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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

Human research participants
Policy information about studies involving human research participants and Sex and Gender in Research. 

Reporting on sex and gender

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.
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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.

The RNA-Seq data is available in the following repository: NCBI GEO, accession number GSE174655. During the review process, it is accessible with reviewer token
axitmakgfdklfgz. It will be made public at publication time. The MS data for lipid measurements was deposited in Metabolights (https://www.ebi.ac.uk/
metabolights/). Untargeted lipidomic analysis with the unique identifier MTBLS2796, MTBLS5753 for the sphingolipidomics and MTBLS5766 for sterols.
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N/A

N/A

N/A

Sample size for hypocotyl measurements are indicated in all figures. For quantified western blots we provide data from 4 biological replicas.
RNA seq analysis was performed from 3 biological replicas. Lipid analysis is performed from 4 to 5 replicas.

No data was excluded

Experiments were performed several times and we present one representative example. The RNA seq and lipidomic analyses are from one
experiment with several biological replicas (see above). However, key findings are followed up with for example RT-qPCR experiments to
confirm and extend observation from the RNA seq analysis.

To avoid plate and position effects, we use several randomly positioned genotypes per plate and each genotype is present on more than 1
plate. Sampling order between treatments and genotypes is also randomized.

Unknown number identities for the different genotypes/conditions were used for RNA seq and lipidomic analyses. For figure 7d, several lab
members scored unlabeled pictures.




