
 

 
 
 

 
 
 
One of the reasons why pathogenic bacteria are so successful is their ability to survive (and even 
thrive) in hostile environments. To achieve such rapid adaptation, these pathogens remodel their 
transcriptome within minutes of stress imposition. Clearly, transcription factors determine which 
genes are expressed under environmental insults, however, it is becoming increasingly evident 
that a substantial amount of regulation also occurs post-transcriptionally. Post-transcriptional 
regulators, such as non-coding RNAs (ncRNAs) and RNA-binding proteins (RBPs), are now 
recognized as key players in controlling adaptive responses in pathogenic bacteria. By directly 
binding to mRNAs, these molecules can shape gene expression profiles by modulating mRNA 
translation and/or degradation rates. 
 
Research in the Granneman lab focusses on elucidating the role of RBPs and ncRNAs in 
controlling rapid adaptive responses in pathogenic bacteria and yeast. Although a large number 
of RBPs proteins and ncRNAs have been identified, for the vast majority their function remains 
unclear. To fill this gap, we are using state-of-the-art systems biology approaches, such as kinetic 
CRAC (cCRAC), CLASH and quantitative proteomics. Detailed characterization of these post-
transcriptional regulatory systems may uncover new avenues for improving treatment of infections 
and/or reveal new targets for antimicrobial drug development. 
 
The lab has two MRC-funded full-time post-doctoral positions available to work on post-
transcriptional regulation in MRSA (Methicillin Resistant Staphylococcus aureus). 
 
Researchers with experience in next generation sequencing technologies or quantitative mass-
spectrometry are particularly encouraged to apply.  
 
To learn more about the projects and how to apply, please go to the University of Edinburgh 
vacancies website: https://www.vacancies.ed.ac.uk; Vacancy Refs: 042618 and 042619 
 
For informal inquiries, please contact Sander Granneman (sgrannem@ed.ac.uk) 
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