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Abstract

Nymphaeaceae is an aquatic herbs family distributed worldwide from tropical to temperate regions. Most of
them are useful for decoration. Some species are similar in petal colors, flower shapes or leaves, and thus
morphologically indistinquishable. In order to clarify this taxonomic complexity and study the phylogenetic
relationship of Nymphaeaceae, two chloroplast markers, trnK gene including matK gene and trnL-F intergenic
spacer, were analysed, using Maximum parsimony method. The results showed that the length of trnK including
muteraseK (matK) gene is 1180-1209 basepairs and trnL-F is 991-1095 basepairs respectively. According
phylogenetic tree, all members of Nymphaeaceae are classified into 3 groups. Nuphar clade is the basal lineage of
Nymphaeaceae. Barclaya clade is the second one, whereas Nymphaea, Victoria, Euryale and Ondinea are placed
in the same clade.
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