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GBGC13132-17|Ciona
DISA930-19|Ciona
ASCAND47-10|Molgula
ASCAN045-10|Molgula
BNSB097-21|Molgula
GBGC1472-06|Pyura
GBGC1477-06|Pyura
GBGC1476-06|Pyura
ASCANO041-10|Culeolus
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GBMND3368-21|Herdmania
GBMND72160-21|Herdmania
GBGC14005-19|Herdmania
GBGC14003-19|Herdmania
GBGC12316-13|Herdmania
GBGC14438-19|Herdmania
GBGC12317-13|Herdmania
GBGC12314-13|Herdmania
ASCANO035-10|Cnhemidocarpa
CCMAS087-21|Asterocarpa
ASCANO039-10|Cnemidocarpa
GBGC5917-08|Microcosmus
BBPS362-19|Styela
GBGC14481-19|Styela
GBGC14104-19|Microcosmus
CCMAS005-21|Styela
ARIR004-18|Styela
GBGC16331-19|Polycarpa
GBGC14422-19|Eusynstyela
CCMASO017-21|Polycarpa
NIBA040-23|Dendrodoa
ASGRD106-18|Styela
PIMI028-23|Dendrodoa
PIMI029-23|Dendrodoa
GBGC6326-09|Distomus
GBGC13198-17|Botrylloides
GBGC14097-19|Botrylloides
ADMABO076-23|Botryllus
GBGC14462-19|Microcosmus
GBGC14092-19|Microcosmus
GBGC14127-19|Microcosmus
ASCANO042-10|Pyura
ASCANO031-10|Bathypera
GBGC13228-17|Polyandrocarpa
WHBI229-23|Halocynthia
CCSMA042-07[Halocynthia
GBMNC59323-20|Halocynthia
ASGRD147-18|Halocynthia
DUTCH421-19|Halocynthia
ICASC182-16|Microcosmus
GBGC14142-19|Microcosmus
GBGC14095-19|Microcosmus
GBGC11833-13|Microcosmus
GBGC6045-08|Microcosmus
GBGC11834-13|Microcosmus
GBMIN42910-14|Pyura
GBMIN42742-14|Pyura
GBMIN42741-14|Pyura
GBMIN43003-14|Pyura
GBMNF42494-22|Pyura
GBMNF42495-22|Pyura
WIZCF107-23|Pyura
GBMND72850-21|Pyura
GBMNA11967-19|Pyura
GBMNF42332-22|Microcosmus
ASCANO044-10|Pyura
ASGRD150-18|Boltenia
GBMIN41888-14|Boltenia
OMPNBO004-10|Boltenia
ARCMI522-14|Boltenia
BBPS750-19|Boltenia
OPQCS097-10|Boltenia

Figure S1 : Phylogenetic tree of the undescribed pyurid tunicate species, edited on iTOL [26], based on sequences of Cytochrome Oxydase subunit
. All othersequences were obtained from Genbank, and accession codes are indicated in the terminals, along with the genera for each used se-
quence. Sequences were trimmed on UGENE and aligned with the use of MAFFT and a Maximum Likelihood reconstruction using RaxML with 1000
bootstrap replicates on CIPRES [27], using GTR + G model. DNA amplified for Folmer region of COl with John Geller primers [28].



