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Figure S1. Length distributions of sSRNA. The sRNAs of 7 samples each of a cultivated soybean
accession (C08) and a wild accession (W05) were sequenced. X-axes: Length of reads (nt). Y-axes: Total
number of reads. (A) Length distributions of C08 sRNAs; (B) Length distributions of W05 sRNAs.
Ga: Germinated seedling cotyledons; Gr: Germinated seedling roots; Ya: Young seedling leaves;

Yr: Young seedling roots; Sp: Seedling primary leaves; Sr: Seedling roots; St: Seedling trifoliates.
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Figure S2. Pairwise comparisons of miRNA expressions between corresponding samples of C08 and
WO05. The same tissues from different accessions were compared (W05 samples/C08 samples).
miRNAs of which fold-change -1 < Logz < 1 were removed from the dataset.
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Figure S3. Phase check of PHAS regions of C08. Twenty-one-nucleotide sSRNA reads in each PHAS region of C08 were plotted as radar maps. The needles pointed to the

start positions of sSRNAs. If a needle pointed to more than two directions, the corresponding sRNA in the region was discarded.
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Figure S4. Phase check of PHAS regions of W05. Twenty-one-nucleotide sRNA reads in each PHAS region of C08 were plotted as radar maps. The needles pointed to the

start positions of SRNAs. If a needle pointed to more than two directions, the corresponding sSRNA in the region was discarded.
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Figure S5. Seeds of wild and cultivated soybeans. Black seeds of wild soybeans (W05) are smaller
than yellow seeds of cultivated soybeans (C08).



