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Abstract: The rot caused by fungal infection is the main factor affecting the postharvest storage of Yuluxiang pear. In order
to clarify the species and biological characteristics of pathogenic bacteria that cause postharvest rot of Yuluxiang pear, the
postharvest pathogenic bacteria were isolated and purified, combining morphological and molecular biological
characteristics to determine its species, and to clarify the growth of pathogenic bacteria under different temperature, pH,
carbon and nitrogen source conditions. The results showed that: Alternaria alternata, Aspergillus, Penicillium polonicum
and Fusarium were the main pathogens causing postharvest rot of Yuluxiang pear. The optimum growth temperature of
Alternaria alternata and Fusarium was 25~30 °C, while the optimum growth temperature of Aspergillus and Penicillium

polonicum were 25~35 °C and 20~25 °C, respectively. The optimum growth pH of Alternaria alternata and Aspergillus
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were 6~10 and 7, respectively, while the optimum growth pH of Penicillium polonicum and Fusarium were both 5~7. The

optimum growth carbon sources of Alternaria alternata and Penicillium polonicum are glucose and mannitol, respectively,

the optimum growth carbon source of Aspergillus and Fusarium was maltose. The optimum growth nitrogen source of

Alternaria alternata, Aspergillus and Fusarium was beef extract, and the optimum growth nitrogen source of Penicillium

polonicum was peptone.

Key words: Yuluxiang pear; disease; pathogenic fungi; isolation and identification; biological characteristics
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Fig.4 Phylogenetic tree of pathogenic bacteria YL1 based on
ITS gene sequences
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Fig.5 Phylogenetic tree of pathogenic bacteria YL2 based on
ITS gene sequences
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Fig.6 Phylogenetic tree of pathogenic bacteria YL3 based on
ITS gene sequences
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Fig.7 Phylogenetic tree of pathogenic bacteria YL1~6 based on
ITS gene sequences
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Fig.8 Effects of temperature on mycelial growth and
sporulation of pathogenic bacteria
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naria alternata 1 pH /NT 6 Bt A K 2202, Ui
MRAE RIS RS P A Aspergillus ol pH
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Fig.9 Effects of pH on mycelial growth and sporulation of
pathogenic bacteria
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Fig.10 Effects of carbon sources on mycelial growth and
sporulation of pathogenic bacteria
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