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Postdoctoral position 
to study polyploidization and outbreeding mechanisms in yeast 

 
A postdoctoral position is available in the Biology of Genome team headed by Gilles 
Fischer at Sorbonne Université in Paris, France. The Fischer team is located in a highly 
multidisciplinary environment in the Laboratory of Computational and Quantitative 
Biology (LCQB) at the Institut de Biologie Paris Seine (IBPS). 
 
The selected candidate will work on projects aimed at understanding the unexpectedly 
high levels of heterozygosity and polyploidy in Saccharomyces cerevisiae, as revealed 
by recent large population genomics data [DOI: 10.1002/yea.3533]. These include 
both experimental works aimed at determining how unprogrammed mating type 
switching, heterothallism, spore viability, cell–cell fusion and dioecy could play key and 
uncharted contributions to generate and maintain heterozygosity through 
polyploidization during the life cycle and bioinformatics analyses of genome 
sequences. 
 
The position is funded for two years. The candidate is expected to have a PhD in 
biology and a solid background in genetics and molecular biology with at least basic 
skills in bioinformatics and statistics.  A work experience with S. cerevisiae will be 
appreciated. The candidate must be proficient in English. 
 
The application package (1 single PDF file) should include a motivation letter 
demonstrating the interest of the candidate for the position and the candidate’s ability 
to perform this type of research, a CV and the contact information of two people who 
can provide letters of reference. The file should be sent to gilles.fischer@sorbonne-
universite.fr 
  
The starting date could be as early as January 2022. The position will remain open 
until a candidate is selected. 
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