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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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Data availability

The source data for this study are available at the Dataverse Project doi.org/10.21979/N9/GEPEAG. All RNA sequencing data is available at the Gene Expression
Omnibus accession number GSE182981.

Code availability

R codes used in this study for quantitative bulk RNA sequencing are available at http://github.com/cenk-celik/c_elegans_rnaseq.
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Sample size was not predetermined using any statistical method. In our study, we followed standard protocols and procedures from the field.
We used a sample size which is equal or above the average considered sufficient for each specific experimental setting.

In general, data were excluded if the negative and positive controls failed to match expected results. Otherwise, data were not excluded.

Multiple trials and biological replicas of experiment were conducted. Number of biological replicates are indicated in the figure legends and
were combined for data representation.

Animals were randomly chosen for analysis. In each assay, worms were randomly selected for analysis from larger population growth under
every experimental condition.

The experimenters were not blinded. However, many of the experiments were conducted by different experimenters and shown to be
consistent, including lifespan assays.




