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All sequencing data generated in this study have been deposited to GEO database under accession code GSE198767 [https://www.ncbi.nlm.nih.gov/geo/query/
acc.cgi?acc=GSE198767]

Sample size was not predetermined. Sample sizes were chosen based on common convention in the field (for example, Stroud et al., Neuron
2020). 2-3 biological replicates were performed for all in vivo sequencing experiments with n=3-9 animals of mixed sex, and atleast three
replicates for in vitro experiments. Over 100 cells were scored (from atleast 3 replicates) for results generated from immunostaining studies.
Sample sizes for experiments are provided in figure captions and methods.

No data is excluded from this study.

Experiments were verified by replication to ensure consistency and reliability of data. A conventional number of replicates were used
depending on experiment type (for example, Stroud et al., Neuron 2020). 2-3 biological replicates were performed for all in vivo sequencing
experiments with n=3-9 animals of mixed sex, and at least three replicates for in vitro experiments.

Data randomization was used to subset random numbers of cells from snseq data for the bulk RNA-seq data deconvolution

Blinding was not used in this study, but scoring of images was performed by two independent investigators.

The following primary antibodies were used: GFP (Chick, Thermo Fisher A10262, 1:3000), Chat (Goat, EMD Millipore AB144P 1:100),
hb9 (Guinea pig 1:100 from Jessell Lab), NeuN (Rabbit, Millipore Sigma ABN78, 1:1000), Spp1 (Mouse, R&D Systems AF808, 1:50;
Goat, sc-21742, 1:300), Isl1/2 (Ms 4D5 DSHB optimized concentration by staining; Neuromics GT15051 1:5000); Nfia (Rb, Active Motif
39397, 1:1000), Nfib (Rb, Active Motif 39091, 1:1000), NFH (Chk, Neuromics CH22104, 1:2000), cFos (Rat, Synaptic Systems 226 017,
1:500), Nr3c1 (Rabbit, Invitrogen PA1-511A, 1:2000), Nr3c2 (DSHB clones 1D5 and 3F10, 1:33). The following secondary antibodies
were used: 1:800, 706-165-148, 711-165-152, 715-165-151, 715-545-150, 712-605-153, 712-605-152, 712-605-151, 703-545-155,




