Predicting proteome dynamics using gene expression data
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Appendix. Full derivation of Equation 2.
We start from Equation 1

and use the substitution	
,
which yields
.
Dividing both sides by ktrans,I gives	
.
Integrating both sides from t to  yields
.
Using the approximation
,
we obtain
.
Next, we multiply both sides by 2

and leave only expressions containing  on the left side:
.
Dividing both sides by  we obtain the final form of Equation 2:
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