COMPARING COST-EFFECTIVE GENEEXPRESSION
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Principle component analysis (PCA) of selected 51 genes from 78 samples shows | 0.50 0.75
that 3' RNA-sequencing sample IDs match targeted sequencing sample IDs. The Correlation 0.0e+00

variance explained by each PC is similar between both sequencing methods. ] ) ) ) ] ] 0000 7000 100000 125000
Correlation analysis on a per-sample basis shows a high correlation between both sequencing

methods with a mean r? of 0.97. High correlation is observed to on a per-gene basis with a
mean r? of 0.91 with some exceptions. Both sequencing methods are equally capable of repre-
senting the transcription of selected genes.

Variant calling on 3" RNA-seq data is promising as shown in the above density plots. The mean raw variants called
per sample are 70,000 SNPs and 5,600 InDels. 3° RNA-sequencing could be used to call variants and used for imputing
variants across the whole transcriptome.
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PCA of all captured 24,074 genes from 3" RNA-Seq samples shows the acute response of

Out of 24,074 expressed genes captured via 3" RNA-Seq, acute response to heat
cattle to heat stress (HS) and Dexamethasone (Dexa) treatment.

stress results in up-regulation of 256 and down-regulation of 264 genes with
adj.p-val < 0.05. Only 2 of the those were captured by the targeted sequencing
approach (B2M, HSF2)




