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In the originally published version of this article, the authors inadvertently cited Figure 3D 

rather than Figure 5D in the following sentence: “Notably, almost all these subpopulations 

have been linked to neuronal synaptic regulation in our functional GO analyses (Figures 2D, 

3D, and 4D; Tables S3A–S3C).” The citation should read “Figures 2D, 4D, and 5D,” and 

this has been corrected online. The authors regret the error.
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