Methylation landscape in the genome of higher plastof
agronomical interest

In eukaryotic cells the methylation of cytosineDNA is an essential ggejie Jaiigot1
mechanism which is implied in the dynamic organaatof the Thierry Beulé1
genome structure, in relation to genes expressitlant genomes Alain Rivall
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contain a significant proportion and variable adaey to the species, ganck rignolas?
of sequences which are likely to be methylatedrduthe life of the Emeline Teyssier3
plant. It is known that the establishment and thaintenance of Philippe Gallusci3
methylation profiles in both genomic areas and igesequences ; cirap, UMR DIAPC
constitute a crucial mediator in the modulationgehes expression Montpellier
during development. Recent studies have eviderteihiplication of gb?ﬂfgi;m’&sgi%eogfxans
epimutations in the adaptation of plants to thenvienment
particularly in response to biotic and abiotic sté&s. Recently, the
complete mapping of methylation in the genomes o&bidopsis Estelle Jaligot
thaliana and rice provided invaluable informatiam tbe distribution crap’ UMR DIAPC
of methylation within genes in relation to theipeassion. The impact Centre IRD, BP64501
of changes in the methylation profiles on the cti@rs of agronomic E;gﬁgg“ Montpellier Cedex5,
importance has not been intensively studied yegreds this question
takes a considerable importance in the contexinomhereasing food estelle.jaligot@cirad.fr
demand and foreseen global climate changes. The
METHYLANDSCAPE project proposes to isolate genonidNA
sequences on the basis of their degree of metbglaind to connect
the variation of their methylation profiles withn dhe one hand, the
expression of the corresponding genes and, on tther diand, with
environmental or developmental processes. Thgsoitild be possible
to identify genes which expression is differengiallontrolled by
methylation during development and/or in situatioih stress, and
likely to have an influence on the agronomic vatdighe plant. The
METHYLANDSCAPE partners thus propose to bring sigation
advances in plant genomics on four original spedmsintegrating
DNA methylation mapping and the relationship bemvepigenome
and transcriptome, up to the generation of metlopagensitive
markers linked with characters of agronomic imparta
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