[image: ]
Supplementary Figure 1. Available Metschnikowia genome data download from NCBI and used for BUSCO and Phylogenetic tree analysis.
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Supplementary Figure 2. Summary of data production a) Statistics of filtered sub-reads b) Filtered Sub-read Length Distribution
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[bookmark: _GoBack]Supplementary Figure 3. Results of assembly. Following the annotation process, we removed contig15 (mitochondria sequence) and only using 16 contigs for making final genome draft.
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Supplementary Figure 4. BUSCO analysis results. a) M. fructiola b) M. persimmonesis c) M. pulcherrima d) M. reukafii
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