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i microarray data, gene co- requlation is marked by strong correlations with expression levels (1). Genes
lth similar expression patterns across a set of samples are hypothesized to have functional relationship
nd may be involved in the same biological network. On the other hand, differential co-expression is
efined as a change in the correlation relationships among genes. According to (2), we could consider
lifferential co-expression as potentially revealing rewiring of gene networks, reflecting dynamic changes in
e regulatory relationships between genes which can then be read out at the level of transcription. Because
it the potential importance of network rewiring, differential co-expression could be useful for uncovering
folecular mechanisms between two contrasting samples such as normal and disease tissue. By comparing
flicroarray data sets of cattle before and after artificial infestation, we used a differential co-expression
:-'{ analysis in searching for candidate genes to be involved in a mechanism of bovine response to tick
thipicephalus microplus. Microarray data were processed using the affy, a BioConductor package.
e background was corrected by RMA and normalization was made by quantile method. Summarization
as performed using the medianpolish algorithm.and filtering was done by using an intensity filter. Co-
ipression was calculated separately in Bl (before artificial infestation) and Al (after artificial infestation)
Bita sets, using as a guide the transcription factor (CREM — cAMP responsive element modulator)
lown to be involved in bovine-tick resistance (3). For co-expressed genes identification, an N-dimensional
ittor was created for each chip present gene, and co-expression was calculated using Pearson correlation
efficient (= 0.85). The results revealed different transcripts co-expressed with CREM between Bl and

:}:.% ns using prcmotersequence analysis. We believe that this appmach is very useful to identify functional
8nges that accompanying co-expression changes, revealed by microarray data, Also, novel“genes can
entlhed which may be new targets for use in dmg -devélopment to improve the resistance of cattle
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.Eaiﬂgicaf characteristics of oil palm trees make it difficult to generate clones of elite species. One

Sibility to propagate elite species of palm trees is through the induction of somatic embryogenesis from
lis derived from different tissues. In this study, Elaeis guineensis explants were inoculated in tissue
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