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Telomere Length Assay Method
Genomic DNA was extracted from 500 μl of saliva collected in the Oragene DNA kit (cat# OG-500, DNA Genotek Inc. Kanata, Ontario, Canada) with the DNA Agencourt DNAdvance kit (cat# A48705, Beckman Coulter Genomics Inc. Brea CA). DNA was quantified by measuring OD260 with a NanoDrop 2000c Spectrophotometer (Nanodrop Products, Wilmington, DE, USA) and ran on 0.8% agarose gels to check DNA integrity. Samples that passed the quality control of OD260/OD280 between 1.7-2.0, a concentration greater than 10ng/μl, and no degradation were used for TL measurement. Of the subsample of mother-youngest child dyads used for the current analysis, 5 mothers and 8 children had concentration lower than 10ng/μl and 9 mother and 4 child DNA samples were degraded. 

The telomere length measurement assay was adapted from the published original method by Cawthon (Cawthon, 2002; Lin et al., 2010). The telomere thermal cycling profile consisted of:
Cycling for T(telomic) PCR: Denature at 96°C for 1 minute, one cycle; denature at 96°C for 1 second, anneal/extend at 54°C for 60 seconds, with fluorescence data collection, 30 cycles. Cycling for S (single copy gene) PCR: Denature at 96°C for 1 minute, one cycle; denature at 95°C for 15 seconds, anneal at 58°C for 1 second, extend at 72°C for 20 seconds, 8 cycles; followed by denature at 96°C for 1 second, anneal at 58°C for 1 second, extend at 72°C for 20 seconds, hold at 83°C for 5 seconds with data collection, 35 cycles. 
The primers for the telomere PCR were tel1b [5'-CGGTTT(GTTTGG)5GTT-3'], used at a final concentration of 100 nM, and tel2b [5'-GGCTTG(CCTTAC)5CCT-3'], used at a final concentration of 900 nM. The primers for the single-copy gene (human beta-globin) PCR were hbg1 [5' GCTTCTGACACAACTGTGTTCACTAGC-3'], used at a final concentration of 300 nM, and hbg2 [5'-CACCAACTTCATCCACGTTCACC-3'], used at a final concentration of 700 nM. The final reaction mix contained 20 mM Tris-HCl, pH 8.4; 50 mM KCl; 200 M each dNTP; 1% DMSO; 0.4x Syber Green I; 22 ng E. coli DNA; 0.4 Units of Platinum Taq DNA polymerase (Invitrogen Inc.); approximately 6.6 ng of genomic DNA per 11 microliter reaction. Tubes containing 26, 8.75, 2.9, 0.97, 0.324 and 0.108ng of a reference DNA (human genomic DNA from buffy coat, cat # 11691112001 from Sigma-Aldrich) were included in each PCR run so that the quantity of targeted templates in each research sample was determined relative to the reference DNA sample by the standard curve method. The same reference DNA was used for all PCR runs. Assays were run in triplicate wells on 384-well assay plates in a Roche LightCycler 480. The average concentrations of T and S from the triplicate wells were used the T/S ratios. T/S ratio for each sample was measured twice. When the duplicate T/S value and the initial value varied by more than 7%, the sample was run the third time and the two closest values were reported. 
DNA extraction and TL assays for the entire study were performed using the same lots of reagents. Lab personnel who performed the assays were provided with de-identified samples and were blind to all demographic and clinical data.  
Table S1. The impact of maternal financial pregnancy stressors on offspring telomere length stratified by maternal race and child gender.
[image: image1.emf]Variable Stratified by B Std.  Beta t p

r

2

part

Financial pregnancy stressors

Boys of White Mothers 

a

-0.096 0.04 -0.393 -2.70

.010

0.150

Girls of White Mothers 

b

-0.014 0.05 -0.043  -0.31 .758 0.002

Boys of Black Mothers

 c

-0.007 0.03 -0.039  -0.26  .798  0.001

Girls of Black Mothers 

d

0.044 0.03 0.184 1.31 .197 0.030

Outcome: Offspring telomere length (TL; winsorized and natural log transformed)

Note: All models control for maternal telomere length and child age; r

2

part

 = squared semipartial (or “part”) correlation (individual predictor)

a

 Model fit: n = 43; R = 0.442; R

2

 = 0.196; F(3, 39) = 3.17; p = .035

b 

Model fit: n = 60: R = 0.351; R

2

 = 0.123; F(3, 56) = 2.63; p = .059

c 

Model fit: n = 46: R = 0.324; R

2

 = 0.105; F(3, 42) = 1.64; p = .195

d 

Model fit: n = 53: R = 0.259; R

2

 = 0.067; F(3, 49) = 1.17; p = .330


Supplemental Sensitivity Analysis
Black and White women did not significantly differ in depressive symptoms in midlife (White: M±SD = 13.83±11.40; Black: M±SD = 14.68±10.91; t = - .568, p = .571). Higher maternal depressive symptoms in midlife (natural log transformed) were not significantly correlated with child TL (all ps > .20) but were significantly associated with greater reports of retrospectively recalled maternal pregnancy and lifespan stressors (all rs = .2 -.3; all ps < .001), which could reflect recall bias. Nevertheless, controlling for depressive symptoms (measured at the time of stressor assessment) did not alter findings in models that used retrospective maternal stressor measures (pregnancy and lifespan stressor exposure; see Table S2).
Table S2. The impact of maternal pregnancy and lifespan stressors on offspring telomere length controlling for depressive symptoms.
[image: image2.emf]Variable B Std.  Beta t p

r

2

part

Total pregnancy stressors

a 

Total pregnancy stressors -0.022 0.01 -0.219 -1.76 .080 0.015

Maternal race (0 = White; 1 = Black) 0.024 0.03 0.058 0.78 .435 0.003

Interaction of total pregnancy stressors-by-race 0.030 0.02 0.236 1.98

.049

0.019

Maternal depressive symptoms (CES-D) 0.008 0.02 0.034 0.46 .643 0.001

Maternal TL 0.271 0.07 0.267 3.77

<.001

0.067

Child age 0.001 0.004 0.018 0.25 .804 0.000

Child gender (0 = boy; 1 = girl) 0.047 0.03 0.113 1.62 .107 0.012

Social pregnancy stressors

b

Social pregnancy stressors -0.018 0.02 -0.134 -1.05 .296 0.005

Maternal race (0 = White; 1 = Black) 0.020 0.03 0.048 0.65 .517 0.002

Interaction of social pregnancy stressors-by-race 0.028 0.02 0.167 1.36 .174 0.009

Maternal depressive symptoms (CES-D) 0.007 0.02 0.029 0.41 .686 0.001

Maternal TL 0.268 0.07 0.265 3.71

<.001

0.066

Child age 0.0001 0.004 0.001 0.02 .986 0.000

Child gender (0 = boy; 1 = girl) 0.049 0.03 0.119 1.69 .092 0.014

Financial pregnancy stressors

c

Financial pregnancy stressors -0.060 0.03 -0.250 -2.22

.028

0.023

Maternal race (0 = White; 1 = Black) 0.022 0.03 0.053 0.74 .463 0.003

Interaction of financial pregnancy stressors-by- 0.076 0.03 0.242 2.16

.032

0.022

Maternal depressive symptoms (CES-D) 0.008 0.02 0.034 0.46 .643 0.001

Maternal TL 0.267 0.07 0.264 3.74

<.001

0.065

Child age 0.002 0.004 0.030 0.42 .678 0.001

Child gender (0 = boy; 1 = girl) 0.041 0.03 0.099 1.42 .157 0.009

Lifespan stressors

d

Lifespan stressors  -0.0002 0.002 -0.013 -0.10 .919 0.000

Maternal race (0 = White; 1 = Black) 0.021 0.03 0.051 0.64 .525 0.002

Interaction of lifespan stressors-by-race 0.0004 0.002 0.023 0.19 .853 0.000

Maternal depressive symptoms (CES-D) 0.008 0.02 0.034 0.41 .683 0.001

Maternal TL 0.291 0.08 0.290 3.59

<.001

0.078

Child age -0.0002 0.004 -0.004 -0.05 .957 0.000

Child gender (0 = boy; 1 = girl) 0.054 0.03 0.134 1.70 .090 0.018

Outcome: Offspring telomere length (TL; winsorized and natural log transformed)

Note: r

2

part

 = squared semipartial (or “part”) correlation (individual predictor); CES-D = Center for Epidemiological Studies Depression Scale

a 

Model fit R = 0.329; R

2

 = 0.108; F(7, 189) = 3.28; p = .003

b 

Model fit R = 0.313; R

2 

= 0.098; F(7, 189) = 2.94; p = .006

c 

Model fit R = 0.339; R

2

 = 0.115; F(7, 189) = 3.50; p = .001

d 

Model fit R = 0.343; R

2

 = 0.118; F(7, 146) = 2.79; p = .009


Table S3. The impact of maternal adolescence and lifespan stressors on offspring telomere length without controlling for maternal telomere length.
[image: image3.emf]Variable B Std.  Beta t p

r

2

part

Adolescence stressors

a

Adolescence stressors -0.002 0.003 -0.065 -0.62 .536 0.002

Maternal race (0 = White; 1 = Black) 0.041 0.028 0.101 1.48 .139 0.010

Interaction of adolescence stressors-by-race 0.001 0.003 0.017 0.16 .871 0.0001

Child age -0.002 0.003 -0.047 -0.68 .495 0.002

Child gender (0 = boy; 1 = girl) 0.054 0.028 0.132 1.94 .054 0.017

Lifespan stressors

b

Lifespan stressors  -0.002 0.002 -0.123 -1.03 .304 0.006

Maternal race (0 = White; 1 = Black) 0.047 0.031 0.116 1.50 .135 0.013

Interaction of lifespan stressors-by-race 0.002 0.002 0.108 0.92 .358 0.005

Child age -0.003 0.004 -0.068 -0.87 .386 0.004

Child gender (0 = boy; 1 = girl) 0.061 0.031 0.152 1.98 .050 0.023

Outcome: Offspring telomere length (TL; winsorized and natural log transformed)

Note: r

2

part

 = squared semipartial (or “part”) correlation (individual predictor)

a 

Model fit R = 0.172; R

2

 = 0.030; F(5, 215) = 1.32; p = .258

b 

Model fit R = 0.223; R

2 

= 0.050; F(5, 162) = 1.70; p = .139


