Developing an integrated high-throughput spectroscopic i 8

strategy for better understanding of food metabolomics =/

1l 1l

Rue_y Leng Loo7; Sama!‘tha Lodge’; Results Figure 2: Changes in IH NMR metabolic profiles of

Berin Boughton'; Melvin Gay?; : . Di - 1 - - - - - truffles was observed in principal component analysis

Heino Hevman3. Christopher Thombpson3 Figure 1: Different type of mushrooms show different 'H NMR metabolite profiles using the same extraction method for regions between a) 0.5
el y ’ ph PSOn®,  _ 3 0ppm; and b) between 3.0 -4.5ppm. (PCA) scores plot.

Elaine Holmes?; Jeremy Nicholson* Color coded to , blue (day 4), red

IMurdoch University, Perth, Australia; B (day 6) and

’Bruker Pty. Ltd., Victoria, Australia; A M = middle i.e. gleba; C = cap i.e. peridio; S = slice

3Bruker Daltonics, Billerica, MA, USA

I Trehalose, glucose,
Citrate Alanine Ile, Val valeric mannitol A =j
- id . ' 3

Introduction - acid | Glyeine X >

The health value of a specific food is | WNWM\MMWMM | -

dependent on the growth and storage White button mushroom . 1 — . | . . :

conditions, as well as the cooking processes. Alanine ‘ _ Mannitol : - S Y

These factors can directly impact various . ~ White button mushroom | o< Y *0€

: : 4-aminobutyrate _ %j,: o | g

bioactive molecules and affect the food MM Threonine Ile, Leu, Val | “‘ .. 20 o

uality and nutritional value. ' Glycine c
Atalty U I | h U, ) &
Borcini Acetic acid T MM SN AY U ! ~ =0
Aims orem Alanine Porcini Glvci |
I ycine .

To develop an integrated high throughput _ ’% _

spectroscopic strategy involving both the MWU&M Threonine : W" j o o

nuclear magnetic resonance spectroscopy qu: w LJ 40 - o pncen

(NMR) and mass spectrometer (MS) for s e s e e D — e e IL“‘MMMMI— ﬁ _WE

phenotyping of fungi (mushrooms). 42 4.0 38 36 34 32 [ppm] . ad ¥

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