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Abstract: Objective Rehmannia glutinosa is a traditional Chinese medicine with high medicinal and economic value. In this study,
flow cytometry and high-throughput sequencing technology were used to analyze the size and characteristics of R. glutinosa genome
S0 as to provide a basis for the detailed mapping of the whole genome of R. glutinosa in the future. Methods The genome size of R.
glutinosa was estimated by flow cytometry using soybean (Glycine max) and pepper (Capsicum annuum) of known genome size as
controls. Then, high-throughput sequencing technology was used to carry out survey analysis on the genome of R. glutinosa, and
information such as the proportion of repetitive sequences in the whole genome of R. glutinosa, genomic heterozygosity, and GC
content were obtained through bioinformatics analysis. Results According to the results of flow cytometry, the genome size of R.
glutinosa was between soybean and pepper, and it was estimated that the genome size of R. glutinosa was between 2.00 and 2.12 Gb.
Through high-throughput sequencing, 132.79 Gb high-quality data were obtained, with a total sequencing depth of about 66.40%, and
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the genome size of R. glutinosa was estimated to be 2.03 Gb. According to the distribution of Kmer, the proportion of repetitive
sequences, the heterozygosity and the GC content in the whole genome of R. glutinosa were estimated to be 78.48%, 1.93% and
37.27%, respectively. From the perspective of the basic structural features of the genome, the genome of R. glutinosa was a large and

complex genome with high heterozygosity and high repetitiveness. Conclusion In this study, the size and characteristics of R.

glutinosa genome were obtained, which will lay an important foundation for detailed mapping of the whole genome of R. glutinosa

in the future, and also provide a basis for elucidating the biosynthesis and regulatory pathways of active components in R. glutinosa.
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Fig. 1 Peak value image of different species
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Fig. 2 Kmer analysis for estimating genome size of R.
glutinosa
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