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Abstract  

 

Japanese plum (Prunus salicina L.) is a fruit tree of the Rosaceae family, which is an 

economically important stone fruit around the world. Currently, Japanese plum breeding 

programs combine traditional breeding and plant physiology strategies with genetic and 

genomic analysis. In order to understand the flavonoid pathway regulation and to develop 

molecular markers associated to the fuit skin color (EST-SSRs), we performed a next 

generation sequencing based on Illumina Hiseq2000 platform. A total of 22.4 GB and 21 GB 

raw data were obtained from ‘Lamoon’ and ‘Angeleno’ respectively, corresponding to 

85,404,726 raw reads to ‘Lamoon’ and 79,781,666 to ‘Angeleno’. A total of 139,775,975 

reads were filtered after removing low-quality reads and trimming the adapter sequences. 

De novo transcriptome assembly was performed using CLC Genome Workbench software 

and a total of 54,584 unique contigs were generated, with an N50 of 1343 base pair (bp) 

and a mean length of 829 bp. This work contributed with a specific Japanese plum skin 

transcriptome, providing two libraries of contrasting fruit skin color phenotype (yellow and 

red) and increasing substantially the GB of raw data available until now for this specie. 


