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(2019)9. The CB2 biosensor strain will be made available from the corresponding author. Strains producing controlled substances or direct precursors of controlled
substances can only be provided to laboratories/institutions with appropriate approvals and licenses. Individual data points for all graphs are provided as source
data with this paper.

No sample size calculation was performed. Based on previous publications (e.g. Shaw et al. 2019, https://doi.org/10.1016/j.cell.2019.02.023),
experiments in were performed in triplicates (n = 3) or greater.

No data were excluded from the manuscript.

All experiments were performed in duplicates, triplicates, or quadruplicates and all attempts at replication were successful (size indicated in
figure legend).

Transformed yeast colonies were chosen at random from plates and no data was excluded.

The study does not contain experiments where blinding would be applicable.

Saccharomyces cerevisiae Strain yWS677 from Tom Ellis lab (published in Shaw et al 2019 DOI: 10.1016/j.cell.2019.02.023)

Saccharomyces cerevisiae Strain yCAN31 from Synthetic Biology Engineering Research Center (Synberc) Registry (https://
synberc-registry.jbei.org/)

We confirmed all derivative strains by PCR and sequencing.

Yeast does not have this contamination.

No common misidentified lines were used.




