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DESCRIPTION OF FILES
Group_2vs1_results:	Manhattan plot for phenogroup 1 versus 2 comparison, boxplot for ASE distribution of most significant imbalanced locus in this analysis, topGO results from this analysis.

Group_3vs1_results:	Manhattan plot for phenogroup 1 versus 3 comparison, boxplot for ASE distribution of most significant imbalanced locus in this analysis, topGO results from this analysis.

Group_3vs2_results:	Manhattan plot for phenogroup 2 versus 3 comparison, boxplot for ASE distribution of most significant imbalanced locus in this analysis, topGO results from this analysis.

Group_4vs1_results:	Manhattan plot for phenogroup 1 versus 4 comparison, boxplot for ASE distribution of most significant imbalanced locus in this analysis, topGO results from this analysis.

Group_4vs2_results:	Manhattan plot for phenogroup 2 versus 4 comparison, boxplot for ASE distribution of most significant imbalanced locus in this analysis, topGO results from this analysis.

Group_4vs3_results:	Manhattan plot for phenogroup 3 versus 4 comparison, boxplot for ASE distribution of most significant imbalanced locus in this analysis, topGO results from this analysis.

Boxplot_rs14023_across
Boxplot_rs3784678_across
Boxplot_rs9603837_across
Boxplot_rs10473230_across:	Boxplots of the four most significant differentially imbalanced loci in the across phenogroups analysis.

Cluster_1_topGO_33perc
Cluster_1_topGO_total:	topGO results for all genes with significantly imbalanced loci in samples from phenogroup 1, and for those genes with imbalanced loci in at least a third of the samples from phenogroup 1 (and so forth for the other 3 phenogroups).

results_1vAll:	SNP-Pvalue table of the comparison between phenogroup 1 and the others (and so forth for other phenogroups).

results_across_groups:	SNP-Pvalue table of the across phenogroups analysis.

results_total_cohort:	Results of the first, individual-level, ASE analysis showing SNP-Pvalue per sample ID (SID). This allows those interested to see which loci from which genes were (significantly) imbalanced in which samples.

Supplementary_Figure1: 	Histogram showing the (y) amount of times a gene has an imbalanced loci in (x) the number of samples (e.g. there are around 200 genes with an imbalanced loci in around 20 of the samples).

Supplementary_Figure2:	QQ-plot for SNPs located in the genes with a moderate to limited link to DCM. 

Supplementary_Table1:	Showing amount of samples with an imbalanced locus in the robust DCM genes.

topGO_total:	topGO results from all genes with loci with a significant imbalance in any sample.
topGO_33perc:	topGO results from all genes with loci with a significant imbalance in at least a third of all samples.

topGO_cluster1_vsAll:	topGO results from all genes with loci with a significant differential imbalance in the analysis of phenogroup 1 versus the rest (and so forth for the other phenogroups).

[bookmark: _GoBack]Supplementary Table 2 (topGO_cluster2_vsAll, first sheet (Biological Process)) Table Legend: This table shows the topGO results from all genes with loci with a significant differential imbalance in the analysis of phenogroup 2 versus the rest. Columns from left to right describe (1) the Gene Ontology ID, (2) the name of the process, (3) the number of total hits in a process, (4) the number of hits that are significant, (5) the expected number of significant hits, and (6) the pvalue.


