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The Base Sequence of ITS and Genetic Variation in Sarcodon Aspratus. Jong Bong Kim*. Dept. of
biology, Catholic University of daegu, Kyongbuk 712-702, Korea — The sequence of ITS (partial 165 ribosomal
DNA, complete ITS1, 5.85 ribosomal DNA and ITS2, and partial 285 ribosomal DNA) was analysed
by PCR and autosequencing in Sarcodon aspratus. The ITS lenght of S. aspratus was 716 base pair. As
this sequence compared with other reports on S. aspratus (acc No AF335110), the sequence variation
based on nucleotid deletion and substitution was 1.8%. This nucleotide variation rate in same species
was very higher than in other species. Also, the sequence varitation rates between this S. aspratus and
S. imbricatus, and S. squamus were 8% and 10%, respectivly. This results suggested that the high
sequence variation of S. aspratus might be caused specific host and inhabitat enviroment which limited

gene flow.
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Nuclear small subunit
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Nuclear large subunit

ITS 11 ribosomal DNA

«~—ITS2
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Forward primers

Reverse primers

ITS-1 : TCCGTAGGTGAACCTGCGG
ITS-3 : GCATCGATGAAGAACGCAGC

ITS-2 © GCTGCGTTCTTCATCGATGC
ITS-4 ° TCCTCCGCTTATTGATATGC

Fig. 1. Locations and sequences of primers for the amplification and sequencing.

ITS primers were those designed by White et al., (1990).
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NO base sequence

1 TAATACACCG GGGAGATNCT TTTGGGGAAN CCCNGGCCAC CNCTCTAGGA GGGGGTATGT
61  GCONTTNCNCG AATCGTATAT ATCACTCCAC TTTGCTTTAC ACCCTGATGC ACAACCTGTA
121  NCTTGGGATG ATCACGGCAG CGTGCCACTT GTGTGGCCGC ACTCGAATGC CCTCGCTATG
181  AACGCTTTNA TATAAACCCC TTATAAAGTC TTGTAGAATG TCAATNAGCG TGTAACAGCG
241 CGAAAAATAA TACAACTTTC AGCAACGGAT CTCTTGGCTC TCGCATCGAT GAAGCAACGC
301 AGCGAAATGC GATAAGTAAT GTGAATTGCA GAATTCAGTG AATCATCGAA TNTTTGAACG
361 CACCTTGCGC TNCTTGGTAT NCCGAGGAGC ATGCCTGTTT GAGTGTCATG AAGTTCTCAA
421  CTGCTTTGAC TTIGTTGTTG AAGTGAAGTT GGAGTTGGAG GGTCTTTGCT GGCGTGGGCT
481 TGTTGTGTGG NTTTGCTACA TGCTTGCTTG CTTGTCGGCT CCTCTTAAAA GTATGAAACC
541 TTTCTGGTAG ATCTTGGCGA AAGAGTATCT NTGACGTGAT AATTATCTGC GTCGTTGAGA
601  AAGCTCTCAG GCCCCTACAA NAAAACNTTT GGTTGNAATG NCNCTTANAT GANGNTTGAC
661  CAATTCNCCT TNAATCAGGN GGACTCCCCC TGNACTTAAN CTNTCATTAN CNGGGG

Fig. 2. ITS sequence of S. aspratus. This ITS contained partial 165 ribosomal DNA, complete 1TS1, 5.85 ribosomal DNA and ITS2,
and partial 285 ribosomal DNA. The length of this ITS sequence was 716 base pairs.

Source NO base sequence
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Fig. 3. This ITS sequence was compared with one of acc No AF335110 in S. asprafus.
Query is the base seques of this S. aspratus. Sbjct is the base sequence of acc No AF335110.
The sequence variation based on deletion and substitution was 1.8%.
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