Figure 1. Total triterpenoid contents and expression of key MVA pathway genes involved in GA biosynthesis in OE and RNAi transformants of GlHMG_9 and GlC2H2.07 at mycelial stage. (A) Morphological features of G. lucidum at mycelial stage. (B-E) Total triterpenoid content in OE and Si transformants of GlHMG_9 and GlC2H2.07. (F) Quantitative RT-PCR analysis of GlHMG_9, SQS, LS and HMGR expression in OE-GlHMG_9 transformants. (G) Quantitative RT-PCR analysis of GlHMG_9, SQS, LS and HMGR expression in Si-GlHMG_9 transformants. (H) Quantitative RT-PCR analysis of GlC2H2.07, SQS, LS and HMGR expression in OE-GlC2H2.07transformants. (I) Quantitative RT-PCR analysis of GlC2H2.07, SQS, LS and HMGR expression in Si-GlC2H2.07 transformants. Data are presented as means ± SD (n=3). One-way ANOVA, followed by multiple-comparison post hoc tests were performed. *P<0.05, **P<0.01, ***P<0.001, ****P<0.0001.

Figure 2. Content of individual GAs in Si-GlHMG_9 transformants of G. lucidum at primordia stage. (A) Representative morphological features of G. lucidum at primordia stage. (B) Content of individual GAs in Si-GlHMG_9 transformants at primordia stage. Data are presented as means ± SD (n=3). One-way ANOVA, followed by multiple-comparison post hoc tests were performed. *P<0.05, **P<0.01, ***P<0.001, ****P<0.0001.

Figure 3. Content of individual GAs in Si-GlC2H2.07 transformants of G. lucidum at primordia stage. Data are presented as means ± SD (n=3). One-way ANOVA, followed by multiple-comparison post hoc tests were performed. *P<0.05, **P<0.01, ***P<0.001, ****P<0.0001.

Figure 4. Subcellular localization of GlHMG_9 and GlC2H2.07 in G. lucidum. DAPI, nuclear staining; EGFP, the field of view under green excitation fluorescence; Merge: the overlapping field of view of DAPI and EGFP. Scale bars: 10 μm.

Figure 5. Transcriptome profiling of WT, Si-GlHMG_9 and Si-GlC2H2.07 G. lucidum strains at primordia stage. (A) Si-GlHMG_9_VS_WT differentially expressed genes. (B) The expression levels of MPK, CYP5144F11, and Hydrophobin genes involved in the GA biosynthetic pathways of WT and Si-GlHMG_9 G. lucidum strains. MPK, Phosphomevalonate kinase. (C) GO enrichment analysis of DEGs of WT, and Si-GlHMG_9 G. lucidum strains. (D) KEGG enrichment analysis of DEGs of WT, and Si-GlHMG_9 G. lucidum strains. (E) Si-GlC2H2.07_VS_WT differentially expressed genes of WT and Si-GlC2H2.07 G. lucidum strains. (F) The expression levels of MPK, FPS, LS, Zn2Cys6_37, CYP5035M2, CYP5144C41, and CYP5147B1genes involved in the GA biosynthetic pathways of WT and Si-GlC2H2.07 G. lucidum strains. MPK, Phosphomevalonate kinase; FPS, farnesyl pyrophosphate synthase; LS, ‌lanosterol synthase. (G) GO enrichment analysis of DEGs of WT, and Si-GlC2H2.07 G. lucidum strains. (H) KEGG enrichment analysis of DEGs of WT, and Si-GlC2H2.07 G. lucidum strains. n=3.
