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Diversity of Endophytic Bacteria Isolated from Moso Bamboo
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Abstract: Twenty-seven endophytic bacteria were isolated from the roots, rhizome, stems and leaves of moso
bamboo by means of grinding separation. A preliminary determination on the diversity of the strains was made based
on their phenotypic characteristics as well as the molecular classification using partial 16S rDNA sequences. The

results showed that the isolated bacteria could be classified into 14 genera and 18 species. with Arthrobacter,

Bacilluss Ochrobactrum and Staphylococcus being the most predominant.
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Table 1 Colonial morphology and distribution of isolated bacteria from moso bamboo
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WYS-A02-2, WYS-A03-1, WYS-A05, WYS-B04-1, WYS- T e g T
B05.WYS-C05.WYS-C10 . WYS-B09, WYS-A04 FE AL AN S TP v 33.33
WYS-A01-1, WYS-A02-1, WYS-B04, WYS-COl. WYS-C0O8., e e .
oA S S S SCO8 v 47578 T3 M 9 22 LI 6 2. 22
WYS-Cl14
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WYS.Co: RO IE B TG S L TR R 6 22.22
-C03
WYS-A07 . WYS-CO1-1 TR (05 5 B A OGP T Bl i TR TR R 2 7.42
WYS-C09.WYS-DO01-1 wONEYW A ICFE TR s 2 7.42
WYS-Dol £, 2% R R 1 3.70
WYS-A02 i R SR I vh) (k) Kis  k - 2 2N L 1 3.70
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Table 2 Species and distribution of moso bamboo endophytic

bacteria
. bk Feoigy _ WRECIA
A2 20 TR 2 $A Mﬁ/%m
Rhizobium sp. 1 99 0 1 0 0
Pseudomonas sp. 1 99 1 0 0 0
Bacillus thuringiensis 1 100 0 0 1 0
Bacillus pichinotyi 2 98 2 0 0 0
Staphylococcus equorum 2 100 0 0 2 0
Staphylococcus warneri 1 100 0 1 0 0
Micrococcus luteus 1 99 0 0 1 0
Micrococcus sp. 1 100 0 0 0 1
Microbacterium sp. 1 99 1 0 0 0
Ochrobactrum sp. 3 99~100 1 0 2 0
Moraxella sp. 1 99 1 0 0 0
Burkholderia cepacia 1 99 1 0 0 0
Burkholderia sp. 1 100 1 0 0 0
Enterobacter sp. 2 99 0 1 1 0
Acinetobacter sp. 1 99 1 0 0 0
Arthrobacter sp. 4 99~100 0 3 1 0
Streptomyces flavofuscus 1 100 0 0 0 1
Janibacter sp. 2 99 0 2 0 0
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Fig. 1 Phylogenetic tree for moso bamboo endophytic

bacteria based on 16S rDNA gene sequences
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