We profiled the anthocyanin and carotenoid metabolites by LC-MS/MS and transcriptome analysis by RNA-seq, to investigate the most different pigments and the underlying regulatory mechanisms of differential expression genes (DEGs) between red and yellow fruits of sweet cherry. 

Anthocyanin genes were negatively correlated between two cultivars, however, carotenoid genes were strongly correlated between two cultivars in this study.
The expression level from qRT-PCR of eleven structual genes were consistent with the transcriptional results.

Our further study was needed to explore more transcript factors involved in pigment biosynthesis in sweet cherry fruits, and further screened for functional validation experiments such as CRISPR/Cas9, overexpression and gene silencing approaches to elucidate their actual roles in color biosynthesis. 
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