Characterization of Red Sea Bream (Pagrus major) Interferon Regulatory Factor 5
and 6 Genes and Their Expression in Response to RSIV Infection
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Figure S1. (A) PmIRF5 and (B) PmIRF6 nucleotide sequence and translated amino acid sequence. The red box at the N-terminus indicates the
DNA binding domain (DBD), and five conserved tryptophan residues are marked with arrows. The blue box at the C-terminus indicates the
IRF association domain (IAD), and the viral-activated domain (VAD) is shown in the yellow box. The nuclear localization signals (NLS) are

shown in green boxes.



