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Computational modeling approaches in gonadotropin signaling. Theriogenology, 2016, 86, 22-31. 2.1 5

Unraveling the molecular architecture of a G protein-coupled receptor/i2-arrestin/Erk module complex.
Scientific Reports, 2015, 5, 10760.

Assessing Gonadotropin Receptor Function by Resonance Energy Transfer-Based Assays. Frontiers in 35 75
Endocrinology, 2015, 6, 130. ’

Biased signalling in follicle stimulating hormone action. Molecular and Cellular Endocrinology,
2014, 382, 452-459.

Integrating microRNAs into the complexity of gonadotropin signaling networks. Frontiers in Cell and

Developmental Biology, 2013, 1, 3. 3.7 9

mRNA-Selective Translation Induced by FSH in Primary Sertoli Cells. Molecular Endocrinology, 2012,
26, 669-680.

Competing G proteind€eoupled receptor kinases balance G protein and {2a€errestin signaling. Molecular 79 -
Systems Biology, 2012, 8, 590. )

Community-Wide Assessment of Protein-Interface Modeling Suggests Improvements to Design
Methodology. Journal of Molecular Biology, 2011, 414, 289-302.

Mapping the follicle-stimulating hormone-induced signaling networks. Frontiers in Endocrinology, a5 130
2011, 2, 45. ’

A Collaborative Filtering Approach for Protein-Protein Docking Scoring Functions. PLoS ONE, 2011, 6,
e18541.

Novel pathways in gonadotropin receptor signaling and biased agonism. Reviews in Endocrine and 5.7 59
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