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Supplementary Figure S1. Chromatin interaction heatmaps of hepatocytes in LDC (A, C, E) and
WCC (B, D, F) on chromosome 1, 3, and 5, respectively. The color of each dot on heatmaps
represents the log of the interaction probability for the corresponding pair of genomic loci
according to standard JuiceBox color scheme.
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Supplementary Figure S2. Gene number scatter diagram of Compartments A/B in LDC (A)
and WCC(B) whole genome. The E1 Value of genes greater than 0 were considered as A
Compartments (Orange point), or were B Compartments (Blue point).
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Supplementary Figure S3. The distribution graph of TAD length in LDC(A) and WCC(B) whole genome.
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Supplementary Figure S4. The transcription start site (TSS) enrichment in TAD boundary of LDC
(A) and WCC (B) whole genome.
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