Description of Additional Supplementary Files

Title: Supplementary Data 1:

Description: Primers used in this study.

Title: Supplementary Data 2:
Description: RNA sequencing data.

Sheet 1 Upregulated Genes. Sheet 2 Downregulated Genes. Genes were determined as up or
downregulated using the QL F-test in EdgeR, with standard cutoffs (a two-sided p-value cut-off of
<0.05) and corrected for multiple comparisons using FDR <0.05 with the Benjamini-Hochberg
method.

Sheet 3 Fisher’s exact test: Upregulated Enriched GOs. Sheet 4 Fisher’s exact test: Downregulated
Enriched GOs. Enriched GO terms were determined using Fisher's exact test. Exact P-values are
listed, corrected for multiple comparisons using FDR <0.05 with the Benjamini-Hochberg method.

Sheet 5 GSEA: Upregulated Enriched GOs. Sheet 6 GSEA: Downregulated Enriched GOs. GO terms
were determined as enriched using GSEA (Gene set enrichment analysis), NES normalized
enrichment scores are listed. Exact P-values are listed, corrected for multiple comparisons using FDR
method.

Sheet 7 Gene IDs and GOs. All gene IDs and their annotated GO terms. While not listed, parent GO
terms are included in all analyses according to the “true path” rule.

Title: Supplementary Software:

Description: Code for the SDM/WDM cycling prediction model.



