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[bookmark: _Hlk102463462][bookmark: _Hlk111572139]Table S2 – Estimates of evolutionary divergence (mean raw p-distances) between Reteporella species and additional phidoloporids. a) mitochondrial COI marker (552 bp); b) mitochondrial 16S rRNA marker (332 bp); and c) nuclear 28S rRNA marker (427 bp). The analysis, using MEGA v11 [2], was performed after exclusion of positions containing gaps and/or missing data for each sequence pair analysed. Intraspecific mean p-distances were calculated among haplotypes for each species. Hyphen (-) indicates species represented by a single haplotype. Samples R. atlantica (BRY16; Flores) and Reteporella sp. 5 (BRY257; Formigas) are distinguished in a) and b) due to their differentiation when compared to conspecifics. Pairwise comparisons of other phidoloporid genera highlighted in yellow.
	a)
	R. atlantica
	R. atlantica (BRY16)
	R. oceanica
	R. sp. 5
	R. sp. 6
	R. sp. 7
	R. sp. 7 (BRY257)
	R. sp. 1
	R. tristis
	R. beaniana
	R. sp. 2
	R. sp. 3
	R. cf. grimaldii 
	R. sp. 4
	R. cf. graeffei
	R. tuberosa
	P. avicularis
	Schizoretepora sp.
	Schizotheca sp.
	H. novaezelandiae
	T. arcuatum
	I. yaldwyni
	I. violaceum

	R. atlantica
	0.021
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	R. atlantica (BRY16)
	0.033
	-
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	R. oceanica
	0.067
	0.082
	-
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 5
	0.083
	0.098
	0.038
	-
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 6
	0.087
	0.097
	0.066
	0.071
	0.012
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 7
	0.070
	0.078
	0.083
	0.083
	0.057
	0.017
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 7 (BRY257)
	0.089
	0.101
	0.089
	0.091
	0.063
	0.034
	-
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 1
	0.179
	0.183
	0.178
	0.183
	0.185
	0.187
	0.194
	-
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	R. tristis
	0.201
	0.205
	0.206
	0.201
	0.193
	0.196
	0.202
	0.097
	0.012
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	R. beaniana
	0.178
	0.183
	0.183
	0.183
	0.191
	0.194
	0.201
	0.172
	0.162
	-
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 2
	0.170
	0.171
	0.174
	0.176
	0.166
	0.171
	0.172
	0.152
	0.168
	0.132
	-
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 3
	0.175
	0.174
	0.190
	0.181
	0.164
	0.180
	0.181
	0.156
	0.176
	0.147
	0.062
	0.005
	
	
	
	
	
	
	
	
	
	
	

	R. cf. grimaldii
	0.172
	0.172
	0.176
	0.170
	0.159
	0.180
	0.179
	0.165
	0.180
	0.134
	0.042
	0.061
	-
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 4
	0.138
	0.147
	0.132
	0.130
	0.134
	0.143
	0.138
	0.179
	0.195
	0.190
	0.182
	0.181
	0.175
	
	
	
	
	
	
	
	
	
	

	R. cf. graeffei
	0.135
	0.143
	0.129
	0.132
	0.136
	0.142
	0.138
	0.176
	0.196
	0.192
	0.185
	0.187
	0.181
	0.002
	-
	
	
	
	
	
	
	
	

	R. tuberosa
	0.222
	0.228
	0.232
	0.234
	0.226
	0.216
	0.225
	0.210
	0.224
	0.236
	0.205
	0.216
	0.199
	0.222
	0.221
	-
	
	
	
	
	
	
	

	Phidolopora avicularis
	0.209
	0.203
	0.228
	0.225
	0.218
	0.235
	0.241
	0.219
	0.232
	0.219
	0.210
	0.210
	0.201
	0.238
	0.236
	0.197
	-
	
	
	
	
	
	

	Schizoretepora sp.
	0.240
	0.232
	0.252
	0.25
	0.243
	0.238
	0.246
	0.241
	0.235
	0.232
	0.234
	0.239
	0.234
	0.263
	0.259
	0.216
	0.170
	-
	
	
	
	
	

	Schizotheca sp.
	0.203
	0.205
	0.219
	0.208
	0.209
	0.218
	0.23
	0.210
	0.214
	0.208
	0.223
	0.231
	0.221
	0.233
	0.230
	0.205
	0.194
	0.201
	-
	
	
	
	

	Hippellozoon novaezelandiae
	0.215
	0.216
	0.241
	0.23
	0.230
	0.218
	0.23
	0.205
	0.231
	0.212
	0.212
	0.226
	0.210
	0.242
	0.245
	0.188
	0.181
	0.174
	0.194
	-
	
	
	

	Triphyllozoon arcuatum
	0.255
	0.257
	0.259
	0.255
	0.241
	0.246
	0.252
	0.236
	0.244
	0.243
	0.223
	0.231
	0.226
	0.263
	0.259
	0.207
	0.228
	0.25
	0.23
	0.228
	-
	
	

	Iodictyum yaldwyni
	0.252
	0.261
	0.255
	0.257
	0.242
	0.242
	0.255
	0.221
	0.224
	0.23
	0.228
	0.240
	0.230
	0.261
	0.248
	0.194
	0.236
	0.246
	0.234
	0.208
	0.217
	-
	

	Iodictyum violaceum
	0.241
	0.241
	0.252
	0.261
	0.242
	0.252
	0.257
	0.234
	0.253
	0.228
	0.210
	0.216
	0.219
	0.250
	0.261
	0.217
	0.219
	0.219
	0.221
	0.187
	0.225
	0.178
	-







	b)
	R. atlantica
	R. atlantica (BRY16)
	R. sp. 5
	R. sp. 6
	R. sp. 7
	R. sp. 7 (BRY257)
	R. sp. 1
	R. tristis
	R. sp. 2
	R. sp. 3
	R. cf. grimaldii
	R. cf. graeffei
	R. tuberosa
	I. yaldwyni
	H. novaezelandiae
	T. arcuatum
	P. avicularis

	R. atlantica
	0.002
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	R. atlantica (BRY16)
	0.003
	-
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 5
	0.022
	0.020
	-
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 6
	0.013
	0.011
	0.010
	0.005
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 7
	0.016
	0.010
	0.008
	0.007
	0.002
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 7 (BRY257)
	0.012
	0.013
	0.009
	0.005
	0.003
	-
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 1
	0.085
	0.083
	0.085
	0.081
	0.081
	0.080
	-
	
	
	
	
	
	
	
	
	
	

	R. tristis
	0.085
	0.083
	0.080
	0.080
	0.077
	0.080
	0.026
	0
	
	
	
	
	
	
	
	
	

	Reteporella sp. 2
	0.043
	0.036
	0.036
	0.040
	0.039
	0.039
	0.067
	0.063
	-
	
	
	
	
	
	
	
	

	Reteporella sp. 3
	0.044
	0.038
	0.037
	0.041
	0.040
	0.040
	0.069
	0.061
	0.004
	0.002
	
	
	
	
	
	
	

	R. cf. grimaldii
	0.045
	0.039
	0.031
	0.035
	0.034
	0.033
	0.070
	0.065
	0.007
	0.008
	-
	
	
	
	
	
	

	R. cf. graeffei
	0.036
	0.035
	0.023
	0.027
	0.027
	0.028
	0.096
	0.096
	0.056
	0.057
	0.050
	-
	
	
	
	
	

	R. tuberosa
	0.198
	0.198
	0.198
	0.197
	0.192
	0.196
	0.208
	0.213
	0.197
	0.198
	0.193
	0.196
	-
	
	
	
	

	Iodictyum yaldwyni
	0.177
	0.177
	0.172
	0.171
	0.166
	0.169
	0.184
	0.184
	0.175
	0.173
	0.169
	0.169
	0.111
	-
	
	
	

	Hippellozoon novaezelandiae
	0.181
	0.179
	0.175
	0.176
	0.169
	0.173
	0.178
	0.183
	0.174
	0.178
	0.172
	0.180
	0.094
	0.087
	-
	
	

	Triphyllozoon arcuatum
	0.200
	0.197
	0.195
	0.195
	0.189
	0.192
	0.207
	0.200
	0.205
	0.204
	0.201
	0.195
	0.121
	0.132
	0.123
	-
	

	Phidolopora avicularis
	0.187
	0.181
	0.182
	0.181
	0.176
	0.180
	0.190
	0.190
	0.193
	0.192
	0.189
	0.180
	0.109
	0.082
	0.055
	0.127
	-





	[bookmark: _Hlk97545892]c)
	R. atlantica
	R. oceanica
	R. sp. 3
	R. sp. 4
	R. sp. 5
	R. sp. 1
	R. tristis
	R. beaniana
	R. sp. 2
	R. sp. 3
	R. cf. grimaldii
	R. cf. graeffei
	P. avicularis
	H. novaezelandiae
	I. violaceum
	T. arcuatum

	R. atlantica
	0
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	R. oceanica
	0.003
	-
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 5
	0.003
	0
	-
	
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 6
	0.003
	0
	0
	0
	
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 7
	0.003
	0
	0
	0
	0
	
	
	
	
	
	
	
	
	
	
	

	Reteporella sp. 1
	0.006
	0.003
	0.003
	0.003
	0.003
	-
	
	
	
	
	
	
	
	
	
	

	R. tristis
	0.006
	0.003
	0.003
	0.003
	0.003
	0.003
	0
	
	
	
	
	
	
	
	
	

	R. beaniana
	0.006
	0.003
	0.003
	0.003
	0.003
	0.006
	0.006
	-
	
	
	
	
	
	
	
	

	Reteporella sp. 2
	0.012
	0.015
	0.015
	0.015
	0.015
	0.015
	0.012
	0.012
	-
	
	
	
	
	
	
	

	Reteporella sp. 3
	0.012
	0.015
	0.015
	0.015
	0.015
	0.015
	0.012
	0.012
	0
	-
	
	
	
	
	
	

	R. cf. grimaldii
	0.012
	0.015
	0.015
	0.015
	0.015
	0.015
	0.012
	0.012
	0
	0
	-
	
	
	
	
	

	R. cf. graeffei
	0.003
	0
	0
	0
	0
	0.003
	0.003
	0.003
	0.015
	0.015
	0.015
	-
	
	
	
	

	Phidolopora avicularis
	0.066
	0.063
	0.063
	0.063
	0.063
	0.060
	0.063
	0.030
	0.060
	0.060
	0.060
	0.063
	-
	
	
	

	Hippellozoon novaezelandiae
	0.030
	0.033
	0.033
	0.033
	0.033
	0.030
	0.033
	0.036
	0.033
	0.033
	0.033
	0.033
	0.069
	-
	
	

	Iodictyum violaceum
	0.027
	0.030
	0.030
	0.030
	0.030
	0.033
	0.033
	0.063
	0.027
	0.027
	0.027
	0.030
	0.073
	0.048
	-
	

	Triphyllozoon arcuatum
	0.018
	0.021
	0.021
	0.021
	0.021
	0.021
	0.018
	0.024
	0.012
	0.012
	0.012
	0.021
	0.054
	0.039
	0.036
	-
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[bookmark: _Hlk102463489][bookmark: _Hlk111572168][bookmark: _Hlk99370864]Figure S1 – Maximum likelihood analysis of the COI data. Constructed using the W-IQ-Tree web server [3] under the GTR+I (1st codon position), F81+I (2nd codon position) and GTR+G (3rd codon position) models of nucleotide evolution. Values at the nodes correspond to branch test (SH-aLTR) values, ultrafast bootstrap support (UFboot) values, and posterior probabilities (PP), inferred with W-IQ-Tree and MrBayes v3.2.7 software [4], respectively. Hyphen (-) indicates nodes absent in one of the phylogenetic reconstructions; asterisk (*) indicates nodes supported by both ML and BI analyses (SH-aLTR>= 80%, UFboot >= 95%, PP >= 95%). Mean divergence levels among Reteporella terminals, as estimated with MEGA11 [2], are depicted at the nodes in blue. Known and putative new Azorean Reteporella species are indicated with different coloured shading. Non-Azorean species are indicated by dashed coloured lines. Other phidoloporids included in the analyses are given in normal black font. Geographic origins of Reteporella samples are given as terminal labels. The scale bar represents substitutions per site.
[image: ]
[bookmark: _Hlk102463510][bookmark: _Hlk111572190][bookmark: _Hlk101800255]Figure S2 – Maximum likelihood analysis of the 16S rRNA data. Constructed using the W-IQ-Tree web server [3] under the GTR+I+G model of nucleotide evolution. Values at the nodes correspond to branch test (SH-aLTR) values, ultrafast bootstrap support (UFboot) values, and posterior probabilities (PP), inferred with W-IQ-Tree and MrBayes v3.2.7 software [4], respectively. Hyphen (-) indicates nodes absent in one of the phylogenetic reconstructions; asterisk (*) indicates nodes supported by both ML and BI analyses (SH-aLTR>= 80%, UFboot >= 95%, PP >= 95%); dollar sign ($) indicates nodes supported only by ML analyses (SH-aLTR>= 80%, UFboot >= 95%). Mean divergence levels among Reteporella terminals, as estimated with MEGA11 [2], are depicted at the nodes in blue. Known and putative new Azorean Reteporella species are indicated with different coloured shading. Non-Azorean Reteporella species are indicated by dashed coloured lines. Geographical origins of the Reteporella samples are given as terminal labels. Other phidoloporids included in the analyses are given in normal black font. Geographic origins of Reteporella samples are given as terminal labels. The scale bar represents substitutions per site.
 
 [image: ]
[bookmark: _Hlk102463528][bookmark: _Hlk111572199]Figure S3 – Maximum likelihood analysis of the 28S rRNA data. Constructed using the W-IQ-Tree web server [3] under the GTR+I+G model of nucleotide evolution. Values at the nodes correspond to branch test (SH-aLTR) values, ultrafast bootstrap support (UFboot) values, and posterior probabilities (PP), inferred with W-IQ-Tree and MrBayes v3.2.7 software [4], respectively. Hyphen (-) indicates nodes absent in one of the phylogenetic reconstructions; asterisk (*) indicates nodes supported by both ML and BI analyses (SH-aLTR>= 80%, UFboot >= 95%, PP >= 95%). Mean divergence levels among Reteporella terminals, as estimated with MEGA11 [2], are depicted at the nodes in blue. Known and putative new Azorean Reteporella species are indicated with different coloured shading. Non-Azorean Reteporella species are indicated by dashed coloured lines. Geographical origins of the Reteporella samples are given as terminal labels. Other phidoloporids included in the analyses are given in normal black font. Geographic origins of Reteporella samples are given as terminal labels. The scale bar represents substitutions per site.
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