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Fig. 1. Taiwan weedy rice accessions were collected

134 seed fields and plotted on Taiwan map.
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The NGS region within 0.25Mb window size in Rice genome
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Fig. 2. The performance of weedy rice and cultivated rice on germination and
seedling vigor. 2a. Cultivated rice; 2b. Weedy red rice; 2c. Cultivated seedling; 2d.
Weedy red seedling; 2e. The NGS region within 0.25 Mb window size.
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Fig. 3. The two-dimensional plot of the
Principal Coordinate Analysis (PCoA) of SSR
data showed the clustering of populations
of cultivated rice and weedy rice (3a.). The
illustration showed the distribution of
Taiwan weedy rice and genetic originate of
UWR and TWR (3b.).
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Fig. 5. The inbreeding coefficient of each
Taiwan weedy rice cluster and the release
yvear of inference variety. The three
landraces is very popular before 1945 at
Taiwan paddy field and the inbreeding
coefficient of some clusters (C2, C4, C5) can
be up to 1.
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Fig. 4. Dispersal patterns of six Taiwan
weedy rice clusters are displayed by
the interpolated values of ancestry
coefficients on the geographical map.
Small black dots indicate the collection
locations of Taiwan weedy red rice.
The 6th geographic cluster contained
few samples, which were from diverse
origins. Thus, its color scheme is not
represented on the graph.
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@) Weedy traits

A. Semi-dwarf, B. Heading day, C. Bran color, D. Grain size

Fig. 6. Taiwan weedy rice possessed
traits of semi-dwarf, early heading day,
bran color and grain size, which derived
from hybridization between old
landraces (tall with red bran; commonly
grown on Taiwan farms pre-twentieth
century) and the indica cultivar (short
with white bran; grown beginning mid-
twentieth century).
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