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Antibodies
Antibodies used

The mass spectrometry raw datasets generated in this study have been deposited in PRIDE database and can be accessed through ProteomeXchange with the
following Project Name: Pulldown CG42797 vs S2 cell lysate and Project accession: “PXD025809”. Full list of the specific interactors is provided in Supplementary
Table 2. All other relevant data are available from the authors. Source data are provided with the paper.

No statistical methods were used to determine sample size. Typical sample size in the field is 6-30 animals or organ explants, expect for
lifespan assay that were conducted with at least 100 animals/genotypes. All animals analyzed were from low density cultures (approximately
50 animals per vial) and sample size was determined based on our initial observations of phenotypic penetrance. Sample size refers to
number of animals, brains, ovaries or egg chambers and are reported as N for each experiment and described in their relative figure legend.

No data points were excluded in this work. All data points were represented in the figures and used in statistical analyses.

Data was successfully replicated in independent experiments (at least three independent experiments with three technical replicates when
variation among genotypes were visible and at least two with three technical replicates when no changes were evident) and can be
reproduced by independent investigators.

Flies were sampled randomly for each experiment and were grouped according to genotype

Researchers were blinded to group allocation during immunofluorescence experiments. For other experiments, we relied upon replication
and confirmations of results by at least 2 independent techniques or investigators when possible. Randomization or blind analysis is
impossible for Wester blot analysis. Western blots were run with all conditions in parallel in the same gel.

The antibodies used in this study are listed here: rat anti-elav antibody (IF 1:50; DSHB 7E8A10), rabbit anti-Hecw (IB 1:250, IF

1:200 , IP 4!g/mg; generated in house), Llama GFP-TRAP_A (Chromotek gta-20), rabbit anti-GFP (IB 1:5000; Sigma G1544), mouse
anti-Fmrp (IB 1:300, IF 1:300, IP 3!g/mg; DSHB 5A11-s), mouse anti-Profilin (IB 1:200, DSHB chi-1J); mouse anti-Grk (IB 1:400, IF




