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Supplementary Figure 1. Clustering of the fifty-two hemp seed accessions based on the similarities of their metabolic fingerprints detected by LC-MS in negative ion mode. (A) PCA scores plot showing accessions CAN48, CAN58 and CAN37 as outliers; (B) Scree plot and the percentage of variance explained by the first 10 components; (C) HCAbp showing the metabolic clustering of the 52 hemp seed accessions.
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Supplementary Figure 2. Feature Based Molecular Networking (FBMN) of LC-MS data in the negative ionization mode. 
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