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TBR branching swapping of PAUP with all changes
equally weighted (unweighted parsimony), and were
subjected to 2000 rounds of bootstrap resampling (ran-
dom additions set to 10).

Results

Phylogeny based on small subunit rDNA sequence

data

The 29 SSU sequences newly completed for this

study ranged from 1769 (Dasya hutchinsiae and

Plumaria plumosa) to 1823 (Platysiphonia victoriae)

base pairs in length. No ambiguities were observed

in the SSU data except for Heterosiphonia muelleri

(C or T at position 150) and H. pulchra (A or G at

position 1173). Sequence data have been deposited

in GenBank (Table 1).

A maximum likelihood (– Ln¯ 12789±19263)

tree with bootstrap results from the distance and

parsimony analyses appended is presented (Fig. 1)

for our SSU alignment (excluding Halodictyon).

The Dasyaceae}Delesseriaceae}Rhodomelaceae

complex was monophyletic with strong support

(96–98% bootstrap support) in this tree. Six

Fig. 1. Tree constructed with maximum likelihood for the SSU alignment excluding Halodictyon mirabile. Values at

branches represent percentage of 2000 bootstrap replicates for distance analysis (top value) and of 1000 bootstrap replicates

for ‘ transversion’ (middle value) and unweighted parsimony (bottom value) analyses. Bold numbers and large asterisks are

bootstrap values for five of the six major lineages within the Dasyaceae}Delesseraceae}Rhodomelaceae complex. Branches

marked with an asterisk received 100% support in all three analyses whereas those lacking values received less than 50%

support. Scale bar represents 0±01 substitutions per site.

strongly supported (81–100% bootstrap replicates)

groups and one single-taxon lineage were resolved

within this complex: (1) Dasyaceae sensu stricto,

containing Dasya spp., Dasysiphonia, Eupogodon

spp., Heterosiphonia japonica and Rhodoptilum ; (2)

Delesserioideae; (3) Heterosiphonia-group, con-

sisting of Dictyurus spp., Heterosiphonia sensu

stricto and Thuretia spp. ; (4) Nitophylloideae; (5)

Rhodomelaceae; (6) Caloglossa spp. ; and (7) Platy-

siphonia. Despite the strong support for these

groups, relationships among them were equivocal in

our analyses except for an alliance between the

Dasyaceae sensu stricto and the Delesserioideae in

the distance analysis (94% support). Maximum

likelihood and distance trees differed in the relative

positioning of Bostrychia, Heterocladia and Son-

derella within the Rhodomelaceae, but bootstrap

support was absent in all cases (Fig. 1). Similarly,

the position of Caloglossa shifted from the base of

the Rhodomelaceae (Fig. 1) to the base of the

Dasyaceae sensu stricto}Delesserioideae clade in

distance analysis. Again, the relationships among

these lineages were essentially unresolved (Fig. 1).

Finally, the Heterosiphonia-group was allied to the




