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Supplementary Figure S1. Principal component analysis of proteomic 

datasets. Circles in the same color represent datasets from the same sampling 

date. Clustering of duplicate datasets in PCA indicates the two proteomic 

analyses are reproducible.  
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Supplementary Figure S2. Absorption spectra of peaks detected in HPLC 

analysis. Putative assignments of peaks are as follows: 1, 4-keto-γ-carotene; 2, 

echinenone; 3, γ-carotene; 4, β-carotene; 5, 6, 7, and 9, BChl c; 8, BChl d; 10, 

BChl a. 

 

                                                      

                  

                  

                  

                                                      

                  

 

    

  

   

 

      
   

   

   

   

   

   

   

   

   

   

   

   

      
   

   

   

   


