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Genetic Structure Analyses Based on Fluorescent- AFLP Markers of
Wild Populations of Pyrus ussuriensis Maxim.
in Heilongjiang Province

AN Meng-meng' ,LIU Chang” , HE Tian-ming’ ,ZHANG Yan-min',JI Xiao-hao' , WANG Yan-ting ',
LI Min' ,WANG Chuan-zeng* , CHEN Xue-sen'
(' College of Horticulture Science and Engineering ,Shandong Agricultural University/ State Key Laboratory of Crop Biology,Tai’ an 271018;
> Mudanjiang Agricultural Research Institute , Heilongjiang Academy of Agricultural Sciences , Mudanjiang 157041 ;
3 College of Forestry and Horticulture , Xinjiang Agricultural University ,Urumgi 830052 ;* Shandong Institute of Pomology ,Tai'an 271000)

Abstract ; Using fluorescent AFLP marker, we analyzed population genetic diversity and genetic structure of
wild Pyrus ussuriensis to provide scientific foundation for wild Pyrus ussuriensis germplasm conservation and utiliza-
tion. 90 accessions from Hailin, Dongning,and Sunwu country of Heilongjiang province were selected as the research
materials. The results showed that the percentage of polymorphic loci (P) was 82.95% at species level ,Nei's gene
diversity (H)was 0. 1467 ,and Shannon information index (I) was 0.2397. And the genetic diversity of wild Pyrus
ussuriensis was low. The polymorphic loci (P),Nei’s gene diversity ( H) ,and Shannon information index (7) at
population level were sequenced from high to low as Dongning population > Hailin popultion > Sunwu population,
which meaned that genetic diversity of Dongning population was the richest in the three populations. The genetic dif-
ferentiation coefficient ( G5, =0. 1008) of the three populations showed that genetic variation mainly occurred within
populations. There was higher level of gene flow among the three populations (N, =4.4603) which indicated that
there were frequent gene exchange among populations. The UPGMA cluster analysis indicated that the three popula-

tions were Mendelian relative independent population, and the closer genetic relationship existed between Hailin and
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Dongning population. Dongning population had the most abundant genetic diversity and also was the preferential

population for the implementation of in-situ conservation strategies.

Key words: wild Pyrus ussuriensis Maxim. ;fluorescent- AFLP ; genetic diversity; genetic structure
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Table 1 Fluorescent AFLP polymorphic locus and their percentages among different wild populations of Pyrus ussriensis

Maxim by different primer combinations

B K- AR T KT ERE IhRJETE

Eco R1/Msel Specieslevel Hailin population Dongning population Sunwu population

A P(%) A P (%) A P(%) A P(%)
GAA/CTG 186 86. 11 138 63. 89 175 81.02 38 40.74
GAC/CAA 198 91.67 181 83. 80 165 76.39 73 33.80
GAT/CAG 173 80. 09 143 66. 20 152 70. 37 59 27.31
GAT/CTA 159 73.61 113 52.31 142 65.74 70 32.41
GTA/CTA 185 85. 65 118 54. 63 178 82.41 75 34.72
GTG/CTA 180 83.33 133 61.57 165 76. 39 30 37.04
GTT/CAC 190 87.96 140 64. 81 173 80. 09 89 41.20
GTT/CTA 188 87.04 164 75.93 145 67.13 75 34.72
-1 Average 179. 17 82.95 141.25 65. 39 161. 88 74.94 76. 12 35.24
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