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The evolution of our GWPQ system: 
Better sensitivity
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The evolution of our GWPQ system: 
Better separation
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Fully automated GWPQ platform

Fully automated
(avoid Manual 

operation)

Fully online
(avoid sample 

losses)
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Proteomics v.s. Ribosome profiling (part I)



Coverage for GO functional database
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Genome-Wide Quantitative Proteomic and 
Transcriptomic Analysis for Hematopoiesis



The Proteomic Experiment



The Coverage: RNA-SEQ v.s. Proteomics



Proteomics can cover full RNA-SEQ dynamic 
range



对不同类别的蛋白的覆盖率比较



对已知血红细胞发育markers的覆盖



成人血红细胞发育的蛋白质组定量变化



成人血红细胞发育的转录组变化



蛋白质组与转录组变化的比较
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对Protein-only的生物信息学分析
Gene ontology 分析



对GO分析结果的确认



对Protein-only的转录因子分析

PHB2 and TFAM are 
Mitochondrial master 
transcription factors 



TFAM与PHB2只在蛋白水平的层面被调控



小鼠模型的验证



mTOR的抑制剂对小鼠血红细胞发育的影响



模型



Ultrasensitive Genome wide Proteome 
Quantification (GWPQ) Platform
• Achieve the Genome wide proteome coverage. The 

profiling depth is equivalent to Ribosomal profiling.

• Achieve ultrasensitive protein quantification down to 5 μg 
sample

• Also applied to post-translational modification (PTM) 
characterization such as phosphorylation, acetylation, 
methylation and glycosylation.

• Compatible with various proteome quantification methods. 
(iTRAQ, TMT, SILAC or Label free)
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