2023,36(11):93-99

- OE R 3R

F ok & B 35 75 £ S I A2 o
S RERTILaH
B K HEE PR OABFLKETILEW
SRR G ETOT HA 450002)

B RN R TR TR R % I AR R i 2 B 2 PR I AR A R, SR FH AR RE 1A AU 2 B R R ik R A
AR F 12 e S SR LR £ R R 5 AN A i 25 1 28 B s SO AR M B R = B AT ORBR A HT . A5 SRR EH, R T
P (TR RS A AFM1AFG2 PR3 it 2255 3, THE B (T2) & Bt TH A fm s 3 2 WA SR 4 IKBIME(T3 2
TS BAARI B 3 w1 . A TR, I st s de R S i s B A R R B AR, K2F M
B4 )& (Paenibacillus) F 35 5010 1 )& (Luteimonas (E K a2 R34 )8, HEA MMt B S R1 e )1 Kt
R EE RS BN E X 2 AN B A 3 A R AR PO G, HENZ 2 A8 T RE 7L P a6 55 7R K I 72 R

filt T HEMETER.
KEEIR Pl RIER Rl MR R g
FE 2 25:5646 XHkFRERS: A XERS:1673-2871(2023)11-093-07

Analysis of aflatoxin degradation during preparation of Pleurotus ostrea-

tus compost substrate

CUI Xiao, HU Sujuan, LIU Qin, WUlie, SHI Ziwen, ZHANG Yuting, KONG Weili

(Institute of Edible Fungi, Henan Academy of Agricultural Sciences, Zhengzhou 450002, Henan, China)

Abstract: In order to analyze the change of the degradation of aflatoxins during the compost substrate preparation process
of Pleurotus ostreatus, non-targeted metabolomics and metagenomic sequencing techniques were used to analyze aflatox-
in content and related microbial gene abundance in 5 periods during the compost process. The results showed that in the
initial stage of compost(T1), the substrates contained two types of aflatoxins, AFM1 and AFG2, while in the temperature
increasing stage (T2), their contents rose to the highest. No aflatoxin was detected during the second to fourth turnover
(T3 to T5) period. Correlation analysis showed that the content of two aflatoxins were significantly positively correlated
with the relative abundance of Aspergillus genus during the compost process. Paenibacilli and Luteimonas were dominant
genera in the compost process and had the ability to degrade aflatoxin; it was found that there was a highly significant neg-
ative correlation between the aflatoxin content and the relative abundance of these two genera during the compost process
by correlation analysis. Therefore, it is speculated that these two genera may have degraded aflatoxin during the compost
process.
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Fig. 2 Microbial communities changes at the genus level at the different fermentation stages
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Table 2 Communities gene abundance based on the genus level at different fermentation stages
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Fig. 3 Histogram of communities changes of aflatoxin-related genera at different fermentation stages at the genus level
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