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ABSTRACT

Polymerase chain reaction (PCR) of ITS region was used to identify the fungus
isolated from plastic garbage which can produce laccase enzyme. DNA bands were purified
from agarose gel and then sequenced and after entering these nucleotides to the data base it
was found that the DNA band belongs to the genus Myceliopthora verrucosa in 100%
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matching. This method 1s a very sensitive method for the identification of species and
strains of fungi as well as its simplicity in comparing between fungi species.
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(Primers)
(2013 )
5'TGA ATC ATC GAC TCT TTG AAC GC3' ITS86M Forward
.(Soeta et al., 2009) 5'TTT CTT TTC CTC CGC TTA TTG ATA T3' ITS4M
DNA
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(1) 0.5 BioLabs INC
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agrf

CCTGGCGGGCATGCCTGTTCGAGCGTCATTTCAACCATCAAGCCCCCGGCTTGT
GTTGGGGACCTGCGGCTGTCCGCAGGCCCTGAAAACCAGTGGCGGGCTCGCTA
GTCACACCGAGCGTAGTAGCATACATCTCGCTCAGGGCGTGCTGCGGGTTCCGG
CCGTTAAACGACCTTCATAACCCAAGGTTGACCTCGGATCAGGTAGGAAGACCC
GCTGAACTTAAGCATATCAATAAG.

.(4) NCBI
Myceliopthora verrucosa
(5) %100



Accession Deseription Max Total Query £ Max Links
S00re Seore coverade Vallie ident

Mycelophinor vemucosa iolate MMIOU0A

185 nbosormal RNA ene, paral equence:

Itamal ranstrigd spacer 1 .65 nbosomal
——— RNAqene,and intemal ranscroed spacer 2 u

complets sequence: and 265 nigosomal RNA

(ene, Dl sequence

Alignments

>gb|1JQ246353.1]| Myceliophthora wverruccsa isolate MMIOO0058 185 ribosomal RNA gene,
partial sequence; internal transcribed spacer 1, 5.8S ribosomal

RNA gene, and internal transcribed spacer 2, completp

secquence; and 28S ribosomal RNA gene, partial seguence

Length=566

Score = 442 bits (239), Expect = 6e-121
Identities = 239/239 (100%), Gaps = 0/239 (0%)
Strand—Plus/Plus

Query 1 CCTGGCGGEGCATGCCTGTTCGAGCGTCATTTCAACCATCAMGCCCCCGGCTTGTGTTGGG a0

Pt et e et b bbbt bbbt v bbb
Sbjct 320 CCTGGCGGEGCATGCCTGTTCGAGCGTCATTTCAACCATCAMNGCCCCCGGCTTGTGTTGGG 379

Query 6l GACCTGCGGUTGTCCGCAGGCCCTGAANMNCCAGTGGCGEGCTCGCTAGTCACACCGAGCG 120
brerrrerrrrret et et ettt b et e ettt it
Sbijct 380 GACCTGCGGCTGTCCGCAGGCCCTGAMMACCAGTGGCGEGGCTCGCTAGTCACACCGAGCG 439

Query 121 TAGTAGCATACATCTCGCTCAGGGCGTGCTGCGGGTTCCGGCCGTTAAACGACCTTCATA 180
PLT IR P P L LTl

Sbjct 440 TAGTAGCATACATCTCGCTCAGGGCGTGCTGCGGGTTCCGGCCGTTAAACGACCTTCATA 499

Query 181 ACCCAAGGTTGACCTCGGATCAGGTAGGRAAGACCCGCTGRAACTTRAGCATATCRATAAG 239

IIIIII\IIIIII\II\III\II\III\II\III\III\II\III\II\III\II\III
Sbjct 500 ACCCAAGGTTGACCTCGGATCAGGTAGGAAGACCCGCTGAACTTAAGCATATCAATARA 558

*  Query = Sbjct =

.NCBI 4
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.(Buchan et al., 2002)
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