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R 1. 14AFKXME Alpha ZHMEIEE
Table 1.  Statistics of alpha diversity of bacterial community in 14 samples

Site Samples  Shannon Simpson Ace Chao Coverage

Mount djs_Scl 2.158+1.341a  0.269+0.188a 805.787+398.813a 478.861+82.946a 0.997+0.002¢

Dajiang  djs_Cor 3.378+1.078a 0.118+0.098ab 1518.63+352.213b 1360.39+483.065bc 0.99+0.004cd
djs_HS 5.872+0.577b  0.012+0.011b 2266.796+218.777cd  2280.577+214.969d 0.985+0.001abc
djs_S1 6.2954+0.095b 0.006+0.002b 2414.219+16.866de 2424.064+29.935d 0.985+0.001abc
djs_S2 6.286+0.094b  0.006+0.001b 2495.183+112.738de ~ 2483.987+112.965d 0.984+0.002abc
djs_S5 6.133+0.189b  0.007+0.001b 2458.646+97.231de 2491.568+59.443d 0.984+0.00ab
djs_ES 5.383 0.014 1573.989 1569.476 0.990

Guiyang slgy_Scl  3.156+1.367a  0.156+0.127ab 853.393+655.331a 824.837+653.787ab 0.995+0.006de

Forest slgy_Cor  2.933£1.900a 0.246+0.195a 1839.933+604.137bc 1465.783+881.122c¢ 0.989+0.007bc

Park slgy HS ~ 6.473+0.184b  0.005+0.001b 2877.2494221.228¢ 2898.074+215.45d 0.982+0.002a
slgy_S1 6.581+0.038b  0.004+0.001b 2908.017+93.454¢ 2949.329+77.869d 0.982+0.001a
slgy_S2  6.475+0.048b  0.004+0.00b 2816.143+58.193de 2830.499+63.932d 0.983+0.00a
slgy_S5  6.451+0.023b  0.005+0.00b 2884.673+73.021¢ 2915.946+87.733d 0.982+0.001a
slgy ES  6.635 0.004 3003.783 3032.911 0.982

djs: Mount Dajiang; slgy: Guiyang Forest Park; Scl: Sclerotia; Cor: Cortices; HS: Hyphosphere soil; S1, S2 and S5: 1, 2, 5 cm soil

around the Cordyceps cicadae, respectively; ES: Environmental soil.
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Figure 1.
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Relative abundance histogram of community composition at phylum level. djs: Mount Dajiang; slgy:

Guiyang Forest Park; Scl: Sclerotia; Cor: Cortices; HS: Hyphosphere soil; S1, S2 and S5: 1, 2, 5 cm soil around

the Cordyceps cicadae, respectively; ES: Environmental soil.
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Figure 2.
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Relative abundance histogram of community composition at the genus level. djs: Mount Dajiang; slgy:

Guiyang Forest Park; Scl: Sclerotia; Cor: Cortices; HS: Hyphosphere soil; S1, S2 and S5: 1, 2, 5 cm soil around

the Cordyceps cicadae, respectively; ES: Environmental soil.
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Figure 3. Venn diagram of common genus in different

samples of Cordyceps cicadae. Scl. Sclerotia; Cor:
Cortices; HS: Hyphosphere soil. The abundance is the
mean of the two places.
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Figure 4. Analysis of significant differences between different groups. A: Analysis of significant differences
among the groups of Scl, Cor and HS; B: Analysis of significant differences between soil groups. Scl: Sclerotia;

Cor: Cortices; HS: Hyphosphere soil; S1, S2 and S5: 1, 2, 5 cm soil around the Cordyceps cicadae, respectively;
ES: Environmental soil. The abundance is the mean of the two places.
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Relative abundance of KEGG pathway in different samples at OTU level. Scl: Sclerotia; Cor:

Cortices; HS: Hyphosphere soil; S1, S2 and S5: 1, 2, 5 cm soil around the Cordyceps cicadae, respectively; ES:

Environmental soil.
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Bacterial community structure and function of Cordyceps
cicadae microecosystem in Guiyang

Dan Mou', Zhaoying Zeng', Wenlin Zhong', Jiaxi Zhou', Jiaojiao Qu?, Xiao Zou"’

!Institute of Fungus Resources, College of Life Sciences, Guizhou University, Guiyang 550025, Guizhou Province, China
? College of Tea Science, Guizhou University, Guiyang 550025, Guizhou Province, China

Abstract: [Objective] To explore the structure, function and relationship of bacterial community in sclerotia,
cortices and habitat soil of Cordyceps cicadae under the natural ecology. [Methods] High-throughput sequencing of
bacterial 16S rRNA amplification fragments was performed to analyze the composition, diversity and potential
functions of bacterial community in sclerotia, cortices and habitat soil of Cordyceps cicadae in Mount Dajiang and
Guiyang Forest Park. [Results] A total of 562 bacterial genera were detected in the sclerotia samples, 521 genera
were detected in the cortices samples, and 578 genera were detected in the hyphosphere soil samples. The bacterial
community structure of each group of samples from the two places was similar. In the sclerotia samples,
Pseudomonas and Sphingobacterium were the dominant populations. Pseudomonas and Aminobacter were the
dominant populations in the cortices samples. The norank c¢_Acidobacteria and norank f Xanthobacteraceae were
the dominant genera in the soil samples. Venn analysis showed that the hyphosphere soil samples included most
genera of the cortices samples, and the sclerotia samples had more endemic genera, such as Wolbachia and
Rickettsia. Furthermore, the PICRUSt function prediction results showed that there are a total of 24 gene function
families, which are mainly related to the metabolism and transportation of material and energy, as well as the
occurrence and regulation of cell behavior. [Conclusion] Bacteria in the Cordyceps cicadae and its microhabitat
had rich diversity. Their potential function may be related to the metabolism of nutrients and played important roles
in the individual growth and development of the Cordyceps cicadae. The results have reference value for
supplementing the ecological information data of Cordyceps cicadae and imitateing wild cultivation.
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