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Streptomycetes became one of the most relevant genera for pharmaceutical research since 1943, when Albert Schatz
isolated Streptomycin for the first time'. Nowadays, over 60% of all known antibiotics are produced by these |
bacteria®. An overwhelming amount of data concerning streptomycetes has been produced in the past 70
yvears, but it has never been offered in a centralized and ireely-accessible database until the publication of the
first version of StreptomeDB in January 20132. Since that date, we could increase the initial size of our database
by several hundred compounds. In addition, we have included several new fteatures such as the integration of

gENOomic ana pnyiogenetic ddid, an advanced scatfold-based search Systein, and a comprehensive Hierature
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collection with specialized search options.
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We have integrated a comprehensive Chemical scaffolds play a major role in com-
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StreptomeDB comprises an extensive colliection of data related to streptomycetes, with a focus on natural compounas.
The presented upgrades will allow an advanced exploration of the chemical diversity of compounds produced by
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streptomycetes and a deeper understanding of their evoiutionary background.
[1] Schatz, A.; Bugle, E.;Waksman, S. A. Exp. Biol. Med. 1944, 55, 66-69.
[2] Lucas, X.; Senger, C.; Erxleben, A.; Gruning, B. A.; Doring, K.; Mosch, J.;

D I Flemming, S.; Glnther, S. Nucleic Acids Res. 2013, D1130-D1136.

LIS 45 [3] Shelat, A.; Guy K. Nat. Chem. Biol. 2007, 3, 442-446




