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Supplemental Fig. S1. Gel mobility shift competition assay of OsWRKY76 to the W-box-

containing oligonucleotide. Recombinant OsWRKY76 protein fused to MBP (W76) and MBP 

control (M) were used. Gel mobility shift by the reaction of recombinant OsWRKY76 protein and 

the probe containing W-box sequence was blocked by an excess of WB but not by mWB. 
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Supplemental Fig. S2. Growth of transgenic plants constitutively overexpressing OsWRKY76.  

(A) Expression of OsWRKY76 in non-transformed (NT) and transgenic plants. Expression levels 

were determined by quantitative RT-PCR analysis.  

(B) Plants at the 5.6-leaf stage. 
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Supplemental Fig. S3. Effects of overexpression of OsWRKY76 on disease resistance to a 

compatible strain (Ina86-137) of M. oryzae.  

(A) Disease symptoms in the intact plants. Rice seedlings at the 5-leaf stage were sprayed with 

conidia suspended in water and incubated for 5 days.  

(B) Photomicrographs of cross-sections of rice leave blades from inoculated intact plants. W76-

OX plants show enhanced susceptibility to M. oryzae (4 dai).  

(C) Microscopy of infectious hyphae in rice leaf sheath. Sheaths of the fifth leaves were detached, 

inoculated with a suspension of conidia, and incubated for 36 h in the dark. 
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Supplemental Fig. S4. Effects of overexpression of OsWRKY76 on disease resistance to an incompatible strain 
(P91-15B) of M. oryzae.  
(A) Disease symptoms of plants. Fifth leaf blades detached from the rice plants were sprayed with a conidial 
suspension and incubated for 4 days. The lower photograph shows bleached leaf blades boiled in 100% ethanol.  
(B) Lengths of lesions in leaf blades at 4 days after inoculation. Values are represented as mean values ± 
standard error (SE) value for the 20 replicates. Significantly lower values compared with those of the non-
transformed control are denoted by asterisks (*p < 0.01 by Dunnett’s test).  
(C) Invasion rate of the infectious hyphae in the rice leaf sheath. Patterns of infectious hyphae are shown in 
Figure 3C. Data are expressed as invasion rate of infectious hyphae per 200 appressoria. Values are represented 
as mean values ± SE for 5 leaf sheaths. Significantly different values compared with the non-transformed 
control are denoted by asterisks (*p < 0.05, **p < 0.01 by Dunnett's test). 



Figure S5. Schematic view integrating the biosynthetic pathway of diterpenoid phytoalexins with 

microarray data. Genes with significantly suppressed expression upon OsWRKY76 overexpression 

(classified in a square bracket in Fig. 5B) are highlighted in blue. CDP, copalyl diphosphate; CPS, 

copalyl diphosphate synthase; KSL, kaurene synthase-like; MAS, momilactone A synthase; CYP, 

cytochrome P450 monooxygenase. 



Supplemental Fig. S6. Effects of the overexpression of OsWRKY76 on the accumulation of 

phytoalexins in response to M. oryzae inoculation. The sheaths of the fifth leaves were detached 

from NT and W76-OX#06 plants, inoculated with a suspension of conidia, and incubated at 

25°C in the dark. 



Supplemental Fig. S7. Distribution of W-box/W-box like elements in the upstream (2 kb) of the 

initiation codon of genes that are putatively regulated by OsWRKY76. Black and white triangles 

indicate the W-box and W-box-like elements, respectively. 


