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Supplementary Figure 6 - Mutagenesis of the essential target genes with dCBE"#&0"% at 29°C.
Representative images of female offspring from crosses with pAct-dCBE"#$%%0"  against gRNAs targeting the
essential genes ct, smo and wg raised at 29°C are shown. In contrast to pAct-dCBE"¥ | the crosses result in
viable offspring which exhibit minor wing malformations.

Supplementary Figure 7 - DNA staining of wing imaginal discs subjected to mutagenesis with &&*+)(, ;
%-./ *0123 "#%&  Compared to control conditions, instances of morphological abnormalities are detected in the
base editor expressing compartment (white arrows). Scale bars represent 50 pm.
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Supplementary Figure 8 - Analysis of indel by-products. (A) Indel size distribution with dCBE®°CPA" at sites
exhibiting more than 2% Amp-Seq reads with indels (data presented as fraction of all reads containing indels,
averaged across n = 3 replicates). A broad range of insertion and deletion sizes is observed. (B) % Amp-Seq reads
containing indels as a function of the number of C residues in the editing window (data presented as mean (bars)
and individual measurements (each dot representing the average indel percentage from n = 3 replicates for one
target site). Sites with four C residues in their editing window tend to exhibit higher indel formation rates.
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