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Abstract: Seven EST-CAPSmarkerswere identified fran 54 candidate ESTs for genetic mappingwith an i, popula-
tion of Eucalyptus urophylla x E tereticornis, including three gecific in fanale parent (one being aberrant fram nor-
mal segregation anong the sibs), wo gecific in male parent, and wo shared by both parents Four EST-CAPS
markerswere integrated © independent linkage groupson the RAFD linkagemap of E  urophylla constructed previ-
ously, which contributed o same degrees b the extension of linkage group length Al®, four EST-CAPSswere
mapped  different linkage groupson the RAFD linkage map of E tereticornis, which gave riee o the increase of
linkage group length In addition, the aberrantmarkerwas found © be unlinked © any linkage group in E urophyl-
la This study demonstrated the ussfulness of EST-CA PSmarkers in genetic magpping in Eucalyptus
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