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High-throughput Sequencing on Microbial Community in
Rhizosphere Soil of Chinese Narcissus
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Abstract: [Objective] The microbial community in rhizosphere soils of Chinese narcissuses was analyzed. [Method] The
Illumina Miseq high-throughput sequencing technology was used to obtain the relevant conserved gene regions of the microbes
in soil specimens from Chinese narcissus planting lots. The community structures and distributions of dominant species of
bacteria, fungi, and archaea in the rhizosphere soils were analyzed. [Result] In total, 175 840 optimized sequences were
obtained and clustered from the specimens into 2 680 representative OTUs with a 97% similarity. The dominant bacteria were
Chloroflexi (30.86%) and Proteobacteria (20.67%). Among the fungi, Ascomycota (84.94%) significantly overshadowed the
others, with Chaetomium globosum (28.15%) and Ascomycetes (25.01%) accounted for the greater proportions. On archaea,
Thaumarchaeota (51.40%), Bathyarchaeota (25.98%), and Euryarchaeota (20.65%) were the major phyla that had 25.67% SCG
and 12.93% acidophilic ammonia oxidizing members. [ Conclusion] The rhizosphere soils of Chinese narcissuses harbored
diverse and rich microbial species. The information obtained would aid the development and utilization of the natural resources.
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Table | Summarized high-throughput sequences and diversity index of microorganisms in Chinese narcissus rhizosphere soil
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Microorganism  Total sequence Mean (97%) OTUs fa% 6% Shannon Simpson Shannon Simpson
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2.3 P EKALAR PR 1 15 4 B R R AU ZE AR
MR vl B Y B4 75 1, AR OTU 7 2R
ER, HIRTTRE 2 DACHRIUF S, iHE42EY

R AR E B BE . NI 1-A BT, 78 KA AR Brs 1 1
I B VR h R g0 % e B Ot 40 A S TE] 1 25 A0 AN
W, Hi, B3ATINAEEE SIS T EFI 97%.



£ 8 1]

FREF: AT HAENF P B ARAARIR 20 A 255 0% 951

425 B Chloroflexi (30.86% ). A8 JE B Proteobacteria
(20.67% ) . WL B Actinobacteria (18.25% ) FIFRFT
W Acidobacteria (13.69% ) 2 s 1= 358 200 TR Ff 75 v 19
FEI, BEERTRTFIN 80%. il id)E ik
R (K 2-A) 4307, RUITELHE B LR s o
Sk SBR2076 . W) X & Gaiellales . 7K 18 T 15 J&

A i)
Bacteria

&

S Chloroflexi
m A1 ] Proteobacteria
w JRERTE ] Actinobacteria
= AT 1) Acidobacteria
w JEEELE ] Firmicutes

m T ] Bacteroidetes

w KIE Ignavibacteriae
w WEANEE ) Cyanobacteria
= HAth Others

C L]
Archaea

|

= FHHIE ] Gemmatimonadetes
m LR ERR ] Nitrospirae
m IF 81 1] Planctomycetes

m IREA T 1] Saccharibacteria
mERLA ] Verrucomicrobia
m EERE ] Armatimonadetes

Mizugakiibacter . V& R Wi % i J& Acidothermus . TH ¥k
W& Micrococcales F Variibacter, % 6 @24 H
N F X T ET I 1%, Hofh byt JEK
V- ERIGETTRM, KRR AR A T 53.77%
PLE AT e T AR A

B 7RI ] Ascomycota
411§ ] Basidiomycota

u 2FE{1# 1] Blastocladiomycota
WA ] Chytridiomycota

u £ Mucoromycota

u fili 118 "] Zoopagomycota

m A5} Unclassified

5 B 7] Aenigmarchaeota

= K77 ] Bathyarchaeota

] ] Euryarchaeota

w ¥&HE I 1] Lokiarchaeota

m DPANN [ ]/ i Parvarchacota
w # i ] Thaumarchaeota

m 432 Unclassified

m Hifth Others

1 PEKIRREEDEEEEEST

Fig. 1 Relative abundance of microorganisms in Chinese narcissus rhizosphere soil at phylum level
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Fig. 2 Relative abundance of microorganisms in Chinese narcissus rhizosphere soil at genus level
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