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Supplementary Figure 1: LC-MS analyses of methanol extracts from H splendidum. (A) A typical
mass chromatogram of the extracts, infographically displaying the complexity of the extracts in terms
of peak population and intensities, which point to a complex mixture of metabolites with wide range
of polarities. (B) Examples of annotated metabolites and their spectra.
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Supplementary Figure 2: Feature-based Molecular Network of Helichrysum splendidum. The
nodes in the network represent different chemical features, while the edges represent the similarities
between the features. The figure highlights different metabolites classes that were annotated, such as
flavonoids and terpenoids.

Supplementary Table 1: Docking scores and glide energy of Helichrysum splendidum
compounds with CNNB1 and CDK?2 targets

Compound Binding Affinity - Binding Affinity - rmsd/ub rmsd/lb
CCNB1 CDK2

Oleanolic acid -89 -8.9 0 0

Luteolin -7.2 -7.3 0 0

Rutin -7.5 -7.5 0 0

Isorhamnetin -7.8 -8.9 0 0




