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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods

Single-cell RNA sequencing data generated in this study have been deposited in the EMBL-EBI with the accessible links https://www.ebi.ac.uk/biostudies/
arrayexpress/studies/ and the accession code E-MTAB-10459. Reference datasets analyzed during this study are available: Hodge dataset was downloaded from
https://portal.brain-map.org/atlases-and-data/rnaseq. Han dataset was downloaded from https://db.cngb.org/nhpca/download. Schmitz dataset was downloaded
from https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE169122. Tasic dataset was downloaded from https://portal.brain-map.org/atlases-and-data/rnaseq.
Zhu dataset was downloaded from http://www.evolution.psychencode.org/. All data supporting the findings of this study are provided within the paper and its
Supplementary Information. Source data are provided with this paper.
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No statistical method was used to predetermine sample sizes. For single-cell RNA-sequencing (10x Genomics), whole cells were isolated from
8 macaques; the number of animals and cells were determined to ensure the biological replicates for each cell population and the number of
cells in each population met or exceed the comparable published single-cell datasets (e.g. Zhu et al. 2018, Han et al. 2022).

During transcriptomic data analysis, some cells within each sample were excluded for the following reasons: 1) high mitogene percentage
(>30%), and 2) low UMI count (< 200), and 3) clusters were identified as doublets and excluded if they had elevated doublet score and the
combined marker gene expression profiles of more than one cell type. The criteria was determined based on the distribution of the datasets
and applied equally to all samples.

Single-cell RNA-sequencing (10x Genomics) data were acquired from the 8 macaques used in the study. For single-cell RNA sequencing, all
attempts at replication were successful. The in situ hybridization and immunostaining experiments were replicated with more than three
animals and indicated in the figure legend. The observations were validated by previous work or other methodology including situ
hybridization and immunofluoscent staining.The experiments were performed based on the availability of the animals without a set
frequency.

Randomization was not applicable for this study. There is no treatment or intervention to the samples. Therefore there is no need for
randomization.

Blinding was not applicable for this study. To avoid bias, all samples were treated equally with the same rigorous criteria.




