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Figure S1. Flow chart of cloning the anti-SMV genes from the wild soybean.

The hybrid of Williams 82 and wild soybean accession BYO-15 produced a resistant (R-1) and

a susceptible plant (S-1) after two successive generations of selfing. The phenotypes of all

types of plants are at one month stage after SMV inoculation.
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Figure S2. Screening of candidate resistance genes.

A. The Venny diagram of up-regulated genes (log2 (fold change) > 2) in different plant types

of RNA-Seq including wild soybean (BYO-15) and R-1 (7d and 14d after SMV induction ). B.

The expression level of 110 candidate genes in Williams 82 and S-1 (0d, 7d and 14d before and

after SMV induction). The green arrow represents GmCADI1. The bar on the right represents

10g2(RPKM+1).
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Figure S3. Prediction of CAD1 protein secondary structure.
A. The protein secondary structure of GmCAD1. B. The protein secondary structure of
GsCAD1. The green arrow represents the random coil (GmCAD1) was changed to [3>-sheet

(GsCAD1) at the 145 amino acid.



