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Abstract
the highland barley genome data submitted by this project www. ncbi. nlm. nih. gov/sra (accession no. SRA201388) , 200 pairs of SSR primer

[ Objective ] In order to study the resistance mechanism of Tibetan Plateau highland barley to powdery mildew. [ Method ] Based on

markers related to powdery mildew resistance gene locus were designed and locate the chromosome. [ Result] The results showed that the ge-
netic distance between QK019 and QKO72SSR primers and the powdery mildew resistance gene HYNEWENTRY marker was 58. 2 and
81.4 cM, respectively, and the gene was located on chromosome 6H. [ Conclusion]This study can provide a scientific basis for the study of

resistance mechanism of highland barley to powdery mildew.
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1 QK19 F-5" CATGCACCCTGTCAAAAATG 3’
R-3'TCGTCCCGTCAAAGATTTTC 5'
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5 QK155 F-5" TACGACAATTTGAATGCGGA 3’

R-3" CCTGGTTGCGTCCTGTAAAT 5’
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Fig.1 The amplification results of SSR primers between two parents
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Fig.2 The amplification results of the primer QK019 in F2 population and genetic linkage map of HvNEWENTRY
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