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Table 1  List of isolates from Tianmu mountain Phyllostachys pubescens rhizosphere
Phylogenetic group Representative isolate No.of strains Nearest type strain Sequence iden-
(genus) (accession No.) in OTU* (accession No.) tity /%
Bacillus B99(EU240369) 3 Bacillus samanii (EF036537.1) 99
B75(EU240370) 3 Bacillus thuringiensis(AF390545) 99
B97(EU240378) 1 Bacillus cereus(AB247137) 96
B89(EU240375) 5 Bacillus cereus(AB244464) 98
B81(EU240382) 3 Bacillus simplex(DQ275178) 99
B83(EU240381) 1 Bacillus simplex(DQ275178) 94
B85(EU240383) 2 Bacillus sphaericus(DQ870695) 98
B93(EU240393) 1 Bacillus drentensis(AJ542506) 98
B90(EU240389) 3 Bacillus megaterium(AB244444) 98
B100(EU240392) 1 Bacillus megaterium(AB244298) 91
B96(EU240385) 4 Bacillus mycoides(AB116121) 98
Paenibacillu B113(EU240394) 1 Paenibacillus phyllosphaerae (AY598818) 92
B87(EU240395) 1 Paenibacillus elgii (AY090110) 93
B121(EU240396) 1 Paenibacillus graminis(AJ223987) 97
Deinococcus B80O(EU240400) 1 Deinococcus hohokamensis(AY743258) 95
Sphingomonas B107(EU240401) 1 Sphingomonas xenophaga(AY611716) 98
Acinetobacter B120(EU240404) 1 Acinetobacter calcoaceticus(AF417872) 98
B135(EU240405) 1 Acinetobacter sp. (AF500278) 83
Massilia B108(EU240397) 3 Massilia timonae(AY157761) 98
Brevundimonas B123(EU240402) 1 Brevundimonas terrae(DQ335215.1) 92
B117(EU240403) 1 Brevundimonas diminuta(AB167225) 93
Micrococcus B88(EU240406) 1 Micrococcus luteus(AJ409096) 98
Dactylosporangium B138(EU240416) 1 Dactylosporangium matsuzakiense(D86940) 97
Streptomyces B122(EU240412) 1 Streptomyces pseudovenezuelae(DQ462662) 94
B125(EU240413) 1 Streptomyces sporoclivatus (AJ781369) 98
B126(EU240414) 1 Streptomyces longwoodensis( AJ781356) 97
B131(EU240415) 1 Streptomyces libani(AJ781351) 98
B128(EU240407) 2 Streptomyces olivochromogenes(AY 094370) 98
B136(EU240409) 1 Streptomyces olivochromogenes(AY 094370) 9
B115(EU240410) 1 Streptomyces mirabilis(AF112180) 9
B116(EU240411) 1 Streptomyces galbus(X79325) 99
B143(EU240417) 1 Streptomyces pulveraceus(AJ781377) 99
*OTUs generated using a 16S rRNA percent identity value of =97%.
91%~99%
3 9.38% Paenibacillus sp.
12 34.38% Actinobacteria B97 BS83 B100 12
Dactylosporangium sp. 23.5% 1 GenBank
Streptomyces  sp. 97% 83% 96%
Micrococcus sp. 10 28.13%
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Fig. 1 Phylogenetic tree of the strains isolated from Tianmu Mountain Phyllostachys pubescens rhizosphere based on 16S rDNA
sequences. Data in parentheses are the GenBank accession numbers and the number of isolates represented by this strain.
Bar indicates 2% sequence divergence. Bootstrap supporting values are shown at branch nodes.
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Table 2 List of isolates from Jinyun mountain Phyllostachys pubescens rhizosphere

Phylogenetic group Representative isolate

No.of strains

Nearest type strain

Sequence dentity

( genus) (accession No.) in OTU* (accession No.) 1%
Bacillus B159(EU240440) 7 Bacillus cereus(AF290554) 98
B158(EU240439) 2 Bacillus weihenstephanensis(DQ345791) 98

B188(EU240442) 1 Bacillus cereus(AJ577288) 96

B170(EU240420) 3 Bacillus cereus(AJ577288) 98

B154(EU240424) 2 Bacillus simplex(DQ275178) 97

B169(EU240419) 1 Bacillus psychrodurans(EF101552) 98

B174(EU240423) 1 Bacillus luciferensis(DQ870692) 97

B150(EU240434) 1 Bacillus sphaericus(DQ523503) 98

Paenibacillus B179(EU240430) ] Paenibacillus chondroitinus (AB073206) 98
B171(EU240421) 1 Paenibacillus agarexedens(AJ345020) 96

B152(EU240436) 1 Paenibacillus terrigena(AB248087) 91

Sphingomonas B166(EU240418) 1 Sphingomonas yanoikuyae(AF331661) 98
Microbacterium B153(EU240437) 1 Microbacterium trichotecenolyticum (AY741722) 97
Acinetobacter B190(EU240445) 1 Acinetobacter Iwoffii(DQ328322) 98
B178(EU240429) 2 Acinetobacter johnsonii(AF188300) 98

B162(EU240441) 1 Acinetobacter johnsonii(AF188300) 95

B167(EU240446) 1 Acinetobacter johnsonii(AF188300) 90

B173(EU240447) 1 Acinetobacter johnsonii(AF188300) 95

Streptomyces B180(EU240422) 2 Streptomyces sp. (AY754722) 98

*OTUs generated using a 16S rRNA percent identity value of =97%.
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Fig. 2 Phylogenetic tree of the strains isolated from Jinyun Mountain Phyllostachys pubescens rhizosphere based on 16S rDNA se-
quences. Data in parentheses are the GenBank accession numbers and the number of isolates represented by this strain. Bar indicates
2% sequence divergence. Bootstrap supporting values are shown at branch nodes.
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Cultivable microbial diversity at the rhizosphere of Phyllostachys pubescens
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Abstract: [Objective] To obtain the information of the cultivable microbial population diversity at the rhizosphere
of Phyllostachys pubescens. [Methods] We isolated strains from Tianmu Mountain and Jinyun Mountain by diluting
plate counting method and analyzed the 16S rDNA sequence of the isolates. [Results] We obtained 51 and 31 strains
with different morphological character of colonies from Tianmu Mountain and Jinyun Mountain separately. The 16S
rDNA sequence analysis showed that they had similar microbial population diversity. There were 40% and 58%
firmicutes, 36.7% and 10.52% actinobacteria, 10% and 5.26% alphaproteobacteria, 10% and 26.32% gammaproteo-
bacteria at the rhizosphere of Phyllostachys pubescens from Tianmu Mountain and Jinyun Mountain separately. The
dominant bacteria were the genera Bacillus in both two areas. [Conclusion] The result showed that the cultivable
microbial population diversity was abundant and there were some potential novel strains at the rhizosphere of Phyl-
lostachys pubescens. Our research made it is possible to further investigate the function of the rhizosphere microbes
and there interaction with the bamboo plant.
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