Mass Spectrometry Analysis of Hepcidin Peptides in

Supporting Figure S4

Experimental Mouse Models

Tjalsma, Laarakkers et al., 2011
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Tons seore is -10*Log(F), where P is the probability that the observed match is a random event.
Individual ions scores = 24 indicate identity or extensive homology (p<0.05).
Protein scores are derived fromions scores as anon-probabilistic basis for ranking protein hits.
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Figure S4. Hep-2 identification by Q-STARXL MS/MS. Hep-2 was enriched by IMAC-Cu**
on-chip chemistry from urine of a C57BI6 mouse after which Q-STARXL MS/MS was used to
generate fragmentation spectra of the reduced m/z 2828 peptide (A).Database search
results for the MS/MS analysis of the m/z 2828 peptide are shown in panel B.



