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The round goby genome
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Phylogenetic tree of Gobiidae Toll Like Receptor protein sequences. A maximum likelihood phylogenetic tree run with the JTT substitution

model and 500 bootstrap replicates on the transmembrane, linker and TIR domain of all TLRs found in Gobiiformes (Neogobius melanosto-
mus, orange; other Gobiidae, black) and selected other fish (grey) for context.



