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Bacteria diversity of shiroes soil growing three species of
wild Boletus
QIN Yu LIQian-Qian ZHENG Yu-Huan DING Guang-Ling GUO Xia"
(School of Life Sciences, Chongging Normal University, Chongqing 401331, China)

Abstract: [Objective] In order to study the community diversity of shiroes soil, shiroes of Leccinum
extremiorientale (Le), Boletus edulis (Be) and Tylopilus microsporus (Tm) were investigated.
[Methods] Bacterial diversity and community structure of shiroes of these wild Boletus were analyzed
via high throughput sequencing. [Results] Major phyla of Le, Be and Tm were Proteobacteria (53.6%),
Acidobacteria (33.8%), Bacteroidetes (4.7%), Actinobacteria (1.7%); Acidobacteria (40.7%),
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Proteobacteria (38.1%), Bacteroidetes (10.3%); Acidobacteria (65.3%), Proteobacteria (23.8%) and
Bacteroidetes (4.9%), respectively. The dominant genera of Le, Be and Tm were unclassified bacteria
(69.8%), Burkholderia (16.0%), Candidatus Solibacter (5.9%), Acidocella (3.3%); unclassified bacteria
(83.0%), Candidatus Solibacter (8.0%), Burkholderia (2.1%); unclassified bacteria (80.9%),
Candidatus Solibacter (12.6%), respectively. [Conclusion] The bacterial diversity is abundant in the
three shiroes and there are a number of unclassified bacteria.

Keywords: Ectomycorrhiza, Boletus, High throughput sequencing, Shiroes
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Table 1 Data analysis of high throughput sequencing of each sample

OTU OTU /
Sample Total numbers of valid sequences in each sample ~ Total OTUs in each sample The ratio of total OTUs/total sequences
Le 17 852 2770 0.155
Be 20399 2677 0.131
Tm 7 681 1441 0.188
Le Be Tm

Note: Le, Be and Tm represent Leccinum extremiorientale, Boletus edulis and Tylopilus microsporus.
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