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Policy information about availability of data

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

All data supporting the findings of this study are available within the paper (and its Supplementary Information files). Genome sequences obtained in this study have
been deposited in GenBank/DDBJ under accession numbers CP091442 (https://www.ncbi.nlm.nih.gov/assembly/GCF_021729425.1/), CP091443 (https://
www.ncbi.nlm.nih.gov/assembly/GCF_021729425.1/), JAKKCI000000000 (https://www.ncbi.nlm.nih.gov/assembly/GCF_021726015.1/), JAKKCJ000000000 (https://
www.ncbi.nlm.nih.gov/assembly/GCF_021726515.1/), JAKKCK000000000 (https://www.ncbi.nlm.nih.gov/assembly/GCF_021725735.1/), JAKKCL000000000 (https://
www.ncbi.nlm.nih.gov/assembly/GCF_021728175.1/), JAKKCM000000000 (https://www.ncbi.nlm.nih.gov/assembly/GCF_021728395.1/), JAKKCN000000000
(https://www.ncbi.nlm.nih.gov/assembly/GCF_021728155.1/), JAKKCO000000000 (https://www.ncbi.nlm.nih.gov/assembly/GCF_021728355.1/),
JAKKCP000000000 (https://www.ncbi.nlm.nih.gov/assembly/GCF_021727995.1/), JAKKCQ000000000 (https://www.ncbi.nlm.nih.gov/assembly/
GCF_021728315.1/), JAKKCR000000000 (https://www.ncbi.nlm.nih.gov/assembly/GCF_021728015.1/), JAKKCS000000000 (https://www.ncbi.nlm.nih.gov/
assembly/GCF_021728075.1/), JAKKCT000000000 (https://www.ncbi.nlm.nih.gov/assembly/GCF_021728095.1/), JAKKCU000000000 (https://
www.ncbi.nlm.nih.gov/assembly/GCF_021728055.1/), JAKKCV000000000 (https://www.ncbi.nlm.nih.gov/assembly/GCF_021728035.1/), and JAKKCW000000000
(https://www.ncbi.nlm.nih.gov/assembly/GCF_021728455.1/). All the RNA-seq read data have been deposited in NCBI’s sequence read archive (SRA) under project
accession number PRJNA196223 (https://www.ncbi.nlm.nih.gov/bioproject/PRJNA196223/). The mass spectrometry proteomics data have been deposited in the
ProteomeXchange Consortium via the PRIDE with identifier PXD031176 (https://www.ebi.ac.uk/pride/archive/projects/PXD031176). A reporting summary for this
article is available as a Supplementary Information file. Source data are provided with this paper.
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No sample size calculations were performed for this study. Sample sizes are indicated for each experiment and were chosen based on similar
studies.

No data was excluded from the analysis.

All experiments were repeated 3 times as completely independent experiments unless otherwise is stated. All attempts at replication were
successful.

The designed experiments in this study didn't include random experiments, and the experimental results were not randomized.

Blinding is not relevant to this study: only one variable is tested in each experiment.




