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Antibodies
Antibodies used

Validation

carcinoma were obtained from GSE8897669 and GSE10643370. Hi-C and ChIP-Seq data for CTCF, SMC1, p63, H3K9me2 and EP300 are available at the Gene
Expression Omnibus repository under the accession number GSE192625.

Chromosome Conformation Capture (3C) experiment was performed in triplicate and the next-generation sequencing experiments were
performed in two replicates, which is sufficient to determine reproducible results based on extensive experience and is widely accepted. No
statistical methods were used to determine sample sizes. All the sample sizes of sequencing data were based on standard sequencing analysis
practices and were determined to be suitable for statistical analyses.

No data were excluded.

Hi-C and ChIP-seq experiments were performed for 2 biological replicates and 3C experiment was conducted for three biological replicates.

This study does not involve work that requires random allocation because all experiments are performed in one cell type and no comparisons
between experimental groups were made.

Blinding was not relevant to this study, because all experiments were conducted on cell cultures without human or animal subjectivity

Antibodies used for ChIP-seq (10!g/ChIP): p63 (CST, 13109), CTCF (Millipore, 07-729), SMC1 (Bethyl Laboratories, A300-055A), EP300
(Abcam, ab14984) and H3K9me2 (Abcam, ab1220)

Antibodies used in our study were validated as noted by suppliers. Antibody validation information and relevant citations can be
found on manufacturers' website.

p63: https://www.cellsignal.cn/products/primary-antibodies/p63-a-d2k8x-xp-rabbit-mab/13109?site-search-
type=Products&N=4294956287&Ntt=13109&fromPage=plp&_requestid=752781

CTCF: https://www.sigmaaldrich.cn/CN/zh/product/mm/07729

SMC1: https://www.biomol.com/products/antibodies/primary-antibodies/general/anti-smc1-a300-055a-t?number=A300-055A

EP300: https://www.abcam.cn/kat3b-p300-antibody-3g230-nm-11-chip-grade-ab14984.html

H3K9me2: https://www.abcam.cn/histone-h3-di-methyl-k9-antibody-mabcam-1220-chip-grade-ab1220.html
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Human research participants
Policy information about studies involving human research participants

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

ChIP-seq

Data deposition

Confirm that both raw and final processed data have been deposited in a public database such as GEO.

Confirm that you have deposited or provided access to graph files (e.g. BED files) for the called peaks.

Data access links
May remain private before publication.

Files in database submission

Genome browser session
(e.g. UCSC)

Methodology

Replicates

Sequencing depth

Antibodies

All human limbus tissues were obtained from four male donors aged from 20 to 46. These donors do not have any ocular
surface diseases.

This study did not involve recruitment of patients. Normal human limbus of donors were obtained from eye bank of
Zhongshan Ophthalmic Center.

All human tissues were obtained with the approval of the Ethics Committee of Zhongshan Ophthalmic Center of Sun Yat-sen
University.

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE156273

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE88976

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE106433

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE192625
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Two independent experimental replications were performed.

6Gb paired-end data were generated.

Antibodies used in this work: p63 (CST, 13109), CTCF (Millipore, 07-729), SMC1 (Bethyl Laboratories, A300-055A), EP300 (Abcam,
ab14984) and H3K9me2 (Abcam, ab1220).




