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

Laboratory animals

Wild animals

Sample sizes differed from experiment to experiment, depending on the number of animals generated. All data points collected from the
available animals were used to generate data and all are included in the analysis, as detailed in the Source Data file.

No data was excluded from the analysis.

For all experiments at least 2 independent experiments were conducted, which showed reproducibility of the phenotype as reported. Each
sample quantified relates to an individual animal, thus every sample is a biological replicate, and panels show an aggregate of all independent
experiments quantified.

Each group compared was the progeny generated by the crossing of independent progenitors, thus no randomization was needed.

Investigators were not blind to provenance of the data analyzed - the investigator setting up the experiment was in most cases the same
collecting the samples and performing the analysis, thus blinding was not possible. In almost all panels the entire dataset was used for the
analysis and the same procedure applied to all samples. An exception are the "cross-striation index" were lines are drawn manually by the
investigator; we increased the number of areas to quantify as much as possible to negate the effects of selection bias.

mouse anti-complex-V(ATP5a) abcam ab14748 clone: 15H4C4 lot: GR114324-19 ; rabbit anti-Spalt PMID: 7905822; Alexa Fluor 488
goat anti-mouse Invitrogen A11001 lot:1834337; Alexa Fluor 488 goat anti-rabbit Invitrogen A11034 lot: 1705912; rat anti-Bruno
PMID:12591598

anti-ATP5a (ab14748) validated in PMID: 27529784 and PMID: 25428350. anti-Spalt validated in PMID: 7905822 and PMID:
22094701. anti-Bruno validated in PMID:12591598 and PMID: 25532219;

Drosophila melanogaster strains as indicated in the Methods section. Adult flies dissected for microscopy observation were 2-3 days
old. The flight tests were performed on 7 days old adult animals. All adult flies use in this paper are males, excluding progeny from
Act88F-G4 and 1151-G4 progenitors as the transgene is inserted in the X chromosome. For developmental experiments in pupal
stages animals from both sexes were used indistinguishably.

The study did not involve wild animals.




