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Abstract [Objectives]

To understand microbial diversity in Bradysia odoriphaga and its environment. [Methods]

Microorganisms in B. odoriphaga, and in the bulbs and roots of chives, and soil were separated, purified, and identified

through ITS and 16S rDNA genetic analysis. Physiological and biochemical analyses was then carried out for some

representative bacteria. [Results]

25 microbial species were identified from the environment of B. odoriphaga. Beauveria

bassiana and Cordyceps bassiana (Deuteromycotina), were found in both chive bulbs and soil. Most bacterial species

belonged to the Proteobacteria and Firmicutes

species were identified in B. odoriphaga, and in the chive bulbs, roots and soil, respectively. [Conclusion]

the rest belonged to Actinobacteria and Bacteroidetes. 10, 15, 9, 6 bacterial

This study

provides a theoretical foundation for investigating coevolution among chives, B. odoriphaga and microorganisms. We hope

that it will also contribute to the symbiotic control of B. odoriphaga.
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DV811A Universal Genomic DNA

Extraction Kit Ver.3.0 DNA
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bassiana KF766522.1

EF411229.1 99%
16S rDNA
NCBI
99%
*x1

C. bassiana

Acinetobacter guillouiae
anthracis
A. nitroguajacolicus
IN999847.1 KMO083101.1
100%

JE4H R AESRARBRIAE M Fp 2

Bacillus

Bacillus altitudinis

KF749283.1

KF358262.1

Table 1 Microoganisms in Bradysia odoriphaga and rhizosphere microbe of chives

Names of microorganisms

Separated position

Blast accession

Insect body Bulbs Root Soil

Beauveria bassiana KF766522.1 99% - - -

Cordyceps bassiana EF411229.1 99% - - -
Serratia fonticola IN596121.1  99%

Serratia sp. KM117223.1 99% - - -
Sphingobacterium multivorum EF423371.1 99% - -
Brevundimonas vesicularis KC494327.1 99% - - -

Enterobacter cloacae HM585374.1 99% - - -
Klebsiella oxytoca JX848323.1 99% - - -
Acinetobacter guillouiae KF749283.1 100% - -
Pseudomonas putida KF640247.1 99% - -
Pseudomomas geniculata JF460769.1 99% - -
Pseudomonas mosselii DQO073452.1 99% - -
Pseudomonas koreensis HQ589332.1 99% - -
Pseudomonas extremorientalis KJ748601.1 99% - - -
Pseudomonas brassicacearum KF475874.1 99% - - -
Bacillus amyloliquefaciens KJ438703.1 99%
Bacillus stratosphericus KC172055.1  99% - -
Bacillus pumilus KM265464.1 99% - -
Bacillus subtilis KJ699394.1 99% - -
Bacillus anthracis IN999847.1  100% - -
Bacillus mycoides JX856133.1 99% - - -
Bacillus altitudinis KMO083101.1 100% - - -
Arthrobacter sp. KF956555.1 99% - -
Arthrobacter nitroguajacolicus KF358262.1 100% -
Mpyroides odorayus NR_112976.1 99% - - -
“pn cc >

Symbol “+” indicates that the correspondent microorganism is separated in this position,

microorganism in this position.

[

indicates no correspondent
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Fig. 1 Phylogenetic tree of microoganisms in Bradysia odoriphaga and rhizosphere microbe of chives
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