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Abstract: To determine the genetic variation among and within the populations of Ginkgo biloba, 150
individuals from 5 populations that were located in the Tianmu Mountain area (Zhejiang Province), Wuchuan
( Guizhou Province ) , the Dahong Mountain area (Hubei Province) , the Jingfu Mountain area ( Chongqing City) ,
and the Wuyi Mountain area (Fujian Province) were analyzed using random amplified polymorphic DNA
(RAPD) markers with 12 random primers. Data were analyzed with the PopGen32 software and analysis of
molecular variance (AMOVA), and compared using the Nei, Shannon, among-population genetic diversity
(G,) indices. RAPD detected 194 loci of which 130 exhibited polymorphism with an average percentage of
polymorphic loci (PPB) of 66.7% . Also, the average for Nei’s genetic diversity was 0.431 7, for Shannon’s
genetic diversity information index was 0. 621 1, and G, was 0. 288 2. In addition, Shannon’s genetic diversity
information index revealed a differentiation among populations of 0. 190 3, whereas the AMOVA showing
differentiation among populations was 36. 7% . Overall, RAPD results indicated that the five populations of G.
biloba had high genetic diversity with the populations of Tianmu Mountain area, Wuchuan, and Dahong
Mountain area possibly being survival habitats stemming from the glacial period. [ Ch, 4 fig. 5 tab. 22 ref. ]
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Figure 1  Amplified RAPDs by primerB08 for samples from JE and WC

A2 314 BOS & TM #= DH # RAPD ¥ 3% = 43
Figure 2 Amplified RAPDs by primerB08 for samples from TM and DH
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Table 3 Analysis of genetic diversity of the five populations ( mean + SD)

EFEN LN TEH P/ % Nei’s KPR ZEEE b Shannon {5 B84 1
JF 38. 46 0.184 1 +0.221 3 0.265 6 +0.314 9
wC 42.03 0.343 9 +0.209 5 0.486 8 £0.292 7
™ 51.89 0.436 2 +0.107 1 0.620 0 +0. 140 4
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AR 66. 67 0.4317 £0.071 4 0.6211=+0.077 5
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s AR Y Nei’s JEP ZREMEROBUE . X PTRESE A Nei’s 580152004 P46 19 40 . Btk S50
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Table 4  Analysis of genetic differentiation among populations
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