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Abstract A MADS -box gene, which is 1 208 bp long named LcMADS9, was cloned from the pericarp of
‘ Nuomici’ litchi cultivar by using RT-PCR and RACE technique. This gene contained an ORF of 738 bp
encoding 245 putative amino acid residues, had the typical MADS-box genetic structure. Homology analysis of
putative amino acid residues showed that LeMADS9 had high homology to other MADS-box proteins from different
species, especially 80% similarity to Betula pendula. Phylogenetic analysis indicated that LeMADS9 belonged to a
subfamily API/SQUA -like of the MADS-box. LcMADS9 was expressed by the real-time PCR analysis in leaves,
pericarps and flowers, almost no expression in roots, stems and flesh.
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