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Validation

Raw .fastq and processed data of in situ Hi-C are accessible via the SRA repository [GSE158336, https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE158336].

The ChIP-seq data for Scc1p at G2 phase were obtained from [GSM283117443, https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM283117443] and
[GSM457776429, https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM457776429].

The Hi-C data for Scc1p at G2 phase were obtained from [GSM2417297, https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM2417297].

High-throughput genome-wide experiments were performed in duplicate and all of duplicates show minimal variation (Supplementary Table
4). The reproducibility between duplicates were sufficient to determine differences between samples.

No experiments were excluded from analysis.

We used biological replicates for in situ Hi-C experiments and all attempts were successful (Supplementary Table 4).

Experiments were not randomized since randomization was not relevant to our study.

Researchers were not blinded during experiments and data analysis. Blinding was not required for our study.

anti-Flag (Sigma, #7425, 1:5000), anti-Myc (Cell signaling, #2276S, 1:3000) for stain check and anti-tubulin(abcam, #ab6061, 1:5000)
for loading control. anti-Rabbit (Jackson ImmunoResearch, #111-035-003, 1:20000), anti-Mouse (Jackson ImmunoResearch,
#115-035-003, 1:20000) and anti-Rat (Jackson ImmunoResearch, #112-035-003, 1:20000) were used for secondary antibodies for
anti-Flag, anti-Myc and anti-tubulin respectively.

For those commercial antibodies, the validation statements are provided on the manufacturer's websites, and were

used as guidelines.




