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Vas pozyvaju na 104. prednasku v rdmci Kuzelovych seminarov:

Andrea Pauli

The Research Institute of Molecular Pathology
Vienna, Austria

FOUND IN TRANSLATION: FROM GENOMICS TO
NOVEL GENE FUNCTIONS

ktora sa uskuto€ni 18. maja 2016 (streda) o 14:00

v miestnosti CH1-222 Prirodovedeckej fakulty UK
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Hostitel: Juraj Gregan, Katedra genetiky PriF UK



Curriculum vitae

2015 - present: Group Leader, Research Institute of Molecular
Pathology (IMP)

2009-2015: Postdoc, Harvard University, Department of Molecular and
Cellular Biology, USA (Laboratory of Alex Schier)

2006-2009: PhD student, Oxford University, UK
(Laboratory of Kim Nasmyth)

2004-2005: PhD student, Research Institute of Molecular Pathology
(IMP), Austria (Laboratories of Kim Nasmyth and Barry Dickson)

2004: M.Sc. in Molecular and Cellular Biology, University of Heidelberg,
Germany (Laboratory of Ed Hurt)

Research Interests

Recent genome-wide analyses have spurred the notion of ‘pervasive
translation’ outside of known protein-coding genes. Some of these
translated regions have been predicted to encode short, conserved
proteins, while others lack signatures of protein conservation and might have regulatory roles. We aim to
identify functions for these newly discovered short translated open reading frames (ORFs) during
embryogenesis by employing genetic, molecular, cellular and genomics approaches in zebrafish embryos.
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Levels of gene annotation. At the most basic level the presence of a gene is indicated by evidence of expression of the locus or by
computational prediction of its locus (top). The next level of annotation is the determination of a transcript’s exon— intron structure,
which is usually followed by the prediction of its coding potential (middle). The ultimate level of annotation is reached by discovering a
gene’s function (bottom). The computational methods (left) and experimental approaches (right) that can be used to reach each level of
gene annotation are outlined (from Pauli et al., 2015).
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