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Figure S1. Homology ratio of Pinus radiata lncRNAs to lncRNAs of plant species from the CANTATA and GreeNc databases. The bars represent the number of hits of pine lncRNAs with those of each plant species to the total number of lncRNAs of each plant species.
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Figure S2. Two-dimensional scatterplot of the principal component analyses (PCA) for lncRNA expression data of Pinus radiata. Red arrows indicate the discarded samples for the downstream analysis.
