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All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:
- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy

Research involving human participants, their data, or biological material
Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.
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Reporting on race, ethnicity, or
other socially relevant groupings

Population characteristics

Recruitment

Ethics oversight

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

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

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.

Sequence data from this article is available in Genbank and INSDC database. The source data underlying figures are provided as Supplementary data or Source Data
file.
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Sample size was determined based on experimental trials and with consideration of previous publication on similar experiments to allow for
confident statistical tests. No statistical methods were used to predetermine sample sizes. Length of silique and number of seed per silique of
each genotype were measured 5 times (see Source Data). This number is sufficient considering most studies use three independent crosses
for such experiments. Exact P-values are shown in Supplementary Table 7 as described in the Statistics and reproducibility section in Methods.

No data was excluded from the analysis.

Crossing experiments were conducted at least 4 times (see Supplementary Information for exact numbers). As described in Statistics and
reproducible section in Methods, the results of all RT-PCR gel images were verified by two more independent experiments. Three replicates
were conducted for qPCR. All experiments were reproducible.

Plant location in growth chambers was randomized.

Since we properly randomized the plants in the growth chamber, we think that blinding is not required in such a case.
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Materials & experimental systems
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Palaeontology and archaeology

Animals and other organisms

Clinical data

Dual use research of concern

Plants

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Dual use research of concern
Policy information about dual use research of concern

Hazards

Could the accidental, deliberate or reckless misuse of agents or technologies generated in the work, or the application of information presented
in the manuscript, pose a threat to:

No Yes

Public health

National security

Crops and/or livestock

Ecosystems

Any other significant area

Experiments of concern

Does the work involve any of these experiments of concern:

No Yes

Demonstrate how to render a vaccine ineffective

Confer resistance to therapeutically useful antibiotics or antiviral agents

Enhance the virulence of a pathogen or render a nonpathogen virulent

Increase transmissibility of a pathogen

Alter the host range of a pathogen

Enable evasion of diagnostic/detection modalities

Enable the weaponization of a biological agent or toxin

Any other potentially harmful combination of experiments and agents

Plants
Seed stocks

Novel plant genotypes

Authentication

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.

All plant samples were reported by previous studies (see Materials and Methods, Supplementary Table 8)

Agrobacterium-mediated floral dip transformation was conducted. Four or more independent lines in T2 generations were analyzed.

No new seed stocks were obtained. Focal phenotypes were observed by independent transgenic lines, strongly suggesting that they
were not caused by secondary effects such as second site T-DNA insertions.

For "Initial submission" or "Revised version" documents, provide reviewer access links.  For your "Final submission" document, 
provide a link to the deposited data.




