
 

 
 
Figure S1. Light intensity, temperature and humidity above the canopy of the tea plants exposed under full light 
(FL), medium light (ML) and low light (LL) intensity at morning, afternoon and late afternoon during sample 
collection time (14 weeks). 
 
 
 
 
 
 



 
 
Figure S2. PCA analysis of Primary Metabolites (A-C) and Secondary metabolites (D-F) captured by GCGC-
TOF/MS & UPLC-Q-TOF/MS in young shoots (A,D), leaves (B,E) and root (C,F)  of Longjing-43 cultivar due 
to light (FL, ML & LL) and P (+P & -P) effects. 
 
 
 
 
 

 
 
Figure S3. Ternary Graph of young shoots exposed to Full light (FL), Medium Light (ML) and Low light (LL) 
under P sufficient (+P) and P deficient (-P) conditions.  
 
 
 



 
Figure S4. Enrichment ratio due to P levels and light regime in leaves and roots. 
 
 

 
 
Figure S5. A single bi–plot for the dataset combines both samples and treatments of leaves to the principal 
components. 
 
 



 

 
Figure S6. qRT–PCR analyzed transcription and transporter gene transcripts normalized (GAPDH and Actin) 
with sample full light with +P. ‘***’ 0.001 ‘**’ 0.01 ‘*’ 0.05 = significant differences, ns = non-significant 
differences, between light and P interaction. 
 
 

 
 
Figure S7. qRT–PCR analyzed primary metabolites pathway gene transcripts normalized (GAPDH and Actin) 
with sample full light with +P. ‘***’ 0.001 ‘**’ 0.01 ‘*’ 0.05 = significant differences, ns = non-significant 
differences, between light and P interaction. 
 



 
 
Figure S8. qRT–PCR analyzed secondary metabolites pathway gene transcripts normalized (GAPDH and Actin) 
with sample full light with +P. ‘***’ 0.001 ‘**’ 0.01 ‘*’ 0.05 = significant differences, ns = non-significant 
differences, between light and P interaction. 
 
 

 
 

Figure S9. Circular representation of correlation between pathways with phosphorus and biomass under different 

light regimes. 


