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Figure S1. RPLC-UV analysis of mAb1 using 500 mM AA as injection solvent. 
 

 
Figure S2. SEC-UV analysis of mAb1 using 500 mM AA as injection solvent. 
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Figure S3. RPLC-UV analysis of mAb1 using 10 mM FA as injection solvent.  

 
 
 
 

 
Figure S4. SEC-UV analysis of mAb1 using 10 mM FA as injection solvent. 
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Figure S5. Loop filling and emptying clockwise and anticlockwise on injection of a solution of mAb without chromatography in the first and 
the second dimension. Emptying profiles when the order of filling/emptying the loops with mAb1 was (A) 1-2-3/3-1-2, (B)  1-2-3/3-2-1, (C) 
3-2-1-/1-2-3, and (D) 3-2-1/1-3-2. 
 
 
 
 
 

 
Figure S6. Analysis of mAb1 by conventional offline combinations of ProtA with (A) SCX-UV, (B) RPLC-UV, and (C) SEC-UV. 


