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Additional file 8: Comparison of number of and expression level of gene models with and
without oak-Arabidopsis orthologous pairing.

Histograms by expression level of (a) the number of gene models that are complete and have a
called Arabidopsis ortholog (green), partial with an ortholog (yellow), complete without an
ortholog (orange), or partial without an ortholog (red); (b) the number of contigs by pooled
expression for all contigs (red) versus those with orthologs (green); and (c) the number of
Arabidopsis genes by expression levels in a generic Arabidopsis RNA-Seq experiment (NCBI
SRX145413 [43], red) versus only those with a called oak ortholog (green).



