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Abstract: We reviewed the recent progress in the field of melon breeding technologies and methods with focuses on the
research progress in the second and third generation of genome sequencing, transcriptomics, proteomics and
metabolomics research methods, important trait discovery and foreground selection, DNA fingerprinting and background
selection, genetic transformation, gene editing system and other genetic engineering technologies, doubled haploid
breeding and other cell engineering technologies in melon. Finally, the research work on melon breeding technologies and
methods in China was prospected. We hope to provide reference for melon breeders.
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