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Antibodies
Antibodies used

RNA-sequencing datasets summarized in tables S1-S3, were deposited into the NCBI GEO repository under accession number GSE189934. To review, go to https://
www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE189934

Metabolomics data summarized in Supplementary Table 4 were deposited into the Metabolights repository under the accession number MTBLS4176. To review, go
to https://www.ebi.ac.uk/metabolights/MTBLS4176/descriptors

Sample sizes were chosen based on accepted standards in the field, previously published literature, and our experience in observing
statistically significant differences of similar effects in zebrafish embryos: Mahmoud AI et al. 2015; PMID: 26256209; Mosimann C et al. 2015;
PMID 26306682; Akerberg A et al. 2017; PMID 28372944; Abrial M et al. 2022; PMID 35098309.

No data were excluded from the analyses.

All experimental results were verified with at least 3 biological replicates. Each biological replicate was the product of multiple distinct animal
crosses that were performed independently. All qPCR and RNA-seq replicates consisted of material from pooled hearts or embryos.

Rbfox2/1l DKO zebrafish embryos were isolated based on genotype and compared to siblings from the same clutch. Zebrafish embryos used in
this study were collected at stages that precede sexual dimorphism and as such, embryos within each group (sibling controls and DKO) were
indistinguishable from each other.

Assays pertaining to rbfox2 DKO vs CTRL phenotypes were inherently blind in that the respective genotypes were not determined until after
data was collected and analyzed. All other assays such as quantitative RT-PCR, CFIN, and metabolomics (Seahorse) assays were conducted
using automated computational programs.

The following primary antibodies were used: anti-GFP (Abcam, ab13970), anti-mCherry (Abcam, ab125096), anti-Rbfox1l (Berberoglu
et al., 2017; supplied by the Amacher lab (Ohio State University)), anti-Rbfox2 (Berberoglu et al., 2017; supplied by the Amacher lab




