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Figure S1. Body mass of male descendants of females exposed to POPs, relative to the control 
group. 

 (A) F1 and F3 progeny; (B) F3 progeny for up to 1 year; light grey = control group; dark grey = exposed 
group. 
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Figure S2. Exposure of females to POPs, effects on fertility parameters in the male descendants 

 A) Body-mass corrected testis wet mass; B) Body-mass adjusted seminal vesicle mass; Values are means 
with s.e.m. from a parametric paired t-test; “-” is unexposed, “+” is exposed; n = 15 animals per treatment 
per generation (*P < 0.05) 
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Figure S3. Pyro-sequencing validation of RRBS data in the Tbx2 gene 

Pyrosequencing after bisulphite conversion shows the methylation levels of 5 CpG regions located in the 
Tbx2 gene in F1 (A), F2 (B) and F3 (C) descendants of Sprague Dawley F0 female rats exposed (+) or or 
not (-) to POPs. Standard error of the mean was calculated within generations (unexposed vs. exposed 
group) using a parametric paired t-test. *P < 0.05, **p < 0.01, ***P < 0.001. 
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Figure S4. Pyro-sequencing validation of RRBS data in the Rapsn gene 

Pyrosequencing after bisulphite conversion shows the methylation levels of 5 CpG regions located in the 
Tbx2 gene in F1 (A), F2 (B) and F3 (C) descendants of Sprague Dawley F0 female rats exposed (+) or or 
not (-) to POPs. Standard error of the mean was calculated within generations (unexposed vs. exposed 
group) using a parametric paired t-test. *P < 0.05, **P < 0.01, ***P < 0.001. 
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Figure S5. Principal component analysis of methylation values 

Principal component analysis of CpG site methylation values for unexposed (square, n = 18) and exposed 
(circle, n = 18) Sprague Dawley rat male to POPs via F0 females. All data were normalized and PCA was 
performed using methylKit version 0.9.4. Shown are the first and second principal components 
accounting for the most variance in the normalized dataset. 
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Figure S6. The percentage of hypo-methylated sites in intronic regions is greater in 
intergenerational transmission.  

A) Venn diagrams of hyper-methylated site (top) and hypo-methylated site (bottom) distribution 
throughout the genome in F1, F2 or both generations. B) Methylated sites in intergenic regions (left) or 
intronic regions (right). “Overall” represents the average from all Venn diagrams without F1 and F2 
hypo-methylated sites. 
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Figure S7. The percentage of hyper-methylated sites in intronic regions is greater in trans-
generational transmission.  

A) Venn diagrams of hyper-methylated site (top) and hypo-methylated site (bottom) distribution 
throughout the genome in F1, F2, F3 or all three generations. B) Methylated sites in intergenic regions 
(left) or intronic regions (right). “Overall” represents the average from all Venn diagrams without F1, F2 
and F3 hypo-methylated sites. 
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Table S1. Composition of the mixture of persistent organic pollutant (POP) compounds used in this 
study. 
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Table S2. Growth and fertility parameters of the F0 founder females (n=4).  
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Table S3. Development of ovarian follicles in F0 founder females and their F1 offspring. 
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Table S4. Sub-fertility of sperm of descendants of F0 founders exposed to POPs (n=15). 
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Table S5. Sperm chromatin stability assay and DNA/protein composition 
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Table S6. Differentially methylated Dnmt genes in F1, F2 and F3 generations of male Sprague 
Dawley rats after F0 maternal exposure to persistent organic pollutants 
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Table S7. Biological processes associated with genes found differentially methylated in sperm cells 
of F1 progeny of female rats exposed to persistent organic pollutants. 

 

  



Maurice et al. Supplementary data, Table S8 

Table S8. Human diseases corresponding to genes found differentially methylated in sperm cells of 
F1 offspring of females rats exposed to persistent organic pollutants. 
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Table S9. Biological processes associated with genes found differentially methylated in sperm cells 
of F2 progeny of female rats exposed to persistent organic pollutants 
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Table S10. Human diseases corresponding to genes found differentially methylated in sperm cells of 
F2 offspring of females rats exposed to persistent organic pollutants. 
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Table S11. Biological processes associated with genes found differentially methylated in sperm cells 
of F3 progeny of female rats exposed to persistent organic pollutants. 
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Table S12. Human diseases corresponding to genes found differentially methylated in sperm cells of 
F2 offspring of females rats exposed to persistent organic pollutants. 
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Table S13. Differentially methylated genes conserved in sperm cells of both F1 and F2 progeny of 
female rats exposed to persistent organic pollutants. 
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Table S14. Human diseases corresponding to genes found methylated differentially in sperm cells of 
both F1 and F2 progeny of female rats exposed to persistent organic pollutants 
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Table S15. Biological processes associated with genes found methylated differentially in sperm cells 
of F1, F2 and F3 progeny of female rats exposed to persistent organic pollutants 
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Table S16. Human diseases corresponding to genes found differentially methylated in sperm cells of 
F1, F2 and F3 progeny of female rats exposed to persistent organic pollutants 
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Table S17. Genes with brain-specific expression found differentially methylated in sperm cells of 
descendants of female Sprague Dawley rats exposed to POPs 
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Table S18: The quality of sequenced reads for each sample (on library per sample). 
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Table S19: The quality of alignment for each sample (one library per sample). 
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Table S20: Statistics related to the coverage of the CpG sites identified in each sample. 

 


