[ Downloaded from mg.genetics.ir on 2026-02-10 ]

[ DOR: 20.1001.1.20084439.1398.14.4.10.0]

QU PSS S 59 & ! S Y oo ELwl (S ) A dugd
Genotyping ) U9 b wigh) S 551 gy 3 ookl b o sle
(by Sequencing

Construction of high density linkage map in spring bread wheat
recombinant inbred lines using genotyping by sequencing (GBS)
method
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