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- 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
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Life sciences study design
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Sample size

Data exclusions

Replication

Randomization
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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 mass spectrometry proteomics data, the MaxQuant settings, MaxQuant outputs and resulting merged file have been deposited to the ProteomeXchange
Consortium via the PRIDE 60 partner repository with the dataset identifier PXD037601
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Three distinct plants were pooled for phosphoproteomics, which was repeated four times for four biological replicates.

Phosphosites with insufficient data points due to detection limits across the time course were excluded from downstream analyses.

Three distinct plants were pooled for phosphoproteomics, which was repeated four times for four biological replicates.

Because the treatment is applied by transferring plants to different temperature chambers, randomization between treatments was not
possible.

Due to the setup of the experiment using different temperature chambers, blinding was not possible.




