( ) 2020, 46(4):410-418. DOI:10.13331/j.cnki.jhau.2020.04.005
Journal of Hunan Agricultural University (Natural Sciences)

S At E'-" E

[ ( ) 2020 46(4) 410-418
WANG S WWANG Q H, ZHAI L P, LIU J, YU Z D, XIANG W S. Advances in application of
multi-component analysis on the functional mechanism study of Bacillus amyloliquefaciens[J]. Journal of .

Hunan Agricultural University (Natural Sciences), 2020, 46(4): 410-418.
http://xb.hunau.edu.cn

% 405 o T A R oF FRAT = 4B R T REAIL I
W sT Ry R F gt R

1,2 3 1,2 1,2 1,2 3%
(1. 161005 2.
161005 3. 150030)
 E (Bacillus amyloliquefaciens)
x B A
PESES sS476 Q8114  XEKIRERS A NEHRS  1007-1032(2020)04-0410—-09

Advances in application of multi-component analysis on the functional
mechanism study of Bacillus amyloliquefaciens

WANG Shiwei'?, WANG Qinghui®, ZHAI Liping'?, LIU Jun'?, YU Zhidan"? XIANG Wensheng®"

(1.College of Life Sciences and Agriculture and Forestry, Qiqihar University, Qiqihar, Heilongjiang 161005, China;
2.Key Laboratory of Resistance Gene Engineering and Preservation of Biodiversity in Cold Areas, Qiqihar, Heilongjiang
161005, China; 3.School of Life Science, Northeast Agricultural University, Harbin, Heilongjiang 150030, China)

Abstract: Bacillus amyloliquefaciens have beneficial biological characteristics and can produce many kinds of
antimicrobial active substances. They own important physiological and biochemical functions, such as biofilm
formation and colonization in plants, promoting plant growth and induction of salt tolerance in plants, etc. In this
review, we summarized the molecular mechanisms study using multi-omics analysis progress of Bacillus
amyloliquefaciens in studying antimicrobial activity, colonization, growth promotion and salt tolerance induction of

plants, with the aim of better application of Bacillus amyloliquefaciens.

Keyword: Bacillus amyloliquefaciens; multi-omics analysis; identification; function; molecular mechanisms

(Bacillus amyloliquefaciens)

[1-2]

F=HE 2019-10-02 1&EIBE  2019-11-28
E &I H (No0.135309482)
1EZEN (1965—) wsw888535@shou.com  *

xiagwensheng@yahoo.com.cn



46 4 411
1 FREMFETEERAFNR
1.1 RIEMFREMAERNSEMERBAZHR
2007 FZB42
50
1
1)
@® @
3990.462 kb 15
3927.86  ©®
(Bacillus subtilis) RNA 63 87 tRNA
16 SrRNA 7 16 27 rRNA
DNA A (@yr4) B 6 sRNA 86 69 80 109
(gyrB) 117 RNA
F 1 WAREMFEMENEEFEANFEHERREFNEMFITIGE
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