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Abstract: The ¢mL-F and ITS sequence differences of Stellaria media (L.) Villars and its related species
ae well as Myosoton aquaticum (1..) Moench were determined by PCR direct sequencing, and N-J tree
was constructed using Pseudostellaria heterophylla (Miq.) Pax as an outgroup to analyze the interspecific
relationship. The results show that the length of ITS and ¢rnL-F is 521 — 784 and 788 —951 bp, with 77
and 59 variable sites, 18 and 11 information sites, respectively. And the percentage of base differences of
ITS and &nL-F sequences among different species is 6. 5% and 3. 1% , respectively. The nucleotide
composition of ITS is22.1% A, 20.9% T, 28.5% G and 28.5% C, with the G + C content of
57.0%. The nucleotide composition of &rnl.-F is 35.9% A, 33.7% T, 15.7% G and 14.8% C, with
the G + C content of 30.5%. S. media, S. alsine Grimm and S. vestita Kurz have the same ITS and
trn-F sequences. The ITS sequence of M. aquaticum is different in 4 sites with the above three species,
while its rnL-F sequence is the same. The ITS and trnL-F sequences of S. chinensis Regel are similar to
those of P. heterophylla. M. aquaticum, S. media, S. alsine and S. wvestita cluster together in N-J
phylogenetic tree, indicating a relatively close relationship, which supports the suggestion of putting M.
aquaticum back into Stellaria L. It is concluded that ITS and ¢rnL-F markers can be used in identification
of S. media and its related species, and ITS is a better molecular marker.
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Table 1 Base difference in different sites of ITS sequence of Stellaria media (1.) Villars and its related species as well as Myosoton aquaticum

(L.) Moench
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Table 2 Base difference in different sites of #nL-F sequence of Stellaria media (L.) Villars and its related species as well as Myosofon

aquaticum (L.) Moench
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Fig. 1 N-J phylogenetic tree of Stellaria media (L.) Villars and its
related species as well as Myosoton aquaticum (L.) Moench based on
ITS and #nL-F sequences
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