
 
Supplementary Figure S1. Alignment of TiMYB2R-1 and TaPIMP1 sequences 
amplified in (Q)RT-PCR. MRT-F and MRT-R, being marked with long arrows, 
represent the primers for RT-PCR and Q-RT-PCR assays. The frames show the 
nucleotide differences between the amplified sequences of TiMYB2R-1 and TaPIMP1. 
  



Supplementary Figure S2. The cDNA sequence and deduced aminoacid sequence of 
TiMYB2R-1. The R2 and R3 domains are underlined with solid lines, the putative 
acidic domains are underlined with curve lines, and basic regions corresponding to 
NLS are shown by boxes. 

 



Supplementary Figure S3. Transcriptional analysis of TiMYB2R-1 in Th. 

intermedium following B. sorokiniana inoculation by Q-RT-PCR. The transcription of 

TiMYB2R-1 was obviously induced after B. sorokiniana infection, and reached a peak 

at 48 hpi. Three biological replicates for each time point were averaged with standard 

error of mean indicated (SE). Asterisks indicate statistically significant variation 

calculated using Student’s t-test (**P<0.01).  
 
 
 
 
 
 
 
 
 
 
 
 



Table S1 Common root rot responses of TiMYB2R-1 transgenic and control 
wheat linesa 

Common root rot (Bipolaris 
sorokiniana) Lines 

Infection Type     Index 

 O1      1.28**         25.71**   
O3      1.24**         24.48**   
O5      1.19**         23.75**   

 Null     2.81 56.29    
Yangmai12 2.91 58.33 

aThe values derived from the average of at 30 plants each line tested in T4 transgenic wheat lines and 
control wheat lines. Significant difference between TiMYB2R-1 transgenic wheat lines (O1,O3 and O5) 
and nontransformated wheat Yangmai 12 (recipient) at **p <0.01. Null indicates the segregants lacking 
TiMYB2R-1. 
 
 
 
 
 
 
 
 
 
 


