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2.3.1

ITS 2

TCCTCCGCTTATTGATATGCTTAAGTTCAGCGGGTAGTCCTACCTGATTTGAGGTCAAATGGTCAAG
AGTGAATGAAAATCGGTTAGAAGCAGAGTAAGCTGACTGCACACGGTGGTGATAAAGGTTTTATCACA
CCAGGAAACAAGGTCAACAAATCGTTCCACTAATGCGTTTAAGGGGAGCTGACTTCTGAGGGGTTGA
AGCCAGCAAAAGCCCCCACAATCCAAGCCTATCCAAAAGTTGGTTAGGTTGAGAATTTAATGACACTC
AAACAGGCATGCTCCTCAGATCACCAAGGAGCGCAAGGTGCGTTCAAAGATTCGATGATTCACGTGTC
TGCAATTCACATTACTTATCGCGTTTCGCTGCGTCCTTCATCGATGCGAGAGCCAAGAGATCCGTTGCT
GAAAGTTGTATAATATTTGATTAAAGGCACTGAGGCCAATCAATAACATTCTGATTACACGGGAGTAAA
TGATTGATAGACAAAACAAAGTCTGTCTACAAAAGGTGCACAGGTGGGTTTGAATAAGGCGTGCACAT
GCCGAGAAAAAGGCCAGCAACAACCAGACTTCAATAATGATCCTTCCGCAGGTTCACCTACGGAAAG
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Total DNA Isolation of Zermitomyces robustus and Cloning of its I'TS Region

of Chengdu University of Technology, Chengdw Sichuan 610059, China)
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(1. Lab of Microbiology of Dujiangyan Campus, Sichuan Agricultural University, Dujiangy an, Sichuan 611830 China; 2. College of Earth Sicence

Abstract: The total DN A of Termitomyces robustus was isolated by tw o different methods, and its extraction yield was al-

so compared. The internal transcribed spacer (ITS) region in rRNA gene was cloned and sequenced, and the sequence

was compared with others spedes. The results showed that the cloning and sequencing of IT'S region was a good method

to identify the species of Termitomyces .
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