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deposited at the NCBI Sequence Read Archive database under Bioproject PRJNA978340 [https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA978340],
PRJNA978619 [https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA978619], PRJNA979933 [https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA979933],
PRJNA979941 [https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA979941], PRJNA980914 [https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA980914],
PRJNA980915 [https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA980915], PRJNA981558 [https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA981558].
Source data is provided in this paper as a Source Data File.
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Our previous experience of similar analysis for somatic DSB repair outcomes suggested sequencing 20 individual flies is usually representative
for bulk deep sequencing (Li et al., 2021). For single fly or mosquito somatic DSB repair analysis, at least 3 individual animals were used for
sequencing and data analysis.

Fly crosses with no progeny due to contamination or other causes were removed from the analysis. Other data were not excluded from
analysis.

For single fly or mosquito deep sequencing, at least 3 biological replications were conducted. Samples failed with sequencing either because
of poor library preparation or sequencing issue were discarded from the data. At least 3 cages were run at the same time for cage trials. Other
replication details are addressed in the text.

20 F1 progeny were randomly selected and pooled together for deep sequencing. F1 females or males were randomly collected from different
F0 crosses to perform F1 crosses.

In all fly experiments performed we had checked fluorescence presence in the eyes of fruit flies. This type of scoring does not need the
investigators to be blind as the evaluation of the phenotype is presence or absence of the fluorescence marker and there is no much room for
interpretation that could be subjective.




