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Abstract Domain Swapped Dimer Results Side by Side Dimer

Synthetic polymer solutions at concentrations of hundreds of grams per liter are used
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MEthOdS Above: Thermodynamic and chemical shift data for domain- COﬂCl USIONS

Domain Swapped  side by Side swapped dimer and side-by-side dimer. Black dashed lines - Crowding cosolutes stabilize dimer
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S relevance. New model needed to describe protein crowding
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