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Abstract: In order to understand the diversity of endophytic bacteria community in different tissues of Pyracantha

Jfortuneana, the 16S rRNA V5-V7 variable region of endophytic bacteria in P. fortuneana was sequenced by high-

i e 2022-11-10

BEE&TA: =mMA AT TR 5 A4 (2022]0808)

FE—1EE . TRINIF (1987-) Ml YFIE, W52 7 10 R 4 F A= 9 4 AR P99 BE2F | (E-mail ) 752859175@ qq.com,,
EAEMEE . SR LRI B T I B LR, (E-mail ) 272101475@ qq.com,



1194 |1 I G/

throughput sequencing technology, and the diversity of endophytic bacteria community in different tissue parts of P.
Jortuneana was analyzed. The results were as follows; (1) A total of 1 818 endophytic bacteria OTU were obtained, in
which 754 endophytic bacteria were from root, 308 from stem and 756 from leaf, and with a total of 152 OTU. (2)
Species classification showed that endophytic bacteria in different P. fortuneana tissues had abundant community
diversities, and the endophytic bacteria in root belonged to 557 species, 373 genera, 216 families, 137 orders, 53
classes, 23 phyla, Allorhizobium-Neorhizobium-Pararhizobium-Rhizobium and Streptomyces were the dominant genera,
and their relative abundance was 10.57% and 8.00%, respectively. The endophytic bacteria in stem belonged to 270
species, 204 genera, 126 families, 76 orders, 32 classes, 21 phyla, Massilia and unclassified_f_Comamonadaceae were
the dominant genera, and their relative abundance was 31.10% and 12.82%, respectively. The endophytic bacteria in
leaf belonged to 581 species, 380 genera, 210 families, 130 orders, 52 classes, 21 phyla, Geobacillus and Pseudomonas
were the dominant genera, and their relative abundance was 12.31% and 9.84%, respectively. (3) PICRUSt function
prediction analysis showed that the species richness of root endophytic bacteria involved in te regulation of various
metabolic pathways was the highest. These results provide a reference for endophytic bacteria functions and exploiting
new beneficial microbial resources.
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Table 1  Diversity index analysis of endophytic bacteria in different tissues of Pyracantha fortuneana
2 2%
FE 5 44 FR ﬁ)&’?ﬂ*é& Shannon F5 %X Simpson 5 %% Chaol 5% Ace 85

No. of valid OTU . . . . .

Sample name Shannon index Simpson index Chaol index Ace index
sequences

KA HIG 41948 756 4.93+0.15a 0.02+0.01a 462.63+7.87a 757.17+78.10a

KIHZE HI) 37 180 308 3.29:0.11b 0.08+0.02a 246.22£70.31b 338.79£129.42b

g HIY 40 996 754 3.42+0.68b 0.08+£0.07a 433.15+67.72a 456.51+13.87b

T RSV E /NG TR R R A R 7R B E 2 R (P<0.05)

Note: Lowercase letters in the same column indicates significant differences between different treatments ( P<0.05).

x2 RBEABALNEHNETDFHSENESIT
Table 2 Taxonomic rank statistics of endophytic bateria

in different tissues of Pyracantha fortuneana
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Fig. 2 Shannon rarefaction curve for endophytic bacteria on OTU level in different tissues of Pyracantha fortuneana
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Fig. 3 OTUs Venn analysis on endophytic bacteria

in different tissues of Pyracantha fortuneana

Fig. 4 Community chart of endophytic bacteria in different

tissues of Pyracantha fortuneana based on phylum level
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Fig. 5 Community chart of endophytic bacteria in different tissues of Pyracantha fortuneana based on family level
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Fig. 6 Community chart of endophytic bacteria in different tissues of Pyracantha fortuneana based on genus level
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Table 3

bacteria in different tissues of Pyracantha fortuneana

KEGG metabolic pathway abundance of endophytic

FRAE B KR KR K gt
Metabolic pathway HIG HJJ HHY
P

'mﬂﬂﬁ% 6587 600 7555718 4939908
Cellular process

I AE B AL

26 838 073 23 537 550 18 173 316

Environmental
information processing

puitia s
Genetic
information processing

PSR

Human disease

BRI Metabolism

24 172 353 17 949 902 20 449 632

1970 358 1263249 1427339

94 822 113 58 056 068 65 314 085

»
ﬁi%ﬁi,‘?\jﬁ 1542565 917 582 1192 531
Organismal system

e
*%ﬂ)‘};@ 22 560 933 15 681 930 18 930 178
Unclassified

FEJCRAR 25T v o A 4 0 Lo i), 2 A P AR
Ko 2 AT e AR R 2 2 B9 B AR R (Kazuhide et
al., 2014255855 ,2021 ), & — 28R 2L 10 4 B
eEY . T3 Ah, MR 4y A ) B A R LA T
VEH ; SEAE AR 98 1A A0 A AR R v s LA 1 (A
F, 3% 5 K 2 Mg 45 (2021) BIBFFE 45 A TR, ik
SR i R 2 10 T B TR R B A A B E FH (Zhao
et al., 2017 ) , 5 SPL 0 B @ A0+ 2F 1 1 Js HoA 2 Bl
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X KA [) 28 23 9 A5 8000 7 B0RT OTU 281 AF
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A2 SERIEGE T AR A PN AR AN T 2 R B T A
H A (MAREAE,2018; Y0 H #,2018; Kiani et al.,
2019 ; Z=3EFE4E 2021) , 35X 1l fE -5 MR 4 9 A= 1A
KR T 1, A 58 (56 43 S A B el DAE A K
WREA K HHE KRN AR EE, BEP N
— SR R CKORAR RS IR ARSI A R R
Guy R, T R R AR R A A A
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B RSN ATV S TR R O, S Ak, O
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& 2o WI RN 28 2 A o A A ™ 4 45 5 W
SRR AT G BN B, X B A R R Y
(2023) BEFE A RAL . L, 38 i 3R A5 KA [F)
AU N A0 B 5 A R 2 o3 R AR G 2
F R PR KRR A RO o3 A W RS i i
A N AR 20 TR IR R I — R A S 5K
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