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Translation contributes to the hallmarks of cancer
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Dysregulation of translation in cancer
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rRNA methylation modulates translation
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Objectives and hypotheses of PAIR Sein program

v Role of ribosome alterations in early stage of mammary tumorigenesis ?
v Use of ribosome alterations as biomarkers of prognosis at early diagnosis ?



rart 1 | Alterations of ribosome composition and
translation in EMT
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rart1 | A translational reprogramming occurs in EMT
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rart1 | The composition of the translational
machinery is changed in EMT
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rart2 | Prognostic values of ribosome biogenesis
factors in breast cancer diagnosed at early stages
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rart2 | FBL and NCL are independent markers of poor
prognosis in early breast cancer
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rart2 | Decreased expression of FBL contributes to
spontaneous tumorigenesis in vivo
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Conclusions

novel ribosome-associated concepts in early

breast cancer tumorigenesis
*  Translational reprogramming and alterations of ribosome composition in EMT

*  Reduction of ribosome biogenesis contributes in mammary tumorigenesis

ribosome as biomarker

*  FBLand NCL are pronostic markers
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Perspectives

* Role of ribosome in EMT (ARC, LNCC)

* Alterations and role of rRNA methylation in
breast cancer (MARACAS: ARC 2017, PLBio
2019; ACTIMETH: ANR 2019)

* Use of rRNA methylation as biomarker of
EMT (EMT-Concept: PRT-K 2017)
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Initiate a long-term research program
on ribosome and EMT

Set aside strong collaborations with
clinicians
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9 publications
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=20 invited presentations
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Difficulties

*  Pursue the program as an integrated
one (basic and translational research)
due to the lack of equivalent funding

» Separation of research into different
sub-projects

basic

% 3

clinic .
Perspectives
* Role of ribosome in EMT (ARC, LNCC)
Alterations and role of rRNA methylation in
breast cancer (MARACAS: ARC 2017, PLBio
2019; ACTIMETH: ANR 2019)
Use of rRNA methylation as biomarker of
EMT (EMT-Concept: PRT-K 2017)
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