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Abstract: Chinese cherry (Cerasus pseudocerasus Lindl.) is one of the most economically domestic fruit trees in China.
The rich variation of wild Chinese cherry is the most important breeding resource for existing cultivars. In order to reveal
the levels and distribution of genetic variation within wild Chinese cherry of Sichuan Province, China, where is rich in wild
Chinese cherry, the sequence variation of chloroplast DNA trnQ-rps16 intergenic spacer was analyzed in 145 individuals of
all nine existing populations (seven from Sichuan, two from Shanxi and Guizhou provinces) of China. The results showed
that trnQ-rps16 sequence were aligned with 13 polymorphic sites (1.87%), including 3 substitutions and 10 indels in 145
individuals, which revealed a low level of genetic diversity (h= 0.562, 7= 0.00184). Compared to other regions (h= 0.733,
7= 0.00243), a rather lower genetic diversity (h= 0.544, = 0.00203) was found in the populations from Sichuan, and a large
scale of genetic diversity among the seven populations was detected (h= 0-0.708; n= 0-0.00298), ranging from EM
(h=0.000, 7©=0.000) to TL (h=0.708, ©=0.00298). The low genetic diversity of populations may be strongly affected by
founder effect and bottleneck effect because of the marginal nature, recent reduction, and consequent genetic drift of these
populations. In addition, a fairly low genetic differentiation (Fs= 0.21573) was found among the studied populations. This
suggest that gene flow seems to originate from pronounced seed dispersal abilities of the species and it may play a signifi-
cant role in shaping such a genetic structure. The long generation cycle of the species may also contribute to this structure.
Based on these findings, a conservational plan for sampling or preserving fewer populations but more individuals from each

population for the species was proposed.

Keywords: wild Chinese cherry (Cerasus pseudocerasus Lindl.); chloroplast DNA; sequence variation; genetic
diversity; genetic structure
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CTAB 1
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YC 30°01’ 102°98’ 688~1432 20
GX 32°00’ 104°38’ 726~1014 43
TL 31°59’ 104°07" 1445~1683 32
SN 33%46' 110°85 445 5
GY 26°39’ 106°31’ 1200 5
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(h=0.562, ©=0.00184), QC) (TL)
; , (P=0.0000),
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XC 4 2 1 0.5 0.5 0.00072
EM 5 1 0 0 0 0
QC 21 4 5 0.629 1.305 0.00187
SM 10 3 4 0.378 0.956 0.00137
YC 20 5 6 0.568 1.442 0.00207
GX 43 3 4 0.176 0.439 0.00063
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135 11 11 0.544 1.416 0.00203
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XC EM QC SM YC GX TL GY SN
XC 0.4775 0.0000 0.5045 0.2162 0.1802 0.0631 0.2252 0.0451
EM 0.0625 0.0000 0.9910 0.3964 0.9901 0.1081 0.4685 0.0721
QC 0.4719™ 0.4921™ 0.0000 0.0000 0.0000 0.0541 0.1081 0.7027
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SN 0.4629" 0.5625 0.0548 0.3167 0.1200 0.5862" 0.01984 0.0106
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