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Detection of Seed Purity of Two-line Hybird Rice “Quanliangyou 2118” by SSR Marker Technique

WANG Li-guang, ZHANG Xiang, HUANG Guan-liu et al ( Anhui Hua’ an Seed Co. , Lid. , Hefei, Anhui 230031)

Abstract The seed purity of two-line hybird rice “Quan liangyou 2118” was identified using simple sequence repeat (SSR) molecular mark-
ers. Two pairs of primers (RM7120 and RM8277) were screened out from 48 pairs of SSR primers. A total of 2 pairs of primers were used to
test the purity of 6 groups of the “Quan liangyou 2118”, with 192 seed seedings in each group. The SSR identification results were basically
agreed with the field identification results, the difference of which ranged from 0. 23%-2.05%. The research results indicated that SSR mark-

ers could be utilized to identify the purity of “Quan liangyou 2118”.
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18-1 WL 2118 192 98.2 400 99.01
18-2 ZEWIL 2118 192 98.9 400 96. 85
18-3 ZEWAR 2118 192 98.4 400 98.84
18-4 2 2118 192 98.9 400 98.21
18-5 ZEWif 2118 192 97.9 400 98.72
18-6 ZEWIA 2118 192 99.0 400 99.23
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Note : M1 was restorer; M2 was male sterile line;1.2.3.4.5.7 .8 were hybrid ;6 was self-bred sterile line
E 1 DNA f5QUETERIKS LR
Fig.1 Results of electrophoretic analysis of DNA fingerprint dentification

3 ZFwhitig

DNA G FARICHAR B Mg te U s 9 2 254k, o
SSR Aric i TRARUE R 2k Rl BRIt K
AR ] B 2 RARE SRR, B O 24 SR RS Rl 12l B2 4
SE M —FREAR AN FARIC ™ o A AT 7, FH Rl 5 2 H
B AN AL SRR 100 8 S R v B mT 5 Al F) S 2 T
%, W E SR ERLE 19 . H RS 2% SR A A5 Sl B2 18
w Rk

RIGZE R /R, SSR M5 5 H (8] 42 5E TR A4 K A A1
A2 S I B2 SRR O T 0 X — T i
h SSR AR AT HER X0 A T R AR 2, (A T A R AL
AR SHRRBOED I3, e Ak SSR M 1 R P 152 1) DNA $E 1
Jot: | LK SR AN S WK R 5 55— J7 T2 DR g T [ o A
E MAS AR MER P A2 3 42 E H I 2000 R B R AR A
FH . (BRAAT , SSR S 2 15 T i) P 56 R Ay 45 1
o

XTI Bl 7 A S5 BIEFh 2 0T 00 (R4 6
TP o A QRS R T EEAE AT 4 A I A REFH RIS e 455
N T R LA A R T S A TR AR, R B S N e AT

LURENEE o AESPRERAE R R LA PN 2 E D, T I 4
FE R MBS TR T AN T BT SR AR S
FET TR 52 4 A ) 5 28 mT LSS 2 Ml 1 i i Ff R, T DNA
FEE Y i U SUINTTE AN WS P SR L 2 R
Dk
Sk

[ 1] B SSR S FhricrEAStami F Al s e rh R A LT . i
Fihull,2014( 1) ;21-23.

[2] PHPRAE, 25505, S, SSR A1l 5 H Al NX FiE S it 6
SUEHILAR ] FRERL,2014(7) :49-50.

(3] JEZ:, 2555 , B0, 5. A SSR 43 FhriCEs e AZS /KR hal
FEIRGEL) ], B8, 2014(4) :30-32.

(4] Ffal, L, SKIRTE, 5. 5 A= 2R EY) DNA Pusthe o 2157
[J]. BRirlRly:,2008(5) :1-2.

[5] S0 Wk, g, S5 A FvIRE AP S 4RSS DNA 24
122:SN/T 3402—2012[ S ]. bt Fp bR e, 2012,

[6] 7=, 2 &, B0E, 2. FIFIZXS SSR FRids [M%ETl A2 432 /KA C
PRI 5137 F1 PRI 58147 AR T-4liRE[ T ] ke ,2018(4) :57-59.

(7] ZE#R, Bepte A e, 5. AV Fh T A SRR BT S AT S Pl
s . GB/T 3543. 5—1995[ ST. bt . iR bR e, 1995.

(8] HMRME, &, T, 55 A/ REhh Tl B S e A B b g ) ). i
LA RREE,2015,56(5) :718-722.

[9] SRS, T sca, . J LR K RE R T2l B S 712 R R A
B[ )], 22 RlE,2009,37(4) :1493-1495,1536.

[10] 5K52, TW9F, 3k, 5. /K Rfh-T4liss DNA e80%e S HRSe

SESUOHAR[T ). 22l ,2018,24(13) - 11-12.



