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Supplementary Figure S4. Gene-metabolite integrated analysis pathway diagram
of phenylpropanoid biosynthesis. (A) Yangmai 18. (B) Yannong 19. The red boxes
represent genes that are up regulated, the green boxes represent genes that are down
regulated, and the blue boxes represent genes that are partially up regulated and
partially down regulated. The red circles represent metabolites that are up regulated.

The green circles represent metabolites that are down regulated.



