‘ A ’,3 W2 o2 i
ﬁ& ;%%H £s @t&J BRI e R

\GRO-ENVIRONMENT SCIENCE
PAik: http://www.aes.org.cn

FEFTRAUN 3G )R TR B TVE K 2 R R R
BN R, B, et 2508, 12510, M

FIHASL:

B EE, BRI, e, 2208, 3R, A E. REAT R0 3R I 1 R BRI A M AR PR AL, Al FRBERL 24241, 2022,
41(12): 2629-2641.

TEZR 2 View online: https:/doi.org/10.11654/jaes.2022-1079

FETT BRI HAB S

Articles you may be interested in

A= W5 JEASE S TITORT S B b 398 P 0 Hh B A W e Vs 2 8 5 i
DAL, R R, JH IR, BRLLT, 2058
LAV IABIRL 24 4]. 2021, 40(12): 2770-2778  https://doi.org/10.11654/jaes.2021-0434

FEAZ B AE IR R RS A4 T XT  98 ECDRT RV 5 4 SRS AR A v T 1) il

A%, INVER, mE, AR, 4RI, sk, B, Tl AR

el FREERLE24T. 2022, 41(4): 819-825  https://doi.org/10.11654/jaes.2021-0537
I [RIZEBURE TS - HECO HEMAL 2 PR A 20

IR, BT, BRARRR, 2R, S, JotaR
LV FRBE R3] 2022, 41(4): 909-918  hitps:/doi.org/10.11654/jaes.2021-1007

A5 XF AN [ p HAE 398 B A 7 S A0 TR R 9% 1 S

TP, BN, INET, RE, B, SO0, EE, R, 2

LMV IRETRL 23] 2022, 41(7): 1472-1482  hitps://doi.org/10.11654/jaes.2021-1260
T KA T WS I SRS AT B B 790 % 152 it PG TR 398 S LA B i s

TR, 4 KMy, AU, UL, #H B, AR, SRt

LV FREE R AR . 2022, 41(9): 2023-2032  https://doi.org/10.11654/jaes.2022-0059

KEMGE AT, PAFELZBHRE S


http://www.aes.org.cn/nyhjkxxb/ch/index.aspx
http://www.aes.org.cn/nyhjkxxb/ch/reader/view_abstract.aspx?doi=10.11654/jaes.2022-1079
http://www.aes.org.cn/nyhjkxxb/ch/reader/view_abstract.aspx?doi=10.11654/jaes.2021-0434
http://www.aes.org.cn/nyhjkxxb/ch/reader/view_abstract.aspx?doi=10.11654/jaes.2021-0537
http://www.aes.org.cn/nyhjkxxb/ch/reader/view_abstract.aspx?doi=10.11654/jaes.2021-1007
http://www.aes.org.cn/nyhjkxxb/ch/reader/view_abstract.aspx?doi=10.11654/jaes.2021-1007
http://www.aes.org.cn/nyhjkxxb/ch/reader/view_abstract.aspx?doi=10.11654/jaes.2021-1260
http://www.aes.org.cn/nyhjkxxb/ch/reader/view_abstract.aspx?doi=10.11654/jaes.2022-0059

2022,41(12):2629-2641 R W ®E M FE F R 20224F 12 H

® Journal of Agro-Environment Science @&

BT, B, Jufd, 4. RERT SN SR A i SR TR v M S AR ST, B BRIEER A4, 2022, 41(12) 1 2629-2641.
ZHAO Y X, LIAO H K, LONG J. , et al. Effect of reductive soil disinfestation incorporated with straw types on soil bacterial community
diversity[J]]. Journal of Agro—Environment Science, 2022, 41(12): 2629-2641.

FEisRLE 0SID

FEFTRBIXTEIE IR T E B R K SR

BEAE, BuEI”, B, 482, B AL, HEME!

(1SR MIIATE A2 5 A L IR (R B ARG S A S AR T 52060 28, BEPH 5500015 2. 5% 1 U 5 K 2% b B 55 3R BT Bl 2 24 Bt
HePH 550001)

BN LR RIS B AT T 5 A i b B - 38 (RSD) B AR AR FNRUAE M) A8 A RRAE (RS2 M0, AR E B B T T 1 £ R FE AT (CS)
Mt T AT RS FF (MS) L B T 9 R FI TS FERS FHIR A5 (CMD) |, 3 6 1) R RIS FERE FHR A (CMW) 444031, I DAL A B ZE RS HE 7K
AR FRAE Skt B, LAPEAS AN [R5 i 4Rk A 3 - 9 % S o A v AL M B R A RV 1 s A8 Ak . S5 SRR B AR SR W1 R AN [R] RSD
AEFRIEIN T L A USRS P LR & R, R pH R SETH R SR FRR A, H A A A R IR A R 83%~98% ., 5 H—Fk
FEARLL  TR-E T RS FF RSD AL 3 25 5 5 1 A AR V& 2 FE4: , o Shannon 48 B R3S IR 49% , TR G T SR AT b B 240 T 1 7%
ZAEMER R B e T R AR R AR A B TR SR, 22T R ] (Proteobacteria ) 2 b 4 B HE 7 B D047 17, AR X 3 B 78
CMW S FAR S T L Wi E CMD ZHF#AIE 17 51% . AEANR &R K- b, CMD 2R SE R IR H PR 932619 & (UC-Burkholderiales) AT
BB R 250 )8 (UC-Comamonadaceae) KB E M & (Anaeromyxobacter)}‘Dﬂﬁﬁﬂ@}E ( Pseudobacteroides ) # Xt & T 1%
FRLE o Y 2 T A AN PR . Mantel £ 56 2% B 5 AT R 1E 14 i 40 1A 288 (n Anaeromyxobacter F Pseudobacteroides ) 54 HE pH A
U 5 5L IEAA G, H Anaeromyxobacter S TS A &5 5 WE IEAHCOC R . DRI, AN [A) 30 S 002 0 B gt T B %) 3%
Tt T 24 DR T L B I R 7 A R

KGR« A5 A I REFFS Y s oA s 1 I IRAL PRI AN TEVR

hESHESSI1543 XEFEEDA XEHS:1672-2043(2022)12-2629-13  doi:10.11654/jaes.2022-1079

Effect of reductive soil disinfestation incorporated with straw types on soil bacterial community diversity
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Abstract: The aim of this research is to compare the effects of reductive soil disinfestation (RSD) incorporated with different types of straw
on continuous—cropping soil properties and bacterial communities. RSD treatments incorporating dried corn straw (CS), dried miscanthus
straw (MS), a dried corn and miscanthus straw mixture (CMD), and a fresh corn and miscanthus straw mixture (CMW ) were set up, with
chemical fumigation and flooding as controls, to evaluate the dynamic changes in physicochemical properties and bacterial communities

during soil incubation. The results showed that different RSD treatments increased soil organic matter and labile organic carbon content
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during the incubation period, soil pH showed a trend of increasing first and then decreasing, and the cumulative decrease in soil nitrate

nitrogen reached 83%—98%. RSD with a combination of straws improved bacterial community diversity compared to the addition of a single

straw, and the Shannon index increased by 49%. In contrast, fresh straw first increased then decreased the bacterial community diversity.

Proteobacteria was the dominant phylum in the total bacterial community. The relative abundance of Proteobacteria decreased first and

then increased in the CMW group, while decreasing by 51% in the CMD group. At the genus level, the relative abundance of UC-

Burkholderiales, UC—Comamonadaceae, Anaeromyxobacter, and Pseudobacteroides were significantly increased in the mixed dry straw

group at the end of the culture. Mantel testing showed that characteristic bacterial groups (such as Anaeromyxobacter and

Pseudobacteroides) were positively correlated with soil pH and Olsen—P content, and Anaeromyxobacter was significantly positively

correlated with nitrate nitrogen content. In general, different degrees of drying and RSD combined with single and mixed straws had

different effects on bacterial community abundance and diversity.

Keywords : reductive soil disinfestation; straw type; continuous cropping; soil physicochemical property; bacterial community
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Figure 1 Changes of different treatments on soil physicochemical properties
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CK 6 986+398ab 6 671+£379ab 3.71+0.45b 0.62+0.06b 6 888+264ab 6555+281ab  3.85+0.32hc 0.65+0.05b¢
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Figure 4 Changes in relative abundance of the dominant bacterial genera in different treatments
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Figure 5 Correlation analysis between relative abundance of phyla and physicochemical properties
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Figure 6 Correlation analysis between soil bacterial characteristic genera and physicochemical properties
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