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Sugarcane (Saccharum spp.) is a grass with a high commercial value due its ability to 
accumulate high amounts of sucrose. It is a first-generation biofuel crop used for ethanol 
and sugar production. The sugarcane genome has an estimated size of 10 Gb and 
contains a large number of repetitive sequences. It is polyploid and aneuploid. The aim of 
this work is to annotate the sugarcane genome from BACs assembled into one-contig 
identifying genes and its UTR regions. The BACs were constructed from the hybrid cultivar 
R570. After sequencing, the BAC reads were assembled in one-contig with the 
Phrap/Phred/Consed software. The sugarcane genome annotation pipeline was based on 
mapping of ESTs, Fl-cDNA and plant proteins into the BACs. For prediction analysis, we 
used MYOP and AUGUSTUS Predictor Pipelines for the identification of genes, splice 
sites and UTR regions. We mapped the BACs on the sorghum genome in order to have a 
reference and subsequently identified homologies. We have observed that both are mostly 
collinear in the genic regions. We are currently using 18 BACs to establish the parameters 
for the annotation of genes on additional BACs. To date, we have identified 320 genes in 
18 BACs. Each BAC presents an average of 10 genes. We are not considering genes 
coding for transposases or other proteins related with insertion of repetitive sequences. 
The studies include the development of a gene promoter database where putative 
regulatory regions are associated to sugarcane transcripts. 
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