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The full sequence of the plasmids used in this work is deposited in GenBank under the following accession numbers: MW030449 (pVG362_Aste-U6a-Swap3-gRNA),
MW030450 (pVG363_Aste-U6a-Swap4-gRNA), and MW030448 (pVG344_Aste_kh2-MCRv3-Vasa-Cas9_SWAP).

Raw sequencing data is available in the Sequence Read Archive (SRA) database under BioProject PRJNA607757 and accession numbers SAMN14145944 (cage 1:3B,
generation G0), SAMN14145945 (cage 1:3B, generation G8), and SAMN14145946 (cage 1:3B, generation G14).

A source data file is provided for raw data displayed in Supplementary Figures 1, 3 and 4 and Supplementary Table 3.

All other raw data are contained either within the manuscript main text and supplementary information.

Sample sizes were chosen to account for possible stochastic variation and provide statistical power. For example, we chose three cage
replicated for each gene-drive release frequency to evaluate stochastic effects. The number of animals scored for phenotypes in the cage
experiments, life-table and competition experiments were chosen to provide robust statistical analyses. All mosquitoes were counted to
measure population sizes. All animals were chosen at random from each experiment except for those from the rare phenotype experiments.
All mosquitoes with rare phenotype were analyzed.

DNA sequencing data not meeting quality control defined in analytical software were excluded. No other data were excluded.

Replicates were performed in sufficient numbers (equal or more than three) to account for variation and provide statistical rigor. All replicates
were successful inasmuch as they provided data and all were included in the analyses.

All mosquito samples for propagating next generations in the cage trials were selected randomly except the first generation population cages
with 1:9 release male mosquitoes. This design is based on our previous work (Pham et al., 2019) and they selected to reflect frequency of the
gene-drive system. All subsequent selections in these cages were random. Randomization was not relevant to those experiments designed to
look at specific phenotypes (for example, rare phenotypes).

Blinding was not relevant to the studies because none of the data recorded were subjective. All scoring was either counting mosquito
numbers or recording specific phenotypes. The phenotypes are unequivocal.




