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Supplementary Figures
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Supplementary Figure S1. Detailed presentation of promoter activities of less potent

reporters used in Figure 1

Figure 1 is differently represented with a magnified Y-scale to show the promoter activities

of less potent reporters.
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Supplementary Figure S2. Detailed presentation of promoter activities of less potent

reporters used in Figure 3

Figure 3 is differently represented with a magnified Y-scale to show the promoter activities

of less potent reporters.
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Supplementary Figure S3. Diagram of putative transcription factor binding elements

The -2980 to -1934 region of the ABCAI2 gene is depicted. The predicted AP1 element and
the predicted Spl element within the -2200/-1934 fragment are shown. The TSS is indicated
by the bent arrow. Downward bars represent 398 putative transcription factor binding sites

predicted by the in silico analysis.
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Supplementary Figure S4. Detailed presentation of promoter activities of less potent

reporters used in Figure 4

Figure 4 is differently represented with a magnified Y-scale to show the promoter activities

of less potent reporters.
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Supplementary S5. The
-2084/-2078 AP1 binding element is

highly conserved among vertebrate

Figure

species.

The multiple alignments of the -2048 to
-2078 region of the ABCA12 among 55

vertebrate species are shown. The
-2084/2078 motif is boxed. The
consensus sequence is shown as a

sequence logo at the bottom.



