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Appendix  

 

Appendix A. Summary of the sequence assembly after Illumina sequencing of sweet 

cherry roots inoculated (S16) and non-inoculated (CK) with dark separate strain S16. 

A1. A de novo assembled blueberry seedlings transcriptome was generated. A2. The total 

transcripts generated by Trinity software. A3. Transcripts with significant similarity to 

sequences in the GO, KEGG, COG, NR, Swissprot and Pfam. 
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Appendix B. FPKM distribution of differentially expressed genes (DEGs) from roots of 

sweet cherry inoculated and non-inoculated with S16. B1. The up-regulated DEGs were 

showed in red, while the down-regulated DEGs were in green, and genes that were not 

differentially expressed in grey. B2. The numbers of up-regulated DEGs and down-regulated 

DEGs. 

 

 


