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Supplementary Figure 1 Principal component analysis (PCA) and orthogonal

projections to latent structures-discriminant analysis (OPLS-DA) of all samples.
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A: Antifolate resistance

B: Morphine addiction

C: Biosynthesis of plant secondary metabolites
D: Taste transduction

E: Purine metabolism

F: Zeatin biosynthesis

G: Biosynthesis of antibiotics

H: Protein digestion and absorption

I: Biosynthesis of secondary metabolites

J: Microbial metabolism in diverse environments
K: Metabolic pathways
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A: Flavonoid biosynthesis

B: Prolactin signaling pathway

C: Biosynthesis of secondary metabolites

D: Biosynthesis of alkaloids derived from shikimate
pathway

E: Biosynthesis of plant secondary metabolites

F: Metabolic pathways

Supplementary Figure 2 Statistical and KEGG-enrichment analyses of different

metabolites in strawberry receiving white- and red-light treatments. (A) Statistical

analyses of differentially expressed metabolites in positive detection mode. (B)

Statistical analyses of differentially expressed metabolites in negative detection mode.

(C) KEGG enrichment analyses of the differentially expressed metabolites (POS). (D)

KEGG enrichment analyses of the differentially expressed metabolites (NEG).
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C: ABC transporters

D: Flavone and flavonol biosynthesis D: Biosynthesis of secondary metabolites

E: Amoebiasis

F: ABC transporters

G: Biosynthesis of plant secondary metabolites
H: Biosynthesis of secondary metabolites

I: Taste transduction

J: Purine metabolism

K: Aldosterone synthesis and secretion

L: Metabolic pathways

M: Biosynthesis of amino acids

N: Biosynthesis of phenylpropanoids

Supplementary Figure 3 Statistical and KEGG-enrichment analyses of different
metabolites in strawberry receiving white- and blue-light treatments. (A)
Statistical analyses of differentially expressed metabolites in positive detection mode.
(B) Statistical analyses of differentially expressed metabolites in negative detection
mode. (C) KEGG enrichment analyses of the differentially expressed metabolites

(POS). (D) KEGG enrichment analyses of the differentially expressed metabolites

(NEG).
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Supplementary Figure 4 Hierarchical cluster-based heat map of differentially

expressed genes (DEGs) receiving blue and red light treatment.



Supplementary Figure 5 The netwok_plot of DEMs (Positive detection mode) and
DEGs. The grey line indicates negative correlation, red line indicates positive
correlation; ellipse represents DEGs and square represents DEMs. (B) A detailed
diagram of isoquinoline alkaloid biosynthesis. (C) A detailed diagram of tyrosine
metabolism. Enzymes and metabolites with enhanced expression during the blue-light

treatment are shown in red.
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Supplementary Figure 6 Evolutionary analysis of HCT proteins in strawberry.
Phylogenetic and motif analyses of HCT proteins. The phylogenetic tree was
constructed using the full-length HCT protein sequences. The protein motifs are
denoted by different colored rectangles. To distinguish the different motifs, the10 motifs

are indicated by the numbers 1-10.



