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ABSTRACT Experimental

Honey Is a foodstuff which is subjected to various deceitful practices, such as addition of syrups or
mislabelling due to its high price in the market. Many honeys in the market, sold as unifloral, are often -
adulterated with others inferior in quality products, on account of great demand and high production
cost. It i1s widely known that honey obtained from specific plants is strictly associated with unique
organoleptic and/or health beneficial properties [1]. Hence, the evaluation and verification of honey
authenticity is a task of paramount importance for the producers, consumers and regulatory bodies.
Untargeted metabolomics using UPLC-ESI-QTOF MS is a powerful approach for the simultaneously
analysis of many compounds as well as identify new biomarkers which can discriminate the samples - N - N - N
according to their origin. A generic extraction protocol was utilized in order to obtain the whole Reconstitution to Centrifugation 5
metabolic profile of the samples. The developed method was applied to 135 Greek honey samples from 0.2 ml <: Dry near dryness <: min between each
5 different botanical origins. Most of the samples are unifloral while some other are polyfloral. The non- MeOH:H20 (1:1) In N2 stream extraction
target screening approach was performed using Bruker Metaboscape 3.0 software which incorporates L ) L ) L )
sophisticated tools for profiling, statistical analysis and compound identification. New compounds
which differentiate the samples according to botanical and geographical origin were finally identified.
The same samples were deeply investigated by a uniquely developed methodology and screening -
workflow called “AutoSuspect” making use a novel MS-ready database containing hundreds of
thousands of naturally occurring compounds [2], and the results were compared.
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A — v’ Authenticity markers were identified using metaboscape 3.0 for the discrimination of
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11111111

& blossom and thyme honey samples.

v AutoSuspect workflow was successfully implemented for the discrimination of blossom
and thyme honeys. New biomarkers were identified.

v'Chrysin is common in both workflows.
a v'Higher level of identification was reached in metaboscape buckets using AutoSuspect.
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