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Aim of our study®(

A quick brief before we begin... X
‘ Sideritis herba (lronwort) )

Aerial parts of 4 species (S. scardica,
, S. syriaca).

‘ Traditional use (HMPC¥*) )

Relieve coughs (colds) & mild Gl discomfort
(infusions/decoctions).

‘ Knowledge Gap )

Despite many studies, phytochemistry is incomplete

to:

(V) Distinguish the 4 Sideritis species
(¥J Rank their characteristic metabolites

Prioritize potentially novel & bioactive
compounds

o/w- By using multivariate statistics

& molecular networking

» Need for untargeted metabolomics
+ dereplication to expolore chemical diversity.

*HMPC = Committee on Herbal Medicinal Products (European Medicines Agency)
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