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Suppl. Fig. 2: Alignnent
of Pyrus call eryana

chl oroplasts to Owb41581
using nmvi sta Vi ewer.
Shown are identity
scores (graph) and

codi ng vs. non-coding
regions (blue vs. red)
as well as the

annot ation of the
reference P. call eryana.
Green boxes denote

| ocations of regions
anal yzed by Zheng et al.
2014.
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Suppl. Fig. 2: Alignment of Pyrus calleryana chloroplasts to OM541581 using mVista Viewer. Shown are identity scores (graph) and coding vs. non-coding regions (blue vs. red) as well as the annotation of the reference P. calleryana. Green boxes denote locations of regions analyzed by Zheng et al. 2014.




