T AL HER4R 2012,13(6) :1067-1072

Journal of Plant Genetic Resources

v ] 2k 7 G SRR SSR 5 £ B 1 114 A ekt

ot R R E 4R R R’
("R AT 230601 57 i EAO R BEAO FE IR 5 ARl X BFFE T, AL 5T 100081)

E . A B LR IZ0 25 ANF3E (Lentinula edodes) SaF#r A4, B A SSR o F AR IR R R # TR AN o4, KAFRAEA 14
SRV Hr, S e S A A 100% 55l AN FEARB A2~ FHSOAM EARBREA2~124,F3H6.3 4, T
ZA 0. 1151 ~0. 8131, T34 FAM 24 A4 0. 6126, PIC 15 4 0. 1064 ~0. 7736 ,-F 39 PIC 154 0. 5541, 25 AduAP P A v &
10 5w & 12 5 R R 590, s Ak 23 AN et Al s, A M@ SRS e SSR TR B ERE TREFZ £, K
FIERFORETIOARAETLMRI SBETR TGO FERESFFERLBE ALHEFRET P RAESTZOHN
A S APBA TR 4 RAPD ISSR . SRAP ¥ %5 & 5 ik THEZRX KR Y,

KB RERALE T FEAR AR L6068

Making SSR Fingerprint Profile for Commercial
Cultivars of Lentinula edodes
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Abstract; The distinctness of 25 commercial cultivars was identified with SSR marker from 14 pairs of primers
for Lentinula edodes. The polymorphism was 100% for the all of primers. The 2-9 alleles were generated for one
primer pair and the 5. 0 alleles was average to each primer pair. The 2-12 genotypes were formed for one primer pair
and the 6. 3 genotypes was average to each primer pair. The expect heterozygosity of 0. 1151-0. 8131 was presented
and with average of 0. 6216. The PIC values ranged from 0. 1064 to 0. 7736 and with average of 0. 5541. The 23 va-
rieties were separated clearly from each other by the 14 primer pairs except the one cluster consisted of Shenxiang
10 and Shenxiang 12. This result provided the basic technique for making SSR fingerprint profile to identify Lentinu-
la edodes cultivars. The SSR profile is suitable to standard fingerprint for identification of the cultivars and it is well
repeated and easily contrasted with various operators and labs compared with the profiles from RAPD,ISSR, and
SRAP. The operator no longer puts all of the presented cultivars as reference to be tested in the identification so that
the workload reduced greatly.
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Table 1 The tested cultivars of Lentinula edodes

JF'%5 code  TAFEHi'F Identified No. JF4 % Original name
1 = A B 2007001 H7 85
2 i A 2007002 H&E10 5
3 = i AT 2007003 HE 125
4 [ &N 2007004 Cr-02
5 [ & A 2007005 L135
6 = i AT 2007006 15
7 [ &N 2007007 Cr-62
8 A 2007008 Cr-04
9 [ F A 2007009 PRIE 9015
10 = fIA P 2007010 Fa 241-4
11 [l i AT 2007011 RE1S
12 A B 2007012 BE1LY
13 = fHIA R 2007013 4 Al
14 [ i A TR 2007014 BRI 1S
15 A 2007015 W10 S
16 i AT 2007016 FRUR 8404
17 = i IA B 2008001 I
18 = F AT 2008002 HFH260 5
19 = F A F 2008003 &S5
20 = i AT 2008004 EF/ 8=
21 [ i IA i 2008005 THS S
22 [ fh A 2008006 1952
23 = F AP 2008007 W85
24 = fif TA TR 2008008 19319
25 A 2008009 1808
1.3 5%

19 14 XF (£ 2) , Hd 10 X8 AFTRHS 14,
4 Xif 3k [ SCER T i R AR T AR
1.4 ¥iE&E

PCR & i & % . 20pl, H P 10 x Ex Tag buffer
(Mg** plus ) 2l, ANTPs (4% 2. 5Smmol ) 1. Sul, FJiFE5]
Y1 (10mol ) I FIES 19 (10mol ) 25 1l ( 514+ 51
W 2), Ex Tag (5U/pl) 0. 1pl, BEHR DNA 2pl,
ddH,0 12. 4pl,

PCR ¥ ¥4 72 J¥ : 94°C Tl 48 P 4min; 94°C AF Pk
30s,iR & 30s ( B B AR 4 5198 45 ) |, 72°C 1A
1 min,35 PMEFF ;72°C $EM 7min,4°C A7,

1.5 ¥ g~

ffiFH Agilent 1000 Kit &7 &7 Agilent 2100 4=

Yo Ao #T
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Table 2 The information of SSR primer pairs for the 25 cultivars of Lentinula edodes
Sl A Genbank ¥31(5'3") B BARECC) e (o)
Primer name ARG Sequence Repeat Annealing Expected length
Gen Bark accession No. temperature
S1 DD419801. 1 CTTATTTCAGTGCGTAGATGG (TC);tgtett(TG) 5 52.3 184
TTCGCTGGACTCGTCGTAT
S4 GQ225099. 1 TTGTTCGTTCTCGCTCTAA (CT), 51.5 180
GCATTTCTCGCAGCAGTT
S13 AB055157. 1 ACTTCCCTTTCCTTTCTC (GGAT), 49.3 340
GTATGTATGTTCGCCTTTAT
S15 AB543787. 1 ATTTCCTCACCTGGCTCA (TAG), 51.1 234
GCATCCGAATTTGCTACA
S16 AB262360. 1 ATAGGATGATTGAACGAGCAG (AG)5 51.6 271
ACCGTAAGGTGGGAAGAAA
S19 AB279630. 1 ATGCCGTTCCAAAGATAC (TCC)4 50.6 193
TTGAAGCCTGACAGAGTG
S23 AB446463. 1 TCTGTAACGCTTGTGGACTA (AT);Ng (AT), 49.2 308
TTCTGAATGTACCCAATCTC
26 GOI118251. 1 TTATCATTGTCGGAAGGG (TA)3N3, (TCA), 50.2 259
CAGGGTTGTAGAAGAAGGTTGG
S30 E59667. 1 CTCTTGCAGGTACTTATG [ (CAGT);N, 1, 44. 1 357
TACTGACCAAACTGTTGT
Paa-1 AB027711. 1 TGCTGTGGGTTGCGTCGTTAT (AGAT) 54 110
TTCTGGCCTCGTGCATTCTGT
Agl16] DQ231476 TCATCTCCTTCCCATGTTCC (GAG);N; (TGG), 54 286
CAATACCGGTAACACGTCC
X717 AB244760 TTATAGGCCCGGCCCCACTT (ACTTG), 62 298
TCGCCGGGGTATCGTATTGG
X157 DQ231479 TTTGACTTCCTCCTCACC (GGT), 50 197
ACGAGGAAGTTGAAGTTGA
F7017] EB014197 CGAATGGTCTGCCCGTAT (GAT); 58 335
TACCCTTGACTCTTCCGTGAC
1.6 HiEAE
2 HBR5HHh

{ F§ POPGENE ver. 1. 32 J /! J 1504 1L PR
o DN T R, A Rk AR 2 D R, T O
(He) ™ RIZMI (7 BE (Ho) ™ A5 18 e B4 M
PowerMarker 14" 1A L 4(5 B & (PIC, polymor-
phism information content) ,,

MG Nei's BALHRE] , (HARIAL 7% (un-
weighted pair-group method with arithmetic means, UP-

GMA) #1751,

2.1 SSR¥HEHER

14 X319, SR T B bR ST
SR 8, X0 5 B 0 22 A5 HEH D 100%
H S LR 2 A e 9 A PR
JEHBON 5.0 4, HERRSR DN 2 A e N 12
A FHEPER RO 6.3 4(£3)
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Table 3 The genetic parameters from SSR-PCR for the 25 cultivarsof Lentinula edodes

519 S HE R FEH KL FMAERE B G R piC
Primer No. of alleles No. of genotypes Heterozygosity Expected heterozygosity

S1 4 8 0. 6000 0. 7608 0. 6981
S4 2 3 0. 0400 0. 1151 0. 1064
S13 7 6 0. 6000 0. 6833 0. 6353
S15 2 2 0. 4000 0. 3265 0.2688
S16 3 4 0. 0400 0. 5657 0. 4537
S19 5 7 0. 7600 0. 7265 0. 6567
S23 9 12 0. 6400 0. 8131 0.7736
S26 4 4 0. 6400 0. 5086 0. 4227
S30 7 7 0. 0400 0. 7551 0. 7060
A8 6 8 0. 6800 0.7273 0. 6651
Paa-1 4 5 0. 2400 0. 4473 0.3933
X7 6 8 0. 9200 0.7673 0. 7146
X15 4 4 0. 7200 0.5722 0.5022
F7 7 10 0. 4800 0. 8073 0.7612
1y 5.0 6.3 0. 4857 0.6126 0. 5541

2.2 BEFSH

L3 ATLUE R G i/ 0.0400 | f
KA 0.9200, F-H) R MA G BN 0. 4857 ; Ll 22 &
JER/INR 0. 1151 e kKR 0. 8131, F- 3 Wil 2 & )&
9 0.6126;PIC {H#/NN 0. 1064 F KK 0. 7736, F
¥J PIC {54 0. 5541,
2.3 G EEMME

PRSI 3G 25 P4 240 5 L SSR 48 2L
B (1) o BRI Yk x4 25 R i 3
ZE0r, A HE 10 SHHE 12 SAGEX ], HAb
B SFPES AT & A 53 TF, Gt 45 R Wos pRHAE]
10 SR HIA 12 5 2Z 8] (38 5 A R R R R, R
1. 000, F SRR 1 5 Z 18] 19 38t 1% AH U1 3R B
/N, 0,098 (K 2) .

3 g

AR B 14 XF 51903 PIC 358 T
0.5541, R TR EMEZAEER, (L2051
PIC %A, 10 S4 1 0. 1046 , Z B 5 BB AE, %]
REE AT AR BER AL A Bl 2 X R R 2 —
TA0 IR EA AR EE AN R A RO R, IR fig
XA FF By oA 10 FI A 12, 95 7 J L IR R 9 25
A AT R I RN, B SOk IC 3 A
SSR G1# /b, HRH 43 /&5 T EST JF41 1 ISSR )
Wikt s o —J5 T, B B T 7 1 A R Y 9 3

BT R T A A AT R 50 D B BRI T
SSR BRI AE B il it b S R H

Zhang 25 F1 ] FIASCO ( Fast Isolation by AFLP
of Sequences Containing Repeats ) 722 ¥4 £ T 4 &1 4 ik
TESCE FEFFET 10 Xf 2484 SSR 514, I )
4 %F, RINKG 14 A S bk A e, XA s
T TR SCFERYAR K SSR B IHIRYIT &t T %

FLEM A% F O AR LA, Zhang 25 fi
FH 7 2 RAPD 519X 43 T 13 A FLERES i fh, Zhang
U 2 4 ISSR 51  T 17 A E B B s AR
sl Wu 2520 J] 10 % SCAR BI#IIX 4> T 6 P E
(A TR SR Al Fu 2604 i 23 XF SRAP 511X 43 T
19 A [ P 7 2 AR 1 A b L X6 i A ) AT
XEIA ) T8 A R S A v (G HH 3 A AR X 3
WO GAWF 5T M, (H 2, RAPD ISSR #il SRAP [Ki¥%
S AR, AR MERRE AR &, AR R —REATER
[FIEIR A ) 52 56 2 A 00 45 SR it = W] L 44 SCAR
R AR S AP B PPN G 3 B J filf HAT AT
— NI AERRNREH FARE RIS S, ARG,
SSR 43 FHRic = A 1 45 T B VB, 350k 1 Rk 2
2, T EA T ST AR SCRIE 12 | 165 st
RS T AR TR AR AES T SSR 3™
Bl R 1 5 R 5 B A SRS R AT 4 AT B

AL MR E L A8 E S A S IR, KRR
DT AR,
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Fig.1 The SSR fingerprint profile for the 25 cultivars of Lentinula edodes
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Fig. 2 The cluster analysis dendrogram based on SSR markers for the 25 cultivars of Lentinula edodes
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