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Preliminary study on the function of PdXY2 in Penicillium digitatum
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Abstract  Penicillium digitatum is one of the most important pathogen causing green mold disease which impedes
the development of citrus industry. In this study, we cloned a xylanase gene PdXY?2 and characterized its functions
via knock-out strategy. The expression of PdXY?2 was up-regulated during the primary stage of infection, and
reached a peak at 48 h. However, PdXY2-disrupted mutant (APdXY?2) showed no reduction in virulence. Taken
together, our results demonstrated that PdXY?2 may play an important role in infection and single knock-out of
PdXY?2 showed no reduction in virulence.
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Table 1 Primers for this study
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PdXY2-F GCACGGATTGAAACTGAGCC —
PdXY2-R TGAAACATTCCTTCCGTGCC —
PdXY2-qF TAAGGGAACCGTGACCAGTG =
PdXY2-qR GGTAGTTGTGCGAGCCAAGA —
XY2jd-F GCCCATCTTCAGAGTTGCT —
XY2jd-R GGTTGTAGTCGCCATAGTTTT —

PdXY2A GGGGTACCCGCACGGATTGAAACTGAGCC  Kpnl
PdXY2B CCGAGCTCGTAGGGAAGACATGCCACGAT Sacl
PdXY2C GACTAGT CTGGAAATGCTTACCTCGCTGTC Spel
PdXY2D CCGCTCGAGCGTGAAACATTCCTTCCGTGCC  Xhol

Actin-qF TCCACTACTGCCGAGCGTGAAAT —
Actin-gR CCGCCAGACTCAAGACCAAGAAC =
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Fig. 1 Construction of PdXY2 knock-out mutant
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Fig. 2 Comparison of PdAXY2 with other homologous proteins
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4.5 kb

M: BM 5000 DNA Marker; 1: Bp4:8U; 2: APAXY25875 ¥k; 3: JiokipTFCM-XY2
M: BM 5000 DNA Marker; 1: Wild type; 2: APdXY2 mutant; 3: Plasmid pTFCM-XY2
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Southern £ FE 4 8 (b)
Fig. 3 Identification of PdXY2-disrupted mutant by
PCR (a)and Southern blot (b)
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Fig. 4 Expression of PdXY2 during infection
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Fig. 5 Virulence of the wild type (WT) and APdXY2

mutant after 84 h of incubation
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