sra_id} trimmed.fq.gz  ILLUMINACLIP:/trimmomatic/0.39/adapters/TruSeq3-PE-
2.fa:2:30:10:1: TRUE SLIDINGWINDOW:5:20 MINLEN:50.

The trimmed reads were then mapped to the Ensembl’s pig genome (Sscrofa 11.1 v100
GCA_000003025.6) using Kallisto v0.46.0% The indexes were build using the following gene model
fasta files Sus_scrofa.Sscrofall.l.cdna.all.fa.gz. The quantification was carried out using (default
criteria): kallisto quant --bias -l index -o output < (zcat S{sample} 1_trimmed.fq.gz) < (zcat

S{sample}_2_trimmed.fq.gz)
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