Do Transposons Drive Early Y Chromosome Degeneration?
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Transposons play a number of important and diverse roles in genome evolution. Could they also be affecting early stages of Y
degeneration due to the repressive action of the DNA methylation that is supposed to mitigate their accumulation?
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TE-riddled Y chromosomes, are known to degenerate over <
evolutionary time: could this loss of gene function be due

in part to the spreading of DNA methylation?

We sampled a male and female pair in two US
populations of Rumex hastatulus, a species of plant with
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To measure methylation, we performed whole-genome
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copies of themselves at the expense of their host

DNA methylation may have evolved to mitigate TEs
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transcriptome using Bismark (Krueger & Andrews 2011)

Methylation has a trade-off: it can spread to nearby genes, /j ﬂj ‘j‘/‘t j/\ }-
lowering expression and even silencing them \/ Y \/ \/ \/

Silenced alleles may degenerate even to the point of loss | hypothesize that the spreading of DNA

To look at the effects of methylation on expression, we
incorporated expression data from Hough et al. (2014)

methylation after TE invasion has played a

rolein Y chromosome evolution
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of the “X only” genes TEs play in genome evolution, and the

evolutionary relevance of epigenetics
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