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Thomas Sicheritz-Pontén, Professor, M.Sc., fil.dr is heading the Metagenomics group at the
Center for Biological Sequence Analysis (CBS) at Department of Systems Biology. He has a
background in Bioinformatics and Molecular Evolution from Uppsala University, Sweden and
has been working in the genome/metagenome sequencing field for over 15 years, starting
1996 when he built the bioinformatics infrastructure for the first published Scandinavian
genome project. His primary interests are microbial genome analysis, metagenomics, antique
systems biology, marine biotechnology, machine learning approaches and the detection and
study of lateral gene transfers. TSP has co-authored 93 peer-reviewed papers - of which 12 are
published in Nature and Science (5 as cover stories) and he is also co-author of the institute’s
most cited paper for both 2010 and 2005. He has currently an H-factor of 32 with in total
13,701 citations with an average of 147 citations per publication and is involved in several
national and international research projects.

Metagenomics utilises a huge genetic reservoir of non-culturable organisms as a resource for
biotechnological and medical products and processes. TSP collects different samples from all
over the world and develops new tools that will address many of the unique challenges of
microbial and antique systems biology. One major activity is the study of the human
microbiome where his group is studying the gut and oral microbiome in relation to human
health. He uses both metagenomic and metatranscriptomic analyisis to relate the microbial
communities and the host metadata and genome to various diseases and phenotypes. Mining
of industrially relevant enzymes for bulk production and for pathway engineering is also high
on the agenda in collaboration with industrial and academic centers of excellence.
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Middle Pleistocene horse”, Nature. 2013 July

Le Chatelier et al “Richness of human gut microbial communities correlates with metabolic
markers” accepted in Nature 26 July 2013
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A Wesolowska, et al. "Cost-effective multiplexing before capture allows screening of

25 000 clinically relevant SNPs in childhood acute lymphoblastic leukemia.,” Leukemia,
Jun. 2011.

M. Arumugam et al “Enterotypes of the human gut microbiome” Nature 2011

J. Qin et al. "A human gut microbial gene catalogue established by metagenomic
sequencing.,” Nature, Mar. 2010.
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