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Supplementary material 
 
Supplementary Table S1: Individual sequencing results for PBMC-derived and MBD-

captured methyl-DNA from free-ranging females and under human care. 

Animal_Id Status Batch Raw single 
end reads %GC 

Clean 
single end 

reads 
Mapped 
reads 

Mapping 
efficiency 

[%] 
F_1 Free-ranging 1 22889851 52 22372654 22372654 83.66 
F_2 Free-ranging 1 26349606 54 26216984 26216984 96,08 
F_3 Free-ranging 1 32213939 48 32103436 32103436 95,4 
F_4 Free-ranging 1 20895459 47 20767583 20767583 95,95 
F_5 Free-ranging 1 25034844 56 24631774 24631774 96,78 
F_6 Free-ranging 2 40410591 55 39629442 39629442 98,61 
F_7 Free-ranging 2 44418720 54 43438663 43438663 98,48 
F_8 Free-ranging 2 39272835 55 38211109 38211109 93,04 
C_1 Human care 1 27695035 52 27594177 27594177 95,8 
C_2 Human care 1 32228340 52 32109179 32109179 96,85 
C_3 Human care 1 31035479 52 30948725 30948725 94,73 
C_4 Human care 1 25929318 52 25866751 25866751 96,14 
C_5 Human care 2 69587963 53 69458113 69458113 95,41 
C_6 Human care 2 40415509 54 39625842 39625842 95,95 
C_7 Human care 2 62283749 54 60889584 60889584 97,7 
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Supplementary Table S2: Annotated genes overlapped by DMRs, including their Gene 
Ontology (GO) terms  

 

Genes in bold are of functional interest in a: immune function, b: energy balance, c: homeostasis (ion 
transporter). Gene ontologies (GOterms) are listed in supplementary table S2. 1: DMR overlapping intron 1. 
Genes in bold and underlined have additional biological relevant criteria.  

 


