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Figure S1: GO analysis of the common DEGs at 12 hours post inoculation with HGA4 and RS105. Biological process analysis of the common DEGs for upregulated genes (A) and downregulated genes (B).
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[bookmark: _Hlk162984919]Figure S2: Histogram of the ratio of common DEGs at 3 dpi with HGA4 and RS105. Histogram of the ratio of up-regulated common DEGs (A) to down-regulated common DEGs (B) at 3 dpi with HGA4 and RS105.
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[bookmark: _Hlk162986960]Figure S3: Expression levels determined by qRT‒PCR. qRT-PCR was used to verify the expression of DEGs at 3 dpi with HGA4 and RS105. Unpaired t test, *P≤0.05, ** P ≤ 0.01, *** P≤ 0.001, **** P≤ 0.0001.
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[bookmark: _Hlk145964496]Figure S4: Important KEGG pathways related to plant disease resistance mechanism. The plant hormone signal transduction of 12 hpi (A) and 3 dpi (B) and the MAPK signaling pathway-plant of 12 hpi (C) and 3 dpi (D). Red: up-regulated; Green: down-regulated; Yellow: both up-regulated and down-regulated.
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