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Study of non-coding RNAs roles in microsporidian host-parasite interaction.

Non-coding RNAs (nncRNAs) are recognized as major players in the regulation of various cellular processes (Veneziano et al). However, no data is available on these molecules and their potential roles in host / pathogen interactions in microsporidi parasites found throughout the animal kingdom. Indeed, only a minimalist "core" of 15 ncRNAs, playing a role essentially in the spliceosome (snRNA), and various RNA processing processes (snoRNA), have been characterized (Belkorchia et al). The objective of this thesis will therefore be to ensure the characterization of the entire repertoire of non-coding RNAs that can be produced by these parasites during an infection process. To do this, the massive sequencing data of the total RNAs obtained (funding for the emergence project I-SITE CAP20-25) will be used using secondary and /or tertiary structure prediction tools. Subsequently, the distribution and role of these molecules in the host / parasite dialogue will be understood by studying their expression and regulation during the infestation process. The response of expression modulations of non-coding RNA of the host will also be evaluated in order to highlight the specific responses of the host and how the control of the host is performed by the parasite.
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