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Identification and functional analysis of loci involved in transformation
amenability in barley
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In this study, we tried to narrow down the regions of TFA gTransformation
amenability) loci involved in transformation efficiency in barley in order to enable genetic
transformation without limitation of their genotypes. First, SNPs array analysis and exome-sequence
analysis were performed to develop the selection markers for TFAs. These markers were used to
generate the near-isogenic lines of TFAs derived from a cross between barley cultivar “ Haruna
Nijo” and “ Golden Promise” (GP). Subsequently, the transformation experiment was carried out
using the doubled-haploid lines derived from a cross between barley cultivar "Full Pint" and GP to
clarify that TFAs were necessary for barley transformation.
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(A) Up-regulated genes (FC>5) (B) Down-regulated genes (FC<0.2)
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