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Sujet de stage :
DNA methylation is essential in mammals. It controls: chromatin assembly; the expression of
imprinted genes; the expression of tissue-specific genes; and the repression of transposable
elements. Abnormalities of DNA methylation are linked to human diseases, such as ICF
syndrome, Prader-Willi and Angelman syndromes, and many cancers. Our team works on the
mechanisms of DNA methylation establishment, maintenance, and functional interpretation.
We are looking for an M2 candidate, either for just a one-year internship, or to continue by a
PhD. We have had 100% success at getting PhD fellowships for our students so far (7 out of 7).
We offer a choice of two projects:
1-Mechanisms of DNA methylation in mouse ES cells
The project aims at identifying factors that are necessary for DNA methylation in mammals. It
uses as a model system mouse ES cells, and a genome-wide CRISPR screening approach.
Previous experience with ES cells, and basic bioinformatic skills are a plus, but are not strictly
required.

2-Mechanisms of abnormal gene repression in cancer cells
This project aims at understanding what causes the abnormal epigenetic repression of genes in
cancer cells, and to determine how this process can be acted on therapeutically. For this
project as well, we are developing a CRISPR screen. Experience with tissue culture, molecular
biology, and bioinformatics, are a plus, but are not strictly required.
The M2 student will be closely supervised by an experienced scientist. We use cutting-edge
techniques including epigenomics, proteomics, CRISPR, and live-cell imaging. We are confident
we offer an excellent chance to learn a lot, working on an exciting project in a stimulating
environment.
Technologies utilisées :
Cell culture, molecular biology, genomics, CRISPR, genetic screens.
Mots clés :
Epigenetics, mammals, DNA methylation
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