YL HR 4R 2013 ,14(3) :537-541

Journal of Plant Genetic Resources

JET SSR AR ILINLLIZE B /2 DNA F3 801 1% i 1) 1t

O, B ESE B TR T A
CHIZRITE RS , B R 250014 32 IR AP RN T IR oG/ LR A VR i F ik KL 5 A 2 R B T S e 3/
AR P R 5 U5 Rl A L R 2 O S 93, B RS 250100)

FE LR 41 b EF R TR AMAL LR 46 3F31 4 @it SSR AR L3477 DNA f6 8 4B A ME, 4R 2
o, PR R0 46 3¢5 AR I AR P A B 69 ML A R ARIFE S A0, A A NTSYS #47 UPGMA R £ 5475, &
AKX 41 A A ERAE AL RS0, 68 A RALL T AN H 3 AL, KRB IEWZ T EZRBOHENT R AN EFL LR, RBR
IFih R K DNA 8 M B E TR AL AL D EREFTRGKE A 5 X PN A CH R ELFRRT AR
IR

KR ) & ;SSR; DNA 35 L4 ¥ %

Establishiment of DNA Fingerprinting for Wheat in
Shandong Province by SSR Markers
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Abstract :41 unique wheat cultivars of Shandong province were collected to construct DNA fingerprint database
by SSR technique. The results showed that 69 alleles were detected with considerable polymorphism by 46 pairs of
primers employed in the experimental design. Through UPGMA cluster analysis using NTSYS, it was found that 41
kinds of materials could be divided into three groups with the threshold at genetic similarity of 0. 68. This study in-
dicated that SSR technique could effectively detect the genetic relationships among the various wheat cultivars , and
it could meet the requirements for the construction of wheat DNA fingerprint database and provide theory basis for
collecting, storing, classifying, evaluating, and establishment of the core germplasm of wheat cultivars genetic re-
sources in Shandong province.
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Table 1 List of cultivars name, code, and pedigree infor-
mations
£ RSN Y S il
code variety name pedigree

1 T 20 5 3 14/884187

2 KE2n S 935024,/935106

3 A 19 = 15 1933 /5% 82 - 29

4 Mg 24 5 B 229/% 3 15

5 M4 5158 JHALLE 2 5/ 0H4R 15 5/ 45 (Al AR Ab 2
6 MR 2415 1 849/ 63 21 5

7 iz 4 5 ©3 23 5/ 9015

8 PHIT 9369 PH82 -2 -2/866 - 34

9 KA 99 B 91102/%3 14//PHS85 - 16

10 KA 66 B 91102/ 935031

11 718 M 137/40 369 -7

12 #1123 & 11 881414/876161

13 15 5 UM 17 5/ 5% 916

14 B 14 5 84139//9215/876161

15 k2% “@aF13/BE 25

16 BE235 B8 T/ Rk

17 HWH 85 88 —3149/Aus621108

18 5 6172 4032/915] 1 %

19 T 16 5 11 1934,/824046

20 A 52 5 FBHI 8329/ 19

21 wE2 5 Y 4 B/ HERE

22 T4 5 i 4 5/ R

23 ¥E 8 L 4 /AR

24 95 (¥, 10 5)F A 3 B/ R HER
25 W 13 WK 1/ /W B2/ B3

26 FH 16 KEGAT /N /46 63//775 -1

27 Vrm 17 IIfa ¥ 5064/ 43 13

28 Wigesg o3 T 563 7 R BRST (Bl /BREE) F, TR0+
29 BFE1Y R 3 B/ EE 201/ 4 K4

30 k14 74(11)IR 1 -1 -3/F,530

31 k15 (Tal 1 5 BI/757318) F1//104 - 14
32 1% (BT 4 5/RB 2 | 5 ) 54405/ BRF:
33 #i4 5 HEELLT /B )
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Table 2 PCR temperature profiles

TP 44 K

Program name

PCR )7
Applied PCR program

it SSR
Standard PCR proce-
dure( SSR)

P PCR
Quick PCR procedure
(Q)

= PCR

Three steps PCR pro-
cedure(3ST)

6 PCR

Touchdown PCR pro-
cedure (TD)

94 C for 2 min;94 C for 1 min,X °C for
2 min ( X ranges between 50 ~62 C ),
72 °C for 2 min,30 cycles;72 °C for 5 min

94 °C for 2 min;94 °C for 30 s,X °C for 1
min ( X ranges between 50 ~62 °C ) ,72 C
for 1 min,30 cycles;72 “C for 5 min

94 °C for 2 min;94 C for 30 s,X °C for 1
min ( X ranges between 50 ~62 °C ) ,72 C
for 1 min 25 5,40 cycles;72 °C for 30 min

94 °C for2 min;94 °C for 1 min,Y °C for
1 min ( decreasing 1 C percycle ),( Y =
69 °C,TD 62 1 67 °C,TD 60 ),72 °C for
1 min,7 cycles;94 °C for 1 min,Z C for
I min(Z =62 °C,TD 62 5% 60 °C ,TD 60),
72 °C for 1 min,35 cycles;72 °C for 5 min
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RALERLRI], WE R R IR, fEAH IR B

P20 7

EIE/ER P GRES ALY S EE (A)

Primer pairs Chromosomal location Alleles

dp038 1A 3

dp190 4A 8

dp205 5B 4

dp221 3D 2

dp297 2A 2

dp333 1D 3

xg044 7D 6

xg190 5D 3

xgl194 4D 3
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xg247 3B 3 16, .‘ﬁtgﬁéldj:
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Fig.1 Cluster dendrogram of 41 cultivars based on SSR makers
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