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mature blueberry fruit cDNAs using the Contigs (>500bp) generated by merging both libraries were searched against the NCBI non-redundant (nr) protein database using blastx algorithm. 92%
Roche FLX-Ti platform. We performed a (9748/10,575) had at least one significant alignment to existing proteins in the protein database (E-value cutoff, 1.0E-4), with grape having the most “hits”.
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than 440,000 reads from each sample type,
with median and average reads lengths of
about 300 bases respectively for each.
Clustering using Roche software yielded
5,700 EST clusters with consensus
sequences sized 800 bases or larger.
Comparable clustering of the 5,134 blueberry
ESTs currently available from dbEST yielded
around 821 clusters and 2,509 singleton
ESTs. This new data set represents a s s 350
significant advance toward discovery and
characterization of the expressed gene
repertoire of blueberry. Results from
homology-based annotation of the new 454
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Figure 2. GO categories from blueberry fruit libraries
Functional annotation of the contigs is based on Gene Ontology (GO) vocabulary using Blast2GO and shows to cover a broad range of GO categories.
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