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Proteomics raw data quality evaluation using RawMeat (v2.1) software

Wild type control and peroxisomal biogenesis factor 11a knockout mouse liver proteome
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Base peak intensity from full MS scans as a function of retention time
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Horizontal axis (X-axis): Retention time in minutes; Vertical axis (Y-axis): Base peak intensity per full MS scans
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Number of MS2 scans in between consecutive scans
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Horizontal axis (X-axis): Number of MS2 scans in between consecutive scans; Vertical axis (Y-axis): Frequency 4
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MS2 charge distribution

20000

.WT2_3
.wmg
.WT3_2
DWTILB
.K01_1
.K01_2
ka_a
.K02_1
Flkoz 2

15000

10000

5000

.Koz_a
.K0371
.K03_2
Dko3j
.wn_z
.WT173
DWTE_I
.WT272

Horizontal axis (X-axis): Precursor ion charge; Vertical axis (Y-axis): Counts per charge
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Proteomics raw data quality evaluation using RawMeat (v2.1) software

Wild type control and peroxisomal biogenesis factor 11a knockout mouse heart proteome
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Base peak intensity from full MS scans as a function of retention time
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Horizontal axis (X-axis): Retention time in minutes; Vertical axis (Y-axis): Base peak intensity per full MS scans
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Number of MS2 scans in between consecutive scans
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Horizontal axis (X-axis): Number of MS2 scans in between consecutive scans; Vertical axis (Y-axis): Frequency
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MS2 charge distribution
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Horizontal axis (X-axis): Precursor ion charge; Vertical axis (Y-axis): Counts per charge
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Principal component analysis
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Principal component analysis of proteomics data obtained from wild type control (WT; Pex11a**) and peroxisomal biogenesis factor 11a
knockout (KO; Pex11a ") mouse a) liver and b) heart tissue homogenates
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