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Where does it hurt (in your
genome)?
Pinpointing genetic variants with
strong phenotypic consequences
is of high relevance to biology and
medicine. Recent and ongoing
work spanning genome language
models, models of aberrant gene
expression, and rare variant
association testing.
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Please register for the talk:
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After the talk we will provide pizza and drinks.

Please contact Andreas Buness (Core Bioinformatics, 
Andreas.Buness@uni-bonn.de) if you would like to 
talk to the speaker before the lecture.
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