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Fig. S2. Genome-wide identification of IncRNAs in tobacco. (A) Steps of the pipeline used in identification of IncRNAs from 10 rRNA removed strand specific RNAseq (ssRNA-seq) datasets generated in this study and 82 poly(A) RNA-seq datasets downloaded from NCBI. (B)
Comparison of IncRNAs identified in ssRNA-seq and poly(A) RNA-seq datasets. The blue color represents result from the 10 ssSRNA-seq datasets; the pink color represents result from the 82 ploy (A) RNA-seq datasets. (C) Number of IncRNA loci, transcripts,
lincRNA, IncNAT and exons from the two types of RNA-seq datasets. (D) The distribution of lincRNA, IncNAT and mRNA with the exon number showing in the X-axis. (E) The transcript length distribution of lincRNA, IncNAT and mRNA. (F) A/U content of lincRNA, IncNAT and

mRNA.



