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ABSTRACT 
Genomic and transcriptomic technologies have been extensively utilized in studying ovarian cancers, revealing genomic features among histotypes, prognosis-related molecular subtypes within high-grade serous ovarian cancer (HGSOC) and chemoresistance-associated molecular events. Despite these advancements, the clinical application of these genomic insights remains limited. Several lines of evidence indicate a prominent role for post-transcriptional gene regulation (PTGR) in tumor progression. PTGR is frequently de-regulated in human cancer and is recently emerging as a targetable vulnerability. Accordingly, mutation and/or aberrant expression of multiple regulators of post-transcriptional events – named RNA-binding proteins (RBPs) – contribute to almost every hallmark of cancer. As direct executors of PTGR, RBPs play a pivotal role in comprehensive representations of molecular mechanisms underlying pathological changes.
Recently, we applied a proteomic system-wide approach to identify the RNA-interactome in platinum-sensitive and resistant HGSOC cells, which revealed that there is a significant remodeling of RBP expression and/or activity during the establishment of chemoresistance. Our aim to understand how RBPs function, dissect their regulatory networks, and use this knowledge to identify robust prognostic factors and therapeutic targets.
We are interested in both canonical and non-canonical RBPs – considered as RBPs lacking known RNA binding domains - that are directly or indirectly involved in every aspect of mRNA life cycle. Our expertise include different high-throughput technologies for the study of RBP-RNA interactions as well as PTGR mechanisms (PNK assay, RNA interactome capture, Orthogonal Organic Phase Separation, RNA-seq, RIP-seq, iCLIP-seq, Ribo-Seq, Polysome-Seq, Proteomics).
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