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Supplementary Figure S1.  Excluding genes on Z and W chromosomes removed the sex effect from PCA.  Principal component analysis (PCA) was performed on variance stabilized normalized read counts from the 300 most variable genes on the autosomes.  Samples are designated by line and sex (colour) and by treatment (shape).  Ellipses represent a 95% confidence interval.  Lipopolysaccharide (LPS), principal component 1 (PC1), principal component 2 (PC2).
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Supplementary Figure S2.  Correlation between RNA-seq and Biomark qPCR in broiler for 14 genes.  Log2FC from Biomark qPCR (2-ΔΔCt method) and RNA-seq (DESeq2) were compared by Pearson correlation.  See Monson et al., 201829 for the list of genes and primer sequences (excluded IL10 and IFNG due to low expression in thymus).  Quantitative PCR (qPCR), log2 fold change (log2FC), lipopolysaccharide (LPS).
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Supplementary Figure S3.  Significant differential expression in broiler compared to Fayoumi overlapped between all treatments.  The total number (N) and overlap in significant DE genes (q-value < 0.05, |log2FC| ≥ 1.0) are shown for each comparison between genetic lines.  Differential expression (DE), lipopolysaccharide (LPS), log2 fold change (log2FC).
[bookmark: _GoBack]Supplementary Dataset S1.  Results of RNA-seq, QC, and read mapping for each thymic dataset. (Excel file)

Supplementary Dataset S2.  Significant differential expression in pairwise comparisons between treatments or chicken lines. (Excel file)

Supplementary Dataset S3.  Overrepresented GO Biological Process terms in pairwise comparisons between treatments or chicken lines. (Excel file)

Supplementary Dataset S4.  Activated or inhibited downstream functions predicted from pairwise comparisons between treatments or chicken lines. (Excel file)
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Line : Sex

® Broiler : Female
® Broiler : Male

® Fayoumi: Female
® Fayoumi: Male

Treatments

A Thermoneutral + Saline
B Heat + Saline

® Thermoneutral + LPS
¢ Heat + LPS
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