Supplementary Text S1: Sequencing of exons in SLC11A2 and TMPRSS6
Some primers were taken from Beaumont et al. 
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, others were designed in-house with Visual OMP (DNA Software, Inc., Ann Arbor, MI). Each fragment was amplified in a total reaction volume of 25 µl, containing 60 ng of DNA, 0.25 µl of AmpliTAQ Gold polymerase (Applied Biosystems, AB, Foster City, CA), 2.5 µl of PCR reaction buffer (AB), 200 µM each dNTP (Stratagene), 0.5 µM each primer, and 1.5 mM MgCl2. The amplification reaction was conducted on a 96-well thermal cycler (Bio-Rad Laboratories GmbH, Munich, Germany). The reaction cocktails were heated to 95°C (10 min) and then put through 35 reaction cycles: 95°C for 20 s, 60°C for 30 s, and 72°C for 1 min, followed by a final extension phase at 72°C for 10 min. In addition, exon 16b of transcript ENST00000262052, Ensembl Release 58, was amplified in a total reaction volume of 35 µl, containing 80 ng of DNA, 0.7 µl of Herculase II Fusion DNA Polymerase (Agilent Technologies, Palo Alto, CA), 7 µl of PCR reaction buffer (Agilent Technologies), 285 µM each dNTP, and 0.25 µM each primer. The reaction cocktails were heated to 95°C (2 min) and then put through 30 reaction cycles: 95°C for 20 s, 61°C for 20 s, and 72°C for 1 min 30 sec, followed by a final extension phase at 72°C for 10 min. Exon 16b was sequenced with 14 primers (Table S2).
The 18 exons of TMPRSS6 were amplified in 18 PCR reactions (Supplementary Table S3) and sequenced with 40 primers (Supplementary Table S4). Primers were taken from Finberg et al. 
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 and Guillem et al. 
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. 
Each fragment was amplified in a total reaction volume of 25 µl, containing 100 ng of DNA, 0.25 µl of Herculase II Fusion DNA Polymerase, 5 µl of PCR reaction buffer, 250 µM each dNTP, and 0.3 µM each primer. The reaction cocktails were heated to 95°C (2 min) and then put through 6 touch-down reaction cycles: 95°C for 20 s, 72°C – 3°C/cycle for 20 s, and 72°C for 30 sec, followed by 35 amplification cycles with an annealing temperature of 55°C and a final extension phase at 72°C for 10 min.

PCR primers and unincorporated dNTPs were removed by adding 2µl of ExoSAP-IT (USB, Cleveland, OH) to each 5µl of PCR product according to the manufacturer’s protocol. For cycle sequencing, 3 µl of purified PCR product were combined with the sequencing master mix (containing 1 µl BigDye Terminator v1.1 Cycle Sequencing RR mix [AB], 3 µl Sequencing Buffer [AB], 0.3 µM primer, and distilled water up to 10 µl) and cycled (after a first denaturation step of 96°C, 2 min) for 30 cycles of 30 s at 96°C, 20 s at 55°C, and 1 min at 60°C. Purification of cycle-sequencing products with Sephadex (GE Healthcare) was according to the procedure described in Brandstätter et al. [4].
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