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Supplementary Methods
Psychosocial Measures
The Childhood Trauma Questionnaire (CTQ)
To assess childhood stress exposures, the “Childhood Trauma Questionnaire-Short Form” (CTQ-SF) was used as a retrospective self-report instrument 1. The CTQ and its short version CTQ-SF are the most widely used questionnaires internationally to assess experiences of abuse and neglect. Based on the German norm data, severity classifications can be formed ("none-minimal", "slight-moderate", "moderate-severe" to "severe-extreme") 2. A cut-off of at least "moderate-severe" was chosen for each of the five subscales, equivalent to other work in large population-based German studies 2,3.

The Maltreatment and Abuse Chronology of Exposure Questionnaire (MACE)
The MACE is a screening instrument designed to assess interpersonal maltreatment in childhood up to adolescence. It includes 10 subscales: Verbal Violence by Parents, Nonverbal Emotional Violence by Parent, Emotional Neglect, Physical Neglect, Witnessed Physical Violence between Parents, Witnessed Violence to Siblings, Witnessed Violence to Children, Witnessed violence against siblings, Emotional violence by peers, Physical violence by peers, Sexual violence, Loss of a parent. If an experience is specified as having been lived through, the age and the period over which the abuse took place are also asked 4,5. Due to the sensitive nature of the questions and their possible stressful effects on the participants' well-being, the questionnaire in was conducted during face-to-face interviews.

The Life-Events Checklist Revised (LEC-R)
The LEC-R is a questionnaire that captures the experience of potentially traumatizing events (PTEs) across the life-course 6. It contains a list of 19 difficult and stressful events and was implemented as a computer-based screening in the study. All events that were self-experienced or witnessed were summed up to build an overall score of PTEs.


The Structured Clinical Interview for DSM5-Disorders- Clinical Version (SCID5-CV)
The SCID-5-CV is a research-constructed, semi-structured clinical interview based on the adult DSM-5 disorders 7. It captures the following 10 dimensions: Affective Episodes, Psychotic and Associated Symptoms, Differential Diagnosis of Psychotic Disorders, Differential Diagnosis of Affective Disorders, Disorders Associated with Psychotropic Substances, Anxiety Disorders, Obsessive-Compulsive Disorder and Post-Traumatic Stress Disorder, Attention-Deficit/Hyperactivity Disorder, Screening for Other Disorders, Adjustment Disorder.

The Structured Clinical Interview for DSM-IV Axis II Disorders (SCID-II)
The semi-structured interview SCID-II was used to assess Personality Disorders 8. The interview consists of 134 questions, which are rated on a four-point scale (0 = not assessable, 1 = criterion not met, 2 = criterion partially met, 3 = criterion met). If the number of items coded as 3 exceeds the threshold provided in DSM-IV, the diagnosis of the corresponding PS is assigned.

Detailed Telomere Length Measurement Procedure
DNA Isolation
The DNA of the cells was isolated according to the FlexiGene DNA Handbook using the FlexiGene® DNA KIT (250) (Qiagen, DE). Briefly, 300 ul of whole blood was mixed into 750 μl buffer FG1 and was centrifuged at 10000 x g for 20 s. In the next step, 150 μl FG2/GIAGEN protease was mixed into the tube and then incubated at 65°C for 5 min. Afterwards, 150 μl of isopropanol (100 %) was added. Then, the tube was vortexed until a DNA precipitate was observed. This step was followed by a centrifugation for 5 min at 10000 x g. The supernatant was discarded, and the pellet was resuspended in 150 μl of 70 % ethanol by vertexing for 5 sec. After discarding the supernatant, the DNA pellet was air-dried until complete liquid evaporation. The DNA pellet was then dissolved in 200 μl buffer FG3 by vertexing for 5 sec at low speed, followed by an incubation for 60 min at 65 °C in a heating block. The DNA content was assessed by using a Nanodrop 1000 spectrophotometer (Thermo Fisher Scientific, USA). All DNA samples were stored in -80°C until further procedure. 

Leukocyte Telomere Length
[bookmark: OLE_LINK10][bookmark: OLE_LINK11]Telomere length was measured by quantitative polymerase chain reaction (qPCR) according to the method described previously 9-11. To determine telomere length, the T/S ratio (telomere repeat copy number (TELO) to single-copy gene number (SCG)) was assessed. The TELO and SCG was detected for each DNA sample. Table 1 lists the forward and reverse primers of TELO and SCG (ß-globin). For the qPCR, a master mix was prepared. The composition of one reaction of TELO master mix was 1.08 ul teloF primer (54 nM), 1,6 μl teloR primer (80 nM), 5,32 μl H2O and 10 ul SYBR green master mix and that of the SCG master mix was 1,6 μl ß-globinF primer (80 nM), 1,6 μl ß-globinR primer (80 nM), 4,8 μl H2O and 10 μl SYBR green master mix. The master mixes of TELO or SCG (18 μl per well) were loaded into 96-well-plates. Afterwards, 2 μl of the DNA sample, at a final concentration of 10 ng/μl, was added to the corresponding wells. The qPCR was performed using the Step One Plus system (Applied Biosystems, USA). All DNA samples were run in triplicate and were assayed twice at two different time points. The qPCR settings were first the initial denaturation at 95°C for 10 min, followed by a cycling of 50 repeats containing 1.) 10 sec hold at 95°C and 2.) 60 sec hold at 58 °C. The Ct values were exported with the SABiosciences PCR Array Data Analysis Software and analyzed with the comparative Ct method (2- ∆∆Ct) relative to an internal control to be represented as the T/S ratio. As internal control, a mixture of all DNA samples was used.

[bookmark: _Ref36559429][bookmark: _Ref36559412]Table S1. Forward and reverse primer sequences of TELO and SCG.
	Primer
	Sequence (5’-3’)

	teloF
	CGGTTTGTTTGGGTTTGGGTTTGGGTTTGGGTTTGGGTT

	teloR
	GGCTTGCCTTACCCTTACCCTTACCCTTACCCTTACCCT

	ß-globinF
	GCTTCTGACACAACTGTGTTCACTAGC

	ß-globinR
	CACCAACTTCATCCACGTTCACC



Table S2. Materials used in DNA isolation and qPCR procedure
	Material
	Company
	Lot

	FlexiGene® DNA KIT (250)
	Qiagen, DE
	163051128

	Nanodrop 1000 spectrophotometer
	Thermo Fisher Scientific, USA
	-

	Primers
	Microsynth AG, CH
	3301770,3301772,3241899,3241900

	SYBR green master mix
	Applied Biosystems, USA
	2010603 & 2010604




Supplementary Results
[bookmark: OLE_LINK205][bookmark: OLE_LINK206]Table S3. Detailed descriptives on HCC and LTL.
	
	HCC
	zlog-HCC
	LTL
	z-log LTL

	[bookmark: _Hlk100742968]Mean
	13.3
	0
	0.89
	0

	SD
	11.4
	1
	0.3
	1

	Median
	9.36
	-0.12
	0.82
	-0.08

	Min
	1.57
	-2.61
	0.36
	-2.63

	Max
	78.21
	2.84
	1.73
	2.19

	Range
	76.64
	5.46
	1.37
	4.82

	Skew
	2.76
	0.16
	0.76
	0.08

	Kurtosis
	11.02
	0.04
	-0.06
	-0.45


Notes. z-log = natural logarithm and standardization; LTL = leukocyte telomere length; 
HCC = hair cortisol concentrations.; SD = Standard Deviation.



Table S4. Detailed descriptives on HCC and LTL by select study 
descriptives.
	
	HCC
M (SD)
	LTL
M (SD)

	[bookmark: _Hlk101271556]Chronic/Acute Illness/Disease
	
	

	   Yes
	9.47 (5.68)
	0.96 (0.32)

	   No 
	15.01 (12.85)
	0.86 (0.29)

	[bookmark: OLE_LINK215][bookmark: OLE_LINK216][bookmark: _Hlk101274451]   Wilcoxon Test
	[bookmark: OLE_LINK223][bookmark: OLE_LINK224]p = .067
	p = .066

	Regular Medication
	
	

	   Yes
	12.5 (9.45)
	0.9 (0.32)

	   No 
	13.92 (12.48)
	0.86 (0.27)

	   Wilcoxon Test
	p = .783
	p = .865

	[bookmark: _Hlk101271632]Smoking (Current)
	
	

	   Yes
	13.4 (12.07)
	0.89 (0.29)

	   No 
	13.05 (10.73)
	0.89 (0.31)

	   Wilcoxon Test
	[bookmark: OLE_LINK221][bookmark: OLE_LINK222]p = .939
	p = .888


Notes. z-log = natural logarithm and standardization; LTL = leukocyte telomere 
length; HCC = hair cortisol concentrations; SD = Standard Deviation.


Table S5. Linear Regression Model predicting standardized (z)-log 
[bookmark: OLE_LINK147][bookmark: OLE_LINK148]LTL by z-log HCC, Sex, and an HCC*Sex Interaction (N=92).
	 
	z-log LTL

	Predictors
	Std. Beta
	CI
	p

	z-log HCC
	-0.71
	-0.91 – -0.51
	<0.001

	Sex [female]
	0.20
	-0.12 – 0.53
	0.219

	z-log HCC * Sex [female]
	-0.01
	-0.35 – 0.32
	0.942

	Observations
	92

	R2 / R2 adjusted
	0.471 / 0.453


Notes. z-log = natural logarithm and standardization; LTL = leukocyte 
telomere length; HCC = hair cortisol concentrations. 




Table S6. Age Moderations in the association of HCC and LTL.
	[bookmark: OLE_LINK189][bookmark: OLE_LINK190] 
	z-log LTL

	Predictors
	Std. Beta
	CI
	p

	z-log HCC
	0.44
	-0.64 – 1.53
	0.416

	Age
	0.03
	-0.01 – 0.07
	0.182

	z-log HCC * Age
	-0.04
	-0.08 – -0.00
	0.041

	Observations
	92

	R2 / R2 adjusted
	0.500 / 0.483


[bookmark: OLE_LINK191][bookmark: OLE_LINK192]Notes. z-log = natural logarithm and standardization; LTL = leukocyte 
telomere length; HCC = hair cortisol concentrations. 


Table S7. Association of HCC and LTL stratified by Age.
	 
	z-log LTL

	Predictors
	Std. Beta
	CI
	p

	[bookmark: _Hlk101260913][bookmark: _Hlk101260783][bookmark: OLE_LINK178][bookmark: OLE_LINK179]z-log HCC [under 25th age percentile] (N=23)
	-0.30
	-0.66 – 0.06
	0.100

	z-log HCC [25th to 75th age percentile] (N=46)
	-0.72
	-0.88 – -0.57
	<0.001

	z-log HCC [above 75th age percentile] (N=23)
	-1.12
	-1.63 – -0.61
	<0.001


Notes. z-log = natural logarithm and standardization; LTL = leukocyte telomere length; HCC = hair 
cortisol concentrations.




Table S8. Association of HCC and LTL controlled for age, sex, physical 
activity, diet, and socioeconomic status.
	 
	z-log LTL

	Predictors
	Std. Beta
	CI
	p

	[bookmark: _Hlk101269105]z-log HCC
	-0.67
	-0.83 – -0.51
	<0.001

	Sex [fem.]
	0.25
	-0.08 – 0.59
	0.140

	Age
	0.04
	-0.14 – 0.22
	0.655

	Diet/Nutrition *
	-0.17
	-0.33 – -0.01
	0.042

	Physical Activity **
	0.02
	-0.15 – 0.18
	0.823

	SES index ***
	0.17
	-0.02 – 0.35
	0.078

	Observations
	85

	R2 / R2 adjusted
	0.514 / 0.476


Notes. z-log = natural logarithm and standardization; LTL = leukocyte telomere length; 
HCC = hair cortisol concentrations; SES = socio-economic status. * Diet/Nutrition was 
assessed with a short screener from Blackburn and Epel 12, higher scores relate to better
nutrition; ** Physical Activity was measured with the Stanford leisure-time activity categorical 
item 13 higher scores indicate more activity; *** SES was measured with a single item in the 
anamnesis on a categorical item relating to their monthly income aligned with Swiss standards,
higher scores indicate a higher SES.


[bookmark: OLE_LINK363][bookmark: OLE_LINK364]Post hoc Power Analysis of Regression Models

[bookmark: OLE_LINK241][bookmark: OLE_LINK242]F tests - Linear regression (Table 2; uncontrolled): Fixed model, R² deviation from zero
Analysis:	Post hoc: Compute achieved power 
Input:		Effect size f²                		=	0.8587361
			α err prob                    		=	0.05
			Total sample size             	=	92
			Number of predictors          	=	1
Output:		Noncentrality parameter λ     =	79.0037212
			Critical F                    		=	3.9468757
			Numerator df                  	=	1
			Denominator df                	=	90
			Power (1-β err prob.)          	=	1.0000000

t tests - Linear bivariate regression (Table 2; uncontrolled): One group, size of slope
Analysis:	Post hoc: Compute achieved power 
Input:		Tails                       		=	Two
			Slope H1                      	=	-0.68
			α err prob                    		=	0.05
			Total sample size             	=	92
			Slope H0                      	=	0
			Std dev σ_x                   	=	1
			Std dev σ_y                   	=	1
Output:		Noncentrality parameter δ     =	-8.8955580
			Critical t                    		=	-1.9866745
			Df                            		=	90
			Power (1-β err prob.)          	=	1.0000000


[bookmark: OLE_LINK243][bookmark: OLE_LINK244]F tests - Linear multiple regression (Table 2; controlled for age and sex): Fixed model, R² deviation from zero
Analysis:	Post hoc: Compute achieved power 
Input:		Effect size f²                		=	0.9305019
			α err prob                    		=	0.05
			Total sample size             	=	92
			Number of predictors          	=	3
Output:		Noncentrality parameter λ     =	85.6061748
			Critical F                    		=	2.7081865
			Numerator df                  	=	3
			Denominator df                	=	88
			Power (1-β err prob)          	=	1.0000000

[bookmark: OLE_LINK245][bookmark: OLE_LINK246]t tests - Linear multiple regression (Table 2; controlled for age and sex): Fixed model, single regression coefficient
Analysis:	Post hoc: Compute achieved power 
Input:		Tail(s)                       		=	Two
			Effect size f²                		=	0.8920686
			α err prob                    		=	0.05
			Total sample size             	=	92
			Number of predictors          	=	3
Output:		Noncentrality parameter δ    	=	9.0592666
			Critical t                    		=	1.9872899
			Df                            		=	88
			Power (1-β err prob)          	=	1.0000000
F tests - Linear multiple regression (Table 3, uncontrolled): Fixed model, R² deviation from zero
Analysis:	Post hoc: Compute achieved power 
Input:		Effect size f²                		=	1.10084
			α err prob                    		=	0.05
			Total sample size             	=	89
			Number of predictors          	=	3
Output:		Noncentrality parameter λ     =	97.9747600
			Critical F                    		=	2.7119214
			Numerator df                  	=	3
			Denominator df                	=	85
			Power (1-β err prob)          	=	1.0000000

F tests - Linear multiple regression (Table 3; controlled for age and sex): Fixed model, R² deviation from zero
Analysis:	Post hoc: Compute achieved power 
[bookmark: OLE_LINK239][bookmark: OLE_LINK240]Input:		Effect size f²                		=	1.202643
			α err prob                    		=	0.05
			Total sample size             	=	89
			Number of predictors          	=	5
Output:		Noncentrality parameter λ     =	107.0352
			Critical F                    		=	2.3244732
			Numerator df                  	=	5
			Denominator df                	=	83
			Power (1-β err prob)          	=	1.0000000
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