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HR 1.88; 95% Cl, 1.2 to 2.97; P = 0.00543

* Need to interpret results

* Need to plan experiments i

 Most of the research done on <20% of proteome ¥E Time (Month)

High Risk 89 57 24 8 4 3 2
LowRisk 90 67 42 25 14 4 1
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18,096 proteins
375,970 PPIs
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