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L L L L L J
PPARa 1100aa  101-184aa 185-200 aa 201 aa-end
Homo sapiens N-| | DBD | | LBD |-C 468 aa
FL (%) (%) (%) (%) (%)
Mus musculus 99.4 | 922 | 100 | 100 | 97.4 | 468 aa
Rattus norvegicus 994 | 89.3 | 98.8 | 100 | 97.8 | 468 aa
Danio rerio (aa) 75.6 | 55.9 I 941 I 40 I 82 | 470 aa
Danio rerio (ab)  75.6 | 537 | 929 | 786 | 88.4 | 459 aa
0 100 200 300 400 500 aa
L 1 1 1 1 1
PPARO 1-72 aa 73-156aa  157-172aa 173 aa-end
Homo sapiens N-| | DBD | LBD | -C 441aa
FL (%) (%) (%) (%) (%)
Mus musculus 994 | 827 I 97.6 | 93.8 | 96.7 | 440 aa
Rattus norvegicus 94.2 | 85.1 | 97.6 | 875 | 96 | 440 aa
Danio rerio (6a)  78.1 | 39.3 | 98.8 | 714 | 88.8 | 496 aa
Danio rerio (5b) 79}5| 436 | 100 | 66.7 | 884 | 517 aa

Figure S1. PPARa (A) and PPARS (B) sequence similarity relative to human amino acid
sequences. Percent similarity of mouse, rat, and zebrafish PPARa (A) and PPARS (B) relative to
human PPARa and PPARGS; FL = full length; DBD = DNA binding domain; and LBD = ligand
binding domain.



Danio rerio

PPARY

PPARaa

PPARab

PPAR®da

PPARSb

0 100 200 300 400 500 aa
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1-137aa 138-221 aa 222-236 aa 237 aa-end
N-| | DBD | LBD -C 527 aa
FL (%) (%) (%) (%) (%)
66 | 426 | 90.7 | 38.9 | 70.7 | 470 aa
63.2 | 39 | 87.4 I 50 | 70.5 | 459 aa
61.3 | 35.1 | 90.7 | 43.8 | 714 | 496 aa
61.9| 355 I 89.7 | 46.7 | 727 | 517 aa

Figure S2. Percent similarity of zebrafish PPARa (a and b) and PPARS (a and b) relative to
PPARy; FL = full length; DBD = DNA binding domain; and LBD = ligand binding domain (B).
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Figure S3. Sequence alignment between human and zebrafish PPARy; DNA binding domain
(DBD) is highlighted in blue, ligand binding domain (LBD) is highlighted in yellow, and amino
acid residues in the ligand binding pocket (LBP) involved with thiazolidinediones binding are
highlighted in green.
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Figure S4. Abundance of pparaa (A), pparab (B), pparda (C), and ppardb (D) mRNA within whole
zebrafish embryos from 0.75 hpf to 96 hpf.
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Figure SS5. Significant (Benjamini p-value < 0.05) biological processes shared between or among
treatment groups.



