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Authentication Markers for Five Major <i>Panax</i> Species Developed via Comparative Analysis of
Complete Chloroplast Genome Sequences. Journal of Agricultural and Food Chemistry, 2017, 65,
6298-6306.

5.2 55

27 Transcriptome profiling and comparative analysis of Panax ginseng adventitious roots. Journal of
Ginseng Research, 2014, 38, 278-288. 5.7 53

28 Evolution of the Araliaceae family inferred from complete chloroplast genomes and 45S nrDNAs of 10
Panax-related species. Scientific Reports, 2017, 7, 4917. 3.3 53

29 In-depth sequence analysis of the tomato chromosome 12 centromeric region: identification of a large
CAA block and characterization of pericentromere retrotranposons. Chromosoma, 2005, 114, 103-117. 2.2 52

30
Evolution of the large genome in <i>Capsicum annuum</i> occurred through accumulation of
singleâ€•type long terminal repeat retrotransposons and their derivatives. Plant Journal, 2012, 69,
1018-1029.

5.7 51

31 Development of Reproducible EST-derived SSR Markers and Assessment of Genetic Diversity in Panax
ginseng Cultivars and Related Species. Journal of Ginseng Research, 2011, 35, 399-412. 5.7 49

32 Transcriptome sequencing of two parental lines of cabbage (Brassica oleracea L. var. capitata L.) and
construction of an EST-based genetic map. BMC Genomics, 2014, 15, 149. 2.8 46
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