
GENES manuscript Supplemental Tables Renaud, L. 

Supplemental Table S1 (Matrix) is a separate pdf file that can be found in supplemental materials 

section. 

Supplemental Table S2: Merge of the miRNA targets with the genes selected for each modules. When 

a gene present in a module is not a predicted target of miRNA, non-applicable (NA) was entered in 

“miRNA” column. This table also contains log2 fold change (“FoldChange”) and adjusted p-value (“P-

value FDR”) columns. Certain genes belong to two modules and in that case a sub-module was created, 

i.e. Epigenetics/Apop-Autophag for DNMT1. Abbreviations: Apop-Autophag = Apoptosis & Autophagy, 

Oxi-phospho = Oxidative Phosphorylation. 

Gene Module miRNA FoldChange q-value FDR 

map1lc3c Apoptosis & Autophagy NA 4.42 1.45E-06 

map1sa Apoptosis & Autophagy NA 3.82 2.51E-05 

bcl9 Apoptosis & Autophagy NA 4.04 4.92E-05 

itpr2 Apoptosis & Autophagy dre-miR-2189 3.50 5.38E-05 

casp8ap2 Apoptosis & Autophagy dre-miR-2189 3.25 3.07E-04 

parp1 Apoptosis & Autophagy NA 3.09 4.36E-04 

prf1.7 Apoptosis & Autophagy NA -3.38 6.79E-04 

map3k4 Apoptosis & Autophagy NA 3.15 1.01E-03 

gabarapb Apoptosis & Autophagy dre-miR-122 -2.43 1.42E-03 

gabarapb Apoptosis & Autophagy dre-miR-724 -2.43 1.42E-03 

gabarapl1 Apoptosis & Autophagy NA -2.46 1.56E-03 

hspa8 Apoptosis & Autophagy NA 3.08 2.05E-03 

hspe1 Apoptosis & Autophagy dre-miR-499 -2.28 2.06E-03 

gabarapl2 Apoptosis & Autophagy NA -2.28 2.22E-03 

hspa4a Apoptosis & Autophagy dre-miR-2189 2.72 2.31E-03 

caspa Apoptosis & Autophagy NA -2.75 2.39E-03 

gabarapa Apoptosis & Autophagy dre-miR-133a -2.18 3.28E-03 

lmnb1 Apoptosis & Autophagy NA 2.64 3.45E-03 

tp53bp2b Apoptosis & Autophagy NA 3.17 3.63E-03 

mapk1 Apoptosis & Autophagy dre-miR-2189 2.55 3.92E-03 

grid1b Apoptosis & Autophagy NA 4.36 5.91E-03 

tnfaip2b Apoptosis & Autophagy NA -2.56 6.08E-03 

ctsh Apoptosis & Autophagy dre-miR-205 -2.17 7.04E-03 

map7d2b Apoptosis & Autophagy NA 3.89 7.32E-03 

map2k6 Apoptosis & Autophagy NA 2.30 8.22E-03 

ambra1b Apoptosis & Autophagy NA 2.30 9.01E-03 

dram1 Apoptosis & Autophagy dre-miR-430b -2.27 9.27E-03 

epg5 Apoptosis & Autophagy dre-miR-2189 2.22 9.79E-03 

ambra1a Apoptosis & Autophagy dre-miR-2189 2.25 1.05E-02 

map4k4 Apoptosis & Autophagy NA 2.19 1.09E-02 

daxx Apoptosis & Autophagy NA 2.33 1.17E-02 

rtn1a Apoptosis & Autophagy NA 2.55 1.21E-02 
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Gene Module miRNA FoldChange q-value FDR 

map7d3 Apoptosis & Autophagy dre-miR-2189 2.15 1.30E-02 

ctsbb Apoptosis & Autophagy NA -2.55 1.47E-02 

gadd45ga Apoptosis & Autophagy NA -2.00 1.50E-02 

mapk9 Apoptosis & Autophagy dre-miR-2189 2.40 1.62E-02 

map10 Apoptosis & Autophagy NA 3.45 1.68E-02 

uvrag Apoptosis & Autophagy NA 2.23 1.71E-02 

itpr3 Apoptosis & Autophagy NA 2.37 1.82E-02 

nfkbiaa Apoptosis & Autophagy dre-miR-133a -1.91 1.86E-02 

ctsz Apoptosis & Autophagy dre-miR-430a -1.73 2.20E-02 

ctsz Apoptosis & Autophagy dre-miR-499 -1.73 2.20E-02 

ctsz Apoptosis & Autophagy dre-miR-724 -1.73 2.20E-02 

bcl2l13 Apoptosis & Autophagy dre-miR-2189 2.23 2.25E-02 

bada Apoptosis & Autophagy dre-miR-205 -1.85 2.33E-02 

tnfaip6 Apoptosis & Autophagy NA -2.36 2.40E-02 

map2k4a Apoptosis & Autophagy dre-miR-2189 2.08 2.57E-02 

birc5a Apoptosis & Autophagy dre-miR-2189 2.17 2.81E-02 

itpr1b Apoptosis & Autophagy NA 2.01 2.87E-02 

bcl11aa Apoptosis & Autophagy dre-miR-2189 3.01 2.99E-02 

htt Apoptosis & Autophagy dre-miR-2189 1.81 3.01E-02 

gopc Apoptosis & Autophagy dre-miR-2189 1.90 3.25E-02 

tnfaip8l3 Apoptosis & Autophagy dre-miR-205 -2.29 3.46E-02 

tnfaip8l3 Apoptosis & Autophagy dre-miR-724 -2.29 3.46E-02 

atg101 Apoptosis & Autophagy NA -1.66 3.51E-02 

atg2a Apoptosis & Autophagy NA 1.69 3.64E-02 

pik3ca Apoptosis & Autophagy dre-miR-2189 1.90 4.03E-02 

aifm1 Apoptosis & Autophagy NA 1.65 4.47E-02 

rtn4ip1 Apoptosis & Autophagy dre-miR-724 -1.68 5.06E-02 

rtn4ip1 Apoptosis & Autophagy dre-miR-725 -1.68 5.06E-02 

bcl2a Apoptosis & Autophagy NA 2.46 5.09E-02 

tuba8l2 Apoptosis & Autophagy NA -1.58 5.30E-02 

casp6l2 Apoptosis & Autophagy NA -2.49 5.33E-02 

atg4c Apoptosis & Autophagy NA -1.65 5.43E-02 

hspd1 Apoptosis & Autophagy NA 1.57 5.50E-02 

apaf1 Apoptosis & Autophagy NA 1.64 5.61E-02 

ctso Apoptosis & Autophagy dre-miR-193a -1.66 5.63E-02 

ctso Apoptosis & Autophagy dre-miR-205 -1.66 5.63E-02 

map7 Apoptosis & Autophagy NA 1.62 5.68E-02 

atg2b Apoptosis & Autophagy NA 2.82 5.73E-02 

grid2ipb Apoptosis & Autophagy NA 2.90 5.84E-02 

atm Apoptosis & Autophagy NA 1.67 6.14E-02 
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Gene Module miRNA FoldChange q-value FDR 

map1lc3a Apoptosis & Autophagy dre-miR-205 -1.58 6.65E-02 

map1lc3a Apoptosis & Autophagy dre-miR-724 -1.58 6.65E-02 

tnfaip8l1 Apoptosis & Autophagy dre-miR-2189 1.64 6.79E-02 

atg16l1 Apoptosis & Autophagy NA 1.59 7.02E-02 

diablob Apoptosis & Autophagy NA -1.46 7.46E-02 

ctsk Apoptosis & Autophagy NA -1.49 7.59E-02 

dram2b Apoptosis & Autophagy dre-miR-133a -1.51 8.14E-02 

tp53bp1 Apoptosis & Autophagy NA 1.55 8.24E-02 

baxa Apoptosis & Autophagy NA -2.21 8.34E-02 

mapk3 Apoptosis & Autophagy dre-miR-2189 1.39 8.37E-02 

map4 Apoptosis & Autophagy NA 1.90 8.43E-02 

pdpk1b Apoptosis & Autophagy dre-miR-2189 1.48 8.62E-02 

map3k14 Apoptosis & Autophagy NA 3.09 8.67E-02 

ern1 Apoptosis & Autophagy dre-miR-2189 1.57 8.81E-02 

akt2 Apoptosis & Autophagy NA 1.42 9.47E-02 

atg12 Apoptosis & Autophagy NA -1.49 9.56E-02 

map1lc3b Apoptosis & Autophagy NA -1.32 9.74E-02 

map1lc3b Apoptosis & Autophagy NA -1.32 9.74E-02 

gadd45ab Apoptosis & Autophagy NA -1.45 1.10E-01 

map4 Apoptosis & Autophagy NA -1.94 1.13E-01 

hspa8 Apoptosis & Autophagy NA -0.89 2.75E-01 

tuba8l4 Apoptosis & Autophagy NA 0.90 3.50E-01 

baxa Apoptosis & Autophagy NA -0.73 4.30E-01 

cflara Apoptosis & Autophagy NA -0.70 4.52E-01 

map3k14 Apoptosis & Autophagy NA -0.44 6.86E-01 

ccnb1 Cell cycle NA 5.01 4.04E-08 

ccnb2 Cell cycle NA 5.18 4.04E-08 

orc1 Cell cycle NA 4.82 1.18E-07 

cdc20 Cell cycle NA 4.58 1.99E-07 

plk1 Cell cycle NA 4.64 2.40E-07 

espl1 Cell cycle NA 4.76 2.45E-07 

ccna1 Cell cycle NA 5.11 2.66E-07 

mcm2 Cell cycle NA 4.52 4.58E-07 

wee2 Cell cycle NA 4.76 5.03E-07 

bub1 Cell cycle NA 4.60 1.29E-06 

cdc6 Cell cycle NA 4.33 1.87E-06 

cdc7 Cell cycle NA 4.45 3.06E-06 

ccna2 Cell cycle NA 4.07 4.92E-06 

cdc45 Cell cycle NA 4.06 6.84E-06 

ccne1 Cell cycle NA 4.18 1.04E-05 
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Gene Module miRNA FoldChange q-value FDR 

anapc1 Cell cycle NA 4.02 2.22E-05 

mcm5 Cell cycle NA 3.82 2.22E-05 

mcm4 Cell cycle NA 3.84 4.22E-05 

skp2 Cell cycle NA 3.70 5.56E-05 

bub1bb Cell cycle NA 4.12 7.14E-05 

bub1ba Cell cycle NA 3.68 1.17E-04 

ttk Cell cycle NA 3.47 1.53E-04 

chek2 Cell cycle NA 3.44 2.59E-04 

cdc25b Cell cycle NA 3.49 3.42E-04 

chek1 Cell cycle NA 3.46 3.58E-04 

cdc16 Cell cycle dre-miR-2189 3.02 1.05E-03 

e2f5 Cell cycle dre-miR-2189 3.20 1.22E-03 

e2f3 Cell cycle NA 2.95 1.53E-03 

cdc27 Cell cycle NA 2.80 1.72E-03 

crebbpb Cell cycle NA 2.67 2.38E-03 

crebbpa Cell cycle NA 2.64 2.57E-03 

smad2 Cell cycle dre-miR-2189 2.74 2.85E-03 

gadd45bb Cell cycle dre-miR-122 -3.04 3.54E-03 

gadd45bb Cell cycle dre-miR-133a -3.04 3.54E-03 

gadd45bb Cell cycle dre-miR-725 -3.04 3.54E-03 

stag1b Cell cycle NA 2.55 3.82E-03 

mad2l1 Cell cycle NA 2.80 3.84E-03 

orc6 Cell cycle NA 2.71 4.48E-03 

mad1l1 Cell cycle dre-miR-2189 2.55 4.77E-03 

ep300a Cell cycle NA 2.26 5.83E-03 

anapc11 Cell cycle NA -2.15 6.41E-03 

atr Cell cycle NA 2.54 7.88E-03 

rbx1 Cell cycle NA -2.00 8.13E-03 

dnmt1 Epigenetics/Apop-Autophag NA 4.99 5.42E-08 

dnmt3bb.2 Epigenetics/Apop-Autophag NA 4.93 8.43E-07 

dnmt3bb.3 Epigenetics/Apop-Autophag NA 3.97 2.63E-05 

dnmt3bb.1 Epigenetics/Apop-Autophag NA 2.68 3.63E-03 

ezh2 Epigenetics/Apop-Autophag dre-miR-2189 2.51 4.55E-03 

dnmt3ba Epigenetics/Apop-Autophag NA 2.25 3.46E-02 

sirt7 Epigenetics/Apop-Autophag NA 2.17 3.69E-02 

hdac4 Epigenetics/Apop-Autophag NA 2.35 5.54E-02 

hdac11 Epigenetics/Apop-Autophag NA 2.39 5.81E-02 

hdac5 Epigenetics/Apop-Autophag dre-miR-2189 1.81 6.34E-02 

sirt2 Epigenetics/Apop-Autophag NA -1.55 6.95E-02 

sirt5 Epigenetics/Apop-Autophag dre-miR-122 -1.46 8.41E-02 
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Gene Module miRNA FoldChange q-value FDR 

sirt5 Epigenetics/Apop-Autophag dre-miR-193a -1.46 8.41E-02 

sirt5 Epigenetics/Apop-Autophag dre-miR-430i -1.46 8.41E-02 

sirt5 Epigenetics/Apop-Autophag dre-miR-499 -1.46 8.41E-02 

sirt5 Epigenetics/Apop-Autophag dre-miR-724 -1.46 8.41E-02 

ndufb1 NAFLD NA -3.09 1.87E-05 

socs3b NAFLD dre-miR-202 -2.33 8.73E-03 

socs3b NAFLD dre-miR-205 -2.33 8.73E-03 

socs3b NAFLD dre-miR-724 -2.33 8.73E-03 

insrb NAFLD dre-miR-2189 2.16 8.81E-03 

ins NAFLD/ Apop-Autophag NA -4.65 7.88E-08 

traf2a NAFLD/ Apop-Autophag NA 3.03 1.19E-03 

eif2ak3 NAFLD/ Apop-Autophag NA 2.33 7.29E-03 

atp5e Oxidative Phosphorylation NA -2.75 1.38E-04 

atp5ia Oxidative Phosphorylation NA -2.80 2.11E-04 

atp5j Oxidative Phosphorylation NA -2.71 4.16E-04 

atp5g3b Oxidative Phosphorylation dre-miR-184 -2.57 4.74E-04 

atp5o Oxidative Phosphorylation NA -2.57 5.14E-04 

atp5ib Oxidative Phosphorylation NA -2.34 2.37E-03 

atp5h Oxidative Phosphorylation NA -2.26 3.11E-03 

atp5c1 Oxidative Phosphorylation NA -2.08 4.74E-03 

atp5l Oxidative Phosphorylation dre-miR-205 -2.01 8.01E-03 

atp5j Oxidative Phosphorylation NA -1.41 3.04E-01 

atp5j Oxidative Phosphorylation NA 0.30 8.02E-01 

cox7c Oxi-phospho/NAFLD NA -3.37 1.52E-06 

cox7a2a Oxi-phospho/NAFLD dre-miR-202 -3.22 4.43E-06 

ndufa5 Oxi-phospho/NAFLD NA -3.19 7.58E-06 

cox7b Oxi-phospho/NAFLD NA -3.07 2.39E-05 

ndufa11 Oxi-phospho/NAFLD NA -3.00 2.45E-05 

uqcrq Oxi-phospho/NAFLD NA -2.97 5.03E-05 

ndufa3 Oxi-phospho/NAFLD dre-miR-724 -2.92 8.03E-05 

ndufa3 Oxi-phospho/NAFLD dre-miR-725 -2.92 8.03E-05 

ndufs4 Oxi-phospho/NAFLD dre-miR-133a -2.72 1.68E-04 

ndufs4 Oxi-phospho/NAFLD dre-miR-205 -2.72 1.68E-04 

ndufs4 Oxi-phospho/NAFLD dre-miR-724 -2.72 1.68E-04 

ndufs4 Oxi-phospho/NAFLD dre-miR-725 -2.72 1.68E-04 

ndufa1 Oxi-phospho/NAFLD NA -2.76 1.90E-04 

ndufs7 Oxi-phospho/NAFLD NA -2.61 3.73E-04 

ndufb7 Oxi-phospho/NAFLD NA -2.67 3.76E-04 

cox5ab Oxi-phospho/NAFLD NA -2.56 4.86E-04 

ndufb11 Oxi-phospho/NAFLD NA -2.56 5.30E-04 



GENES manuscript Supplemental Tables Renaud, L. 

Gene Module miRNA FoldChange q-value FDR 

cox6b1 Oxi-phospho/NAFLD NA -2.85 6.68E-04 

ndufb6 Oxi-phospho/NAFLD NA -2.50 7.87E-04 

ndufb9 Oxi-phospho/NAFLD dre-miR-122 -2.46 8.21E-04 

ndufb9 Oxi-phospho/NAFLD dre-miR-202 -2.46 8.21E-04 

ndufb9 Oxi-phospho/NAFLD dre-miR-499 -2.46 8.21E-04 

ndufb9 Oxi-phospho/NAFLD dre-miR-724 -2.46 8.21E-04 

ndufb9 Oxi-phospho/NAFLD dre-miR-725 -2.46 8.21E-04 

ndufc1 Oxi-phospho/NAFLD NA -2.47 1.02E-03 

ndufc2 Oxi-phospho/NAFLD NA -2.51 1.42E-03 

sdhc Oxi-phospho/NAFLD dre-miR-133a -2.34 1.48E-03 

cox6c Oxi-phospho/NAFLD NA -2.36 1.56E-03 

ndufb8 Oxi-phospho/NAFLD NA -2.47 1.62E-03 

ndufab1a Oxi-phospho/NAFLD NA -2.29 1.80E-03 

uqcrh Oxi-phospho/NAFLD dre-miR-193a -2.31 1.91E-03 

uqcrh Oxi-phospho/NAFLD dre-miR-724 -2.31 1.91E-03 

uqcrh Oxi-phospho/NAFLD dre-miR-725 -2.31 1.91E-03 

ndufa7 Oxi-phospho/NAFLD NA -2.36 1.92E-03 

ndufa7 Oxi-phospho/NAFLD NA -2.36 1.92E-03 

ndufa6 Oxi-phospho/NAFLD NA -2.36 2.71E-03 

ndufs3 Oxi-phospho/NAFLD NA -2.21 2.78E-03 

ndufb10 Oxi-phospho/NAFLD dre-miR-193a -2.25 3.13E-03 

ndufb10 Oxi-phospho/NAFLD dre-miR-205 -2.25 3.13E-03 

ndufa2 Oxi-phospho/NAFLD NA -2.23 3.20E-03 

ndufs6 Oxi-phospho/NAFLD NA -2.17 3.63E-03 

ndufb2 Oxi-phospho/NAFLD NA -2.08 6.20E-03 

cox5aa Oxi-phospho/NAFLD dre-miR-202 -2.11 6.27E-03 

gpr63 Receptors dre-miR-2189 3.83 1.61E-04 

gpr161 Receptors NA 3.54 3.41E-04 

esr1 Receptors NA 3.50 6.18E-04 

trip10 Receptors NA 4.49 1.68E-03 

pth1a Receptors NA 4.73 1.69E-03 

pth2r Receptors NA 5.23 2.93E-03 

gpr179 Receptors NA 4.60 3.32E-03 

gpr183a Receptors NA -2.61 5.88E-03 

trip6 Receptors dre-miR-2189 2.67 6.12E-03 

trip11 Receptors NA 2.03 9.05E-03 

gpr61 Receptors NA 4.73 9.95E-03 

trip13 Receptors NA 2.61 1.00E-02 

gpr160 Receptors dre-miR-2189 2.70 1.88E-02 

gpr141 Receptors NA -2.77 1.88E-02 
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rgra Receptors NA -3.99 2.34E-02 

gpr182 Receptors dre-miR-205 -1.78 4.21E-02 

gpr182 Receptors dre-miR-499 -1.78 4.21E-02 

gpr155a Receptors NA 1.72 5.18E-02 

trip12 Receptors NA 1.59 5.84E-02 

gpr137 Receptors NA -1.66 5.91E-02 

esrrga Receptors NA 3.10 6.32E-02 

gprc5ba Receptors NA 3.23 6.59E-02 

esrp2 Receptors dre-miR-2189 1.33 9.66E-02 

gpr161 Receptors NA -0.31 8.43E-01 

pth2r Receptors NA 2.26 NA 
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Supplemental Table S3: Expression levels of vitellogenin (VTG) and zona pellucida (ZP) genes in the 

liver of exposed zebrafish. 

Symbol Description Log-2 fold 

change 

q-value 

VTG1 Vitellogenin-1 5.107946 7.16E-07 

VTG2 Vitellogenin-2 4.895476 3.59E-06 

VTG3 Vitellogenin-3 4.555119 1.28E-05 

VTG4 Vitellogenin-4 5.001526 3.39E-06 

VTG5 Vitellogenin-5 4.890923 5.49E-06 

VTG6 Vitellogenin-6 4.803922 5.85E-06 

VTG7 Vitellogenin-7 5.008955 1.46E-06 

ZP2.1 zona pellucida glycoprotein 2, tandem duplicate 1 5.050344 3.27E-06 

ZP2.3 zona pellucida glycoprotein 2, tandem duplicate 3 5.631561 1.31E-08 

ZP2.5 zona pellucida glycoprotein 2, tandem duplicate 5 5.384728 4.42E-07 

ZP2.6 zona pellucida glycoprotein 2, tandem duplicate 6 5.126355 4.21E-07 

ZP2L1 zona pellucida glycoprotein 2, like 1 5.301779 8.62E-08 

ZP2L2 zona pellucida glycoprotein 2, like 2 5.719074 5.03E-07 

ZP3.2 zona pellucida glycoprotein 3, tandem duplicate 2 5.360202 7.07E-08 

ZP3A.1 zona pellucida glycoprotein 3a, tandem duplicate 1 5.435937 7.88E-08 

ZP3A.2 zona pellucida glycoprotein 3a, tandem duplicate 2 5.51911 4.13E-08 

ZP3B zona pellucida glycoprotein 3b 5.496 4.04E-08 

ZP3C zona pellucida glycoprotein 3c 5.240709 2.33E-07 

ZPCX zona pellucida protein C 5.13068 2.07E-07 
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Supplemental Table S4: Advaita-iPathwayGuide analysis – Pathways. Top 40 pathways. 
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Supplemental Table S5: Advaita-iPathwayGuide analysis – Biological Process. Top 40 terms. 
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Supplemental Table S6: Advaita-iPathwayGuide analysis – Molecular Function. Top 40 terms. 
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Supplemental Table S7: Advaita-iPathwayGuide analysis – Cellular Component. Top 40 terms. 
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Supplemental Table S8: ToppFun functional enrichment analysis of the mRNAs that are predicted 

targets of miRNAs of interest – Pathways. A total of 15 pathways were enriched. 

 

Supplemental Table S9: ToppFun functional enrichment analysis of the mRNAs that are predicted 

targets of miRNAs of interest – Biological Process. Top 20 terms. 
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Supplemental Table S10: ToppFun functional enrichment analysis of the mRNAs that are predicted 

targets of miRNAs of interest – Molecular Function. A total of 2 molecular functions were enriched. 

 

Supplemental Table S11: ToppFun functional enrichment analysis of the mRNAs that are predicted 

targets of miRNAs of interest – Cellular Component. Top 20 terms. 
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Supplemental Table S12: Advaita-iPathwayGuide analysis of all DE genes that are predicted targets of 

miRNAs of interest – Pathways. Top 10 pathways. 

 

Supplemental Table S13: Advaita-iPathwayGuide analysis of all DE genes that are predicted targets of 

miRNAs of interest – Cellular Component. Top 10 terms. 

 

 

 


