
Table 1: Gene names, abbreviations, accession number (AN) and gene ontology (GO) of genes considered 
in this work. Primer sequences, amplicon size (AS, in bp) and calculated reaction efficiencies for RT-
qPCR experiments are also reported. Newly identified genes in O. vulgaris are marked by an asterisk.

a. According to Gene Ontology (http://www.geneontology.org/, last visited Aug, 2008) for each gene is listed a GO number and 
the corresponding classification: biological function (F), molecular process (P), cellular components (C).
b. Efficiency for each primer pair was derived from standard curves using five serial dilutions of cDNA samples, as described in 
Methods.
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