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Summary of academic interest:

Monti’s research centers on the development and application of computational approaches for the
dissection and characterization of the molecular machinery of human malignancies and their response to
environmental insults. This multidisciplinary effort relies on the generation, analysis, and integration of
high-throughput genomic data, and it is aimed at the identification of novel therapeutic targets and the
development of diagnostic and prognostic biomarkers.

Monti’s lab is involved in several projects, with collaborators in the School of Medicine, the School of
Public Health, Harvard Medical School, and the Broad Institute. These projects include:

e < Development of gene expression-basedclinicalclassifiers for prognosis and clinical trial
patientstratification.

e = Molecularcharacterization of lymphomamalignancies: genome, transcriptome, epi-genome, and
their cross-talk.

e < Molecularcharacterization of the transcriptionalprogram in lungcancerbased on high-throughput
RNA-sequencing.

e = Computationalgenomicmodels of environmental and chemicalcarcinogenesis.
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