Supplementary Material
Suppl. Figure 1. Overview of the bioinformatic pipeline. Blue and red boxes depict control- and CSS-samples, respectively.
Suppl. Figure 2. Summary of MA, CDF, and qq plots after pairwise comparisons. The plots are based on GpC site methylation. The y-axes of the MA-plots display the difference between the samples rather than the ratio as conventional.
Suppl. Figure 3. Nucleosome profiles separated in quintiles according to expression in blood. A) Quintile 1 displays the read depth around TSS from the genes with highest expression in blood. B-E) Quintiles in descending order of expression level in blood. No discernible differences in nucleosome profiles of controls (blue) and individuals with CSS (red) are present.
Suppl. Figure 4. Identified DNRs in monocytes of individuals with CSS. A-C) IGV snapshots of the GpC methylation pattern at the identified DNRs (as indicated by red bars) in CSS individuals (upper two rows) and control individuals (lower three rows). Red boxes indicate methylated, blue boxes indicate unmethylated cytosines in a GpC context. A) USP7-DNR, B) AFAP1-DNR, C) IGLV3-10-DNR. D) Targeted deep bisulfite amplicon sequencing and analysis with Amplikyzer2 software validates the USP7-DNR. The shading ranges from blue (unmethylated) to red (methylated) GpCs. Sample name as well as mean methylation per sample and number of sequenced reads are displayed on the left. Mean methylation per GpC site and consecutive numbering of GpCs are displayed on the bottom.
Suppl. Table 3. Results of DESeq2 Analysis of expression data from the mapping approach with STAR. Columns are Gene Identifiers, mean normalised counts averaged over all samples over both conditions, the logarithm of the fold change, standard error estimate of the fold change, Wald statistic, p value, Benjamini-Hochberg-corrected p Value.
Suppl. Table 4. Results of DESeq2 Analysis of expression data from the quasi-mapping approach with Salmon. Columns are Gene Identifiers, mean normalised counts averaged over all samples over both conditions, the logarithm of the fold change, standard error estimate of the fold change, Wald statistic, p value, Benjamini-Hochberg-corrected p Value.
