Genetic diversity analysis of tea (Camellia sinensis (L.) O. Kuntze) germplasm
in Korea genebank
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ABSTRACT

Tea plant (Camellia sinensis (L.) O. Kuntze) has been cultivated widely in many developing Asian,
African, and South American countries, where it is the most widely consumed beverage in the world
next to water. It has critical importance to understand the genetic diversity and population sturcutre
for effective collection, conservation, and utilization of tea germplasm. In this study, 410 tea accessions
collected from South Korea were analyzed using 21 SSR markers. Among 410 tea accessions, 85.4% (310
accessions) accessions were collected from Jeollanam-do. A total of 286 alleles were observed, and the
genetic diversity and evenness were estimated to be averagely 0.79 and 0.61, respectively, across all the
tested samples. Using discriminant analysis of principal components, the four clusters were detected in
410 tea accessions. Among them, cluster 1 showed higher frequency of rare alleles (less than 1%) than
other clusters. Using calculation of the index of association and rbaD value, each cluster showed a clonal
mode of reproduction. The result of AMOVA showed that most of the variation observed was within
populations (99%) rather than among populations (1%). Our results might contribute to provide data

about genetic diversity for the conservation of tea germplasm and for future breeding programs.

Keywords: Camellia sinensis L., Genetic diversity, Plant germplasm, SSR marker, Tea

*(Corresponding author) E-mail: 1kj5214@korea.kr Tel: +82-63-238-4861
“*(Acknowledgement) & ¥+ FEXEH A7 87| A FAIG AP = PJ013557)¢] A o] 9
8 o] S0l AT ofo] ZAEY LT}

2019 FFA-AL B8] At
‘j H

BAN ] AU BAT]



