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Clade 5C
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Suppl. Fig. X: Character-based barcodes for clade 4 and 5C Sinularia based on mtMutS and 28S rDNA sequences. Species are numbered to reflect the clade to which

they were assigned in RADseq species delimitation analyses. Shaded, bolded nucleotides are species-diagnostic characters; bolded IUPAC ambiguity codes

indicate polymorphic positions at which the alternative allele is private to a species while those shown in yellow are simple (non-diagnostic) polymorphisms. Each
string of characters represents a "pure diagnostic combination" (deSalle et al. 2005) unique to a species. Nucleotide positions are numbered from the start codon

of mtMutS and from the conserved motif AAACCGTTG in 28S (approx. 40 bp downstream of forward PCR primer 28S-Far).



