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Figure 3: Changes in MRMS metabolic profile of truffles and identification of unknown compounds. A) PCA scores and loading plots of truffle metabolic

Methods profiles based on methanol solvent extraction method over a 2 day period and 1 freeze thaw cycle. B) Box plots distribution showing the intensity of T

metabolite (328.2249 Da) that is double in gleba compared to caps and C) structural elucidation using SmartFomula and isotopic fine structures (IFS) ]
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and white button mushroom). Key: D1 = Day 1; D2 = Day 2; FT =1 freeze thaw cycle; I = Inner i.e. gleba; C = cap i.e. peridio; S = slice
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