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Bioinformatics analysis using PANTHER (v14.1) classification system

Wild type control and peroxisomal biogenesis factor 11a knockout mouse liver proteome
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Bioinformatics analysis of the differentially abundant protein dataset (liver) depicting the molecular functions of the proteins
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Bioinformatics analysis of the differentially abundant protein dataset (liver) depicting the cellular components of the proteins

4



Pathways

Nicotine pharmacodynamics pathway

: : . : Pyruvate metabolism
Serine glycine biosynthesis y

Cholesterol biosynthesis
Dopamine receptor mediated

signaling pathway Blood coagulation

Nicotine degradation

Huntington disease

Adrenaline and noradrenaline biosynthesis

5-Hydroxytryptamine degradation o _ ,
Arginine biosynthesis

Heterotrimeric G-protein signaling pathway-Gi alpha & Gs alpha
mediated pathway

Bioinformatics analysis of the differentially abundant protein dataset (liver) depicting the pathways altered
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Bioinformatics analysis of the differentially abundant protein dataset (liver) depicting the protein classes



Bioinformatics analysis using PANTHER (v14.1) classification system

Wild type control and peroxisomal biogenesis factor 11a knockout mouse heart proteome
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Bioinformatics analysis of the differentially abundant protein (heart) dataset depicting the molecular functions of the proteins
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Bioinformatics analysis of the differentially abundant protein dataset (heart) depicting the cellular components of the proteins
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Bioinformatics analysis of the differentially abundant protein dataset (heart) depicting the pathways altered
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Bioinformatics analysis of the differentially abundant protein dataset (heart) depicting the protein classes
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Bioinformatics analysis using Cytoscape (v3.7.2) and BINGO (v3.0.3)

Wild type control and peroxisomal biogenesis factor 11a knockout mouse liver proteome
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Bioinformatics analysis of the differentially abundant protein (liver) dataset depicting the molecular functions and cellular components of the

proteins
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Bioinformatics analysis using Cytoscape (v3.7.2) and BINGO (v3.0.3)

Wild type control and peroxisomal biogenesis factor 11a knockout mouse heart proteome
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Bioinformatics analysis of the differentially abundant protein (heart) dataset depicting the molecular functions and cellular components of the
proteins
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