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Study of the programmed cell death mechanism involved in pathogenicity of plant
fungal pathogens
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In our previous study, we have found that disruptants of the F-box gene
CoGRR1 in Colletotrichum orbiculare caused a programmed cell death not only in conidia after
appressorial formation but also in appressoria. In this study, we performed RNA-Seq analysis using
mycelia and conidial germlings that developed appressoria of the wild-type and the disruptant. We
identified a group of genes that were specifically expressed in the conidial germlings of the
disruptant that developed appressoria. It is possible these include novel genes involved in the
machinery of the PCD. In addition, the complementation analysis using CoGRR1 lacking F-box domain
suggested that selective protein degradation via CoGRR1 regulate a process of the PCD.



PCD

UPS
PCD

(1) PCD

(2) PCD
RNA-Seq

®

*

(1) PCD

CoGRR1

(2) PCD
RNA-Seq

PCD

PCD

PCD

3

10
14

CoGRR1

CoGRR1

CoGRR1

PCD

MoGRR1

CoGRR1
CoGRR1

CDNA

CoGRR1

PCD
PCD
PCD
UPS PCD
PCD
UPS
CoGRR1 cDNA
CoGRR1
F-box CoGRR1
CoGRR1
CoGRR1
MoGRR1
MoGRR1
UPS
F-box
PCD
472 1402
10
PCD

540

CoGRR1



®

*

PCD
CoGRR1 PCD PCD
CPX
FITC-VAD-fmk

PCD

MoGRR1
MoGRR1

Lip-1

PCD

PCD






