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Plots are labeled as “peptide-position”. The numbers on the x-axis represent distance in A.

Numbers on the y-axis are an arbitrarily normalized radial distribution function.
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Radial distribution functions for chloride from arginine residues.
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Plots are labeled as “peptide-position”. The numbers on the x-axis represent distance in A.
Numbers on the y-axis are an arbitrarily normalized radial distribution function.
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Plots are labeled as “peptide-position”. The numbers on the x-axis represent distance in A.
Numbers on the y-axis are an arbitrarily normalized radial distribution function.



[image: image4.png]o N Ao o A O

SN A

L=R S e

Radial distribution functions for phosphate from arginine residues.
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Plots are labeled as “peptide-position”. The numbers on the x-axis represent distance in A.
Numbers on the y-axis are an arbitrarily normalized radial distribution function.
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[image: image5.jpg]Plots of dihedral angles of all arginine sidechains. Peptides 1-4
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Numbers on x-axes represent simulation Legend:
time in nanoseconds. Numbers on the y-axis
are degrees.
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180 180 e 180 180
90 90% 90 90
0 0 pusisiiion 0 p
1 90 B 90 E 90 90
-180 Gl | o) B il | 1 g idbnatiiill | Q) Einai -1 iy
805075 100%%0 75 100 %% 775 100 18%0 75 100 8%0 75 100 %0 75 100
P6-11
180 rr
90 ;
0 ARGy
150 il

180 & L 1
8050 75 100 850 75 100 8,

1805 100"%0 75 100%%50" 75 100%%0 75 100 8%0 75

Numbers on x-axes represent simulation Legend:
time in nanoseconds. Numbers on the y-axis
are degrees.




