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Figure S1. Chromosomal location of Group II WRKY genes in H. vulgare and H. marinum.
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Figure S2. Conserved motifs and exon-intron structures of Group Il WRKY genes in H.

vulgare and H. marinum.
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Figure S4. Ka/Ks ratios of orthologous Group II WRKY gene pairs between H. brevisubulatum

and H. marinum (upper), and between H. brevisubulatum and H. vulgare (lower). The dashed red

line indicates Ka/Ks = 1.
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Figure S5. PCR identification of yeast transformants carrying HhWRKY11. Colony PCR was
performed to verify the presence of the HHWRKY11 insert in transformed yeast strains. Lane M:
DNA marker 1000 bp; PC: positive control (pYES2-HbWRKY11 plasmid); T1-T3: independent
yeast transformants; NC: negative control (H20). A clear PCR band of the expected size (571
bp) was detected in PC and all transformants, while no amplification was observed in the

negative control.



