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Christoph Johann Gstéttner was born on the 25 of January 1993 in Zwiesel, Germany. At
the age of six he went to primary school Bodenmais, followed by the secondary school in
Zwiesel where he graduated in 2011. Following this Christoph studied Biology in Regensburg,
which he finished in 2014 with a bachelor work in the functional characterization of various
RNA Polymerase | mutants. Hereafter he continued with a master in biology focused in
the area of biochemistry. During his master he became more and more acquainted with
proteins, either measuring there activity and stability, producing whole protein complexes
recombinantly or analyzing these by mass spectrometry. The latter he performed during a
internship which he conducted 2016 at Roche in Basel, where he also performed his practical
work for his master thesis on the automation of protein analysis by using multidimensional
LC hyphenated to mass spectrometry. He graduated in 2017 as Master of Science with an
excellent grade. Because of his fascination for biopharmaceutical characterization by mass
spectrometry he got enrolled in a Marie Curie Horizon 2020 PhD consortium, called Analytics
for Biologics (A4B). He performed his PhD research at the Leiden University Medical Center
in the Center for Proteomics and Metabolomics under the supervision of Prof. Dr. Manfred
Wuhrer and Dr. Elena Dominguez Vega. During this time he developed in close collaboration
with industrial partners methods for the structural characterization of antibodies and SARS-
CoV-2 RBDs and developed an approach for the functional characterization of antibodies
and Fc receptors. After his PhD he will continue this line as a postdoctoral researcher at the
CPM in collaboration with Roche Diagnostics in Penzberg.
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