SuEElementarz Table 3. Metabolic Eathwax enrichment scores (PES) for discriminating metabolites between rice bran varieties
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Chemical Metabolic Pathway
class
Aromatic amino acid metabolism 1.0 1.0 10 1.0 248 1.0 10 10 10 17 1.0 10 1.0 1.0 1.0 1.0 24
(PEP derived)
Aspartate family (OAA derived) 10 10 10 10 10 1.6 1.0 1.2 39 11 10 10 10 1.5 1.0 1.0 1.0
Amino acid Glutamate family (alpha- 1.0 10 69 10 1.0 1.0 1.0 1.0 09 21 10 10 1.0 1.0 1.0 1.0 1.0
ketoglutarate derived)
Serine family (phosphoglycerate 1.0 1.0 1.0 1.0 1.0 1.0 1.0 60 1.0 29 10 10 1.0 1.0 1.0 1.0 1.0
derived)
Carbohvdrate Amino sugar and nucleotide sugar 2.9 1.0 1.0 1.0 1.0 203 10 10 10 07 10 1.0 1.0 1.0 1.0 1.0 1.0
y TCA cycle 1.0 1.0 1.0 1.0 1.0 1.0 10 1.0 1.0 99 74 10 10 6.8 1.0 1.0 1.2
Cofactors & . 1.0 10 1.0 1.0 1.0 1.0 1.0 96 10 10 10 1.0 1.0 1.0 1.0 1.0 1.0
. . Tocopherol metabolism
vitamins
Free fatty acid 1.0 1.0 1.0 1.0 1.0 1.0 10 1.0 25 10 10 31 1.0 1.0 1.0 1.0 1.0
Glycerolipids (diacyl) 1.0 1.0 1.0 1.0 1.0 1.0 1.0 1.0 1.2 1.0 1.0 12.8 4.1 1.0 1.0 1.0 2.1
Lipid Glycerolipids (monoacyl) 10 10 10 10 1.0 1.0 1.0 1.0 36 1.0 10 57 1.0 1.0 1.0 1.0 1.0
1pics Lyso-phospholipids 1.0 10 10 10 1.0 1.0 1.0 1.0 10 10 10 1.0 1.0 1.0 1.0 1.0 3.6
Oxylipins 1.0 10 10 10 1.0 1.0 1.0 1.0 10 1.0 10 6.5 1.0 1.0 1.0 1.0 1.0
Phospholipid Metabolism 1.0 10 1.0 1.0 1.0 1.0 1.0 1.0 10 46 10 10 1.0 1.0 1.0 1.0 1.0
Nucleotide Purine metabolism 1.0 1.0 1.0 1.0 10 1.1 1.0 1.0 10 1.0 10 14 1.0 1.0 1.0 1.0 2.7
Secondary . 1.0 10 1.0 10 1.0 3.2 10 1.0 10 10 10 1.0 1.0 1.0 1.0 1.0 43
. Benzenoids
metabolism

PES greater or less than 1.0 is notable (bolded) and it indicates that the metabolic pathway contains at least 1 metabolite with significant Z-score (Z-score > [2.0]), i.e., level
of expression for that metabolite is different from the rest of cultivars for the same metabolites across the metabolic pathway.



