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Supplementary Figure S1. HPLC-MS/MS of PC 36:5 from Camelina. PC 36:5 that was
chromatographically separated, from other lipid species with several isotopologues that co-elute
with the same retention time (RT). High resolution MS resolves the different isotopologues as
shown highlighted in gray, MO (838.5604), and yellow, M6 (844.5805), in the MS' scan. MS?
fragmentation reveals unlabeled 18:3 and 18:2 FAs in M0, while different isotopologues of 18:3 and
18:2 FAs are found in the M6 peak of PC 36:5. High resolution at MS? level is also able to resolve 13C-
labeled 18:3 at M2 (279.2240) relative to unlabeled (MO0) 18:2 (279.2330).




A B

Supplementary Figure S2. MSI of PC from a developing Camelina embryo (A) at 0 h of ®C-labeling
and a developing pennycress embryo (B) fed for 120 h in media without a ®C-labeled substrate.
Both a 0 h time point (A) and an unlabeled control (B) are appropriate controls for a *C-MSI
experiment, and both show a lack of B3C incorporation for the imaged PC molecular species. The
signal at 1-['*C] is due to the natural abundance of 3C.
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Supplementary Figure S3. Labeling abundance (%) per carbon of C1-C2 acetyl fragment in
pennycress embryos from siliques fed with 100% uniformly *C-labeled glucose for 120 h. For the
labeling information of plastidic and cytosolic acetyl-CoA, McLafferty fragments of palmitic (C16:0)
and erucic acids (C22:1) were analyzed, respectively, by GC-MS. Each value and error bar represent
average and standard deviation of four biological replicates. The significant difference among
labeling abundances is represented by different letters, and was determined with SPSS using
univariate Turkey HSD (p < 0.05).



