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formation and basidiocarp development of mycorrhizal fungi. [Objective] Microorganisms of
eight basidiocarps of Thelephora ganbajun which were collected from Songming County, Kunming
and Lufeng County, Chuxiong Yi autonomous Prefecture, Yunnan Province, SW China was studied,
which lay a foundation for follow-up studies on the interaction between microorganisms and T.
ganbajun. [Methods] The dilution plate method was carried out to obtain the microbial isolates from
basidiocarps of T. ganbajun. The difference of microbial quantity of T. ganbajun which were
collected from different sites was analyzed by t-test. Diversity of microorganisms was analyzed by
16S rRNA gene and ITS amplification, sequencing and establishment of phylogenetic tree. [Results]
A total of 282 culturable bacterial isolates of eight basidiocarps from Songming County and Lufeng
County belonged to 15 species and 12 genera in 2 phyla. 80% of bacteria were affiliated to the
Proteobacteria and dominated by y-Proteobacteria and Pseudomonas. The other 20% were affiliated
to the Bacteroidetes. A total of 114 culturable fungal isolates belonged to 10 species and 10 genera in
2 phyla. 62% of fungi were affiliated to the Ascomycota, dominated by Lophiostoma which was only
isolated from Lufeng County. 38% of fungi were affiliated to the Basidiomycota, dominated by
Asterotremella. [Conclusion] There was no significant difference in the number of CFU of bacteria
(P=0.22) and fungi (P=0.65) among basidiocarps of T. ganbajun which were collected from different
sites. All bacteria isolates were dominated by vy-Proteobacteria and Psedomonas. Fungi were
dominated by Basidiomycota and Asterotremella in Songming, whereas fungi were dominated by
Ascomycota and Lophiostoma in Lufeng.

Keywords: Thelephora ganbajun, Endogenous microbes, Fungi, Bacteria, Diversity
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8 SPSS 282
13.0 t (t-test) (T1-T4) 154 2 8
11 4 T5-T8
2 REMT (15°T8)
e ) " 128 2 7 10 ( 1
- 7 e o
21 FEEFEFANREDNEZZH 80% ( 125
, 4 , 101 ) 20% ( 29 27 )
4.0x10°-5.2x10° CFU/g 7 7 94%
3.0x10°-3.6x10" CFU/g v ( 117 9% )
(b ( 74
(P=0.22) 49 )( 2 3 4
4 P. rhizosphaerae P. fluorescens P. tolaasii
0-3.0x10* CFU/g P. psychrophila -
0-3.3x 10°CFU/g ( 2) (Acinetobacter)
(Rahnella) (Enterobacter)
(P=0.65) (Stenotrophomonas) Cedecea
22 TEEFEARANMEDMEZHME (Pantoea) V-
221 HENHEETRE p-
8 Janthinobacterium
x1 TEEFIFRHAEEEEZHNE
Table 1 Number of bacteria isolates from eight basidiocarps of T. ganbajun
Total colony B- v-
Region T. ganbajun basidiocarps ~ (x10" CFU/g)  Number of isolates B-Protebacteria y-Protebacteria Bacteroidetes
T1 7.1+4.7 24 7 0 19 5
Songming T2 4.3+4.0 36 7 0 27 9
County T3 6.0+4.8 47 8 5 38 9
T4 8.615.2 47 8 0 39 8
T5 4.94£3.5 30 5 3 27 3
Lufeng T6 4.5+3.5 32 4 0 21 11
County T7 8.2+3.0 33 7 0 28 5
T8 5.1+£3.6 33 8 2 24 9

*2 FTEETEHRNEEREZNE

Table 2 Number of fungi isolates from eight basidiocarps of T. ganbajun

Total colony
. . . 4 . OTUs . .
Region  T.ganbajun basidiocarps (X10" CFU/g) Number of isolates Ascomycota Basidiomycota Uncultured fungi
T1 2.2+0.17 15 0 0 0 15
Songming T2 0.0 0 0 0 0 0
County T3 1.7+0.30 28 3 7 21 0
T4 0.6+0.03 4 1 4 0 0
T5 0.0 0 0 0 0 0
Lufeng T6 2.2+0.33 37 2 16 8 0
County T7 1.6+0.50 6 1 6 0 0
T8 3.6£2.00 24 5 18 6 0
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Pyrococcus furiosus JCM 8422 (NR_113294.1)
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1 ETFFEEFER(TI-TS)AMEFMEAY 16S rRNA EREHE A Neighbor-Joining ik 4
Figure 1 Neighbor-Joining tree of culturable bacteria in T. ganbajun basidiocarps (T1-T8) based on 16S rRNA gene

partial sequences
1 000 Bootstrap (>50%) 100

5
Note: The accession number is shown in parenthesis; Numbers at the branch points indicated the level of bootstrap support based on
1 000 re-samplings (>50%); The scale bar corresponds to 0.05 substitutions per nucleotide position.
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Figure 2 Distribution of bacterial genera in T. ganbajun
basidiocarps (T1-T4)
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Figure 3 Distribution of bacterial genera in T. ganbajun
basidiocarps (T5-T8)
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Figure 4 Neighbor-Joining tree of culturable fungi in T. ganbajun basidiocarps (T1-T8) based on nearly complete ITS sequences
1 000 Bootstrap (>50%) 100
10

Note: The accession number is shown in parenthesis; Numbers at the branch points indicated the level of bootstrap support based on
1 000 re-samplings (>50%); The scale bar corresponds to 0.1 substitutions per nucleotide position.

Tel: 010-64807511; E-mail: tongbao@im.ac.cn; http://journals.im.ac.cn/wswxtbcn



1118 AR R Microbiol. China
( 5 74%
(50 ) 26% a7 ) [24-23]
Lophiostoma (25 ) Y-
(Phoma) (Neosartorya)
(Penicillium) (Coniothyrium)
(Sporobolomyces) [10.26] (Stenotrophomonas
Asterotremella  (  6) maltophilia)
(] Cedecea
3 WiESit 5
Janthinobacterium Delftia
282 B-
114 27
- [28]
(Bacillus) (Pseudomonas)
(Arthrobacter) (16]
Asterotremella
Asterotremella 41% Tremellales
B Tremellales 25%
B Candida 22% Lophiostoma
W Trichoderma 12% P
Asterotremella
5 TI-T4 FEFRNEEMRERNSH
Figure 5 Distribution of fungal genera in T. ganbajun 6 6 [18]
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Figure 6 Distribution of fungal genera in T. ganbajun

basidiocarps (T5-T8)
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