
 
Figure S6. Schematic representation and RT-PCR validation of novel ncRNAs. (a) 
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Schematic representation of novel ncRNAs. The ncRNAs are denoted by open dashed 
pentagons. The termini were examined by RNA-Seq data and EST/MPSS sequences, 
denoted by grey arrows. The primers designed for ncRNA precursors and the expected 
sizes are indicated by arrows. (b) RT-PCR analysis was carried out in 2-week-old 
seedlings. RT+ and RT- refer to the presence and absence of reverse transcriptase, 
respectively. Molecular markers are shown as M. Genomic DNA, G, was used as a 
positive control. The expected RT-PCR product size is indicated below the lanes. 


