| Arsenic exposure (96 hrs) |

Liver RNA isolation and RNA-
SAGE sequencing (Figure 1A)
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| 1,444 differentially expressed genes (TPM>10, FC>2) (Figure 1B, Table S1) |
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Gene ontology: DAVID IPA disease prediction (Figure 2) and 55 top up-regulated genes
(1,211 genes included) upstream regulators analysis (Figure 3) (TPM>30 and FC>8)
(Table 1) (1,025 genes included)
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Validation by RT-
Comparative Toxicogenomic analysis: gPCR in pooled fish
(CTD_C009277 ) (920 genes included) samples (Table S3)
84 common genes between this Pathways analysis —
study and CTD dataset (Table S2) (Table 2) Validation by RT-qPCR
in individual zebrafish

and medaka samples
(Figure 4)

Figure S1. Flowchart of the study. Main steps and analyses are represented in each box in
chronical order. Data generated from these analyses are shown in figures and tables as indicated in
each box.



