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SUPPLEMENTARY METHODS FOR DNA 
METHILATION 
 
DNA extraction 
 
Genomic DNA was isolated from whole blood samples 
using a semi-automated approach (Qiasymphony, 
Qiagen). Genomic DNA purity and concentration was 
assessed using a nanophotometer (ImplenP300, 
Implen). 
 
DNA methylation analyses 
 
We used the Infinium methylation EPIC Beadchip 
(EPIC array, Illumina, San Diego CA, USA) to describe 
variation in DNA methylation across the genome. 
Genomic DNA (1ug) from whole blood was treated 
with sodium bisulfite using the Zymo EZ-96 DNA 
Methylation Kit™ (Zymo Research, Orange, CA, USA) 
with 200ng of bisulfite-treated DNA amplified, 
fragmented, and hybridized on the EPIC array. Samples 
were randomized across plates to avoid potential 
confounding between sources of technical variation and 
phenotypes of interest (e.g., maltreatment status). The 
resulting raw intensity values (idat files) are directly 
loaded into R for quality control and normalization 
using the Meffil package [1]. We used normal-
exponential out-of-band (noob) for background 
correction and dye-bias adjustment. Samples and probes 
with low signal intensity were removed. Concordance 
between predicted biological sex based on DNA 
methylation data and self-reported gender were verified 
for each sample with discordant samples removed. 

 
 
 
Finally, we used a Bayes method (ComBat) to correct 
for sources of technical variation (i.e., slide) [2]. 
 
Blood cell types 
 
Between samples differences in blood cell proportions 
were estimated using an established reference-based 
approach and included as covariates as needed for 
certain robustness checks [3]. 
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