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Screen and Identification of SSR Core Primers for Tobacco Germplasm
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Abstract; Core primers are important for genetic diversity analysis, germplasm identification , purity and genu-

ineness test,and fingerprint establishment. 278 pairs of SSR primers which evenly distributed in 24 chromosomes to-

bacco were initial screened on 20 tobacco germplasm stocks with relatively distant,and 32 pairs of primers were se-

lected out. Another 10 germplasm stocks with similar relationship were used to screen the 32 pairs of primers and 14

pairs of SSR core primers were obtained. 14 pairs of SSR core primers were conducted on pedigree research, genetic

diversity analysis and agronomic traits clustering study in 39 germplasm stocks. The results showed that the core

primers could be applied to germplasm identification and genetic diversity study in tobacco.
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Table 1 Tested accessions and their types

it (e Z R 2R RS LA, L 46 I8 i 22
Oy WA 11 03 R 1 Gy AR 2 0 EF AR
20 B (R 1) Hob 1 ~30 SR
TR LTI Y0 E; 31 ~39 S AR L K 4 5
(K326) .9 S (4 104) 1 11 S (L3 5) X
12 53 9 00 S oFh 2R 35 O 0, R AT A0 5 A 3L
PEIRIE B RL 34 53 M K A S T PR MR B R A A
FET R AL,

75 YY) e A= (R e
Code Varieties Type Code Varieties Type
1 RG97 5 4 21 Samsun AR
2 M(C944 540 22 T2 5 ¥ 40
3 Bt 29EC3 LG 23 L fipi A
4 K326 &5 24 NC567 1% 1
5 SC71 540 25 LR E PR M 1
6 KRK26 $540 26 PRI K S 0 M 81
7 =25 540 27 BRAE I B P
8 Z B LY 1 28 PVH2254 paaF i
9 P 104 540 29 B+ 2 5 W KA
10 s AR 30 a1 i e - A g
11 M35 54 31 i 103 0
12 PURETHH 2 5 LI 32 AW i N il
13 %} N. stocktonij LHga 33 = JH 85 P& I
14 Begy1 5 54 34 =87 vz
15 cokerl 76 eyl 35 =97 0
16 HR T DR M 4 36 =99 FE 4
17 Bl g 15 i 4 37 G28 ey
18 Tk M AR 38 ES ey
19 piyid Pyl 39 desketr2 5 vz
20 W 413 = P
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dler 251 T 1 35 0 H0 a8t A% [ 1 1 TR A
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1.2.1 DNARE M EHYTER = FiE, 3 itk
BARIRAL 5 ~ 6 B EHTHE &, R CTAB 1%
L DNAD! , 71 A Beckman DU600 84N 66T
For I 2 i 55 9 B RV B2 R /N B 100 ng/ L,
=20 CRAFEH,

1.2.2 PCR ¥ PCR ¥ B B AKF R 10pL,
J W) 40 45 10 x PCR buffer 1.67 wL, dNTPs

(10 mmol) 0.25 pL, Taq i (5U/pL) 0.125 plL,
MgCl, (25 mmol/L) 0.3125 pL, fi 5| %) F-Primer
(50 ng/pL) 0.365uL, 5514 P-Primer (50 ng/pl.)
0.365 wL, it DNA (20 ng/uL) 1 L, ddH,0
%10 L, PCR JZJWAE System-9700 FP 34 {% |-
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PR YL AT
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Fig. 1 Original silver-stained profiles of the alleles amplified in materials by SSR primer PT40021
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30 NSRRI TSGR 113 NS L AR 5 P
¥R~ SSR A 8.08 A4, i 7 ~ 12, Hib B £
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WU 5 | AN B (R 57 05 2 25 PR MR B & 1 (PIC) R

0.44 ~0. 89, F-30. 68,PIC 7£0. 68 L) B394 8
b S ZHEME (H') 1,46 ~3.20,F1 2. 36;
BRI KL (Ne) N 2.78 ~ 9.30, F 1y
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Table 2 Core primers’ polymorphism information in the panel

514 Yt fh CvE FR A B A B L R LA
Primer Linkage group No. of allele Ne H' PIC
PT20213 12 12 9.6782 3.1651 0.7281
PT30021 4 10 7.7398 2.7675 0. 7890
PT30028 22 8 6.4819 2.9739 0. 4452
PT30159 14b 10 7. 6209 3.2010 0.6184
PT30224 4 7 4. 8515 2. 1890 0. 7404
PT30259 1 5 4. 1056 1. 6226 0.5251
PT30380 10 7 5.3235 2. 1801 0.7687
PT30399 17 7 5.2609 2.2243 0. 7653
PT30403 14a 6 4.9584 1. 8452 0. 6620
PT30424 1 6 4.3350 2. 1874 0.7693
PT30470 8a 7 5.0114 2.2920 0. 8005
PT40021 3b 11 9.2982 2.5508 0. 8925
PT40024 24 4 2.7795 1. 4615 0. 4381
PT30421 9 8 6.2342 2.5410 0. 4635
a b 3 AR R IR — Xl Y o A v S [ Y Y £ B
a,b respectively represent the same chromosome type chromatid
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B3 B4 5350 SR AL 56 2R R SRR
SR SRR E . B 3 FIE 4 W LLE
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P
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Fig.2 Dendrogram of the tested accessions

with core primer identification
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Fig.3 Dendrogram of genetic relationship of the tested accessions
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Fig. 4 Dendrogram of agronomic characters of the tested accessions
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