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Materials & experimental systems
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Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

We have created a user-friendly and fast meQTL browser that allows searching by SNPs or cytosines by genomic regions (chr.start-end) at https://eqtl.brainseq.org/
WGBS_meQTL/ . Raw and processed nucleic acid sequencing data generated to support the findings of this study are available via the PsychENCODE Knowledge
Portal (https://psychencode.synapse.org/). The PsychENCODE Knowledge Portal is a platform for accessing data, analyses, and tools generated through grants
funded by the National Institute of Mental Health (NIMH) PsychENCODE program. Data is available for general research use according to the following requirements
for data access and data attribution: (https://psychencode.synapse.org/DataAccess). For access to content described in this manuscript see: http://doi.org/10.7303/
syn25992404 . Full results data sets can be found in the Supplement. Due to containing identifiable information, genotype data is available through controlled
access via the corresponding authors following successful access to dbGaP dataset phs000979

Sample sizes were determined by availability of DNA samples of case and control status from each brain region

11 samples from DLPFC were excluded from analysis due to having a strong, unexplained source of variance. This is described in the
manuscript. They were excluded from all experiments after QC.

We performed secondary sensitivity analyses within each brain region after stratifying by ethnicity/ancestry, and by case/control status. We
also performed comparisons across the two brain regions under study as a form of replication/validation. Results of all of these analyses are
stated in the paper. Overall our results were very replicable across data subsets.

N/A - these were case-control postmortem human studies; samples were collected from medical examiners offices and were retrospective

N/A - these were case-control postmortem human studies. Groups were biologically defined by clinical or genetic data, the researchers had no
role in grouping




