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Laboratory animals

Sample sizes for histology and in situ hybridization were determined based on previous data on variability of OR gene expression in mice
(Bozza et al. Neuron 2009 61(2):220-33). Sample sizes for qPCR and RNAseq were set at 5 and 4 mice respectively based on variability in gene
OR expression observed in pilot studies, though no formal power analysis was performed.

No data were excluded from the analysis.

Gene expression patterns in transgenic mice were documented in at least 3-6 animals for each independent line. RNAseq and in situ
hybridization experiments were performed once using the indicated number of independent animals.

No randomization was necessary. Animals were selected based on genotype. All experimental groups used littermate controls.

Experimental data for cell counts were collected with the observed blinded to experimental group or probe set. For RNAseq and qPCR gene
expression analysis, no blinding was necessary as the data collection methods were automated and consistent across samples and groups.

Chicken Anti-GFP (Abcam, ab13970)

Rabbit anti-chicken peroxidase (Invitrogen, 61-3120)

Anti-Digoxigenin-AP, Fab fragments (Roche, 11093274910)

Anti-Digoxigenin-AP, Fab fragments (Roche, 11093274910) were documented in Ishii et al., Journal of Neurocytology volume 33,
657–669 (2004).

Chicken Anti-GFP (Abcam, ab13970) is documented https://www.abcam.com/gfp-antibody-ab13970.html

Rabbit anti-chicken peroxidase (Invitrogen, 61-3120) is documented in manuscripts listed https://www.citeab.com/
antibodies/2500530-61-3120-rabbit-anti-chicken-turkey-igy-secondary-a

Mice (Mus musculus) were maintained in a specific pathogen free vivarium in a 14hr/10hr light/dark cycle kept between 21-24
degrees C at ~50% relative humidity. Food and water were available ad libitum. Mice of both sexes were used and sex was analyzed
as a factor. When not significant, data from both sexes were pooled. Wholemount analysis was done in mice at P20-22. For all
other analyses, mice were used at P30.




