File S9. Estimates of evolutionary divergence between species.

The percent of base substitutions between sequences are shown. Analyses were run using the Kimura 2-parameter model (Kimura, 1980), a total of 394
positions in the analyzed dataset. Evolutionary analyses were conducted in MEGA X (Kumar et al., 2018).
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Sclerodora crosnieri

Hymenodora frontalis 31.9

Hymenodora glacialis 329 27.0

Hymenodora gracilis 325 239 94

Acanthephyra quadrispinosa | 444 471 470 419

Ephyrina ombango 515 524 559 53.0 239

Heterogenys microphthalma 46.1 485 50.0 495 208 219

Kemphyra corallina 50.7 498 547 540 214 215 179

Meningodora longisulca 434 526 495 454 243 284 261 27.6

Notostomus elegans 554 514 535 571 254 240 215 204 258

Janicella spinicauda 509 530 541 506 267 245 263 256 283 26.0

Oplophorus gracilirostris 448 492 484 450 245 219 262 279 236 270 244

Systellaspis pellucida 496 513 512 497 266 264 235 261 278 259 289 233

Alvinocaris longirostris 50.1 520 513 500 252 270 249 214 309 249 303 275 297

Pasiphaea sivado 40.8 393 478 466 270 29.7 306 31.8 322 360 294 325 347 340




