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Abstract: The liver is the metabolic center of mammalian body. Systematic study on liver’s proteome expression under
different physiological and pathological conditions helps us understand the functional mechanisms of the liver. With the rapid
development of liquid chromatography tandem mass spectrometry technique, numerous studies on liver physiology and
pathology features produced a large number of proteomics data. In this paper, 834 proteomics experiments of mouse liver were
systematically collected and the mouse liver proteome database (Mouse Liver Portal, http://mouseliver.com) was established.
The Mouse Liver Portal contains the liver’s proteomics data under different physiology and pathology conditions, such as
different gender, age, circadian rhythm, cell type and different phase of partial hepatectomy, non-alcoholic fatty liver. This
portal provides the changes in proteins’ expression in different conditions of the liver, differently expressed proteins and the
biological processes which they are involved in, potential signal transduction and regulatory networks. As the most
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comprehensive mouse liver proteome database, it can provide important resources and clues for liver biology research.

Keywords: liver, proteomics, database
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Table 1 Experiment metadata and example

Field Example 1 Example 2
Strain C57 C57

Sex Male Female

Age (d) 70 70

Tissue Liver Liver
Genotype Wide type Knock out Lep
Treatment HighFatDiet PHx

Duration (h) 840 72

Dosage 50 mg/(kg-d)
Circadian

Celltype Whole tissue extract Hepatocytes
Organelle LD Whole cell extract
Strategy Profiling catTFRE
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Fig. 1 Overview of Mouse Liver Portal. (A) Identified genes products in mouse liver. (B) Mouse liver proteome
function. Every tile represents one type of proteins. Tiles are arranged and colored according to the hierarchical GO

terms. Tile sizes represent the mass fractions of proteins.
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Fig. 2 Page of choosing different physiological and pathological conditions.
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Fig. 3 Proteins’ expression and difference in liver parenchyma cells and Kupffer cells of C57 male mice.
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Fig. 5 Hnf4a’s expression and significance of difference under different condition (two strains of mice, male and
female mice, multiple cell types, multiple organelles, and multiple time points after hepatectomy).
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