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Validation

UCSC genome browser [http://genome.ucsc.edu].

NeuN+ and NeuN- cells were obtained from the dorsolateral prefrontal cortex (DLPFC) of 4 individuals. No sample size determinations were
made. N=4 is a typical sample size for building a Hi-C resource.

No data was excluded.

Hi-C data from neurons and glia was generated from 4 biological replicates. We ran HiCRep on each Hi-C dataset to demonstrate (1) samples
cluster based on cell types (Neurons vs. Glia) rather than individuals, and (2) high reproducibility among neuronal/glia Hi-C datasets (Stratum-
adjusted correlation coefficient ~0.9). We also overlapped Hi-C result with other functional genomic datasets to further validate our findings.

No randomization was conducted. Since NeuN+ (or NeuN-) Hi-C libraries displayed strong reproducibility, we merged all NeuN+ (or NeuN-) Hi-
C data together to generate a combined high-resolution contact matrix. Moreover, NeuN+/NeuN- libraries were built from the same individual
and all samples and datasets have been included in our analysis, so there was no need for randomization.

Investigators were not blinded. Both NeuN+ and NeuN- data were treated equally with the same computational analytic pipeline.

anti-NeuN-488, Millipore, Cat# MAB377X

This antibody has been previously used to sort neuronal nuclei from the brain homogenate. Validation and characterization of this
antibody can be found in these references: Gorkin, D. U. et al. Common DNA sequence variation influences 3-dimensional
conformation of the human genome. Genome Biol. 20, 255 (2019); Kundakovic, M. et al. Practical Guidelines for High-Resolution
Epigenomic Profiling of Nucleosomal Histones in Postmortem Human Brain Tissue. Biol. Psychiatry 81, 162–170 (2017).




