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Iam a postdoctoral researcher working on the improvement
of phage therapy, applying synthetic biologicaland genome
engineering techniques, as the senior of a group of talented
individuals. | am involved in projects investigating and
altering the interactions between phages and the human
body, the gut and the blood-brain barrier in particular.
Furthermore, | regularly carry out phage hunts upon
request and already isolated and provided therapeutically
applicable phages to hospitals in Switzerland, Portugal and
the United Kingdom.

TECHNIQUES AVAILABLE IN THE LAB

« Basic and advanced molecular biological techniques

« Routine handling of MDR pathogenic bacteria

- Bioinformatics (Processing and characterizing sequencing
data, coding etc.)

« Phageisolation, characterization, genetic analysis

« Handling of mammalian cell cultures

+ Advanced genome engineering skills:

« Phage engineering: display techniques, mutagenesis,
recombineering, construction of transducing particles
etc.

« CRISPR/Cas9 and derivative methods e.g. pEvolvR, dCas9

+  MAGE-based applications: pPORTMAGE, DIVERGE
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