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Supplemental Figure SI1. Molecular structures of phorbol esters (PEs) found in Jatropha curcas L (adopted from Haas et al. 2002). (A) The common
diterpene, 12-deoxy-16-hydroxyphorbol. (B-F) The acid moiety of C1 (B), C2 (C), C3 (E), C4 and C5 (D), and C6 (F).
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Supplemental Figure S3. The m/z 711 mass chromatograms of the seed kernel extracts of NBF-25 (upper panel) and NBF-7 (middle panel). The
vertical and horizontal axes represented the signal intensities and retention time, respectively. Black boxes in upper panel overlapped with peaks on
PDA chromatogram (279.5 to 280.5 nm), which are shown in Figure 1G.
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Supplemental Figure S4. Mass chromatograms of the accession-specific metabolites. The vertical and horizontal axes represented the signal
intensities and retention times, respectively. For the m/z information of each peak, please see Table 1.



