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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 sequence data
was downloaded using SRA Toolkit v 2.10.73 using the multi-threaded scripts of fastg-dump

available at https://github.com/rvalieris/parallel-fastg-dump. The trimming was carried out using

Trimmomatic v 0.36* using the following criteria: java -jar trimmomatic/0.36/trimmomatic-
0.36.jar PE -threads S{vCPU} -basein S{sra_id} 1.fastq.gz baseout S{sra_id} trimmed.fq.gz
ILLUMINACLIP:/trimmomatic/0.36/adapters/TruSeq3-PE-2.fa:2:30:10:1: TRUE
SLIDINGWINDOW:5:20 MINLEN:50.

The trimmed reads were then mapped to the NCBI's sheep genome (Ovis aries
Oar_rambouillet_v1.0 NCBI annotation release 103) and Ensembl’s (Ovis areis Oarv3.1 version 98)
using Kallisto v0.46.0° . The indexes were build using the following gene model fasta files
Ovis_aries.Oar_v3.1.cdna.all.fa.gz and
GCF_002742125.1_Oar_rambouillet_v1.0_rna_from_genomic.fna.gz separately. The
quantification was carried out using (default criteria): kallisto quant --bias -1 index -o output < (zcat

S{sra_id} 1 _trimmed.fq.qgz) < (zcat S{sra_id} 2 _trimmed.fq.gz)
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