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Supplemental Table 1 Primer information used in the real-time quantitative PCR
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Primer name Sequence (5°-3”)

SmNAC18-qF CGAGAACAAACCGGGCAACTG
SmNAC18-gR CAACAAACGCATCCTTAGCAGC

SmActin-qF GGTGCCCTGAGGTCCTGTT
SmActin-qR AGGAACCACCGATCCAGACA
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A-figure of PCR amplification electrophoresis; B-protein hydrophilicity prediction; C-figure of DNA structure
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Supplemental Fig.1 SmNACIS8 gene cloning
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A-protein domain analysis; B- tertiary structure prediction; C- phosphorylation sites prediction; D- signal peptide prediction; E-
transmembrane domain prediction
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Supplemental Fig.2 Bioinformatics analysis of SmNAC18



