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- A description of any restrictions on data availability
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All data that support the findings of this study are available from the corresponding author upon request. The mass spectrometry proteomics data for iTRAQ and
ubiquitinated peptide identification have been deposited in the PRIDE archive (Nos. PXD018731 and PXD018707, respectively; https://www.ebi.ac.uk/pride/archive).

The detailed sample size is indicated in the Methods. The sample size in this study mainly depends on the previous reports or experiences,
which are based on representativeness and statistical significance of the results in the experiments.

No data were excluded from the analysis.

The number of replications is indicated in the Figure legends and Methods. For the proteomic experiment shown in Figure 3 and Figure 4, two
independent biological replicates were performed. The other major experiments were conducted at least three times. Similar results were
obtained.

The tomato (Solanum lycopersicum) plants of different genotypes were randomly grown in the same greenhouse to ensure as equal growth
conditions as possible. Fruit samples were randomly harvested from different plants in the same experimental group. The tobacco (Nicotiana
benthamiana) plants grown under the same culture conditions (growth room) were randomly chosen for the transient expression of protein in
the study.

Experiments were not blinding. Data collection was carried out according to the genotype of plant.

Anti-Flag monoclonal antibody in mouse (MBL life science, Catalog: M185-3S, 1:10000 dilution, more information at https://
ruo.mbl.co.jp/bio/e/index.html).

Anti-HA monoclonal antibody in mouse (Abmart, Catalog: M20003L, 1:5000 dilution, more information at https://www.ab-
mart.com.cn).

Anti-Actin monoclonal antibody in mouse (Abmart, Catalog: M20009M, 1:5000 dilution, more information at https://www.ab-
mart.com.cn).

Anti-MBP monoclonal antibody in mouse (Beijing Protein Innovation, Catalog: AbM59007-3-PU, 1:5000 dilution, more information at




