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We assembled a compendium of 46 published single-cell or single-nucleus RNA-seq studies (Supplementary Fig. 3), and performed DE
analyses across this compendium to establish the generality of our conclusions. The sample sizes for each of these studies were established by
the authors of the original studies.

For publications containing more than one comparison, only a single comparison was retained, as described in detail in the Methods section.
We retained the comparison involving the greatest number of cells, and used the most fine-grained cell type annotations provided by the
authors of the original studies. When count matrices did not use gene symbols, the provided identifiers were mapped to gene symbols, and
counts summed across genes mapping to identical symbols. Only cell types with at least three cells in each condition were subjected to DE
analysis, and genes detected in less than three cells were removed.

Our findings were replicated in 46 published single-cell transcriptomics datasets.

Randomization was not relevant as the study involved re-analysis of published datasets.

Blinding was not relevant as the study involved re-analysis of published datasets.

Primary antibodies were: rat anti-Pecam1 (BD Biosciences 550274, 1:200). Secondary antibodies were: Alexa Fluor 555 Goat Anti Rat
(1:200, Life Technologies, A21434).

We used commercial antibodies. All antibodies have been guaranteed and validated by the manufacturers. We also included positive
and negative controls for every histological procedure. The concentration of each antibody was tested before use and confirmed
based on the morphology of positive signal.

Experiments were conducted on adult male or female C57BL/6 mice (15-35 g body weight, 12-30 weeks of age). Vglut2:Cre (Jackson
Laboratory 016963) transgenic mice were used and maintained on a mixed genetic background (129/C57BL/6).

No wild animals were used in the study.

No field collected samples were used in the study.




