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Abstract : Internal Transcribed Spacer (ITS) sequence and antagonism were used to identify and analyze the genetic
diversity of Lentinus edodes isolated from the main producing area of edible fungi in Henan. The 41 cultivated L. edodes
strains from the main producing areas of edible fungi in the province were collected as samples, and the antagonism test
was conducted between pairs, and DNA of the samples were extracted, amplified by PCR, recovered and sequenced, and
a phylogenetic tree was constructed by neighbor-joining (NJ) method. The results showed that: The antagonism was obvious
in 16 different strains, while the rest showed no or insignificant antagonism, and the 41 L. edodes strains were divided into
16 different strains and 7 different subspecies; ITS sequence alignment and phylogenetic analysis clustered 41 L. edodes
strains into independently evolved 4 broad classes, 3 different strains and 8 different subspecies and the intraspecific
genetic distances were between 0.000 0 and 0.006 5, of which the interspecific genetic distance with Pleurotus ostreatus
(KY962509) is 0.374. The combination of “ITS + antagonism” method could clearly distinguish the similarity of gene
sequence of the phenomenon of antagonism, no antagonism and antagonism of which is notobvious, genetic distance and
relationship between strains, which provide theoretical support for the identification of L. edodes varieties.
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%2 MXBEHKTE NCBI BUEEH L AR

%5 TRAF% Genbank &35 NCBI HExT 45 R FrHURR AU/ Y
LE-1 19XZ001 OM743796 Lentinula edodes KY494534.1 100.00
LE-2 20XN001 OM743797 Lentinula edodes MH856832.1 100.00
LE-3 19HZK001 OM743798 Lentinula edodes KY494570.1 100.00
LE-4 20HZK002 OM743799 Lentinula edodes MT358336.1 100.00
LE-5 21WJ001 OM743800 Lentinula edodes MT358336.1 100.00
LE-6 21BZ001 OM743801 Lentinula edodes MT358336.1 99.58
LE-7 20SZ001 OM743802 Lentinula edodes MT358336.1 99.72
LE-8 19SHO001 OM743803 Lentinula edodes MT358336.1 99.86
LE-9 20PX001 OM743804 Lentinula edodes MT358336.1 99.86
LE-10 21ZN001 OM743805 Lentinula edodes KY494534.1 99.86
LE-11 20HZK003 OM743806 Lentinula edodes MT358336.1 99.17
LE-12 20HZK004 OM743807 Lentinula edodes MT358336.1 100.00
LE-13 20HZKO005 OM743808 Lentinula edodes KY494531.1 100.00
LE-14 20LHO001 OM743809 Lentinula edodes MH856832.1 100.00
LE-15 19LX001 OM743810 Lentinula edodes MT358336.1 100.00
LE-16 20RD001 OM743811 Lentinula edodes MT358336.1 99.86
LE-17 20RD002 OM743812 Lentinula edodes KY494492.1 99.86
LE-18 20RD003 OM743813 Lentinula edodes KY494492.1 100.00
LE-19 20RD004 OM743814 Lentinula edodes MT358336.1 99.86
LE-20 20RD005 OM743815 Lentinula edodes MT358336.1 100.00
LE-21 20RD006 OM743816 Lentinula edodes MT358336.1 100.00
LE-22 20RD007 OM743817 Lentinula edodes MT358336.1 100.00
LE-23 20RD008 OM743818 Lentinula edodes KY494492.1 100.00
LE-24 20RD009 OM743819 Lentinula edodes KY494492.1 100.00
LE-25 20SN001 OM743820 Lentinula edodes MH856832.1 100.00
LE-26 20L.X002 OM743821 Lentinula edodes KY494492.1 100.00
LE-27 20L.X003 OM743822 Lentinula edodes MT358336.1 99.86
LE-28 21LK001 OM743823 Lentinula edodes KY494570.1 100.00
LE-29 20XS001 OM743824 Lentinula edodes MT358336.1 100.00
LE-30 20LHO002 OM743825 Lentinula edodes MT358336.1 100.00
LE-31 20SN002 OM743826 Lentinula edodes MT358336.1 99.72
LE-32 20RZ001 OM743827 Lentinula edodes MT358336.1 99.86
LE-33 21HZK006 OM743828 Lentinula edodes KY494492.1 100.00
LE-34 21HZKO007 OM743829 Lentinula edodes MH856832.1 99.86
LE-35 20ZMD001 OM743830 Lentinula edodes MT358336.1 100.00
LE-36 20ZK001 OM743831 Lentinula edodes MT358336.1 100.00
LE-37 20XB001 OM743832 Lentinula edodes MH856832.1 100.00
LE-38 20HZK008 OM743833 Lentinula edodes KY494570.1 100.00
LE-39 20BY001 OM743834 Lentinula edodes MH856832.1 100.00
LE-40 20BG001 OM743835 Lentinula edodes KY494570.1 100.00
LE-41 20BY002 OM743836 Lentinula edodes MH856832.1 100.00

CGL-11(LE-21). fititt DM-12(LE-22) . kit DM-13
(LE-23) . Jb¢ it DM- 18 (LE-24) . R il 1 5 -1
(LE-25)+ RAll 1 5-2(LE-26) . Rl 1 5-3 %
(LE-27) « #& %% 4) (LE-29) . /5 % (LE-30) . & 1
(LE-32) .7 808(LE-33) .7 ZX-4(LE-35) .7 939
1-2(LE-36) &+ & 1-1(LE-37) . % 856(LE-38) . %
WABH 18-1(LE-39) J¥AFH 17(LE-40) . & WA FH 18-2
(LE-41) 5 HAth 15 ¥k 2 18] 1) 5 1) AH AL 7E 99.9%~

100% , N A — T #k s LIS(LE-3) 5 1l 1 5-3
(LE-28) 7 S AL N 100% , N A — Bk s & 9608
(LE-1) 1t 3 5 (LE-6) IR&F 1 5-2(LE-7) . JKJC
2 5 (LE-10) & 25(LE-11) . kit XZL-3(LE-17) .
¥ 1 5 (LE-31) % 931 (LE-34) 5 H 4th 1 ¥k ¢
HIFALTE7E 98.07%~99.86% 22 [8] , N /N [ [ 3F. Fi 5
41 NRAR BTN 3 AN R I B PR AT 8 ASAS[E 1)
DIZLIR
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220 7 3R AT 41 SRR 1) ITS P A N
718~724 bp, 5 GeneBank ¥ & H (1) 27 4 18 A 1
ITS FHIAHLEE A 99% LA F (5% 20, W2 A 5E 41 #
PEA BN B B R RYE Kimura-2 S 30118 %
PR B BA T ERFE A 51 [ P 153 A% BE B CHdE ok 42
B, 41 3 A 15 1 8AE BE 2 76 0.000 0~0.006 5 2
). o, PR 15 5 A T AR Y 8 AR BE R A
0.000 0~0.004 8 2 [f] , & 9608 (LE-D 5% & 1 5
(LE-3D WAL R B iz , 9 0.006 5, HEH 1 55
FoAth % B R 038045 B S 7E 0.003 232~0.004 8 2 H],
AL P B A s A 931-2(LE-2) \L18(LE-3) . Y4

1 5 (LE-9).JKJC 2 5 (LE-10) . 7 939(LE-13) .7
LS-1(LE-14) . kit XZL-2 (LE-16) . Jp¢iti DM-13
(LE-23). R Al 1 5-1(LE-25). & 1(LE-32).7 931
(LE-34) % 939 1-2(LE-36) 5 HoAth % & bk st 4%
BI1E 0.001 6~0.004 8 2 [i], 15t A% PR BS A X I o AE
Genebank 1 N #F#i P ostreatus (KY962509)1TS
FF5, K 2N 640 bp, K HAE NANERE, 5 &% & 46 B
PRI I8 A% BE 85N 0.374, Fft [R] 382 4% BE 553 KT N
BARIEE .

PLF3E P oostreatus AN IR, 5 41 ) & 4
FhJST BEUR I ITS JFP AR NI RGidk s (B 3D, 4>
Wt R G4 B R B AR 285 BT LUK I, 41 47 7 2 it ol

Jpéil XZL-2 I

Ak ) I

FrUARH 18-2 —
# 931

WARH 17
FFUATH 18-1
# 856
HA -1
il 153
A1 5-1
& LS-1
L18

¥ 931-2

# 939

Rt 2 5
# 9608 b
H1 i

R 15

Rl 155

1L 3 =

RE 152
A 215

# 25

727

1T 18-04

Jcid XZL-3
Jcid ZSL-8

Ji CGL-9 I\

fil CGL-10

Jicit CGL-11

Jicidi DM-12
Jicid DM-13
Wil DM-18
FA 152

RA15-3 73

T

& 7ZX-4
# 808

% 939 1-2
BE1S
ks A

Pleurotus ostreatus
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