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1.1 Supplementary Figures
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Supplementary Figure 1. Distribution of spontaneous and PhIP-induced mutations in the coding region of the gp¢ gene in hepatic
organoids.
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Supplementary Figure 2. Relative expression levels of CYP2E] in the lung-derived organoids in the
absence of the S9 mix. Real-time PCR analysis is used to determine the mRNA expression levels of
CYP2EI. In untreated controls, values are set at 1.0, and relative levels are expressed as mean

+ SE (n = 6). GAPDH mRNA levels are used to normalize data. Data significantly different from the
AA(-)/S9(+) group is indicated as *p < 0.05, **p < 0.01.
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