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Figure S2. SNV characteristics across the genome and at Grh motifs. (A) Boxplots representing the distribution of SNV densi-
ties of each region (ATAC-seq and Cut&Run) or gene (RNA-seq) used for analyses. Notches represent the 95% con dence 
interval around the median. The red line represents the genome-wide percentage of SNVs. (B) Lineplot showing the number 
of SNVs at each Grh motif position (same as Figure 1B), as well as the surrounding 30bp for each focal Grh motif. 
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Figure S3. Correlation coe!cients between samples. Pairwise Pearson’s correlation coe!cients between samples are represented as heatmaps for ATAC-seq (left), RNA-seq (middle), and 
Cut&Run (right). The values used for each sample are "nal, allele-speci"c CPM-transformed counts. The correlation coe!cient value corresponds to the key, with lower values being blacker 
and higher values being bluer. 
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Figure S4. Chromatin accessibility features at Grh-bound regions. The same 
as Figure 4B but for all ATAC regions, instead of only those bound by Grh. 
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Figure S5. Distribution of distances between matched Grh-bound, accessible regions and 
expressed genes. For each pair, the distance (x-axis) was calculated by taking the absolute 
di!erence between the middle of the region and the transcription start site of the gene.  



!"!#$%&

!"#$%&'()*&++,--(.(/('0*1(2,#,)+,
3'()*+,-4

%
56

7*
1(
2,

#,
)+
,

3'
()

*+,
-4

0 1 2-2 -1

-1

-2

0

1

2

89: 8"#*

89
:

8"
#*

All genes

Figure S6. The correlation between variation in chromatin accessibility and 
gene expression for all genes. For all genes, a scatterplot contrasting the esti-
mated variation in chromatin accessibility between hybrid alleles (x-axis) versus 
the estimated variation in gene expression between hybrid alleles (y-axis). 
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Figure S7. The relationship between variation in Grh binding, chromatin accessibility and gene expression for all gene/region pairs.  For all 
region/gene categories, spaghetti plots of the (A) absolute value and (B) directional value of the estimated gene expression di!erence 
between hybrid alleles for Grh binding (Grh), chromatin accessibility (Acc.), and gene expression (Exp.). Loess lines (blue) were "t for each 
group to summarize the trends. 
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Figure S8. Di!erential Grh binding, chromatin accessibilty, and gene expression analyses repeated using DEseq2. 
Using DEseq2 with default parameters: (A) Scatterplots contrasting the estimated di!erence between hybrid alleles
with DEseq2 (y-axis) versus that from INLA (x-axis), as used in the main text. Pearson correlation coe"cients are
provided in the bottom right for each datatype; (B) Permutation tests (as explained in the main text and Figure 5B)
using the adjusted p-value output from DEseq2. The agreement/disagreement for signi#cance and directionality
between INLA and DEseq2 is indicated below (green = agreement; red = disagreement).  ***: q < 0.01, *: q < 0.05, 
n.s. = not signi#cant/q > 0.05.   
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