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Abstract  Penicillium digitatum is the most important pathogen causing green mold disease of postharvest citrus.
Previous studies indicated that PdPG2 played an important role in pathogenicity, and disruption of PdPG?2 resulted
in attenuated virulence of P. digitatum. However, the expression profiles of PdAPG2 were not well characterized.
In this study, we investigated the expression profiles of PAPG2. The results indicated that PAPG2 was up-regula-
ted under acidic conditions. The expression level of PAPG2 was approximately 10 fold at pH 3.0 and 0. 36 fold at
pH 8.0 compared with that in the control. Pectin could induce the expression of PdPG2 and the expression level
was about 3.6 fold of that in the control. These results indicated that acidic condition and pectin could induce Pd-
PG?2 expression. The decreased pH of citrus rind during infection was suitable for PAPG2 expression, and pectin
might be also helpful during infection.
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