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Supplementary Table S2. Primers designed to validate the contigs obtained under de 

novo assembly and to validate RNA editing, through a Sanger analysis. For each 

amplified gene the forward and reverse primers (in 5’ to 3’ orientation) are provided, as 

well as, the annealing temperature used for PCR amplification. 

Gene ID Orientation Primer sequence (5’ >> 3’) Tm 

(ºC) 

VIT_201s0010g03460 Forward ATCATCCTTATCTGTATTCTTCT 56 

Reverse CTTCGCCGTCACCATTCT 

VIT_202s0154g00070 
(VviYABBY) 

Forward TCTGCCAATGTCGGTGTCTC   50 

Reverse CGAAGCATAAAGGATAAGTC   

VIT_202s0033g01400 Forward GGAGAGTTGAGTCTGGTGC 55 

Reverse TTGTGAGTTACTGGGGCG   

VIT_207s0104g01810 Forward AGGCACAATGACCTCAAAGAAG 63 

Reverse TCGGTTTCTGAGCAGTGTGGCT 

VIT_215s0046g03160 Forward AAGCCTGGTCGTGGTGAT 61 

Reverse ATCAGACAAACTAAAGAGTCCC 

VIT_215s0046g02560 Forward GAAATCTTCCTTTGTTCCTTGT 60 

Reverse TATTCTTTGTTGTGTTTGTGGC 

 


