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Detailed sample information for each Biobank  

VUMC’s BioVu. Diagnostic codes from the International Classification of Disease versions 9 or 

10 (ICD-9/10), were obtained from VUMC’s EHR database of >3.2 million individuals. These data are 

linked to VUMC’s biobank, BioVU, with DNA collected from >250,000 individuals. The VUMC 

Institutional Review Board (IRB) approved this study (protocol #190418), and all participants provided 

written informed consent. At the time of analysis, genotype data were available for 73,488 unrelated 

individuals of European and African ancestry. Details on the quality control procedures are described 

elsewhere(1).  

MSSM’s BioMe. ICD-9/10 codes from MSSM’s EHR database were obtained for 31,704 

individuals enrolled in the BioMe biobank. BioMe enrollment is unrestricted (non-selective in terms of 

gender, race, ethnicity, age, medical condition, or disease status) and all participants provide genetic data 

derived from blood samples at the time of enrollment. BioMe was approved by the MSSM IRB (#07-0529) 

and all BioMe participants provided written informed consent. Patient information was de-identified in 

accordance with HIPAA’s “safe harbor” method prior to access. Individuals were genotyped on the Illumina 

Global Screening Array; quality control (QC), imputation of the genotype data, and genetically inferred 

ancestry assignment for BioMe is described elsewhere(2,3).   

MGB Biobank.  ICD-9/10 codes were obtained for 29,885 individuals participating in the MGB 

(formerly Partners Healthcare) Biobank(4). Patients included met a minimum data floor criteria of at least 

3 visits after 2005, each more than 30 days apart, with at least one clinical note of any kind. DNA was 

isolated from blood and standard quality control procedures, including ancestry assignment, were 

performed on the genomic data. The MGB IRB (protocol #2018P002642) approved this study, and all 

participants provided written informed consent.  
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Adjusting for healthcare utilization rates in PheWAS model 

 

Our main analyses do not adjust for healthcare utilization rates, which likely inflate our type I error. In 

sensitivity analyses, we found correction for record density as a crude proxy of healthcare utilization 

decreases the number of phenotypic associations with PTSD from 1137 to 618 and 794 to 325 significant 

phecodes for PTSDBroad and PTSDNarrow, respectively. (Summary statistics for healthcare utilization-

adjusted models: Supplementary Table 5). However, we highlight that this adjustment may introduce risk 

of collider bias, distorting associations between PTSD and comorbidities, and therefore are not included 

in our main analyses. 
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Supplemental Figures 

 

 

Supplemental Figure 1. Phenome-wide associations with narrowly-defined PTSD in females (A)  and 

males (B). 
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Supplemental Figure 2. Phenome-wide associations with broadly-defined PTSD in females (A) and 

males (B). 


