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Transferability of EST (Expressed Sequence Tag)
developed in loblolly pine to Japanese black pine

Eiji Hayashi ' , Teiji Kondo ' ,Kimio Terada ® , Noritsugu Kuramoto
and Shiv Shankhar Kaundun ®

Summary : Transferability of EST (Expressed Sequence Tag) primer pairs reported in loblolly pine (Pinus taedal..)
was assayed in Japanese black pine (P. thunbergii Parl.). Out of one hundred seventeen EST primer pairs, 72 pairs
(62%) amplified a single fragment respectively. Restriction analyses of the fragments obtained from 16 out of the 72 pairs
were performed to develop CAPS (Cleaved amplified polymorphic sequences) markers. Three fragments were de-
tected polymorphisms among progeny of controlled crosses. One of the polymorphisms, PtIFG8898, showed 1:1 segre-
gation among macrogametophytes derived from a resistant tree against pine needle gall midge, R17. The PtIFG8898 was
located on the linkage group 10 on a map of Japanese black pine. Since the marker has been reported to be on the
linkage group 4 in maps of loblolly pine and slash pine (P. elliottii Englm.), these linkage groups may be homologous to
each other. Utilization of the information of marker rich species into Japanese black pine is important to progress a study
of genetics in this pine. The results obtained here showed that it is possible to place the reported EST markers on the
linkage map of Japanese black pine, and that these markers can be useful to integrate the linkage map of different pine

species.
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