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Fig. S1. (A) Multiple sequence alignment of Th proteins from the obtained sequenced of Solea
senegalensis (Solea), Homo sapiens (Homo), NP_954987.2, Mus musculus (Mus), NP_033403.1,
Danio rerio (Danio), NP 571224.1, Esox lucius (Esox), XP 010896475.1, Oncorhynchus mykiss
(Oncorhynchus), XP 021419922.1, Takifugu rubripes (Takifugu), XP 003967406.1, Oryzias latipes
(Oryzias), NP _001265797.1, Nothobranchius furzeri (Nothobranchius), XP_015820360.1, and
Xiphophorus maculatus (Xiphophorus), XP_023199811.1, performed with Clustal Omega. Legend: *
(asterisk) - fully conserved residue; : (colon) — amino acid substitution between groups of strongly
similar properties; . (period) — amino acid substitution between groups of weakly similar properties.
Note the high degree of sequence similarity among proteins, which supports broad range of species
reactivity and supports the specific recognition of Solea Th. (B) Neighbour-joining phylogenetic
cladogram without distance corrections for the previous alignment generated with Clustal Omega. Ticks

represent proven species reactivity for AB152 antibody.
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Fig. S2. Screen capture of miR target analysis for ¢4 transcript using Target Scan Fish 6.2 program

(http://www.targetscan.org/fish 62/).
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