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- Accession codes, unique identifiers, or web links for publicly available datasets
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- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Sample size

Data exclusions

Replication

A summary of the data used in this study is shown in Supplementary Table 5. In situ Hi-C data of GM12878, GM12878 replicate sample, HMEC, HUVEC, IMR90,
K562, KBM7, NHEK and CH12-LX cell lines are available in the GEO database under accession code GSE63525 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?
acc=GSE63525]. Cool files of 5 cell types (HMEC, HUVEC, IMR90, K562, and KBM7) were downloaded from the Cooler [ftp://cooler.csail.mit.edu/coolers] before, but
may be requested by email to the authors nowadays. In situ Hi-C data of drosophila S2 cell line are available in the SRA database under accession code SRR9019613
[https://trace.ncbi.nlm.nih.gov/Traces/?view=run_browser&acc=SRR9019613&display=metadata]. ChIP-seq data and RNA-seq data of GM12878 and K562 are
available in the ENCODE project99 (https://www.encodeproject.org). CTCF ChIP-seq data of GM12878, K562, CH12-LX, and S2 cell are available in the ENCODE
project under accession number ENCSR000DZN [https://www.encodeproject.org/experiments/ENCSR000DZN], ENCSR000DWE [https://www.encodeproject.org/
experiments/ENCSR000DWE], ENCSR000ERM [https://www.encodeproject.org/experiments/ENCSR000ERM], and ENCSR711UTK [https://www.encodeproject.org/
experiments/ENCSR711UTK]. For GM12878 cell line, ChIP-seq data (H3K4me3, H3K27ac, POLR2A, H3K9ac, H3K27me3, H3K9me3, and H3K4me1) are available in the
ENCODE project under accession number ENCSR057BWO [https://www.encodeproject.org/experiments/ENCSR057BWO], ENCSR000AKC [https://
www.encodeproject.org/experiments/ENCSR000AKC], ENCSR000EAD [https://www.encodeproject.org/experiments/ENCSR000EAD], ENCSR000AKH [https://
www.encodeproject.org/experiments/ENCSR000AKH], ENCSR000AKD [https://www.encodeproject.org/experiments/ENCSR000AKD], ENCSR000AOX [https://
www.encodeproject.org/experiments/ENCSR000AOX], and ENCSR000AKF [https://www.encodeproject.org/experiments/ENCSR000AKF], respectively. RNA-seq data
and Dnase-seq data are available in the ENCODE project under accession number ENCSR843RJV [https://www.encodeproject.org/experiments/ENCSR843RJV], and
ENCSR000EMT [https://www.encodeproject.org/experiments/ENCSR000EMT], respectively. For K562 cell line, ChIP-seq data (H3K27ac, POLR2A, H3K27me3, and
H3K4me1) are available in the ENCODE project under accession number ENCSR000AKP [https://www.encodeproject.org/experiments/ENCSR000AKP], ENCSR031TFS
[https://www.encodeproject.org/experiments/ENCSR031TFS], ENCSR000EWB [https://www.encodeproject.org/experiments/ENCSR000EWB], and ENCSR000EWC
[https://www.encodeproject.org/experiments/ENCSR000EWC], respectively. RNA-seq data and Dnase-seq data are available in the ENCODE project under accession
number ENCSR594NJP [https://www.encodeproject.org/experiments/ENCSR594NJP], and ENCSR000EKS [https://www.encodeproject.org/experiments/
ENCSR000EKS], respectively. For paired colorectal and paracancerous tissues, Hi-C data and RNA-seq data of are available in the GEO databse under accession code
GSE133928 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE133928], from which we downloaded the TPM count files of BRD3187 and BRD3187N. The
single-cell Hi-C data of GM12878 and IMR90 are available in the 4DN project113 (https://www.4dnucleome.org/) under accession code 4DNESUE2NSGS [https://
data.4dnucleome.org/experiment-set-replicates/4DNESUE2NSGS] and 4DNES4D5MWEZ [https://data.4dnucleome.org/experiment-set-
replicates/4DNES4D5MWEZ].
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Sample size was marked in Figure 3a and Supplementary figure 4. The sample size of TAD length is determined by standard output of TAD
calling methods at different resolutions.

No data was excluded.

Two independent biological experience data were performed on all methods.




