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The genera Erianthus and Miscanthus,
members of the Saccharum complex, are of
interest as potential resources for
sugarcane improvement and as bioenergy
crops. Although recent studies have
focused on the conservation and use of the
wild accessions as breeding materials, the
sequence data are limited, which hampers
the studies of phylogenetic relationships
and evolution. We determined the complete
chloroplast genome sequences of Erianthus
and Miscanthus, and analyzed the
phylogenetic and evolutionary relation-
ships inferred from maternally inherited
variation in the Saccharum complex. Our
findings provide an important framework
for understanding the  phylogenetic
relatedness of these three economically
important genera.
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Hypothetical chloroplast reading frames (ycf)
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Chloroplast genome
maps of Erianthus arundinaceus
(a) and Miscanthus sinensis (b).
LSC: large single-copy, SSC:
small single-copy, Ira and IRb:
inverted repeat a and b
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Fig. 2. Divergence times of the Saccharum
complex estimated based on variation of 76 . . . ' lR virgatum
concatenated  protein-coding chloroplast »s 2 15 10 5 0
genes Million years ago (mya)
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