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Supplementary Figure 1 – Proximal promoter and coding regions targeted sequences coverage along the selected OR and TAS2R genes. The corresponding gene name (symbol) is indicated on the left, white boxes indicate untranslated regions (UTR), and black boxes indicate translated regions. Direction (arrow) and length (kb) of each strand is indicated on top. Position of each amplicon (black bold line) relative to the transcription start site (TSS) is indicated at the bottom, as well as oligonucleotide pairs used (for detail on primers sequences see Supplementary Table 2).
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[bookmark: _GoBack]Supplementary Figure 2 – Full-length Western blot images. a. Full-length blot image for Figure 5d. b. Full-length blot image for Figure 5e.
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