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In the original version of this article Fig. 3 was inadvertently
published twice, and Fig. 2 is missing.

The corrected figures are as follows:
The authors regret this mistake.
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Fig. 2 One of seven MPTs
inferred from combined analyses
of nuc18S and nuc28S rDNA
sequences. BSMP, BSML
bootstrap support values ≥ 50 %
and BYPPs ≥ 0.95 are given at
left above the node, right above
the node and below the node,
respectively. The original code
numbers of these sequences
selected for phylogenetic analyses
are given in the tree after the taxon
names
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Fig. 3 The best MPT obtained
from the ITS rDNA dataset.
Bootstrap resampling values ≥ 50
% are given above the branches,
and BYPPs ≥ 0.95 are indicated
below the nodes. The original
code numbers of these sequences
selected for phylogenetic analyses
are given in the tree after the taxon
names
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