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Table S1. Gene prediction of Stropharia rugosoannulata genome. RNA-seq was used to construct the 

gene prediction model for gene prediction. The model was constructed using Braker software suite. 

 

Method Software Species Gene number 

Ab initio based 

Augustus  10,774 

Genscan  7,866 

GeneID  13,221 

GlimmerHMM  13,623 

SNAP  13,032 

RNA-seq based 
PASA  20,313 

TransDecoder  22,306 

Homology based GeMoMa 

Agrocybe aegerita 8,720 

Agrocybe pediades 8,704 

Hypholoma sublateritium 11,914 

Integration EVM  12,752 
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Table S2. Sequencing results of the S. rugosoannulata MG69 and A15 genomes. 

 

Strain MG69 A15 

Total ungapped length(bp) 50,394,922 47,892,371 

Gaps between scaffolds 0 0 

Genome coverage: 51x 165.4 

Number of contigs 17,725 20 

Contig N50 8,626 3,644,253 

Contig L50(bp) 1,461 18,990 

Total number of chromosomes and 

plasmids 
0  

Number of component sequences 

(WGS or clone) 
17,452 12,752 
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Table S3. Annotation statistics of genomic functions of S. rugosoannulata using different 

databases. 

 

 

 

Database 
Number 

(percentage) 
100<=length<300 Length>=300 

GO_Annotation 5,752 (45.1%) 1,357 4,295 

KEGG_Annotation 3,330 (26.1%) 818 2,452 

Pfam_Annotation 7,672 (60.2%) 1,820 5,751 

Swissprot_Annotation 6,193 (48.6%) 1,365 4,753 

Nr_Annotation 11,599 (91.0%) 3,110 8,294 
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Figure S1 

 

Figure S1. The position of the tissue for proteomic analysis. Cap, Cap (pileus) of the fruiting body; 

Sti, Stipe (stem) of the fruiting body. 
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Figure S2 

 

Figure S2. The integrated genes were derived from the statistical plots of three predictive method. 

 


