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Supplementary file S2.

The MS/MS spectra of assigned to the identified peptides for each reported protein. Images were

obtained from Maxquant viewer version (1.6.10.43)

Sp|QINPH2|INO1_HUMAN Inositol-3-phosphate synthase 1
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide
(SNVVDDMVQSNPVLYTPGEEPDHCVVIK) assigned to sp|QONPH2[INO1_HUMAN Inositol-3-

phosphate synthase 1
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (SVLVDFLIGSGLK) assigned to
SP|QINPH2|INO1_HUMAN Inositol-3-phosphate synthase 1
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (ADNLIPGSR) assigned to
Sp|QINPH2|INO1_HUMAN Inositol-3-phosphate synthase 1
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (VIVLWTANTER) assigned to
SP|QINPH2|INO1_HUMAN Inositol-3-phosphate synthase 1
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (PSVYIPEFIAANQSAR)
assigned to sp|QINPH2|INO1_HUMAN Inositol-3-phosphate synthase 1

sp|PO0390|GSHR_HUMAN Glutathione reductase 1, mitochondrial
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (GHAAFTSDPKPTIEVS)
assigned to sp|P00390|GSHR_HUMAN Glutathione reductase 1, mitochondrial
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (ALLTPVAIAAGR) assigned to
sp|P00390|GSHR_HUMAN Glutathione reductase 1, mitochondrial
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (LGGTCVNVGCVPK) assigned
to sp|P00390|GSHR_HUMAN Glutathione reductase 1, mitochondrial
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (GI'YAVGDCGK) assigned to
sp|P00390|GSHR_HUMAN Glutathione reductase 1, mitochondrial
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (ALLTPVAIAAGR) assigned to

sp|PO0390|GSHR_HUMAN Glutathione reductase 1, mitochondrial
sp|Q16881|TRXR1_HUMAN Thioredoxin reductase 1, cytoplasmic
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (LYAGSTVK) assigned to

sp|Q16881| TRXR1_HUMAN Thioredoxin reductase 1, cytoplasmic
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (VEQIEAGTPGR) assigned to
sp|Q16881| TRXR1_HUMAN Thioredoxin reductase 1, cytoplasmic
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (VELTPVAIQAGR) assigned to
sp|Q16881| TRXR1_HUMAN Thioredoxin reductase 1, cytoplasmic
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (VEQIEAGTPGR) assigned to

sp|Q16881| TRXR1_HUMAN Thioredoxin reductase 1, cytoplasmic
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MS/MS fragmentation spectrum show both b- and y-ions of a peptide (VMVLDFVTPTPLGTR)
assigned to sp|Q16881| TRXR1 _HUMAN Thioredoxin reductase 1, cytoplasmic




