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Fig. 1 Taxon of rhizosphere microbe of different treatments
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Table 1 Number of taxon of rhizosphere microbe in different treatments

GG 17 49 | # J& i
Sample Phylum Class Order Family Genus Species
CK1.1 23 58 112 146 166 173
CK1. 2 22 59 110 146 166 172

J1.1 18 42 81 108 126 130

J1.2 19 46 91 118 136 140
JWL1.1 20 50 94 125 152 160
JWLI1. 2 22 59 112 141 157 161
JBWI. 1 20 44 84 112 130 133
JBW1. 2 22 51 88 118 137 142
CK2.1 17 37 72 98 124 125
CK2. 2 20 48 84 107 136 139

J2.1 20 45 81 108 130 135

J2.2 19 47 87 120 144 149
JWL2.1 19 44 82 117 135 138
JWL2.2 19 47 84 112 135 139
JBW2. 1 18 40 73 95 111 115
JBW2. 2 20 49 95 130 164 168

Top 20 genus

B Pseudomonas
Soil bacterium WF55
0 Candidatus Udaeobacter
B ADurb. Bin063-1
B Conexibacter
I Streptomyces
I Holophaga
B Thermus
B Aquicella
B bacterium Ellin6519
[ Legionella
Brevundimonas
Hallangium
I Mucilaginibacter

~ Gemmatimonas

Nitrospira

B Granullcella
I Bacillus
Burkholderia—Caballeronia—Paraburkholderia
B Candidatus Solidacter

FAXF=EBF Relative abundance/%

A B
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Fig. 2 Changes of genus taxon before and after fertilizing
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Fig. 3 Diversity analysis before and after fertilizing
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Fig. 4 Wayne map before and after fertilizing
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Fig.5 Relative abundance of phylum and genus taxon before and after fertilizing based on Wayne analysis
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Effects of Functional Microbial Inoculum on Peanut
Rhizosphere Microbial Community

LIU Wei, WANG Zhemg, LENG Wei-feng, LI Hong-shun, WANG Zi-hao
(Linyi Research and Development Center of Sinochem Agriculture, Linyi 264200, China)

Abstract; In order to improve the yield and quality of peanut, the field trial was conducted at the peanut soil
with biofertilizer. Samples acquired before and after planting were sequenced by high-throughput sequencing Il-
lumina MiSeq method. All the ASVs/OTU were analyzed. The results indicated that,compared with sample A,
the relative abundance of sample B was decreasing, especially for the Candidatus solibacter and Mucilagini-
bacter , Holophaga. But Conexibacter , Brevundimonas and Thermus was increasing. The diversity index analysis
showed there was a significant difference between the rhizosphere microbial diversity before and after fertili-
zing,and the diversity index decreased after fertilizing. At the genus level, the proportion of Mucilaginibacter
and Haliangium were getting higher before fertilizing, but decreased sharply after fertilizing., while the relative
abundance of Streptomyces and Brevundimonas increased significantly. Candidatus , Burkholderia , Bacillus and
Granulicella were the most common genera in the two groups A and B. So the application of microbial fertilizer
had a significant impact on microbial community of peanut soil, but the microbial diversity decreased signifi-
cantly after fertilizing with the microbial fertilizer.

Keywords: rhizosphere microbial community;diversity; microbial inoculum; peanut
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