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Erianthus arundinaceus are widely
distributed in tropical and subtropical
climates. Some wild accessions adapted to
temperate Japan are potentially novel
genetic resources for the cultivar
development suitable for growth in the
temperate zone. We obtained Dbasic
knowledge about the genetic background
of this species from Japan. DNA content
differed significantly between the
accessions from temperate and subtropical
zones, although chromosome number was
inferred to be identical in all accessions. A
phylogeny based on SSR polymorphisms
classified Japanese accessions into distinct
groups reflecting collection location: the
temperate and the subtropical zone. These
results suggested that some Japanese
accessions had different genetic
characteristics from other accessions.
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Fig. 1. Histograms of relative DNA content and
mitotic metaphase chromosome preparations of
Erianthus arundinaceus accessions from temperate
(@) and subtropical (b) zones. The peaks marked in
red and blue were detected in the internal control
and the experimental samples, respectively.
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Fig. 2. Phenogram of the 29 accessions based on
SSR genotyping data. Numbers beside the
branches indicate the bootstrap values. Values
of DNA content (mean * standard deviation) with
different letters indicate statistically significant
differences among groups (p<0.001).
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	日本で収集されたエリアンサスの遺伝学的特性の解明とSSRマーカーの開発

