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Figure S1  The effect of MeJA treatment on the wax crystal structure of the upper and lower epidermis of alfalfa leaves. Scale bar = 10 μm.

[image: Fig S2]
Figure S2  Metabolome analysis. (A) Total cluster analysis of samples. Horizontal represents sample name, vertical represents metabolite information. Group represents grouping, and different colors are filled with different values obtained after standardizing relative content (red represents high content, green represents low content). (B) Composition of metabolite categories in a circular graph. Each color represents a different category of metabolites, and the size of the color blocks indicates the proportion of that category. (C) Principal component analysis (PCA) of samples. PC1 represents the first principal component, PC2 represents the second principal component, and the percentage represents the explanatory power of the principal component on the dataset; Each point in the figure represents a sample, and samples in the same group are represented by the same color. Group represents grouping.

[image: Fig S3]
Figure S3  Joint analysis of transcriptome and metabolome of each comparative group. The horizontal axis represents the number of DAMs and DEGs enriched in the pathway, and the vertical axis represents the pathway name. Red and green represent metabolome and transcriptome, respectively.

[image: Fig S4]
Figure S4  The expression levels of key genes were verified using qRT-PCR technology.

[image: Fig S5]
Figure S5  The relationship between phenylpropanoid DEGs and transcription factors (TFs). |PCC| ＞ 0.98， DEGs are marked with orange circles and TFs are marked with squares. The solid line indicates a positive correlation between the two, while the dashed line indicates a negative correlation.[image: Fig S6]
[bookmark: _GoBack]Figure S6  Isoflavone glycosylation process. (A) Reaction formula for glycosylation process (daidzein, genistein, and formononetin). (B) Box plots show the relative content of phenylpropanoid pathway metabolites (metabolites involved in the glycosylation process of isoflavones) in alfalfa after CK and MeJA treatments. T-test was used for inter-group statistical analysis. ns represented P > 0.05, * represented P < 0.05, ** represented P < 0.01, and *** represented P < 0.001.
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