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Sample size for SRT was determined by the number of arrays available on one SRT slide (n = 3). Sample size for scRNA-seq and snRNA-seq was
limited by the number of cells that can be sequenced in one reaction. For microscopy experiments, at least n = 3 technical and biological
replicates were performed.

No data was excluded from the analysis other than quality control filtering.

SRT, snRNA-seq, and scRNA-seq data has not been replicated due to technical/cost limitations. For microscopy experiments, at least n = 3
technical and biological replicates were performed.

No randomization was done as in all cases there was only one experimental group.

No blinding was done as in all cases there was only one experimental group.

Primary antibodies used were: goat anti-GFP (abcam #ab5450, 1:200) and mouse anti-acetylated tubulin (Sigma-Aldrich #T6793,
1:100). Secondary antibodies used were: donkey anti-goat IgG conjugated to Alexa 488 (Thermo Fisher Scientific #A11055, 1:250)
and goat anti-mouse IgG conjugated to Alexa 555 (Cell Signaling Technology #4409S, 1:250). Hoechst 33342 (Thermo Fisher Scientific
#H3570) was added to the secondary antibody solution at 1:1000.

All antibodies are commonly used in our lab and have been validated by the suppliers. GFP antibody staining was validated by overlap
with endogenous GFP fluorescence signal in transgenic reporter lines. Acetylated tubulin staining was validated by overlap with a
transgenic cilia reporter.

ZMEL1 cells: generated in the White lab.

The cell line was generated in our lab from a primary zebrafish melanoma so no authentication was required.

Mycoplasma does not infect zebrafish cells.

No commonly misidentified lines were used in the study.




