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98 Caulerpa macrodisca FM956053 holotype
Caulerpa megadisca IN817657 holotype
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Caulerpa racemosa JN817665 holotype
Caulerpa lentillifera FM956050
Caulerpa racemosa f. macrophysa KJ957083
Caulerpa racemosa f. macrophysa KJ957088
Caulerpa racemosa f. macrophysa KI957087
Caulerpa nummularia JN817685 holotype
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Caulerpa nummularia FM956059
I Caulerpa peltata f. peltata FM956060
Caulerpa chemnitzia KF256101 holotype

8 Caulerpa chemnitzia K1957093
Caulerpa chemnitzia K1957096
%8 Caulerpa chemnitzia K1957102

Caulerpa peltata JN817667
Caulerpa selago cf. var. selago FM956061
Caulerpa chemnitzia K1957101
Caulerpa racemosa JN645160
Caulerpa urvilleana IN645172
m[ Caulerpa antoensis KJ957105
Caulerpa mexicana KJ957115
100 Caulerpa prolifera 1X206460
Caulerpa prolifera 1X206461
9ELF(Julerpa lamourouxii KF256081 holotype

Caulerpa oligophylla KF256085 holotype
91 caulerpa racemosa IN645166
gg{ Caulerpa macra KF256089 holotype
Caulerpa cf. macra SD 2011 FR848345
193 | Caulerpa corynephora KF840153
Caulerpa sp. CSMCRI KF840154
0%‘aulerpa racemosa JN645152
Caulerpa racemosa IN645167
03| | Caulerpa cylindracea JN851143 holotype

- Caulerpa cylindracea IN817673
Caulerpa cylindracea JIN817677
Caulerpa racemosa Q894933
Caulerpa cylindracea KY773572
Caulerpa cylindracea KY773570
Caulerpa racemosa JN645163

91

98

91, Caulerpa cupressoides KF840151
Caulerpa cupressoides KJ957108
82|L Caulerpa cupressoides KJ957111
Caulerpa serrulata K1957117
911 Caulerpa serrulata KJ957119

'— Caulerpa webbiana KI957134
| Caulerpa lentillifera IN817649

[ Caulerpa lentillifera KC153505
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Halymenia floridana KX586173

98 — Halymenia elongata KX586171

I Halymenia elongata KX586168
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Halymenia floresii ABO38603

Halymenia malaysiana MG573426

Halymenia sp. PEL 2015b KP202341
Halymenia maculata KP202338
alymenia sp. PEL 2015b KP202342

Halymenia durvillei AY772020
Halymenia durvillei 10976882

Halymenia harveyana Q976885 Australia
Halymenia harveyana Q976886

1 100 | Halymenia hawaiiana AM422899 Hawaii
Halymenia hawaiiana GQ995519

Halymenia tondoana JQ976889
84 Halymenia cf. floresii KT807828
_:alymenia cf. pseudofloresii KT807827
———————— Halymenia cearensis KX586174
96 I: Halymenia cf. floresii KT807830
Halymenia cf. floresii KT807829

Halymenia floresii AY772019

Halymenia floresii KI594956

Halymenia floresii MH311935
1 Halymenia floresii KU382051

100 Halymenia actinophysa GU598118
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Halymenia plana KU726713
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Figure S1. Phylogenetic analyses of Caulerpa and Halymenia from Samoa. The following samples were used: two Caulerpa
samples 140 from Siufaga (29/2/20) on Savai’i Island and I41 from Apolima (13/2/20) on Upolu Island; and eight
Halymenia samples (I43 from Apia (1/2/19), 144 from Savaia (13/12/19), 145 from Savaia (5/12/18), 146 from Apia
(17/12/18), 150 from Metafele (12/2/20), I51 from Metafele (11/12/19), I55 from Satapuala (6/3/19) from Upolu Island, and,
I52 from Sapini (29/2/20) on Savai’i Island). Phylogenetic analyses were run by Professor Giuseppe Zuccarello at Victoria
University Wellington, New Zealand (see Zuccarello & Paul, 2019). Maximum Likelihood (ML) analyses were
implemented using IQTREE 2.1.3. Genes were partitioned by codon. Model selection and partitioning to select the best
partitions were implemented in IQTREE. Branch support was determined using non-parametric bootstrapping (500
replicates). For Fig. S1A, ML phylogeny based on tufA sequences of Caulerpa species downloaded from Genbank (903
basepair alignment), plus samples from Samoa (in bold). Sample 141 groups with Caulerpa chemnitzia (including the
holotype KF256101) while sample 141 groups with Caulerpa racemosa (including the holotype JN817665). Caulerpa flexilis
AJ417970 used as an outgroup (removed for clarity). Bootstrap values below 70% removed. Scale bar = substitutions per
site. For Fig. S1B, ML phylogeny based on rbcL sequences of Halymenia species downloaded from Genbank (600 basepair
alignment), plus samples from Samoa (in bold). Sample 155 groups with Halymenia durvillei; all other samples (143-146,
150-152) identical and in a strongly supported clade distinct from all other sequenced Halymenia species. Nesoia latifolia

used as an outgroup. Bootstrap values below 70% removed. Scale bar = substitutions per site.



