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Fig. 1 Dry fruiting bodies of red and white mushrooms in Chengde
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Note: M. »-Hind [ DNA Marker; 1. genomic DNA of
wild mushroom called Chengde white mushroom; 2. genomic
DNA of wild mushroom called Chengde red mushroom.
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Fig 2 Agarose gel electrophoresis of genomic

DNA isolated from two wild mushrooms

700 bp
500 bp

1 : M. Marker 1131, 2. RIBHEE K ITS-PCR =433, 4. /&
PELTEEN ITS-PCR =¥,

Note: M. Marker II;1, 2. ITS-PCR product of wild mush-
room called Chengde white mushroom; 3, 4. ITS-PCR product
of wild mushroom called Chengde red mushroom.
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Fig. 3 Agarose gel electrophoresis of
PCR product of fungi ITS region
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Chroogomphus filiformis EU706324
Chroogomphus tomentosus AF205648
Chroogomphus confusus EF423622
Chroogomphus helveticus GU187514
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Chroogomphus purpurascens EU706330
Chroogomphus orientirutilus EU706327
Chroogomphus orientirutilus EU706328
Chroogomphus rutilus KR082876

A Red mushroom

Chroogomphus rutilus KMA488533
Chroogomphus rutilus HM049562

Chroogomphus vinicolor DQ533974
Lentinula edodes KT693243.1

4

ARIBLIE Rt Lpd (N] #)

Fig. 4 Neighbor-joining tree of Chengde red mushroom
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Hygrophorus queletii JF908069

A White mushroom
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LU0 —
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Hygrophorus agathosmus K1720194
Lentinula edodes KT693243
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Fig. 5 Neighborjoining tree of Chengde white mushroom
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Molecular Identification and Phylogenetic Analysis of
Two Wild Edible Mushrooms in Chengde Area

ZHANG Jian' ,FU Yajuan?
(1. Langfang Polytechnic Institute, Langfang, Heibei 065000; 2. College of Life Science, Langfang Normal University/
Edible and Medicinal Fungi Research and Development Center of Hebei Universities/Langfang Key Laboratory of Edible
Fungi Technology, Langfang, Heibei 065000)

Abstract: In order to elucidate taxonomic status and phylogenetic relationship of wild red mushroom
and white mushroom in Chengde area, the ITS regions of rDNA genes were amplified using ITSI and
I1TS4 as primers, cloned and sequenced; ITS sequences were then analyzed via NCBI blast program,
meanwhile phylogenetic tree were constructed using MEGA 5.0 software, respectively. The results
indicated that the similarity of between red mushroom from Chengde area and Chroogomphus rutilus

(Accession No. ; KR082876) was up to 99%, and genetic distance was 0. 002, White mushroom,



5 B 2

2017(17) :177-180

Northern Horticulture

ERE

doi:10. 11937 /bfyy. 20170745

ARmMREEEFERSTS
ERPRIL RS

e R, KA R x| T, 8 R AT

QAL TRER S RIS A TR, b HEHR 0560215 2. FIIb TREARE: AxfiphlaA SR TR, 7Tt HEHR 056021)

B EAUFAEARFEZEZARM MR TRZ 4B =R AL BEEGR. L
S U BB F EEERRSEERRSGAEE, AR AREF e —F L34
Ry, BREAV . FABHEZESHGASTE 0.53%~3.05%, 4T &Rk rh HE
RENFLEGREZFAZZRFLI T HAREZRAIRRIZN =R E2NLEHE
FEOATHN~14TY , AR L = H LB XH TALERERIZALRENIZNEY
REFSRHTHARE 27N BOREETHE32.0500, H B FAEAFRL HNEO AL
FRA T2V HARZNAS BEEHZTALRERZNA S ALIRERAZFAFHFAZE
AR AP R, T AL Y GBS B &FR BT £ %,

KW RE GRS BFRME
FES¥ES:S567.371

RER-MERMAH AR, AREZEE
FBL, AR Z rp SR I SR BT 250 B mT LA AR 22
P23, BE A S0 iR L R T R I A L

FE—EBEN R EA976), &, &, SIRKB LT
MARREHRRFRTEEHN AL S H A, Email:
15933880643@163. com.

BEESE FF A 1969, %, W, #ag, ML A 505, 58
ERZANFLRANRALT S AN ETRARAFAL LA,
E-mail ; zhengsuyue@sina. com.

ESTE : 744 JARAR = 3 R4k A2 8 40 %7 F A
3% 5 WK A F B R 8B (HBCT2013060205),

W HE:2017—04—06

SCERFRIRED A

N EHE:1001—0009(2017)17—0177—04

IFEhaEss. RZEA LS ZFGWEE 6Tl
SIEFIRA LA A I g B
B BRI R =R/ S LR, RE
a2 R BOE TR TR S5 S R
AN R RR B R Z T =R S W R & AT
xR ARAEIRARRARRRZEH WL
WA= RAMRR . ARSI B
RBMTREPHRZBMNSH T BN BERT
TR REZ A EFRTEHERZ, AL
FURRNE AR ERZ W EREE RN,
RIS, ANATE % R 2 2 i e T 5
I T BBRFEX AR S il R 28 FR P s

P P

which was another kind of precious wild edible fungi in Chengde area, also had 99% similarity with

Hygrophorus queletii ( Accession No. : JF908069), and their genetic distance reached to 0. 002,

Therefore, red mushroom and white mushroom in Chengde area were at the molecular level identified

as C. rutilus and H. queletii,respectively. The elucidation of their taxonomic status would be beneficial

for identification, biological characteristics,and development and utilization of wild red mushroom and

white mushroom.

Keywords: red mushroom;white mushroom;1TS;molecular identification; phylogenetic analysis



