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Supplementary Information 

Figure S1. The morphology and molecular detection of RBSDV infected plants. a: 

Non-infected control plants. b: The RBSDV infected maize seedlings. c: Molecular 

detection of RBSDV using virus specific primers. T1-T5 were the individual plants 

infected by RBSDV. 

Figure S2. Differentially expressed novel miRNAs identified from small RNA 

libraries 

Figure S3. Sequencing randomness and saturation analysis for transcriptome 

sequencing 

Figure S4. COG classification analysis of differentially expressed genes 

Figure S5. GO annotation of differentially expressed genes 
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Figure S4 



Figure S5 


