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Antimicrobial Activity of Laurenobiolide
H
» Antibiotic resistance 1 1gnifi A. 20 7 . . . .
tib O.t c resistance is a significant threat O 18 - Figure 1. Multiple bacterial species
to public health E . are sensitive to laurenobiolide. A.
> Novel antimicrobials may be developed > 2 SEPIESSIRATG MIEEs G Cie CHinken
based lecules derived f : : H 2 14 1 assay results, using indicated bacteria. B.
ased on molecules derivea rom plants 6 2 12 4 Quantification of disc diffusion results.
=10 - Error bars represent standard deviation.
oo Laurenobiolide £ g ND indicates no zone of inhibition
Laurenobiolide O é . detected.
> Sesquiterpene lactone AL 3 = 4
<P)
» Isolated from North American tulip tree S 2- N.D
. . . o i i O B *
Liriodendron tulipifera S qureus E. coli F. tularensis . .
.. . S. aureus F. tularensis E. coli
» Used by indigenous tribes as a treatment Bacterial Species
for malaria
» Bioassay-guided approach identified
laurenobiolide as effective against MRSA!
Isolation of Laurenobiolide-Resistant Mutants
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