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GCNNNRTCAY -1848/-1857 1.000 GCTCAGTCAC
GCNNNRTCAY -3105/-3114 1.000 GCATCTCAC
GCNNNRTCAY -5385/-5394 1.000 GCAATATCAC
GCNNNRTCAY -7007/-7016 1.000 GCCAGATCAT

Online Supplementary Figure S2. Bioinformatic analysis identifies four putative MARE elements within the FPN1 promoter. We have indicated the
matrix that was used as a query; the positions of the identified putative MARE elements (bp from transcription start site), the score as well as the
identified sequence motif.




lignment block 1 of 1 in window, 45989417 - 45989451, 35 bps
Mouse taac--tgtgtgtcaggctcctcgaaggccagatcat
Rat taac--tgtgtgtcaggctcctcaaagagcagatctt

Human --gt--tgtggttcagtctt-tcatagggtggaccat
Orangutan --at--tgtggttcagtcct-tcatagggtggaccat
Dog --ac--tgtgtgtcagctct-tcatagggtgggcctt

Horse --at--tgtgtgtcagctct-tcatagggtggaccat
Opossum --at--tgtctcctattcct-tcacagggaagaccct
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Online Supplementary Figure S3. Alignment of the murine genomic DNA region containing the -7007/-7016 MARE sequence (in box).
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Online Supplementary Figure S4. Fpnl and Ferritin expression after
hemoglobin treatment. FPN4, Ferritin L and Ferritin H mRNA expression
was analyzed by qPCR in RAW264.7 cells treated 12 h with 0.5uM hemo-
globin. Data were normalized to mRNA expression of GADPH and pre-
sented as fold changes whereby the untreated control was set to 1.
**P<0.01 and *** P<0.001.




