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Figure S1. Maximum likelihood phylogenies based on 18S rDNA sequences to show relationships of
the isolated worms with other nematode or cestode species/isolates. Selected nematode or cestode
species were used in each of five trees; [A] with the sequences from morph A (A1) and morph C (C3),
[B] morph B (B1, B2) and morph C (C1, C2), [C] morph D (D1, D2) and morph E (E1), [D] morph F
(F1), [E] morph G (G1). Sequences obtained in this study were boxed in red, in which the sequence
group IDs (shown in Table 3B) and individual sequence IDs (in parentheses) were given. Bootstrap
values greater than 60% are shown on appropriate nodes. Genbank accession numbers were shown

after the species names in each tip label.





