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Figure S1. Collinear comparison of SCR genomic sequences of BnS-1300, BnS-6 and BnS-7. The 

SCAR marker primers were underlined with black. The qPCR primers were highlighted in green, and 
the blue box indicated the mutant position. The red box represented the initiation codon and termination 
codon, and the gray box represented the intron. 
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Figure S2. PCR fragments amplified from 'S-1300' and 14 B. napus SC lines using SCAR markers. 

NTC: no template control. M: DNA marker, from top to bottom, the size of band was 2,000, 1,000, 750, 
500, 300, and 200 bp, respectively. 
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Figure S3. Expression analysis of SCR and SRK in the flower tissues of B. rapa and B. oleracea. The 

picture on the left shows the expression of SCR in the flowers of B. rapa and B. oleracea respectively. 

BrSCR-60 is expressing in the anthers of different developmental stages of B. rapa 'BrHB'. The right 

picture shows the expression of SRK in the stigma of B. rapa and B. oleracea respectively. BrSRK-60 is 

expressing in the stigma of different development stages of B. rapa 'BrHB'. BoSRK-15 is expressing in 

the stigma of different developmental stages of B. oleracea 'BoRBR'. 
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Figure S4. cis-elements prediction in the promoters of BnSCR-6 and BnSCR-1300 

 
 


