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Abstract: To analyze the interaction between rhizosphere microorganisms and rice, variation tendency of microbial
diversity in different stages of rice at three sampling sites in rice rhizosphere soil under the rape-rice rotation system in
southern Shaanxi was studied. Results showed that the colony number of bacteria separated from K You 082 rhizo sphere soil
was higher than that from Xianfengyou 901 in Hanbin and Chenggu, but it was opposite to that in Ninggiang area. The four
phyla included Bacteroidetes, Actinobacteria, Proteobacteria and Firmicutes were found in soil samples, and the Firmicutes
was the dominant species. In genus level, 26 different taxa were identified, Bacillus sp. was dominated, accounting for
64.52% of the total culturable bacterial community.
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Fig.1 The variation tendency of bacterial colony
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Fig.2 Results of DNA(A) and 16S rDNA(B) on soil bacteria form rice rhizosphere
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Fig.3 The group of bacteria in rice rhizosphere soil
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Fig.4 The diversity trends of bacteria in rhizosphere soil in different rice growth period
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Psychrobacillus psychrodurans (KP334978)
Azorhizophilus paspali (KY625629)
Bacillus arbutinivorans (KT763358)
Bacillus drentensis (KU254657)
Bacillus barbaricus (KF447403)
Bacillus bataviensis (EU334358)
Bacillus niacin (JN9937)
Rhizobium sp. ( LN874287)
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Bacillus thuringiensis (KU362281)
Bacillus sp. (JF922917)
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Bacillus simplex (KJ524507)
Terribacillus aidingensis (CP008876)
Bacillus alcalophilus (KF278970)
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Bacillus cohnii (LC197830)
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Cronobacter muytjensii (KT359368)
Bacillus aryabhattai (KP860516)
Bacillus flexus (KX607116)
Bacillus ginesengiso (KU877649)
Bacillus megaterium (KT153599)
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Stenotrophomonas maltophilia (EU931559)
Xanthomonas sp. (KP230459)
Bacillus firmus (GQ927170)
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Bacillus indicus (KU877665)
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Bacillus velezensis (CP021976)
Bacillus amyloliquefaciens (KX137853)
Bacillus subtilis (KJ620422)
Bacillus invictae (KT720226)
Bacillus aerophilus (KP236378)
1 Bacillus altitudinis (KT986125)
Bacillus stratosphericus (KX377649)
Bacillus pumilus (JX988389)
Bacillus marisflavi (MF062996)
Bacillus aquimaris (KF358255)

Frateuria sp. (JN032393)
<{j{Fusiformis sp. (KP992114)

Bacillus sphaericus (DQ923492)
Lysinibacillus sphaericus (KX344027)
—— Staphylococcus vitulinus (KM378591)
Bacillus pseudomycoides (KU179350)
Bacillus cereus (JX051375)
Geobacillus stearothermophilus (KP698782)
Bacillus mycoides (JQ579627)
Bacillus anthraci (KP813704)

Arthrobacter sp. (JN899573)
Sphingobacterium sp.(JX005892)

Hydrogenophaga atypica (KT345668)
4(jEComamonas aquatica (MF354014)
Alcaligenes sp. CL-10 (HQ113221)

Pseudomonas koreensis (KF424274)
Pseudomonas putida (JN0O01162)
Acinetobacter johnsonii (EU434432)
Aeromonas hydrophila (KU570378)
Pantoea sp. XJ3 (GU140078)
Enterobacter asburiae (JQ579638)
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Fig.5 Phylogenetic tree of bacteria in rice rhizosphere soil based on 16S rDNA
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