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Computational
biomedicine at the
forefront of epigenomics
The advent of new genetics technologies has exploded in the last decade. Since the unravelling of the
human genome project in 2003, and with recent discoveries in the field of epigenetics, we are starting to
understand not only how and when genes are expressed, but which post-translational modifications are
important in disease, and how we can manipulate them therapeutically. Professor Christopher E Mason
has developed new technologies to catalog genetic and epigenetic changes caused by everything from
cancers to novel viruses, and these tools have proven invaluable during the COVID-19 pandemic.
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To find out more about Tecan’s
DreamPrep NAP workstation,
go to www.tecan.com/
dreamprep-nap-workstation
For general information on nucleic
acid purification visit
www.tecan.com/nap
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To learn more about the MetaSUB
consortium, visit
www.metasub.org
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