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Analysis of Molecular Diversity in Castanopsis sieboldii with Felt
Disease Caused by Septobasidium sp.
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In 2020, within the Dongbaekdongsan area in Jeju Island, a Septobasidium sp. associated with a felt disease in
Castanopsis sieboldii (Makino) Hatus. ex T. Yamaz. & Mashiba was identified. The symptom included the pres-
ence of brown, thin, and silk-like mycelial mats attached to the tree's bark, displaying variations in size from
large to small. To induce hyphal growth, the samples collected were incubated in a moist chamber, and the
newly formed hyphae were subjected to genomic DNA extractions. The nucleotide sequences of the internal
transcribed spacer and small subunit rDNA genes were determined, and molecular characteristics among
the isolates were investigated through polymerase chain reaction-based restriction fragment length polymor-
phism analysis. This Septobasidium sp. exhibited distinct morphological and phylogenetic features compared
to those that were previously reported in South Korea. Consequently, this strain is taxonomically classified as a
provisionally novel species of Septobasidium. Furthermore, the observed felt disease exhibited a high degree
of host specificity, as it was exclusively identified in C. sieboldii without occurrence in other tree species at the
time of observation.
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Fig. 1. Felt disease on Castanopsis sieboldii trees caused by Septo-
basidium sp. (A—C) Basidiomata on bark. (D) Molting of the scale
insect. (E) Hyphae of basidiomata. Appearance of felt disease in
February (F) and July (G).
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Table 1. Primers used in this study
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Primer Target gene Sequence (5'-3') Remark Reference
ITS1 ITS1,5.8S,ITS2 TCCGTAGGTGAACCTGCGG *F
ITS4 TCCTCCGCTTATTGATATGC *R
. White et al. (1990)
NS1 18S small subunit GTAGTCATATGCTTGTCTC *F
NS6 GCATCACAGACCTGTTATTGCCTC *R

*F: forward, *R: reverse.
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Fig. 2. Analysis results of polymerase chain reaction (PCR) and re-
striction fragment length polymorphism (RFLP) profiles using in-
ternal transcribed spacer (ITS) and small subunit (SSU) rDNA re-
gions for Septobasidium sp. of Castanopsis sieboldii felt disease. (A)
PCR results of ITS and SSU rDNA. (B) PCR-RFLP profiles based on ITS
rDNA using Alul and Hap Il enzymes.
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Fig. 3. Phylogenetic relationship of Septobasidium by alignments of nucleotide sequences from the internal transcribed spacer (ITS) (A)
and small subunit (SSU) rDNAs (B) performed with MEGA 11.0 software using the neighbor-joining method with the default values and

10,000 replications for bootstrap analysis.
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