Vol.35No. 2
Jun. 2016

55 35 BEE 2 R W B T K % % #
2016 4£ 6 H Journal of Wuhan Polytechnic University

Y5 :2095-7386 (2016 ) 02-0030-06
DOI:10.3969/]j. issn. 2095-7386.2016. 02. 005

g LT DX DY B 1 50 18 5 00 28 5

THEHE, A g, s
( RBUR TR A2 SRR TR B, 1L iR 430023 )

B OE: AKBOLE o &2 4 HJLE , JhaT 4 A E 89 ITS 51 847 T ¥ 38 5 0l 7, MEGAG6 4%
HHETARAIS B3] 2R K AR, AHMEW %L F AT % H 4 HBMI  HBM2 #= & 4
HBM3 i 1% % & 338, = % # & Schizophyllum commune , & # HBM4 & Irpex lacteus .,

KR AR ITS; AAL A ZAA ;9 b H

FESES: Q93-331 XHkFRIRAG: A

Isolation and primary identification of four fungi

from Wuling mountainous area
HE Cong-cong, DENG Wet, MEI Yun-jun
(School of Chemical and Environmental Engineering, Wuhan Polytechnic University , Wuhan 430023, China)
Abstract ; Four fungi isolates were isolated from soil and their ITS sequences were amplified, sequenced and phylo-

genetically analyzed to identify species of the isolates. The result showed that the genetic distances of isolate
HBM1, HBM2 and HBM3 were closer, all of three were belonged to Schizophyllum ; the isolate HBM4 was classi-

fied as Irpex lacteus.
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