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Nature “the human genome” Feb 2001

Analysiz | 15February 2001
Mining the draft human genome

Ewan Birney, Alex Baternan [...] &TimJ. Hubbard

“In this issue, ..., nine data-mining papers that
interrogate the genome ...”

Genome Mining

Gename mining invalves the identification of previously uncharacterized natural preduct

biasynthetic gene clusters within the genomes of sequenced arganisms, sequence analysis of the

enzymes encoded by these gene clusters, and the experimental identification of the products of

the gene clusters.
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RiPP: ribosomally synthesized and
oost-translationally modified peptides
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1. coelichelin; 3. ustiloxin B; 4. a-amanitin; 5. asperipin-2a; 6. phomopsin A; 7. lyciumin A;
8. epichloécyclin
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Epimetabolite ... non- New class of lipids ...
mainstream metabolites
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with biological activities
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Comparative Metabolome Analysis

Tsugawa et al. Nat Methods 2019
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Solanum tuberosum Arabidopsis thaliana
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Open Accezs f Perspective

Systems Biology and Multi-Omics Integration:
Viewpoints from the Metabolomics Research
Community

by Farhana R. Pinu 7" B0 David J. Beale 2 &, Amy M. Paten Z 2, Konstantinos Kouremenos 5,
Sanjay Swarup °, Horst J. Schirra © 2 and David Wishart 29
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