(e.qg., phytoplankton, sea ice algae, benthic primary producers). Fatty acids

(FAS)
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CONTEXT & OBIJECTIVES

In Antarctica, benthic primary consumers rely on a variety of food sources

serve as key trophic

biomarkers for food web studies, with
chromatography commonly used to analyze the diversity of FAs In these
consumers. However, the complex FA profiles of species found in Antarctica
can complicate the identification of individual FAs, making accurate dietary

assessments more challenging.

2 Gas Chromatography - Mass Spectrometry (GC-MS)

Abundance

T

ao 7
80 7
70 7
60 7
50 7
40 7
30 7
20 ]
10

RESULTS

1 GC-FID + GC-MS of FAME

29

6

CH100C

9

74

60

83

a0

a7

110

Double bonds position

methyl 9-octadecenoate (9-18:1)

M - 74]*
222

123 152 180

166
235

M- 32]" [5]

264

1 Gas Chromatography -

Saponification &

i ¥
W3O Lice
université '
Université de Bretagne Occidentale

'—EMSQ:B

laboratoire de 3
de l'environnement marin
UBO | CNRS | IRD | Ifrem

4 Freshwater Biology Department, Royal Belgian Institute of Natural Sciences (RBINS)

5 Marine Biology Lab, Université Libre de Bruxelles (ULB), Brussels, Belgium

6 Animal Systematics and Diversity (ASD), FOCUS Research Unit, University of Liege, Belgium

= COOCH
~ COOCH

2 Transmethylation
CHCIl,/MeOH FAME
(21, viv) (Fatty Acid Methyl Ester)

Analysis of 4,4-dimethyloxazoline (DMOX) derivatives
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Fig. 3: A. GC-MS chromatogram zoom on the 18:1n-9 peak for FAME (black line) and DMOX
(180°C — orange line & NaBH_, — blue line). B. DMOX NaBH, 18:1n-9 molecular spectra.
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