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Numerous studies have postulated that, beyond genetics, other forms of information
are transmitted across generations
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Evaluate the contribution of epigenetics to
phenotypic variability, the transmissibility of
environmental effects, and the improvement of
selection.
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BW1 ?

Transmissibility model applied to BW1

Parameter Transmissibility
model
h? 0.34%0.05
Wy 0.49+0.05 We can’t reject the hypothesis of purely
o, 0.51+0.05 genetic inheritance




Is there vertical transmission of the = GERONSM9Y
effects of genistein on BW1? "

Transmissibility model with environment applied to BW1

Parameter Transmissibility Transmissibility model
model with environment
h? 0.34%0.05 0.36+0.05
W4 0.49+0.05 0.50+0.05
Ws 0.51+0.05 0.50+0.05 —
There is a significant transgenerational
p - 0.44+0.27 —> . C L.
transmission of genistein effects
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Data filtering
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RRBS == 108,390 CpG sites
1266 animals
Methylation imputation

parameter mean Cl
hz 0.27 [0.17,0.40
Wg 0.42 0.29, 0.56]
ay 0.48  [0.31,0.65]
p 0.27 [0, 0.88]

mp Similarity matrix I’  wmp
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Pseudo phenotypes

Linear kernel y~N(0, F)l O 200 times
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We did not highlight that DNA methylation is the
vector of transgenerational transmission of genistein
effects




s

. L -
f\/,@’§ What is the relative importance of GERON_,\/I‘v"r@\;g
genetic and epigenetic factors in the
variability of BW1?
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Predictive ability

What is the benefit of including

epigenetic information for selection ?

BW_1W

DNA methylation information does not
Improve significantly predictive ability of
transmissible potentials
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»The effect of genistein on BW 1 week is transmitted across generations
» DNA methylation explains ~40% of phenotypic variance of BW 1 week

» But DNA methylation is not the vector of transmission of genistein effect across
generations and we can not reject the hypothesis of its purely genetic inheritance

»Including DNA methylation in evaluation model does not improve predictive
ability of transmissible potentials
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