Description of Additional Supplementary Files

File Name: Supplementary Data 1. 
Description: A list of 473 switch-like genes.

File Name: Supplementary Data 2. 
Description: A list of gene-tissue pairs identified as bimodally expressed across samples in this study. Bimodality was assessed using Hartigan’s dip test (null hypothesis: unimodal distribution) using the R package diptest. Multiple hypothesis correction was performed using the Benjamini-Hochberg procedure (false‑discovery rate 5%). Only the results passing the workflow in Figure 1C are included.

File Name: Supplementary Data 3. 
Description: Tissue-to-tissue co-expression (Pearson’s correlation coefficient) for all genes across 310 tissue-tissue pairs. For each tissue pair, Pearson’s correlation coefficient (r) was computed on log(TPM + 1)C values across overlapping samples. No inferential test was performed.

File Name: Supplementary Data 4. 
Description: Results from principal component analysis on tissue-to-tissue co-expression data for all genes.

File Name: Supplementary Data 5. 
Description: Results from principal component analysis on tissue-to-tissue co-expression data for only switch-like genes.

File Name: Supplementary Data 6. 
Description: Gene-to-gene co-expression of tissue-specific (cluster 1) switch-like genes in the breast, colon, intestine, kidney, and vagina.

[bookmark: _1fob9te]File Name: Supplementary Data 7. 
Description: Analysis of sex, age, and BMI bias among tissue-specific (cluster 1) switch-like genes. To test if males and females differ in their median log(TPM + 1)C across samples for a gene-tissue pair, we performed the two-sided Wilcoxon rank-sum test, using wilcox.test() in R. We used Cohen’s  to measure the magnitude of sex bias, with negative values indicating male bias and positive values indicating female bias. To test for age and BMI bias in expression levels in a gene-tissue pair, we performed the two-sided Pearson’s correlation tests, using the cor.test() function in R, between log(TPM + 1)C and (1) donor BMI, or (2) donor age. All results are included.

[bookmark: _q1gspwjc9p68]File Name: Supplementary Data 8.
Description: Significant correlation between expression levels of cluster-1 genes-tissue pairs and methylation at nearby CpG sites. For cluster-1 switch-like gene-tissue pairs, we performed two-sided Pearson’s correlation tests, using the cor.test() function in R, to test for correlation across samples between log(TPM + 1)C and methylation β values at nearby CpG sites. We performed the Benjamini-Hochberg procedure for multiple hypothesis testing. Only results with FDR < 5% and Pearson’s  > 0.5 are included.

[bookmark: _6dl36jt6etqp]File Name: Supplementary Data 9.
[bookmark: _b95gwwdakof3]Description: Significant correlation between expression levels of cluster-2A genes and methylation at nearby CpG sites in different tissues. For cluster-2A gene-tissue pairs, we performed two-sided Pearson’s correlation tests, using the cor.test() function in R, to test for correlation between log(TPM + 1)C and methylation β values at nearby CpG sites. We performed the Benjamini-Hochberg procedure for multiple hypothesis testing. Only results with FDR < 5% and Pearson’s  > 0.5 are included.

File Name: Supplementary Data 10.
Description: log(TPM + 1)C for all switch-like genes across individuals and tissues.

