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Teaching Experience  

A long standing teaching activity in the field of Genetics, Plant Genetics, Plant Breeding, Plant 

Genomics, including both introductory and advanced courses.  

Research activity 

Prof. M. Enrico Pè research activity involves two major areas, each represented by 

complementary research lines. 

Genetic basis of complex traits in cereals 
1. Studies on the genetic control of yield and yield components in cereals 

2. Applying genetics and genomics for the analysis of genome structure in cereals and the 

dissection of complex traits in mendelian factors 

3. Genetic and molecular analysis of heterosis in maize 

4. Characterization and exploitation of genetic resources in cereals and in orphan crops 

Structural and functional characterization of non-coding RNAs 
1. Structural and functional characterization of microRNAs and other non-coding RNAs 

2. The role of non-coding RNAs in plant response to drought 
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