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INTRODUCTION -

Aponmixis is a trait which confers to flowering plants the ability to produce seeds by asexual mechanisms. One of its most studied forms is game-
tophytic apomixis, in which a diploid embryo sac develops parthenogenetically (without meiosis) to form a viable embryo. The evidence for
genetic basis of this phenomenon is crushing, and suggests concrete chromosome regions to be responsible of it. But molecular mapping to
locate it has failed, and different studies, using techniques based in differential-display PCR (DD-PCR), had not been able to find the corre-
sponding candidate genes. One reason for these results may be the use of techniques which only shows great genetic differences, but not fine
molecular changes in gene expression. In this study, we used a combination of substractive libraries, MRNA amplification and cDNA microar-
rays, to analyze transcriptomic profiles associated to apomixis in the forage grass Brachiaria.
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DISCUSSION

Meiosis-associated protein expression was reduced in apomictic plants. This is an expected result, yet in apomixis meiotic-derived cells
degenerates or meiosis is aborted. We found genes possibly related to abortion of meiosis, as shown in figure 3. The finding of these sequences
(including the DMCI1 related) gives validity to our results. Transcription factors retrieved (especially NAC related) must be considered as the
possible master element of apomixis. Their confirmation by realtime PCR is in course, in order to make further work with them. The combination
of substractive libraries and mRNA amplification for microarray analysis showed to be effective to find differentially expressed genes for this
trait. The low difference in gene expression may explain the difficulties to reveal them in previous studies and shows the potential of microarrays
to analyze this kind of phenomenon. This approach could be applied in other kind of studies in which researchers have only very low starting
sample material and/or expression differences are not well resolved with other techniques.
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