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Rendeiro et al, 2016 (doi: 10.1038/ncomms11938), Moreno-Moral et al, 2018 (doi: 10.1136/annrheumdis-2017-212454) and Arda et al, 2016 (doi: 10.1016/
j.cmet.2016.04.002). For one data set, we reanalysed the count matrix at GEO with accession number GSE85567 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?
acc=GSE85567] to get the effect sizes.

The PBMC data set is a pilot experiment for a larger population study and all available samples were taken.

For the public available data sets, all available samples were taken.

For the PBMC data set: no complete samples were removed, only cells within each sample. The removal of cells was performed according to
established standards for single cell analysis (see Lueken et al, 2019): cells were removed that were identified as doublets/ambiguous by
Demuxlet or Scrublet, had a high fraction of mitochondrial gene counts (>= 10%) or were outlier in their general count distribution (< 200
genes or >2500 genes).

For the publicly available data sets: no further data exclusion was performed, but the complete available and already prefiltered public data
sets were used.

We report on an observational study, therefore no experimental groups were assigned and randomization was not relevant.

We used all samples in all of the data sets, therefore randomization is not relevant in our study.

The used samples had no disease status, but were all in the control group of the BeCOME study. Therefore blinding was not relevant.

Ages of individuals were between 18 and 75 years. For this study, we selected 7 males and 7 females.

Control individuals were recruited at the Max Planck Institute of Psychiatry (MPIP) in Munich, Germany as part of the
BeCOME cohort, an observational and exploratory study which combines deep phenotyping and omics data in order to gain a
better understanding of the biological basis of mental disorders.

The study was approved by the local Ethics Committee of the Ludwig Maximilians University, Munich, Germany, and written
informed consent is obtained from all participants. Control individuals agreed to donate PBMCs for potential use with high-
throughput sequencing.




