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Figure S1. Creation of in silico B. rapa transcriptomic reference. The B. rapa transcriptomic reference was constructed using Ensembl Plants build 1.27 (http://plants.ensembl.com) containing 41,393 cDNA sequences. The reference was constructed by concatenating the sequences such that two consecutive sequences were separated by a gap of 200 N’s. The reference was a total of 56,434,134 bases in length out of which 8,278,800 bases were ‘N’s used as separators.
