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Figure S1. Phylogenetic relationships among Corrosella species inferred using maximum
likelihood based on the concatenated dataset of three gene fragments. Transfer bootstrap
expectation (TBE) and Felsenstein bootstrap (FB) support values for key branches are
represented by coloured squares. Scale bar below the topology indicates substitutions per site.



Node support

M TBE > 0.95 BPP > 0.95
B TBE=0.90-0.94 BPP=0.90-0.94
M TBE=0.75-0.89 BPP=0.75-0.89

\[l]/

L———1 Pseudamnicola subproductus

Peringia ulvae

L

| C. astierii (Arg)

C. valladolensis (Arc)

C. segoviana (VFu)

C. navasiana

(Fon, Cim, Mes, Esp, Tin,
Arb, Can, Bor, Dul, Tia,
Val)

C. collingi
(Poz, Tub, Tob, VId)

C. tajoensis
(Box, Mar, Per)

C. herreroi
(Nog, Cur, SMi)

C. bareai
(San, Agu, Lau, Nue,
Sie, Pla)

C. manueli
(Gar, Val, Cef, Isi)

| C. andalusica (Sal, Edu, Pio)

: - 1 C. piti (PP667386, PP667387)

| C. iruritai (DPe)

C. luisi (Git, Pol, Tej)

| C. marisolae (PMo, Pad)

| C. ballestae sp. nov. (Jat)
| C. nechadae (Reg, Tad)

......... | C. marocana (Lah)

C. falkneri
(Arm, Pal, Cas, Dos, Deh)

C. pallaryi
_‘ (Chs, Sch, Aal)

21 C. wakrimi (Asl)
21 C. mahouchii (Tiz)

. C. atlasensis (Sdm)

C. hinzi
(Var, Caz, Cal, Cam)

Mercuria similis

0.09

Figure S2. Phylogenetic relationships among Corrosella species inferred using maximum
likelihood and Bayesian inference based on the COI dataset, including C. piti. Transfer
bootstrap expectation (TBE) and Bayesian posterior probability (BPP) support values for
nodes above the species level are indicated by coloured squares. The scale bar below the

topology represents substitutions per site.



