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Validation

All sequencing data will be made publicly available under NCBI BioProject PRJNA773191 upon publication. Additional raw and processed data that support the
findings of this study are available from the corresponding authors upon request.

No statistical methods were used to predetermine sample size. The sample sizes in this study reflect the number required for replication while
remaining within time and budget constraints.

The set of genes analyzed in this study did not include target genes which were: 1. not sufficiently enriched by the targeted enrichment
process, as indicated by a mean value in all spatial samples below 1TPM, 2. genes which did not display a significant difference against a
uniform distribution, 3. genes which were manually deemed as having exceptionally high expression, potentially indicative of ectopic
expression in non-target cell types.

All replications of the method and data are displayed in this paper with n=3 animals for dorsoventral and mediolateral sections and n=6 for
anteroposterior sections were successful.

Samples were randomized during processing to limit systemic batch effects.

Data collection and analysis were not performed blind to the conditions of the experiments because experiments and analysis were
performed by the same person with no specific expected outcomes.

Cell Signaling #5364

Previously tested and published from our lab. Cell Signaling document certifies product has met quality control standards and
approved for immunofluorescence.




