Differential Analysis of Sequencing Data



Alternative splicing leads to
https://youtu.be/aVgwrOQpYNE changes in the resulting protein’s

3D structure and therefore possibly
its function

Protein & Protein B

We want to detect such
differences on the sequence
level between samples of
different conditionsfe.g.
healthy and sick cells
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What we get:
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Applied Genomics

Making a significant global impact in agriculture,
microbiology, transplant genetics, and forensics

Find Out More
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sequencing (NGS) methods, and find complete
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Find the right sequencer for your ne
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Compare NGS platforms

(https://youtu.be/fCd6B5HRaZ8)



What we do: build the tools to detect
differences
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Visualization of the results:

gedi_viewer
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