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Supplementary Fig.1 Description of the method applied to estimate epigenetic age acceleration. 
tDNAMet is a targeted DNA methylation clock that includes 6 genomic regions (AIM2, EDARADD, 
ELOVL2, NHLRC1, SIRT7 and TFAP2E) identified by Gensous et al. by analyzing healthy subjects 
with a wide age range (20-80 years), accelerated- and decelerated-aging subjects (Down Syndrome 
and centenarians). Each selected region contains several CpG sites (total number: 70 CpGs) whose 
methylation level is assessed by EpiTYPER technology. We used our data previously generated on a 
cohort of 276 healthy subjects (CTR) and already described in Gensous et al. to generate a model to 
estimate Epigenetic Age. We applied the model to controls (CTR) and to the HSCT cohort to get 
Epigenetic Age for all of the subjects (controls, donors and patients). Then, we performed a linear 
regression analysis between chronological and epigenetic age to get the Predicted methylation age 
that we used to estimate Age Acceleration (AA = Epigenetic Age – Predicted Methylation Age). 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 
Supplementary Fig. 2 Trajectory of individual patient change of AA over time. 
2A Subjects who remained AA- 
2B Subjects who shifted from AA- to AA+ 
2C Subjects who remained AA+ 
2D Subjects who shifted from AA+ to AA- 
 
 

 


