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Fig. 1. Linkage map constructed from Karl/Jinyangbori Fs-derived population.

Table 1. Markers significantly. associated with protein content of barley grains in each
and across environments based on one-factor analysis.

Over Environment Individual Environments

Marker genotype mean ‘05 Suwon ‘05 Jinju ‘04 Suwon ‘02 Jinju

Marker ~ Chr.  Pr R KK K] JJ Pr R(%) Pr RGO Pr RA%) Pr R%)
HVMI4  6H  +eex 354 121 138 134 oo 381 +ex 106 eees 389 ser 172
HVM3L  6H  »xxs 330 121 130 135 s+x+ 364  +x 155 seex 366 weex 221
HVME2  3H NS - 126 127 131 NS - s 167 NS - NS -
KK K/J J) o )
opADIZa  2H w161 125 135 #x 93 wees 181 x 71 4+ 94
opHO8c 6H =« 350 121 135 soek 411 wex 174 wesx 404 wer 149
opADOIb  6H s 317 121 134 saex 363 ks 164 wwes 316 w136
opH19 6H +wxx 276 122 134 seek 325 wex 128 weex 339 #x 110

T Prob.: #xxx P < 00001, ***x P < 0001, *x P < 001
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Fig. 2. Composite interval mapping of barley grain protein content in Karl/Jinyangbori
Fs-derived population. o
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