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Abstract

Waterhas unigue properties based on hydrogen bonding that is come from the specific atomic composition and molecular stagetur@@de properties are crucial for the survival of life on tr
Earth. Thus, researched for water iIs highly important. Specially, we focused on these properties of water with pratsii @uoichderstand the relation between them, we carried out a molequle
ynamics (MD) simulation. The result revealed that an effect of protein can affect ion distribution as well as water ngtweek the protein surface. And, the order of water network disruption
llowed the order of thelofmeisteranion series which is related with solubllity of protein. Investigation for structural change of protein didn't showiBingirgighange in our simulation. So, thrs
result suggests that changes in the properties of the protein could originate from the disruption of thdaradardtiwork iduced by ions with a higher affinity for the protein surface instead |of
rect protein residu@n interactions. Additional investigation forientationaldistribution of water molecules shows slight preference for interfacial water molecules, I.e. a straddle structurg, v
hort ranges from the protein surface. Lastly, we found out that the cation effect on water network Is also not netiigyiot#ean surface.
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