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Study on the Genetic Diversity o fS morhizobium fred ii
Using PCR-RFLP Method

CHEN M ing-zhou, XIE Fu-1li, ZHOU Jun-chu
(The Key Laboratory of Agricultural Microbiology, Huazhong A gricultural University, W uhan 430070)

Abstract Fifty strains of S. fredii were isolated and com pared by using RFLP analysis of 16Sr DNA
and 16S-23Sr DNA intergenic spacer( IGS) am plied by PCR. Allstrains produced by PCR am plification on-
ly one 1. 5kb fragment of 16Sr DNA and 2. 1kb fragment of 16S-23S IGS. Three restriction endonucleases,
Hinfl ,Mspl and H aelll, were used to digest 16Sr DNA and IGS DNA. No difference was revealed from

16Sr DNA and six types were presented in IGS r DNA. The dendrogram was obtained by numerical analy-
sis based on IGS types. The results revealed that 16S-23Sr DNA IGS PCR-RFLP is a powerful tool for the

study on genetic diversity of Sinorhizobium fredii.
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Table 16S-23S IGS types and restriction patterns revealed by PCR-RFLP of strains tested

BikkD 16S-23S IGS PCR-RFLP 1Gs M Bikk 16S-23S IGS PCR-RFLP IGs 2
Strains H infl Mepl H aelll Strains H infl Mepl H aelll

HH?2 a a a A HW14 a a b C
HH3 b a b D HWI15 a a a A
HH4 a a a A HW18 a a b C
HHY a a a A HWGI18 a a a A
HH10 a a a A HWI19 a a a A
HH11 a a a A HW 20 a a a A
HH13 a a b C WHI1 a a a A
HH17 b a b D WH2 b a a E
HH19 c a a B WH3 b a a E
HH30 c a a B WHS b a a E
HH24 b a a E WH6 a a a A
HH26 c a a B WHI1 a a a A
HH22 c a a B WHI16 c a a B
HH27 b a a E WHG20 b a a E
HH34 a a a A WHG21 c a a B
HH29 a a a A wWWw7 b a a E
HHG31P b a a E WWwil a a a A
HHG35 b a a E WWS5 a a a A
HW2 a a a A WWwi2 b a a E
HW3 a a a A WWwi13 b a a E
HW4 b a a E WWwi14 a a a A
HWS a a a A Ww4 b a a E
HW1 a a a A WWw2 a a a A
HWS8 a a a A WWw3 b a a E
HWI13 b a c F WW6 b a a E
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The first letter represents host plant, the sescond letter represent stain source , the third letter represent strain isolated from high dilution soil

solution. Num ber represent strain order
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Fig.1 Restriction patterns of PCR-am plified fragments of 16S-23S rDNA IGS
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Fig. 2 UPGMA dendrogram based on the sim ilarity of IGS PCR-RFLP strains tested
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