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Supplementary Materials

Table S1. Publicly available ChIP-seq data for S2 cells.

Protein

Accession Number and Reference

dAdd1
H3K9ac
H3K9me3
HIPP1
HPla
Su(var)3-7
Su(var)3-9
CP190
CTCF
Su(Hw)
Mod(mdg4)
GAF
ZwW5
Ibfl
1bf2

GSE56101 [68]
GSE20790 [256]
GSE20794 [256]
GSE56101 [68]
GSE56101 [68]
GSE23487 [256]
GSE27812 [256]
GSE41354 [257]
GSE41354 [257]
GSE41354 [257]
GSE41354 [257]
GSE20770 [256]
GSE32853 [16]
GSE46614 [190]
GSE46614 [190]
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Figure S1. Permutation test for overlap between HP1a and architectural proteins. Permutation test-
based R/Bioconductor package regioneR was used to assess whether peaks are significantly
associated, based on 1 =10,000 random permutations generated with the circular Randomize Regions
algorithm. The gray histograms represent the number of overlaps of randomized set of regions
associated with the indicated architectural protein. The black bar denotes the mean. In green is the
mean overlap of the regions bound by HP1a with the tested regions (architectural proteins). The red
bar denotes the significance limit set at p < 0.05. z-score measures the strength of the overlap
irrespective of the number of permutations. High z-score and low p value indicate significant
association. The data was significant with 95% confidence interval in the case of HIPP1 (p-value
0.0181), Su(Hw) (p-value 0.0001), CP190 (p-value 0.0001), Mod(mdg4) (p-value 0.0001), and GAF (p-
value 0.0001). For CTCF (p-value 0.4221) and Zw5 (p-value 0.0001, z-score -3.876) data were not
significant. H3K9ac was used as a negative control.
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