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The authors declare that all data supporting the findings of this work are available within the paper and its Supplementary Information files. The source data for all
Figures and Supplementary Figures and Tables are provided as a Source Data file.

The sample size for each experiment is described in the Figure and Table legends and is mainly based on our past experience performing
similar experiments.

No data were excluded from the analysis.

At least three replicates were performed for related experiments, and described in the Figure legends.

For all experiments, we used randomization to allocate different genotypes subjected to different treatments.

For all experiments, we analyzed the results in different genotypes subjected to different treatments and therefore, blinding was not possible.
for us.

A rabbit anti-OAS-TL A antibody, a rabbit anti-RbcL antibody (AS03037, Agrisera), a rabbit anti-S-tag antibody (101290-T38, Sino Bio),
a mouse anti-His-tag antibody (AF5060, Beyotime), a HPR-conjugated goat anti-mouse IgG (AT0098, CMCTAG) and a HPR-conjugated
goat anti-rabbit IgG (AT0097, CMCTAG)were used in this study.

anti-OAS-TLA antibody (against full-length Arabidopsis cytosolic OAS-TL A) was generated in a previous study reported in this
reference. https://www.sciencedirect.com/science/article/pii/S0378111900002614

Information of anti-RbcL antibody validation can be found at the product website. https://www.agrisera.com/en/artiklar/-rbcl-
rubisco-large-subunit-form-i-rabbit.html

Information of anti-S tag antibody validation can be found at the product website. https://tw.sinobiological.com/antibodies/s-
tag-101290-t38

Information of anti-His tag antibody validation can be found at the product website. https://www.beyotime.com/product/




