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12 HOUR

Gene Transcript Fold Change
Symbol Description Trl4 Diclofenac
Alox12 arachidonate 12-lipoxygenase 2.82 -1.54
Alox12b arachidonate 12-lipoxygenase, 12B -3.51 -3.15
Alox15 arachidonate 15-lipoxygenase -1.43 3.93
Alox5 arachidonate 5-lipoxygenase 1.36 2.35
Alox8 arachidonate 8-lipoxygenase 11.73 -1.67
Cyp4f18 cytochrome P450, family 418 -1.12 -2.22
Pla2gl2b phospholipase A2, group XIIB 0.00 0.00
Pla2glb phospholipase A2, group IB, pancreas 2.27 0.00
Pla2gad phospholipase A2, group IVD 1.84 1.61
Ptgs1/COX1 prostaglandin synthase 1 (constitutive) -1.47 1.15
Ptgs2/COX2 prostaglandin synthase 2 (inducible) -1.26 -1.90
Thxasl Thromboxane ASynthase 1 -1.00 5.72

Supplemental Figure 1. Arachadonic Acid/prostaglandin/leukotriene pathway analysis
of treatment-induced signaling changes at the 12H timepoint.
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Supplemental Figure 2. Arachadonic Acid/prostaglandin/leukotriene pathway analysis
of treatment-induced signaling changes at the 36 H timepoint.
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Supplemental Figure 3. Arachadonic Acid/prostaglandin/leukotriene pathway analysis
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Gene Transcript Fold Change
Symbol Description Trl4 Diclofenac
Alox12 arachidonate 12-lipoxygenase -1.59 -1.11
Alox12b arachidonate 12-lipoxygenase, 12B 4.93 -4.73
Alox15 arachidonate 15-lipoxygenase -1.24 1.37
Alox5 arachidonate 5-lipoxygenase -1.08 1.47
Alox8 arachidonate 8-lipoxygenase 1.35 -1.23
Cyp4fl8 cytochrome P450, family 4f18 -4.19 1.58
Pla2gl2b phospholipase A2, group XIIB -2.71 -2.59
Pla2glb phospholipase A2, group IB, pancreas -1.92 3.91
Pla2gad phospholipase A2, group IVD 1.79 -1.81
Ptgs1/COX1 prostaglandin synthase 1 (constitutive) -1.19 -1.16
Ptgs2/COX2 prostaglandin synthase 2 (inducible) -6.99 2.19
Thxasl Thromboxane ASynthase 1 -1.44 1.23

of treatment-induced signaling changes at the 72H timepoint.
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Gene Transcript Fold Change
Symbol Description Trl4 Diclofenac
Alox12 arachidonate 12-lipoxygenase 1.02 2.05
Alox12b arachidonate 12-lipoxygenase, 12B 4.72 8.38
Alox15 arachidonate 15-lipoxygenase 1.44 3.18
Alox5 arachidonate 5-lipoxygenase 1.27 1.24
Alox8 arachidonate 8-lipoxygenase -2.59 2.54
Cyp4fl8 cytochrome P450, family 4f18 2.03 2.34
Pla2gl2b phospholipase A2, group XIIB 3.22 1.88
Pla2glb phospholipase A2, group IB, pancreas 3.08 2.75
Pla2gad phospholipase A2, group IVD 3.52 3.05
Ptgs1/COX1 prostaglandin synthase 1 (constitutive) 1.65 1.50
Ptgs2/COX2 prostaglandin synthase 2 (inducible) 3.34 1.36
Thxasl Thromboxane A Synthase 1 1.93 1.23

Supplemental Figure 4. Arachadonic Acid/prostaglandin/leukotriene pathway analysis
of treatment-induced signaling changes at the 96 H timepoint.
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Supplemental Figure 5. Arachadonic Acid/prostaglandin/leukotriene pathway analysis
of treatment-induced signaling changes at the 120 H timepoint.
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= Gene Transcript Fold Change
L; Symbol Description Trl4 Diclofenac
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Supplemental Figure 6. Arachadonic Acid/prostaglandin/leukotriene pathway analysis
of treatment-induced signaling changes at the 192 H timepoint.



