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Abstract: Tomato ovate gene has been cloned and proved to control the fruit shape development. In this study,
ovate orthologous gene in tobacco (Nicotiana tabacum), which belongs to Solanaceae and doesn’t have fruit
development, was cloned and compared with homol ogs in tomato and other model species. Two sequence
fragments with 90% identity were identified using bioinformatics methods. Two copies of tobacco ovate ortholog
(NTovate) were then confirmed by sequence specific PCR. A 1059 bp full length cDNA of NTovatel was
obtained using rapid amplification of cDNA ends (RACE). Further analysis on NTovatel cDNA indicated that it
encoded a peptide containing 352 amino acids. The amino acid sequence comparison with tomato ovate protein
and AtOFP7 (Arabidopsis thaliana ovate family protein 7) showed that the sequence identity was 70% and
36%, respectively. Other AtOFPs and ovate family protein-like in rice only showed homolog in the ovate
domain with much lower sequence identity. The full length cDNA sequence of NTovatel was registered in
GenBank with accession number EU043369.
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