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Figure S1. Alignments of the deduced full-length amino acid (aa) sequences of Spl from S.
canaliculatus (ScSP1) and other fish species (L. crocea, LcSP1, XP_010730401.1; S. salar, SsSP1,
XP_013989519.1; A. striatum, AsSP1, SBP16265.1; A. mexicanus, AmSP1, XP_007248419.1; K.
marmoratus, KmSP1, XP_017264015.1; O. niloticus, OnSP1, XP_019214905.1; O. latipes, OISP1,
XP_004068725.1; P. nattereri, PnSP1, XP_017548304.1; S. formosus, SfSP1, XP_018597836.1; D. rerio,
DrSP1, AAH67713.1). The black and gray boxes indicate identical and similar aa residues,
respectively. The solid-line and dotted-line brackets indicate Sp and Btd boxes, respectively. The solid



braces denote zinc finger domains. The pentagrams and arrows indicate potential phosphorylation
sites and Zn binding sites.
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Figure S2. RNA integrity assay for eye, gill, brain, muscle, stomach, liver, kidney, heart, intestine and
spleen of rabbitfish (S. canaliculatus), related to Figure 3.

No Sp1 binding sites

G. morhua A6 fad2 -176 GCATTTCCAGTTCAACTGTACTGCTGAAACGCACGCCACACGCACGCCACATTTTGGGATGGATTTCATTGAGCCAAT -111
D. labrax A6 fad2 -156 TATAATGGAGGAAA-CTGTAAAA————AGCGACGCGCTCCCGCAGAC- —TGTTTCCGTCTGAGCGCACAGAC -92
S. canaliculatus A4 fad 208 GACTTTGCAAGAAA——————— ACGAAGTGGCTTATAACAA— —~TCATCGGACTTGGCAACTGCCTC -164
S. analiculatus A6/A5 fads2 05 TAAAAACTAAGAAAGCTGTAAA — -TGTTTCCGTCIGGGCGCGCAGGC -141
S. Salar A6 fud2 38) GGCTGTCATTTTCTICTTCTTG——AGACAACGTGTAGACACGCAC——— TAAGCTGATGTGICAGGGGCGGGGC -327
D. Rerio AG/A5 fads2 373 GTTACCTCACTGAT-GTAGA. ACTCGAACCTGAGTAACTCTTCTCTTTATCTCGCGTTTICCCCGCCCTTCC 171
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Figure S3. Alignment of fads2 promoters among rabbitfish (S. canaliculatus) and other fish species. The
numbers indicate sequence positions relative to possible transcription start site, related to Figure 8.



