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Table S1. Differentially changed P-contained metabolites affected by P treatments through metabolomics. The 

red number indicates the accumulation of compound was increased by 250P, while the green number shows 

that was decreased. 
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Table S2. Differentially changed lipid metabolites without P affected by P treatments through metabolomics. 
The red number indicates the accumulation of compound was increased by 250P, while the green number shows 

that was decreased. 
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Table S3. Differentially changed carbohydrate metabolites without P affected by P treatments through 

metabolomics. The red number indicates the accumulation of compound was increased by 250P, while the green 

number shows that was decreased. 
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Table S4. Primer sequences.  
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Figure S1. Phylogenetic trees of CsSPXs, CsPHOs and CsPTs. (A) SPXs. (B) PHOs. (C) PTs. At, arabidopsis; Os, 

rice; Gm, soybean. Red triangle indicates the key genes associated with P signal network in tea plant roots 

affected by P treatments. 
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Figure S2. Relative expression of key genes in the roots of tea plants in response to P treatments. Actin was used 

as an internal standard. 0P, 0 μmol·L-1 P; 250P, 250 μmol·L-1 P. Three biological replicates were performed for 

each treatment. Asterisks indicate statistical differences. ns, no statistical differences; *, significant differences at 

0.01 < P ≤ 0.05; **, significant differences at 0.001 < P ≤ 0.01; ***, significant differences at P ≤ 0.001. 

 


