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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.
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Animals and other organisms
Policy information about studies involving animals; ARRIVE guidelines recommended for reporting animal research
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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

Sample sizes each experiment were chosen in accordance with the general standards and prior publications in the respective fields.

There are no data exclusions.

All attempts at replication were successful.

This is not relevant to our study, because worms of each genotype were chosen randomly and used for analyses.

During data collection, researchers were blinded to group allocation.

H3 (Cell Signaling Technolog, H9715); H3K4me3 (Millipore, 04-745); H3K4me3 (Abcam ab8580)

All the validations and citations can be found on the manufacturer's websites.

The nematode Caenorhabditis elegans was used. All the strains used are described in methods.

No wild animals were used in this study.

This study did not involve samples collected from the field.

In china, no ethical approval is needed for experiments using C. elegans.

The high-through sequencing data generated and analyzed during this study are available from NCBI at the following
accession code: PRJNA77044

We provide FASTQ files




