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EDUCATION: 

1989-1993: Thèse de Doctorat P&M Curie Paris VI: Laboratoire du Prof. J. Garnier 

(INRA Jouy-en-Josas) 

1988-1989: DEA Chimie-Physique  P&M Curie Paris VI: Laboratoire du Prof. J. Garnier 

(INRA Jouy-en-Josas). 

1987-1988: DEA Biophysique  P&M Curie Paris VI:  Laboratoire du Prof. A. Ducruix 

(CNRS Gif-sur-Yvettes) 

PRIX : 

 Bourse de recherche : Association IMABIO- CNRS" (1995) 

 Bourse de recherche : Association Française de la Recherche Thérapeutique" 

(1994) 

 

EXPERIENCES PROFESSIONNELLES: 

Présent: Responsable Projet Bioinformatique – Sup’Biotech Paris 

2006-2008: Consultant – Noveron Sarl & Co. K.G. 

1999-2006: Chercheur Associé – Nerviano Medical Science – (Ex-Pfizer)  

1993-1999:  Chercheur associé: Prof. H. A. Scheraga, Cornell University - Ithaca, N.Y. 

 

 

http://birl.supbiotech.fr/people.html


PUBLICATIONS ET BREVETS 

Trosset J-Y, Knapp S., Dalvit C., Gianelli L., Fasolini M., Veronesi M., Mantegani S., Sundström 

S., Stouten W.P., Moll J. Inhibition of protein-protein interactions: the discovery of drug-like -

catenin/TCF4 inhibitors by combining virtual and biophysical screening. – Proteins Func. 

Gen. and Bioinf. – 64 60-67, (2006). 

Moll J., Knapp S., Dalvit C., Trosset J.Y., Sundström M., Mantegani S., Preparation of 

heterocycles compounds which interact with beta-catenin/TCF-4 binding site. PCT. Int Appl. 

(2003). 

Giordanetto F., Cotesta S., Catana C., Trosset JY., Vulpetti, A., Stouten W.P. , Kroemer R. T., 

Novel scoring functions comprising QXP, SASA and protein side-chains entropy terms. J. 

Chem. Inf. Comp. Sci., 44, p.882-893, (2004). 

Kroemer R.T., Vulpetti A., McDonald J.J., Rohrer D.C., Trosset J-Y., Giordanetto F., Cotesta S., 

McMartin C., Kihlen M., Stouten P. W., Assessment of docking poses: interactions-based 

accuracy classification (IBAC) versus crystal structure deviation. J. Chem. Inf. Comp. Sci., 

44, p.871-881, (2004). 

Menichincheri M., Ballinari D., Bargiotti A., Bonomini L., Ceccarelli W., D’Alessio R., Fretta A., Moll 

J., Polucci, M., Soncini, C., Tibolla, M., Trosset, J-Y., Vanotti, E., Catecholic Flavonoids 

Acting as Telomerase Inhibitors, J. Med Chem., 47, p.6466-6475, (2004). 

Angiolini M., Ballinari D., Bassini D., Fusar D., Bonomini L., Moll J., Trosset J-Y. Preparation of 

Pyridopyrimidinones as telomerase inhibitors. – U.S. Pat. Applic. Publ. (2004).  

M. Fasolini, X. Wu, M. Flocco, J-Y. Trosset, U. Oppermann, S. Knapp, Hotspots in Tcf4 for the 

interaction with -catenin. J. Biol. Chem. (2003), 278, p. 21092-21098. 

L. C. Roisman, J. Piehler, J-Y. Trosset, H. A. Scheraga and G. Schreiber, Structure of the 

interferon-receptor complex determined by distance constraints from double-mutant cycles 

and flexible docking, Proc. Natl. Acad. Sci., 98, pp 13231-13236 (2001). 

Trosset J-Y. and Scheraga H. A., Reaching the Global Minimum in Docking Simulations: A Monte 

Carlo Energy Minimization Approach using Bezier Splines. Proc. Natl. Acad. Sci., 95, pp 

8011-8015 (1998).   

Trosset J-Y. and Scheraga H. A., PRODOCK: a new software package for protein modeling and 

docking. J. of Comp. Chem. 20, 412-427 (1999). 

Trosset J-Y. and H. A. Scheraga, Flexible docking simulation: A Scaled Collective Variable Monte 

Carlo Energy Minimization approach using Bezier splines: Comparison with standard Monte 

Carlo Algorithm. J. of Comp. Chem. 20, 244-252 (1999). 

Maurer M., Trosset J.Y, Lester C., DiBella E., Scheraga H. A. A new General Approach for 

Determining the Solution Structure of a Ligand Weakly Bound to a receptor. Application to 

the complex Thrombin (S195A) - fibrinogen like peptide (1-20). Proteins, Struc. Func. 

Genetics, 34, 29-48, (1999). 

Maurer M., Peng J-L, An S., Trosset J-Y., Henschen-Edman A., and Scheraga H. A. Structural 

Examination of the influence of phosphorylation on the binding of fibrinopeptide A to bovine 

thrombin. Biochemistry, 37, 5888-5902, (1998).  


