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Absdtract: Following of Phyllostachys propinqua M cClure chloroplast genanic DNA library constructed,
the atpA (BU64861), psaB (BU64863), rpoA (BU64862) and rpoCl (BU64864) geneswere cloned
and analyzed basing on sequence alignment with other chloroplast genes of Poaceae pecies in GerBank In
order 0 analyze the taxonamic statusof Phyllostachys propinqua in Poaceae, four phylogenetic treeswere con-
structed by neighbor-joiningmethod The reaults indicated that the granineousplants can be classified as o
classes in the phylogenetic systamatics, the first class contained tvo subclasses, with Phyllostachys propinqua
and rice together as one of the subclass and maize, rghun, saccharun camposing another; The second
class included wheat, barley, ryegrass and cregping bentgrass It showed that Phyllostachys propinqua had
the closest taxonamic statuswith rice, and it wasmuch closer than that betveen rice and maize or orghum
and saccharum and the relation bewveen Phyllostachys propinqua and wheat aswell as it's kindred plant was
far
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Fig 1 Phylogenetion relationships of the Phyllostachys propinquaM cClure
together with grasses ( Poaceae) inferred fran atpA gene squence
Bootstrap supporting valuesare shown at branch nodes The same below.
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Fig 2 Phylogenetion relationships of the Phyllostachys propinquaM cClure
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