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Supplemental Figure S1: Characterization of npf6.8 knockdown lines. (A) Schematic MtNPF6.8 gene structure. Closed boxes
represent exons containing coding regions, open boxes represent the start and the stop codons, black darts represent RNAi
fragment, and numbers indicate fragment size. (B) Gene expression of MtNPF6.8 and (C) of two putative nitrate transporter,
Medtr4gl01380 and Medtr5g012290, determined by quantitative-RT-PCR. Each value represents the mean £ SD of three
independent biological experiments.




