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Molecular Identification of Peach Germplasm by ISSR Markers
Sun Shuxia, Li Jing, Chen Dong, Xie Hongjiang, Tu Meiyan, Jiang Guoliang
(Horticulture Research Institute, Sichuan Academy of Agricultural Sciences, Chengdu 610066)
Abstract: To differentiate and identify varieties and types of peach germplasm, the genetic diversity and
cultivar identification among 28 peach accessions by ISSR markers were explored. 23 ISSR primers amplified
188 bands, 96 bands were polymorphic, and the polymorphic percentage was 51.06%. The genetic similarity
coefficient (GS) estimated from these molecular data ranged from 0.84 to 0.97, with an average of 0.92. Each
genotype had a unique banding profile, and a total of 20 specific ISSR fragments were available to be converted
into sequence characterized amplified region (SCAR) or simple sequence repeat (SSR) markers. UPGMA
analysis showed that there were not distinct clusters and sub—clusters were consistent with geographical origins
and agricultural character of peaches. The results of cluster analysis might be related to the germplasm
exchanges between different regions and the characteristics of ISSR markers.
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ISSR (Inter-Simple Sequence Repeat) #r it 42 %t T
] B P AT BT I SEAZ TR PP 91514, & —Fh LA PCR
P71 A FERI 73 FARIC B, WA, n LUK 3
RIZH rp 2N R 25 5o SR AREEIN ISSR bid 2
TERB BN AT T 2538, Hu 8600 W 5 Bkt 4% 56
RUEAT T ISSR ARSI M, 7873 4875 T ISSR AR AE R
B 5T 5 v () L B i A . AR SR T ISSR
Frac ) >k 1 AR ] P 28 4 Bk Fh AT it P 8 e 2y
A, DU A B A 5T B 05 KA TR F S B 2 2%, A
AL E IR AR AR T FEAR AR -
1 MRt 57%
1.1 #4#+5 DNA #25¢

AR BEE 60 247, 382K B T DU 148 MV R7 Bt
bl 0T 5 BT TR Rl el 5 G o 28 47 3 3L ISSR 23y
RAFRF TR AL, TR 30 R0 FHT0 3RAGH I RF S 48 S0k
5o WA T-REG T O E A [3E sl FRIBVER BE. R

#[l DNA [f]#& U 2 il Doyle %7 [ ) CTAB 72,
ICSCE o T A 4y A VAU B i K B R A R N
SmL B0 T, N 3 mL 65°C Tl #4 /) CTAB 2 B
[100 mmol/L Tris-HCL, 20 mmol/L EDTA, 1.4 mol/L
NaCl (m/v),2.5% CTAB (m/v), 2% PVP (m/v), 2% (v/v)
B-Fidk LWECHEIBEIND . £, 65°C/KifE 45 min, JY][7]
BRI 3. N 2 mL My &0 B (25:24: D),
RSB ISR RS 5 N (24:1) , 73 211 DNA
M TE ¥ Ja P2 DL BB I LA 2ti4L .
1.2 31475 PCR ¥ 3%

T FHISSR 51925 i N 52 K FFE HE v K% UBC
8 H AN AT S 9 4 5 W) 1y ¥ (Http://www.biotech.ubc.
ca/ser-vices/naps/primers/Primers.pdf). M 95 £ ISSR
PR G Y 23 253 B AR T T R E Y ISSR 5
W, VEMLAL 2. PCR S VA& 2R 25 I 3 S AR A I ST 1 2
ISSR AR R BEAT LA, #5413 (13 - 1xPCR Buffer,
0.125 mmol/L dNTP, 2.0 mmol/L MgCl,, 1 U TagDNA
FAME, 0.3 umol/L 5141 50 ng/uL 2 K 41 DNA, Jiizk

F1 BFISSRAMTEISIY. FH. B &H . &SR HIE SR

514 515 -3 ps® it EZSS it EZ v B
UBC 807 (AG)T 7 3 42.86
UBC 808 (AG),C 6 3 50.00
UBC 809 (AG)G 8 6 75.00
UBC 810 (GA)T 8 4 50.00
UBC 811 (GA)C 8 4 50.00
UBC 812 (GA)A 6 4 66.66
UBC 816 (CA)T 7 3 42.86
UBC 825 (AC)T 10 6 60.00
UBC 826 (AC)C 9 2 22.22
UBC 827 (AC)G 13 7 53.85
UBC 834 BDB(CA), 8 6 75.00
UBC 835 (AG)YC 7 5 71.43
UBC 836 (AG):YA 8 2 25.00
UBC 840 (GA)YT 9 7 77.77
UBC 841 (GA)YC 6 4 66.66
UBC 842 (GA)YG 9 4 44.44
UBC 844 (CT)RC 10 5 50.00
UBC 855 (TC)RT 12 5 41.67
UBC 857 (AC)YG 9 4 44.44
UBC 873 (GACA); 6 5 83.33
UBC 874 (CCCT), 6 5 83.33
UBC 880 (GGAGA); 8 1 12.50
UBC 888 BDB(CA), 8 1 12.50
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Innotech) HP A 4% BEAH L id sk o AR 25 A7 L K 5 v] &
SEVERI S 8 0 1EAT 5 16 1k
1.3 #3ESIT 57

B ISSRYHE =W LL 04 1.9 Gt g 398 1 . £
MIFERERALE, 0500 1, T E A 0, 3718 28 i ol
SKEHEIC R 9. FIFH NTSYS-pe Gt 7 S Aot S ik
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B TR

M: Marker DL2000
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WA 2. 165 O FEAS P 58 R S R I A7, 41 1-D9
WA 3 %0 S B A, 43 0l UBC857-942 71 883,
UBC888-310; 71 3-D5 Fl “ ¥y 8k Hh % I 2 4%, 47
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Fz2 AFISSRETEHMEM FFHMNFFHAELT RIEMIELUET
A gl LRRIR SN ISSR $R 4L
LT — — UB(C844-691, UBC834-794
s — — UBC809-415; 364, UBC840-657
LRk — UBC874-736, UBC808-1429
1-D9 UBCE3T-942: 883 UBCS857-942; 883
UBCS888-310
P — — UBC808-738, UBC810-772
2-D10 — UBCS812-654 UBC812-654
761 — — UBC874-690, UBC811-826
1-D8 — UBC841-914 UBC841-914, B, UBC840-1385;371; 281
2-D8 — — UB(C844-691, UBC827-1170
4-D4 — — UBC855-2071; 1732
1-D6 — UB(C825-840 UB(C825-840
4-D2 — — UBC807-264, UBC857-963
g 345 — — UBC807-264, UBC825-1344; 1198
2Lk UB(C835-732 UBC812-434 UB(C835-733 5k UBC812-434
LRk — UBCE25-309 UBC825-309 5{ UBC841-439
UBC841-439
45 — — UBC873-709; 650, UBC834-1358
52 — — UBC807-264, UBC816-975
2-D7 — — UBC811-826;466; 391
3-D5 UBC841-1930; 1862 — UBC841-1930; 1862
5-1 — UB(C844-691; 571 UBC844-691; 571
YIELES — — UBCS811-827; 561
3-D8 — — UBC844-691, UBC810-518
L g Ik — UBC842-420 UB(C842-420
prgicl — — UBC825-309 5 UBC880-748
25k UBC826-495 UBC826-495
1-D5 — UBC855-1732 UBC855-1732
ZLAERY UBC874-736 — UBC874-736, UBC836-863
NSECE S ypesi-az UBC844-422 B UBC855-929
UBC855-929

Hh [ R, S AR A S RAR AL . SL At 4 AN
A RANFFAE
3 Fit5itie

T H 95 45 ISSR 5 [916F 60 424 [l P AP A
i 4 %5, SRAF T I 28 3 AE AT 23 45 ISSR AR i 1Y)
FREUEE . X 23 45 ISSR 51 WXt ALk Bk b 7 184 £
SE 5 21T T I 5 2 AR L, BEAR G o) 5l ln DL %S
S5 R HE— DSR2y SRR AL T 4 1 TH
5%,

4G T SAPREA 9 4 ISSR A S HI B 4%ty , Jrbi2
43 1-D9 F13-D5 & 5 [P RE, IL42 3 4 R BN i Fl e 7R

9 i FEAS U B 11 4% ISSR S 2 45417, o AV A7
CYr ARk TR R S BRI S B R 2 R Al
TR A R S iR, 3 20 4R S G Ay T A4k
3 SCAR 1% SSR %5 PCR #rict , FH 5% AH . it il Je 2448
JARFRSUSERE o IKECRIE T 7 VAR &5 N ST AL O ol
JFC T R ORAFT LA P i o A A B0 A5 B
X

ISSR 2K I 8 7 T 22 HUOR U5 s AH [7] (1% Fofr Jo 2 B0
HAECh B VISR GO FR, W] REJE R U5 HIAR [ (14 P ik
fn P, HOREA AL AT o (BB [A) SR U5 Hb 1) 5 Fol
RIEAE— -G B, an [ 4051 34 KL 4-D4 5 [ 1
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