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Abstract: The genome difference between the core collection of Zheng58 and Ye478 was studied using 200 SSR

markers in this paper. The results showed that 57 SSR primers were polymorphic, the polymorphism percentage was

28.5% and the genetic relatedness was 71.5%. Four hundred and twenty four amplified fragments and 113 polymor-

phic fragments of 200 SSR primers were detected. The heterozygosis was 26.7% and the genetic relatedness was

74.3%. SSR markers in different chromosomes and them from different bins of same chromosome appeared uniformly,

possessing concentrated region. Genome difference may be related with combining ability variation of inbred lines.
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1.2.2 SSR 3|4y
HR 4 G AR A7 A, 7E B R B I (http://www.

maizegdb.org/) FIEHA B EOKFER 4 | 200 X547,

Y AR ) TREA BR A T .

1.2.3 PCR 4 ¥ B IR o7y His Bk Jre 26 Jlse 2, ok AG )

PCR VAR FR : SO AR R Ry 20 pL, Hirr 12.35
pL ddH,0,2 pL 10 x Buffer(Mg—free),2 L MgCl,(25
mmol/L), 1.2 wL dNTP,0.2 pL Tag(5 U/pL),0.25 wL
Primer 1 2 wL. DNA,

PCR i 72 : 94°C Fi AR 4 5 min, 1 PH I ;
94°CAEM: 1 min, 60°CiR 2k 90 s, FHEIFEAL 0.5°C,
72°CHEH 2 min, 20 PMEF ;94 °CAEE 1 min, 56°CIR
K 90's,72°CHEM 2 min, 20 PMEFF;72°CIEH 10 min,

SN ZAEJETE 45 W PR/ T B S w974
T IAE B8 LT 1) 6% 11 2R TR s P e 5 e ML L Dk 24
90 min,
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24 Bassam I Sanguinetti A9 7 1350 DL ok itk

A TR YL AR .
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Table 1

1.3 Gitsoh

AR T 2 1 1) HAT 28T 1 i B 4521 4%
FHIRIER R A & L% SSR 97345 19, A ich 1,
Ter e R 0, BRI 9, ARHAE Smith J5 i, 3155 SSR
7 5 ) 22 5 PEAE B & (Polymorphism information con—
tent, PIC) #f/03K PIC=1-3 2 115 /2 7R i LA
(R  # B] Nei 55 57k, 1T ASC R I Y 5t
FABLFREL(GS), GS=m/(m+n), Ferfr m Sy B[R AL [E] oAy
WEH 0 225 EE o

2 AR50

SSR friEE M F BEERALEE

K5 58 F 478 B3 F e Yk o3 #T (6 1. & 1)
H,200 %} SSR 51¥h 4 57 X5 A 285, £
BEFRIC R IAF] 28.5%, AL MHMRIE K 71.5%
200 XF 1 Pyt 14 424 4> SSR &k A B,
A 113 D2 B, e 22 5 R 26.7%),
TAEHAALEE R 74.3% . ULHHAS 58 FliK 478 Z [ H AT
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2.1

SSR &7 M5 ¥ = B ik g gt
PCR Fragments of SSR polymorphic markers

£ IR T TRE 4 S Q) RN VAT

Codes Markers names Chromosome site Fragments

B 478 S8
Ye478 Zheng58

i 5 bRiCARR JOE

Codes Markers names Chromosome site Fragments

PEULEL 478 S8
Yed478 Zheng58

1 bnlg2086 binl.04 £ 0 1
s 1 0

2 bnlg1556 bin1.07 i 1 0
s 0 1

3 bnlgl556 binl.07 £ 1 0
s 1 1

3 0 1

4 bnlg1643 bin1.08 £ 1 0
s 1 1

3 0 1

5 phi039 binl.08 £ 1 1
s 1 0

6 bnlg1643 bin1.08 [ 1 0
f 0 1

7 phi039 bin1.08 | 1 0
s 0 1

8 bnlgl31 binl.11 £ 1 0
s 0 1

9 bnlg1017 bin2.02 i 0 1
s 1 0

10 bnlgl017 bin2.02 £ 0 1
s 1 1

3 1 0

11 phil01049 bin2.10 I 1 0
s 0 1

12 bnlg1523 bin3.02 = 1 0
f 0 1

12 bnlg1523 bin3.02 £, 1 0
f, 0 1
13 bnlg1647 bhin3.02 | 1 0
f, 0 1
14 bnlg1523 bin3.02 £ 1 0
f, 1 1
3 0 1
15 mmc0312 bin3.04 £, 1 0
f, 0 1
16 nc030 bin3.04 f 0 1
f, 1 0
17 bnlgl616 bin3.05 £y 0 1
s 1 0
18 umc2265 bin3.05 £, 0 1
f, 1 0
19 bnlg1035 bin3.05 | 0 1
f, 1 0
20 bnlg1035 bin3.05 £ 0 1
f, 1 1
3 1 0
21 umc2050 bin3.07 £, 0 1
f, 1 0
22 umc2050 bin3.07 £ 0 1
f, 1 0
23 umc2174 bin3.08 £, 0 1
s 1 0
24 umc2276 bin3.08 £, 0 1
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%R 1 Continued 1

& bRIDARR JeEIROIE IR Wi478 KRS8 || dw S AmicaRR JeiRfiE 0L 478 S8
Codes Markers names Chromosome site Fragments Ye478 Zheng58|| Codes Markers names Chromosome site Fragments Ye478 Zheng58
24 umc2276 bin3.08 f, 1 0 42 bnlg238 bin6.00 £ 1 0
25 phi046 bin3.08 2 1 0 s 1 1
s 0 1 s 0 1
26 umc1273 bin3.08 £ 0 1 43 phil26 bin6.00 . 1 0
s 1 0 s 1 1
27 umc2008 bin3.09 [ 0 1 3 0 1
s + 1 44 bnlgl641 bin6.01 £ 0 1
28 bnlg1257 bin3.09 2 1 0 s 1 0
s 0 1 45 bnlg1600 bin6.01 | 1 0
29 umel594 bin3.09 £ 0 1 s 1 1
f 1 0 3 0 1
30 npi425a bin3.09 [ 0 1 46 nc012 bin6.05 = 1 0
f 1 0 s 0 1
31 ume1641 bin3.09 e 0 1 47 umec1066 bin7.01 i 1 0
s 1 0 | 0 1
32 bnlg1182 bin3.09 £ 1 0 48 umc2160 bin7.01 £ 1 0
s 0 1 f, 0 1
33 phi047 bin3.09 [ 1 0 49 umc1409 bin7.01 | 0 1
s 0 1 s 1 0
34 umel578 bin3.09 f 1 0 50 bnlg398 bin7.02 i 0 1
s 0 1 s 1 0
35 umc2008 bin3.09 [ 0 1 51 umel015 bin7.03 £ 1 0
s 1 0 f, 0 1
36 bnlg1257 bin3.09 2 1 0 52 umc1824 bin8.05 | 1 0
s 0 1 | 0 1
37 umel594 bin3.09 £ 0 1 53 phi080 bin8.08 £ 1 0
f 1 0 s 0 1
38 umc1639 bin3.10 [ 0 1 54 bnlg1401 bin9.02 |- 0 1
f 1 0 s 1 0
39 umc1346 bin4.05 f 0 1 55 phi050 bin10.03 i 1 0
s 1 0 s 0 1
40 bnlg1265 bin4.05 £ 1 0 56 bnlgl655 bin10.03 £ 0 1
s 1 1 f, 1 0
3 0 1 57 bnlg1526 bin10.04 | 1 0
41 bnlgl61h bin6.00 £ 1 0 s 1 1
s 1 1 s 0 1
[ 0 1 wit 57 125 69 69

a1 S 58;2 Sy 47853 S DL2000, Notes: 1, zheng58; 2, 478; 3, DL2000.

1 %8 58 #k 478 B4 SSR 5|4 =M Rk iff
Fig.1  Part of the SSR primers amplified electrophoresis on Zheng58 and Ye478
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57 DN ZBMEPRIC I T (R 5 R @ik o)
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2SI IR Z B 4 A 2 5 6 55A 6
M TRATES KA 2L IKH 115
10 550 24, UIHZEMARICA IS 0. SSR
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PG YT #) 2 ~ 4 NEAEE, PR 2.4 4,
PIC 43 ya Rl R 0.422 ~ 0.625,
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PES Y, Horb 7.01 KB 3 52 850518, WX
S Yu i (R IX N 5 B ARG AR S, Al RE MR AR
(1) 35t A LAl
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