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Abstract:  Wild Ganoderma lucidum resources are extensively found in Lianyungang. In this study, we utilized
whole-genome resequencing technology to examine and analyze the genomes of Ganoderma lucidum with different morpholog-
ical and habitat characteristics. The purpose of this study was to unveil the biological and genomic characteristics of wild
Ganoderma lucidum in Lianyungang. The results showed that the mycelium of wild Ganoderma lucidum germplasm resources
collected from different regions had clamp connection, and had the conditions to form fruiting bodies, and the biological
characteristics were quite different. Through principal component analysis, 12 wild Ganoderma lucidum germplasm resources

were grouped into three categories, and the third category
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SEHEIN [ AR (2023) 14 5] Ganoderma lucidum , it was found that the number of SNP
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of the total InDel number. These results showed that Ganoderma lucidum in Lianyungang had rich genetic diversity, which

could be used to further explore more functional genes and breed varieties.
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Table 1 Specimen information of wild Ganoderma lucidum
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Fig.1 Fruiting body of wild Ganoderma lucidum
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Fig.2 Colony morphology and microstructure of Ganoderma lucidum
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Fig.3 Genome electrophoretogram (A) and phylogenetic tree of internal transcribed spacer (ITS) sequence of Ganoderma lucidum (B)
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Fig.4 Comparison of biological characteristics of Ganoderma lucidum strains
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Table 3 Comparison rate statistics of sequencing data
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Table 2 Statistics of sequencing data
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lynk007 3 301 966 23.20 486 493 3.42 10 442 722 73.38
lynk008 467 318 2.28 165 249 0.81 19 881 172 96.92
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Fig.5 Distribution of coverage and depth of genome by sequencing data
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Table 4 Number of mutations and density

gk K SNP it SNP % InDel £t InDel %

(Mb) (M) (N IMb) () (N1 M)

1 13 352 148 275900 20 663.34 47 355 3 546.62
2 10 330 694 123 968 11 999.97 22 308 2 159.39
3 10 468 304 88 845 8487.05 16 798 1 604.65
4 10 132 887 70 641 6971.46 12 899 1272.98
5 5245009 39510 7 532.88 7518 1 .433.36
A1t 49529042 598 864 12 091.17 106 878 2 157.89
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