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Introduction

The manipulation of the potato tuber life cycle, in order to improve the timing of on dormancy release have been isolated. Our study focuses on the characterisa-
tuberisation, tuber-size distribution and dormancy characteristics is a major tion of two transcription factors: one encodes an auxin response factor whereas
economic target. An understanding of the processes that lead to stop-start the other contains sequence encoding a recently defined TCP domain, a motif
cycles in the growth of the potato tuber apical meristem is important to achieve found in proteins regulating growth and development.

this aim. ESTs representing genes that are up-regulated in the tuber apical bud
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Conclusions _ % I “ I RT-PCR analysis of sttcpl RNA

] ] extracted from the different stages
ARF6 and sttcp1 transcript levels appeared to correlate with the rate of

) ] ) sttepl of tuberisation: non-swelling stolon,
meristem growth during the potato tuber-life cycle. Whereas ARF6 .
} ! ) - . . swelling stolon, small tuber and
transcript level increases on meristem activation, sttcp1 transcript level large tuber
decreases. The data presented here clearly demonstrate that ARF6 188 ribosomal RNA
expression level is a marker for meristem activation status in potato. It
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