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Figure S1. Expression analysis of zebrafishmpv17-l2 gene in wild-type andmpv17-/-
mutant larvae at 3 dpf. Lateral (A-B) and dorsal (C-D) view of WISH with anti-mpv17l2
probe on 3 dpfwild-type andmpv17-/- larvae.Bars,100 µm.

Figure S2. Comparison between different counting methods of iridophores in wild-type
and mpv17-/- larvae at 3 dpf. Bright-field pictures (a, b, e, f), acquired according to Krauss
and colleagues’ method: the angle of illumination had been adjusted individually to allow
optimal visualization of iridophores (Krauss et al., 2013). Birefr ingence images (c, d, g, h),
acquired by using a polarizer and an analyser lens, according to previously published
methods (Smith et al., 2013). Representative images of iridophores along the tail (g, h) or off
the eye (c, d) were taken without the need of modifying the incident light and by completely
abolishing background. The arrows point to iridophores. Bars, 100 µm.
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Figure S3. Bioinformatics search on CORD platform to identify MPV17 co-regulated genes.
The table shows a list of MPV17 co-regulated genes based on the number of experiments, the
percentageof concordance,Pearsoncoefficientand Pearson p-value.
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Figure S4. Administration of pyrimidine precursors to mpv17 heterozygous and
homozygous mutants and evaluation of iridophore phenotype at 3 dpf. Tail region
birefringent image of 3 dpf larvae treated with 1 µM OA (A) and 100 µM DHOA (B). The arrows
point to iridophores.Bars,100 µm.
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