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Table S1: The adjusted entry means of the 23 inbreds for the three traits, leaf angle
(LA), plant height (PH) and heading time (HT).
Suppl_Table_S1_AEM_3traits_23_inbreds.csv

Table S2: The information of 192 chemical entries and their relative abundance for

each inbred.
Suppl_Table_S2_192_analytes_information.csv

Table S3: The classification of the 144 metabolites based on their chemical properties.

Metabolites Number
Amino Acids 22
Acids 16
Phosphates 11
Fatty Acids 10

Polyhydroxy Acids 9

N-Compounds 8
Alcohols 4
Sugars 7
Terpene 7
Polyols 4
Phenylpropanoids 2
Sugar Conjugates 1

Unknown 43
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Figure S1: Distribution of heritabilities (H?) for the 144 metabolites. The average (0.62) is indicated

as red vertical line.
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Figure S2: Pearson correlation coefficients calculated between all pairs of adjusted entry means of the

three phenotypic traits.
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Figure S3: Heatmap of correlation coefficients calculated between all pairs of the predicted values of omic datasets for the three traits, leaf angle, plant

tissues (ePAVy, ePAV;, and ePAV(y), and metabolites (M).
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