Cell membrane proteins performimportant functions such as exchange of materials in

and out of the cell, cell recognition and immune response, signaltransduction and regu-

lation, and energy transfer. To better understand their functions, it is necessary to reveal

the characteristics of membrane proteins and monitor the modification and regulation of PanS
their expression. As many drugs target membrane proteins currently, research on them |
becomes even more important to help develop new drug targets and new treatments.
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Membrane Proteomics Service

Enrichment of cell membrane.

« Density gradient centrifugation L .
i i _ Identification of membrane proteins.
+ Antibody immunomagnetic bead

St e Two strategies: shotgun and top-down.

« Shotgun strategy: directly digest membrane
protein samples. After digestion, the complex
peptide mixture is further separated by liquid
chromatography and identified by mass
spectrometry according to the characteristics
of peptide charge and hydrophobicity.

+ Biotin labeling method

+ The top-down strategy does not
require enzyme digestion, and is
directly identified by mass spec-
trometry. This method is more
suitable for identifying protein
post-translational modifications.

Quantitative analysis of membrane
proteins.

« Label-based quantification uses
SILAC, TMT, and iTRAQ.

« Label-free quantitative analysis
includes SRM/MRM, PRM, and SWATH.

Bioinformatics analysis of membrane proteins.
« GO analysis
« Protein pathway analysis
« COG analysis

« GO enrichment analysis of differential pro-
teins

« Pathway enrichment analysis of differential
proteins

+ COG analysis of differential proteins
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