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Fig.1 The phenotype of H261 and EMS mutants
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Table 1 Polymorphism of 21 SSR markers between parent lines of wheat and mutant

H261 F1 CS Z[A] Y

H261 1 LF2010
Z IRy 251k

H261 1 LF2100
EALITiNE 2435

H261 il LF2099
Z IR Z A1k

Sﬁfﬁir Chﬁgﬂii c Polymorphism Polymorphism Polymorphism Polymorphism
between H261 between H261 between H261 between H261
and CS and LF2010 and LF2099 and LF2100
Xcwm65 1A 0 0 0 0
Xbarc80 IBL 1 0 0 1
Xefd72 1D 0 0 0 0
Xguwm294 2AL 1 0 0 0
Xguwm429 2BS 1 0 0 1
Xguwm261 2DS 0 0 0 0
Xguwm155 3AL 1 0 0 0
Xguwm285 3BS 0 0 0 0
XgdmT2 3DL 0 0 0 0
Xguwm610 4AL 1 0 0 0
Xksum62 4B 1 0 0 1
Xbarc91 4DL 1 0 0 1
Xewem40 5A 0 0 0 0
Xguwm67 5BS 0 0 0 0
Xefd29 5DL 1 0 0 0
Xgwm334 6AS 1 0 0 1
Xbarc198 6BL 1 0 0 1
Xcfd76 6DL 1 0 0 1
Xefa2028 7AS 1 0 0 1
Xguwm333 7BL 1 0 0 1
Xguwmd37 7DL 1 0 0 1
0" FR LM 1" FRoRfA 28, CS.TEKF, TR,
Note: ‘0’ indicates no polymorphism. ‘1’ indicates polymorphism. CS: China Spring. The same as following.
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Fig.2 Electrophoretic map of some core SSR primers in parent materials and their mutants

R2 NEFRFMHEREEZ B SNP HRE & ST

Table 2 Polymorphism of SNP marker between wheat mutant and parent lines

R SNP #i: ZHM(ETIL) iR 2 (H )
Materials Number of SNP Polymorphic ( percentage/% ) Homozygous loci polymorphic ( percentage/% )
H261 5 CS 81 597 3 481(4.266 1) 1 469(1.800 3)
H261 5 LF2010 81 597 66(0.080 9) 0(0)
H261 5 LF2099 81 597 12(0.014 7) 0(0)
H261 5 LF2100 81 597 2 846(3.487 9) 784(0. 960 8)
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Authenticity Identification of Mutants Induced by EMS in
Wheat Using SSR Marker and SNP Chips

GENG Jiefei' WANG Na' JIANG Hongbao' LIU Luxiang” XU Xitang'

WANG Chengshe*  XIE Yanzhou'*"
('State Key Laboratory of Crop Stress Biology in Aird Areas/ College of Agronomy , Northwest A&F University
100081)
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Yangling, Shaanxi 712100;% Institute of Crop Sciences, Chinese Academy of Agricultural Science, Beijing

Abstract ; In order to identify the authenticity of EMS mutation, SSR markers and 90 K SNP chip were used to detect
Wheat Strain H261 and its EMS mutants. SSR analysis showed that the difference of SSR markers between H261 and
LF2010 or LF2099 was O, but the difference of SSR markers between H261 and LF2100 was 10, and the polymorphism
rate was 47. 62%. SNP chip analysis showed that the differences between H261 and LF2010 and LF2099 were 66 and
12, accounting for 0. 0809% and 0. 0147% of the total SNPS, respectively. The homozygous differences between the two
mutants and H261 were 0, while the differences between H261 and LF2100 were 2 846, accounting for 3. 487 9% of the
total SNPS, and the homozygous differences between them were 784, accounting for the 0. 960 8%. The results showed
the genetic background of LF2010 and LF2099 were highly consistent with that of genetic background of parents H261,
and were the mutated offspring of H261 mutated by EMS, while LF2100 was a “pseudomutant” produced by natural
outcrossing or mechanical hybridization. This study laid a theoretical foundation for the better use of wheat mutants in
genetic improvement and functional genome research.

Keywords : common wheat, 90 K chip, SSR marker, mutants, authenticity identification



