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Animals and other organisms
Policy information about studies involving animals; ARRIVE guidelines recommended for reporting animal research

Laboratory animals

Sample size: 7 groups of each 20 animals were treated with control (1 group) and two different compounds at 3 different concentrations (6
groups). No sample size calculation was performed. Sample size (size of group) was determined based on standard laboratory practice, and
the available amount of the compounds for the experiments.

No data were excluded from the analyses.

Experiments was performed twice with identical results.

ithin an experiment (replicate), all animals (freshly hatched first instars) were issued from the same container, born on the same day and
randomly divided in 7 animal groups.

No blinding of the groups was performed. The outcome measure of the experiment was the daily determination of the live/dead status of
each individual animal which is on objective and binary criterium (yes/no).

human HEK293, genome edited for the GNAQ and the GNA11 genes, established by and obtained from Asuka Inoue,
coauthor of this study.

The GNAQ/GNA11-deficient HEK293 cell line was authenticated by a restriction enzyme-based genotyping method in the
Inoue lab. After transferring the cells to the Crüsemann lab, the cell line was not authenticated.

All cell lines were tested negative for mycoplasma contamination.

No commonly misidentified cell lines were used in this study.

Insects of the species Riptortus pedestris were used in this study. ARRIVE guidelines were taken into account when planning,
conducting and reporting the animal experiments in this study




