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Trypanosoma cruzi, the causative agent of Chagas Disease, is a primitive eukaryote. Its 
gene expression regulation has several peculiarities, as polycistronic transcription, trans-
splicing, post-transcriptional regulation and absence of a well-characterized RNA pol II 
promoter. Few microarray studies have evaluated the transcriptome of this parasite, 
identifying a small amount of differentially expressed genes (in general, 2-5%), and a 
systematic analysis of transcriptome regulation is missing. We have conducted a 
microarray analysis of Trypanosoma cruzi transcriptome, using a microarray containing 
aproximately 6,000 probes, on different processes as differentiation (metacyclogenesis), 
life cycle, drug resistance, cell cycle, stress response and protein overexpression. Taken 
together, these data provide a great opportunity to identify mRNA sets co-regulated in 
distinct situations, enabling to build the first representation of T.cruzi regulome, with co-
regulation of genes involved in processes as replication, transcription, translation, among 
others; these groups are been analysed to identify cis-acting elements. This is the first 
study showing this kind of pattern in Trypanosomatidae. We are carrying an increase in the 
number of biological situations analysed, broadening our biological knowledge of T.cruzi 
gene expression regulation. 
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