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Abstract: To explore the differences of main metabolites between mature fruits of black raspberry and blackberry, liquid
chromatography-mass spectrometry (LC-MS) was used to compare and analyze. The results showed that there were 1 288 and 971
metabolites with significant differences in positive and negative ion modes, respectively. Through the analysis of Kyoto Encyclope-
dia of Genes and Genomes (KEGG) data platform, it was found that metabolic pathways were the most abundant ( 104 differenti-
ally expressed metabolites ) , followed by secondary biosynthesis (65 differentially expressed metabolites). In addition, flavone
and flavonol biosynthesis was also one of the major metabolic pathways with significant enrichment, including 11 differentially ex-
pressed metabolites. In the anthocyanin biosynthesis pathway, compared with the mature fruit of blackberry, there were six differ-
entially expressed metabolites down-regulated in the mature fruit of black raspberry. The expression level of cyanidin-3-o0-gluco-

side metabolites was up-regulated in the black raspberry. In the isoflavonoid biosynthesis pathway, the relative expression of (S)-

naringenin in blackberry fruit was 3.7 times as much as that
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in black raspberry. The results can provide a theoretical basis
for better understanding the similarities and differences of

metabolites in black raspberry and blackberry fruits, and effi-
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Fig.1 Principal component analysis (PCA) scores of black raspberry and blackberry samples in positive (A) and negative (B) ion modes
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