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Abstract: [ Objective] Genetic diversity and structure of the tea germplasms in Yunxiao were studied to facilitate the
collection and utilization of the natural resource. [ Method] SNP molecular marker was used to analyze the genetic
relationship and diversity of 61 varieties of Camellia sinensis in Yunxiao, Fujian. [ Result] The mean polymorphism
information index, observed and expected heterozygosity, fixed index, and minor allele frequency of the SNP marker were
determined to be 0.415, 0.309, 0.260, —0.072, and 0.197, respectively. Sixty-six high quality loci that could effectively and
accurately identify the genetic relationship of tea plants were obtained. The genetic distance of 6 populations ranged from 0.150
to 0.926. The DNA fingerprints of the germplasms were constructed. The principal coordinates analyses and cluster analyses
showed the component distribution to be relatively close within a population and the exchanges among the groups evident. Of

the varieties, Xiaomaoshan was the richest in genetic diversity. [ Conclusion] The genetic diversity of tea germplasms in
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Yunxiao was vast with populations of high geographic differentiation and in-between group exchanges. The SNP molecular

marker-based technology was proven applicable for identifying the germplasms benefitting the utilization of local tea resource

for selection and breeding.

Key words: Yunxiao; tea plant; germplasm resources; genetic diversity; SNP
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frml (FESRH WA WBRAE FUEHEE REAREEMR

Locus 1 Ho He F MAF
csl 0414 0.226 0.248 0.090 0.145
csll5  0.685 0.548 0.492 -0.115 0.435
csl5 0.467 0.226 0.292 0.226 0.177
cs201 0.143 0.065 0.062 -0.033 0.052
cs217  0.114 0.048 0.047 —-0.025 0.054
cs3 0.428 0.242 0.259 0.068 0.153
cs40 0.524 0.435 0.341 -0.278 0.218
cs5 0.674 0.226 0.481 0.531 0.403
cs68 0.280 0.161 0.148 —-0.088 0.081
cs84 0318 0.065 0.175 0.631 0.097
cs10 0.685 0.871 0.492 -0.771 0.435
cs202  0.659 0.452 0.467 0.032 0.371
cs218  0.239 0.129 0.121 —0.069 0.065
cs30 0.260 0.113 0.135 0.161 0.073
cs51 0.385 0.161 0.225 0.282 0.129
cs7 0.143 0.065 0.062 —-0.033 0.052
csl04  0.318 0.161 0.175 0.077 0.097
csl17  0.300 0.177 0.162 —-0.097 0.089
cs131 0.579 0.306 0.391 0.215 0.266
cs207  0.083 0.032 0.032 -0.016 0.056
cs219  0.428 0.177 0.259 0.316 0.153
cs31 0.280 0.161 0.148 —0.088 0.081
csd4 0.688 0.903 0.495 —-0.824 0.452
cs52 0.635 0.435 0.443 0.016 0.331
cs88 0.664 0.597 0.471 —0.268 0.379
csl05  0.693 0.984 0.500 —0.968 0.492
cs118  0.083 0.032 0.032 -0.016 0.056
cs132  0.300 0.177 0.162 -0.097 0.089
cs157  0.693 1.000 0.500 —1.000 0.500
cs208  0.217 0.113 0.107 —-0.060 0.056
cs32 0.414 0.194 0.248 0.220 0.145
cs45 0.428 0.274 0.259 —0.057 0.153
cs54 0.524 0.339 0.341 0.006 0.218
cs9 0.400 0.210 0.237 0.114 0.137
cs119  0.693 0.984 0.500 -0.968 0.492
cs134  0.691 0.839 0.498 —0.684 0.468
csl6 0.442 0.194 0.271 0.285 0.161
cs190  0.047 0.016 0.016 —-0.008 0.050
cs23 0.300 0.145 0.162 0.102 0.089
cs33 0.300 0.177 0.162 -0.097 0.089
cs46 0.217 0.113 0.107 —0.060 0.056
cs55 0414 0.226 0.248 0.090 0.145
cs76 0.514 0.355 0.331 —-0.071 0.210
cs91 0.169 0.081 0.077 —0.042 0.051
csl12 0.260 0.113 0.135 0.161 0.073
csl2 0.503 0.306 0.322 0.048 0.202
csl63  0.693 0.435 0.500 0.129 0.492
cs212 0414 0.129 0.248 0.480 0.145
cs25 0.239 0.129 0.121 —0.069 0.065
cs36 0.691 0.484 0.498 0.028 0.468
cs47 0.692 0.952 0.499 —-0.908 0.476
csl13  0.534 0.387 0.350 -0.107 0.226
cs122  0.455 0.339 0.281 -0.204 0.169
csl4l  0.194 0.097 0.092 —-0.051 0.058
cs198  0.114 0.016 0.047 0.658 0.054
cs213  0.595 0.435 0.405 -0.075 0.282
cs26 0.143 0.065 0.062 -0.033 0.052
cs66 0.194 0.097 0.092 —0.051 0.058
cs8 0.336 0.177 0.188 0.055 0.105
cs94 0.400 0.210 0.237 0.114 0.137
cs124  0.194 0.097 0.092 —-0.051 0.058
csl46  0.353 0.226 0.200 -0.127 0.113
cslo66  0.280 0.097 0.148 0.347 0.081
cs215  0.442 0.194 0.271 0.285 0.161
cs4 0.693 1.000 0.500 —1.000 0.500
cs95 0.693 1.000 0.500 —1.000 0.500
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