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Figure S1. Analysis of the impact of the distance of two positions (length) on the overlap
calculation
(A) Comparison of overlaps between VIS with single site and two positions. The X axis
represents log10 (length), and the Y axis represents the total overlap of Cistrome data.
(B) Comparison of the overlap difference between VIS with single site and two positions. The
X axis represents log10 (length), and the Y axis represents the overlap difference of Cistrome
data.
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Figure S2. The significance score of six histone modifications on Chr2 and Chr21
The comparison of the VIS-cistrome significance of histone modifications in VIMIC in the same
HBYV insertion region mentioned by Bo Yang, et al. The VIS-cistrome significance referred to
VIS-cistrome overlaps divided by peak numbers and sample counts. Active mark (orange):
H3K27ac, H3K9ac, H3K4me1, H3K4me3; repressive mark (green): H3K9me3; transcriptional
elongation (blue): H3K36me3. (A) Chr2: 27,450,000-27,850,000 (hg19) (B) Chr21: 23,740,000-
24,140,000 (hg19)



