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Abstract: Stropharia rugosoannulata is an edible fungus with rich nutrition, delicious taste and is also a medicinal fungus with
great potential for development. The genome of S. rugosoannulata is the base to study the molecular colorful regulation mecha—
nism and molecular breeding. In the study, the genome of S. rugosoannulata was measured by next—generation sequencing. The
results showed that, the genome size of S. rugosoannulata was 55.20 Mb and the sequencing depth was 140x, the heterozygosity
rate was 0.80%, (G+C) content was 47.25%. 25 802 scaffolds were obtained which was assembled and the Scaffold N50 was
14.923 Kb. According to the evaluation of the various indicators of S. rugosoannulata genome, it will provide a basis for colorful
regulation mechanism and provide valuable data for molecular breeding.
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Tab.1 Species comparison statistics
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Tab.3  Comparison of Stropharia rugosoannulata assembly results with twelve Strophariaceae genomes
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