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MATERIALS AND METHODS

Thirty barley genotypes including three named cultivars, two cultivars in process of
registration, and 25 experimental lines were evaluated at the Matanuska Research Farm,
Palmer, Alaska. These genotypes represent a wide range of germplasm potentially adapt-
able to Alaska and northwestern Canada.

The soil at the experimental site consisted of a Knik silt loam with a pH of 5.8. Fertil-
izer consisting of 78 1b per acre N, P,0,, and K,0O with 18 1b per acre S was broadcast and
incorporated prior to seeding. Plots were seeded on May 3 using a tractor-mounted, four-
row drill equipped with double-disk furrow openers and press wheels. One-half oz per
acre Harmony herbicide with surfactant was applied with a sprayer when weeds were ap-
proximately three inches tall. Plots were harvested as they matured using a self-propelled
cutter /binder, and bundles were dried using heated, forced air prior to threshing.

Characteristics measured included grain yield, heading date, maturity date, lodging
susceptibility, and plant height. Grain yield was estimated by harvesting the center two
rows from each four-row plot. Barley was considered headed when 50% of spikes had just
emerged from the boot, and was considered mature when 50% of spikes had lost all green
color. Lodging susceptibility was estimated visually using a scale of 1-9, with: 1=plants
completely upright and 9=plants completely lodged. Plant height was recorded as the
average distance from the ground to tip of plants, excluding awns.

The experimental design was a randomized complete block with four replications.
Genotypic means and standard errors were estimated, and phenotypic correlation coeffi-
cients were computed for all characters.













