Figure S1	Experimental plan with all the analytical steps.
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Figure S2 	Temporal trends of PAH concentrations (g/g dry weight) measured during CNPW clean-up. Decreasing curves were shown for different condensed-ring PAHs.
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Figure S3	CNPW characterization by electronic microscopy. 
A) and B) graphite-like sheets visualized by SEM (A: scale bar: 10 m; B: scale bar: 500 nm);
C) nanometric graphene sheets by TEM (scale bar: 200 nm); 
D) nanometric particulate component with corresponding diameters visualized by TEM.
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Figure S4	Electron spectroscopic imaging (ESI) by TEM on different sections of digestive tract of zebrafish embryos at 96 hpf. Transversal sections of the lumen of digestive tract (A), microvilli (D) and enterocytes (G) with CNPW aggregates highlighted in red pseudo-colour (B, E, H). Images C, F, I show the merging of the previous ones.
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Figure S5	Semi-thin sections of embryos’ zebrafish (96 hpf) gills visualized by optical microscopy. A) Control; B) DMSO; C) 20 g/L B(α)P. 
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Figure S6	Semi-thin sections of the digestive tract of embryos’ zebrafish (96 hpf) visualized by optical microscopy. A) Control; B) DMSO; C) 20 g/L B(α)P. 
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Figure S7 Protein pattern of 90 zebrafish embryos exposed to 20 g/L B(α)P (A), 50 mg/L CNPW (B) and 50 mg/L CNPW+20 g/L B(α)P (C) at 96 hpf.
Spots of proteins changed after contaminant exposures are indicated in red. We added the 7 used markers expressed as molecular weight (y axis) and isoelectric points (pI; x axis).
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Figure S8	Changes of protein expression (% of volume) observed in zebrafish embryos (96 hpf) exposed to 20 g/L B()P (A), 50 mg/L CNPW (B) and 50 mg/L CNPW + 20 g/L B()P (C). Red lines indicate the cut-off selected for fold variations against controls. All spots showed a significant (Students’ t-test; p<0.05) differences in comparison to controls. Venn diagram (D) highlights protein spots in common between treatments (blue=down-expression; green=up-expression). 

[image: ]
Myl1=myosin light chain 1/3; Crybb=β-crystallin B1; Krt4=keratin 4 (fragments); Crygn=γ-crystallin N-B; Gdi-2=GDP dissociation inhibitor 2; a-Asaa=ɑ-aminoadipic semialdehyde dehydrogenase; Wif-1=wnt inhibitory factor 1 precursor; Mlc-2=myosin regulatory light chain 12B; Tcp-1= T-complex protein 1 subunit γ; Cfl2 like=cofilin-2, like; EF-2 like=eukaryotic translation elongation factor 2, like; Vtg7=vitellogenin7; Vtg mix (1,7)= vitellogenin mix (isoforms 1,7); Mlc2= myosin regulatory light chain 2; Vtg6=vitellogenin 6; Ftcd/Asns=Formimidoyl transferase-cyclodeaminase/asparagine synthetase; Thop1=thimet oligopeptidase isoform X1; Vtg1= vitellogenin 1 precursor; Apob=apolipoprotein B-100; Act mix (1;1)=actin mix (isoforms 1, 1); Vcp=transitional endoplasmic reticulum ATPase; n.d.= protein not determined








 Figure S9	Gene transcription analyses (fold variationS.D. vs controls) performed on zebrafish embryos (96 hpf) exposed to 20 g/L B()P (A), 50 mg/L CNPW (B) and 50 mg/L CNPW + 20 g/L B()P (C). Red lines highlight thresholds (2-fold variation) for biological significance.
[image: ]
[bookmark: _GoBack] cyp1a=cytochrome P4501A; crybb=-crystallin B; crygn=-N-crystallin; hif1, 2, 3=hypoxia-inducible factors (isoforms ); wif1=wnt inhibitory factor; aldh=aldehyde dehydrogenase; vcp=transitional endoplasmic reticulum ATPase.
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