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Table 11-1 A Comparison of lon Concentrations Inside and Outside a Typical
Mammalian Cell

Na* 5-15 145

K* 140 5

Mg+ 0.5 1-2

Ca?+ 104 1-2

H* 7 X1073(1072MorpH7.2) 4X10°(107*MorpH7.4)

(dp 5-15 110

*The cell must contain equal quantities of positive and negative charges (that is, it must
be electrically neutral). Thus, in addition to Cl—, the cell contains many other anions not
listed in this table; in fact, most cell constituents are negatively charged (HCO,~, P043',
proteins, nucleic acids, metabolites carrying phosphate and carboxyl groups, etc.). The
concentrations of Ca?* and Mg?* given are for the free ions. There is a total of about

20 mM Mg?* and 1-2 mM Ca?* in cells, but both are mostly bound to proteins and other
substances and, for Ca?*, stored within various organelles.

lon concentration inside and outside of the
cells are very different.

Molecular Biology of THE CELL (fifth ed.)
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An estimation of the number of drug target proteins

G-protein-coupled
receptors (2000
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MD simulations of DOPC membrane
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Computational Details

ttSecYE (Sim1) mjSecYEb (Sim2) Fab-ttSecYE complex
(Sim3, Sim4)

Software: NAMD2 Force Field: CHARMM27 + CMAP
Ensemble: NPT (300 K, 1atm) Time: 100 ns (1 step = 2 fs)

Protein NuaT:r(:\: of Wateljumbi:p?:i molel\tl::les r Box size (XxYxZ) [A3]  Restraint
Sim1l ttSecYE 106,078 22,548 230 59 69 93 x 93 x 127 No
Sim2 mjSecYEb 105,833 22,599 222 56 71 93 x93 x 127 No
Sim3 Fab-ttSecYE 202,279 46,006 373 124 135 140 x 93 x 162 No

Sim4 Fab-ttSecYE 202,279 46,006 373 124 135 140 x 93 x 162 Fab
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