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The original version of this article unfortunately contained a
mistake. An asterisk was missing in Fig. 4. The correct image
of Fig. 4 is now shown here:

The online version of the original article can be found at https://doi.org/
10.1007/s10811-019-01815-8
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Fig. 4 ML and BI phylogenetic trees generated using 144 concatenated
plastid protein-coding genes from 49 Florideophyceae species.
Cyanidioschyzon merolae was set as an outgroup; the support values

for each node are shown from maximum likelihood bootstrap and
Bayesian posterior probabilities. Asterisk indicates newly sequenced
Kappaphycus alvarezii in this study
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