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Online Supplementary Figure
S1. SiRNA mediated knock-
down of Bach1 in the presence
or absence of heme. FPN1
mRNA expression was ana-
lyzed by qPCR 72 h after trans-
fection with specific siRNAs
directed against Bach1. Cells
were treated with 2�microM
hemin or 1%DMSO 64 h after
transfection as a control. Data
were normalized to mRNA
expression of GADPH and pre-
sented as fold changes where-
by the untreated control was
set to 1. **P<0.01.
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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.



Online Supplementary Figure S3. Alignment of the murine genomic DNA region containing the -7007/-7016 MARE sequence (in box).

Online Supplementary Figure S4. Fpn1 and Ferritin expression after
hemoglobin treatment. FPN1, Ferritin L and Ferritin H mRNA expression
was analyzed by qPCR in RAW264.7 cells treated 12 h with 0.5μM 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.


