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Abstract: [Objective] Eleven Ganoderma lucidum strains were collected as materials for
classifying them at the molecular level and establishing the molecular ID. [Methods] Internal

E&WMB: BHEH T — ARHE I H (No. 2008BADALBOL); Ml 2 25 47 L BHF % 17 (No. 201104048)
*BI{EE: Tel: 86-451-55191137; [<: howard2857@hotmail.com
Y S HHEA: 2012-05-06; %= HER: 2012-09-03



250

A=) 24 384 Microbiol. China

transcribed spacer (ITS) and simple sequence repeat (SSR) markers were used for the molecu-
lar identification of eleven Ganoderma lucidum strains. [Results] 99% similarity in ITS se-
guence between the tested strains and the Ganoderma lucidum registered in GenBank, meaning
that the tested strains were Ganoderma lucidum species. The cluster analysis by NTSYS re-
vealed that eleven Ganoderma lucidum strains were divided into four groups at similarity co-
efficients of 0.62. GL-2 and GL-4 were in two clades respectively. According to fragment size
of allele variation, the agarose gel electrophoresis bands were analyzed by the software 1D
Analysis 1.0. Five primer pairs could be used to identify all the tested strains and accomplish
the establishment of molecular ID. [Conclusion] Establishment of molecular ID in Ganoderma
lucidum based on SSR were feasibly.
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Table 1 Tested strains of Ganoderma lucidum and their origins
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Table 2 GenBank accession numbers of ITS sequences of 11 Ganoderma lucidum strains

kG5 GenBank % 5% . kG5 GenBank %52

No. GenBank accession number | No. GenBank accession number
1 JX162755 7 JX162761
2 JX162756 8 JX162762
3 JX162757 9 JX162763
4 JX162758 10 JX162764
5 JX162759 11 JX162765
6 JX162760
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Fig. 1 The primer p9s-9x electrophoretogram of 11
Ganoderma lucidum strains
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Fig. 2 Dendrogram of 11 Ganoderma lucidum strains
generated by SSR marker based on genetic similarity
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Note: The numbers on the scale represent similarity coeffi-
cients.
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Table 3 Molecular ID and specific index of Ganoderma lucidum

55 44F 1D BRI | BT 435 1D HESHHES R
No. Molecular ID Specific index : No. Molecular ID Specific index
1 0010010 85.630 | 7 1000011 63.481
2 0010011 55.725 8 0000001 66.070
3 1010011 58.457 9 0010110 62.154
4 0000111 87.712 10 0010111 69.239
5 0011111 72.190 11 0110010 87.419
6 0001111 61.923
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Fig. 3 Molecular ID of partial strains
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