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Succession of Fungal Microflora and Change of Aflatoxin B: during Fermentation of Pixian Horsebean Paste
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Abstract: The succession of fungal microflora and the change of aflatoxin B: (AFB1) during natural fermentation of Pixian
horsebean paste were investigated using PCR-DGGE and ELISA analysis. The results showed that Aspergillus oryzae,
Amylomyces rouxii, Rhizopus oryzae, Pichia anomala, and Debaryomyces hansenii were dominant during natural fermentation
of Pixian horesebean paste, with A. oryzae as the predominant strain at both the starter propagation stage and incipient
fermentation stage. A. rouxii and R. oryzae were the dominant strains during the starter propagation stage, while P. anomala
and D. hansenii were the dominant strains during the incipient fermentation stage. The amount of AFB: in all samples was less
than the GB standard of 5 ng/kg. During the starter propagation and incipient stages, AFB: concentration revealed a gradual
increase and then kept stable after the 14" day. Accordingly, more attention should be paid to the starter propagation stage
for the biological control of AFB:.
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Fig.1 DGGE fingerprints of fungal community in horsebean paste at
different fermentation stages
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Table 1 Identification of DGGE bands in Fig. 1

Kty FRAERY AN A RR (FPA1 8 % 5) AR 1%
1 JN092357 Amylomyces rouxii (AY054697) 96
2 JN092358 Aspergillus oryzae (HQ292335) 98
3 JN092359 Absidia corymbifera (AF113408) 99
4 JN092360 Rhizopus oryzae (GU126375) 97
5 JN092361 Pichia anomala (EF550479) 99
6 JN092362 Debaryomyces hansenii (AJ508273) 98
7 JN092363 Mucor genevensis (HM623319) 97
8 JN092364 Aspergillus flavus (HQ393872) 100
9 JN092365 Aspergillus sojae (D63700) 100
10 JN092366  Zygosaccharomyces rouxii (AY046251) 100

[
[N

JN092367 Metschnikowia pulcherrima (AB023473) 97
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Fig.2 Cluster analysis of DGGE fingerprints of fungal community in
horsebean paste
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Fig.3 AFB:concentration of horsebean paste samples
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