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The Phylogeny of Saururaceae Based on 5.8S rDNA Sequences
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Abstract Saururaceae is a core component of paleoherbs and is very important for studying the origin and
development of early angiosperms. By using different analysis method such as the maximum parsimony
method and the neighbor — joining method we analyzed the 5.8S rDNA sequences of Saururaceae and the
outgroup Zippelia begoniaefolia Blume. The conclusions are the similar that is  Anemopsis departs from
Saururaceae at first  Saururus chinensis is the sister to S. cernuus. However it is difficult to differt the
Gymno theca chinensis — G. inwolucrata — Howttuynia — Saururus clade by using 5.8S rDNA se-
quences.
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missing 164 141 constant 20
3 1.83%
sequence divergences 0 9.877%
3.727%  11.801% 1 - 15
24 CI=0.958 RI=0.667 RC=0.639 1 50%

1 Anemopsts G. chinensis

— G. imwolucrata — Houttuynia — Saururus S. chinensis  S. cernuus
100 % bootstrap value 66% G. chinensis G. involu-

crata  Houttuynia  Saururus 87%
1 5.8S rtDNA

Table 1 Pairwise distances between taxa. Total character differences are as the

below diagonal. Mean character differences are as the above diagonal.

1 2 3 4 5 6 7
1 Anemopsis - 0.09259 0.09259 0.09259 0.09877 0.09877 0.11801
2 Gymnotheca chinensis 15 - 0.00000 0.00000 0.00617 0.00617 0.03727
3 G. involucrata 15 0 - 0.00000 0.00617 0.00617 0.03727
4 Houttwynia 15 0 0 - 0.00617 0.00617 0.04321
5 Saururus cernuus 16 1 1 1 - 0.00000 0.04348
6 S. chinensis 16 1 1 1 0 - 0.04348
7 Zippelia 19 6 6 7 7 7 -
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Fig. 1 The phylogenetic tree of Saururaceae based on 5.8S rDNA sequences Analysis by maximum parsimony method .
Consensus values are indicated above branches. Bootstrap values are indicated below branches. The numbers in brackets

are bootstrap values when gaps are treated as the fifth state.
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