Proteomic Investigation of Tetrahydrobiopterin-Related Pathways in
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Representative proteins shown; not an exhaustive list. Protein detection
during screening does not indicate differential expression.
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Figure 3. Planned Proteomic Reanalysis Workflow Conclusion

The 9 datasets cover several sample sources and initial screening
noted BH4 recycling and salvage enzymes such as QDPR and SPR
Selected MS Raw and in most of them. Reanalysis with a standardized workflow will test
ciecte hether BH4-related proteomic patterns are reproducible across MS
Processed — whe P P P
datasets VS files MaxQuant datasets, which lays the groundwork for evaluating BH4 metabolism
as a mechanistic and biomarker axis.
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