
Supplemental figures 

 

Figure S1. Pearson correlation analysis between QC samples. 

 

 

Figure S2. PLS-DA analysis of metabolites composition at different stages. 

 

 



 

 

 

 

Figure S3. Heatmap showing the DEMs at different stages. 
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Figure S4. Top 20 DEMs in three comparative groups. (a) MY vs. PR. (b) PR vs. YFB. 
(c) YFB vs. MFB. 
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Figure S5. Pearson correlation analysis between all transcriptome samples. 

 

 

Figure S6. PCA analysis of gene expression profiles at different stages. 

 

 



 

 

 

Figure S7. KEGG enrichment analysis of DEGs in MY vs. PR, PR vs. YFB and YFB vs. 
MFB. 

Pyruvate metabolism
Degradation of aromatic compounds

Ubiquinone and other terpenoid-quinone biosynthesis
Isoquinoline alkaloid biosynthesis

Phenylalanine metabolism
Pentose phosphate pathway
Biosynthesis of amino acids

Thiamine metabolism
Cysteine and methionine metabolism

Galactose metabolism
Biosynthesis of cofactors

Methane metabolism
Thermogenesis

Tyrosine metabolism
Biosynthesis of nucleotide sugars

Oxidative phosphorylation
Glycolysis / Gluconeogenesis

Pentose and glucuronate interconversions
Starch and sucrose metabolism

Fructose and mannose metabolism
Carbon metabolism

Ribosome
Biosynthesis of secondary metabolites

Microbial metabolism in diverse environments

0 50 100 150 200
Count

Metabolism
Genetic Information Processing
Organismal Systems

Enriched KEGG pathways (MY vs PR)

Ribosome
Glycine, serine and threonine metabolism

Alanine, aspartate and glutamate metabolism
Carbon metabolism

Thiamine metabolism
Methane metabolism

Cysteine and methionine metabolism
Microbial metabolism in diverse environments

Biosynthesis of amino acids
Biosynthesis of secondary metabolites

0 40 80 120
Count

Metabolism
Genetic Information Processing

Enriched KEGG pathways (PR vs YFB)

Selenocompound metabolism
Alanine, aspartate and glutamate metabolism

Biosynthesis of amino acids
Cysteine and methionine metabolism

Carbon metabolism
Glutathione metabolism

Valine, leucine and isoleucine degradation
Butanoate metabolism

Microbial metabolism in diverse environments
Taurine and hypotaurine metabolism

Biosynthesis of secondary metabolites

0 20 40 60 80
Count

Metabolism

Enriched KEGG pathways (YFB vs MFB)



 

Figure S8. (a) Venn diagram of DEMs and DEGs in MY vs. PR, MY vs. YFB and MY 
vs. MFB. (b) Expression heatmap of 2,821 shared DEGs in MY vs. PR, MY vs. YFB and 
MY vs. MFB. 

 

 

Figure S9. Enriched GO terms of 1,402 upregulated DEGs in PR, YFB and MFB stages. 



 

 

Figure S10. Heatmap showing differentially expressed CAZymes at different 
developmental stages. 

 

 

Figure S11. Heatmap showing differentially expressed mating-type genes at different 
developmental stages. 
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