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Abstract We developed and employed the incremental
gauge cell method to calculate the chemical potential (and
thus free energies) of long, flexible homopolymer chains of
Lennard-Jones beads with harmonic bonds. The free energy
of these chains was calculated with respect to three exter-
nal conditions: in the zero-density bulk limit, confined in a
spherical pore with hard walls, and confined in a spherical
pore with attractive pores, the latter case being an analog
of adsorption. Using the incremental gauge cell method, we
calculated the incremental chemical potential of free poly-
mer chains before and after the globual-random coil transi-
tions. We also found that chains confined in attractive pores
exhibit behaviors typical of low temperature physisorption
isotherms, such as layering followed by capillary condensa-
tion.

Keywords Monte Carlo · Chemical potential · Flexible
chains · Lennard-Jones · Gauge cell · Polymers

1 Introduction

The ability to calculate the free energy of confined chain
molecules is one of the key issues in modeling various
processes that involve polymer adsorption, including poly-
mer chromatography, membrane separation, petrochemical
processing, and more. In molecular simulations, free en-
ergies are typically obtained via thermodynamic integra-
tion along a continuous path of equilibrium states connect-
ing the system of interest to a system where the free en-
ergy is known, or using various techniques for obtaining
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the chemical potential in the system of interest that typi-
cally require insertions (or, in some cases, removals) of new
molecules into the system, tracing back to the Widom parti-
cle insertion technique and the grand canonical MC method
(Widom 1963; Norman and Filinov 1969). The efficiency
of all insertion-based techniques diminishes swiftly as the
density and the molecule size increase, due a high probabil-
ity of inserted particles overlaping with exisiting ones. For
polymer molecules, this problem is aggravated dramatically
as the polymer length increases, and the confinement of the
molecule within pores makes insertions even more difficult.

Two general approaches to solving these problems have
been developed. The first approach is based on “growing”
the trial molecules into available (low energy) space with
a configurational bias (Rosenbluth and Rosenbluth 1955;
Frenkel et al. 1991; de Pablo et al. 1992); this is the so-called
Rosenbluth insertion. This approach suffers from two draw-
backs: first, as the fluid becomes denser, only short chains
can “find” low energy configurations, and second, the trial
chains are not generated according to a Boltzman distribu-
tion (Frenkel and Smit 2002). Obviously, the former prob-
lem is aggravated rapidly as the density and chain length
increase. Thus, the longer the chain is, the less dense the
surrounding fluid should be to obtain statistically relevant
results.

An alternative method of calculating the chemical po-
tential of chain molecules was purposed by Kumar et al.
(1991), termed the modified particle insertion method. The
disadvantages of configurationally bias insertions are over-
come by calculating the incremental chemical potential, that
is, the difference in chemical potentials between the chains
of n + 1 and n monomers. In practice, this is done using
trial additions (and/or removals) of a monomer at an end
of an equilibrated polymer chain. One obvious disadvan-
tage is the necessity to perform n independent simulations
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to rigorously determine the chemical potential for one n-
mer chain. However, several studies (Grassberger and Heg-
ger 1995; Spyriouni et al. 1997) have shown that the incre-
mental chemical potential is independent of chain length for
systems over the theta temperature, which corresponds to
the conditions at which the entropic contributions outweigh
the attraction between the monomers, and the chain behaves
as a random coil. If solvent composition changes rather than
the temperature, the solvent where the polymer behaves as
a coil is referred to as a “good solvent”. Thus, for a com-
plete (if approximate) description of coil-like (good solvent)
polymers, several short-chain length simulations are per-
formed, and one long chain length, limiting-case simulation
can be used to extrapolate the remaining points. The incre-
ment method has apparent advantages over the Rosenbluth
technique (where the entire chain has to be inserted at once,
even if the available space for each monomer is searched
for in advance) for long polymers and dense systems, al-
though the problem of low efficiency of insertions/removals
in dense systems still exists.

The gauge cell Monte Carlo method (Neimark and Vish-
nyakov 2000, 2005) is a MC technique used to efficiently
calculate phase equilibria and transitions, especially in
dense and/or heterogeneous systems. The simulation sys-
tem is constructed as follows: a system of interest, or sam-
ple cell, is placed in chemical equilibrium with a reference,
or gauge cell of limited capacity. This mesoscopic canoni-
cal ensemble, or mesocanonical ensemble, is an intermedi-
ate between the canonical ensemble and the grand canoni-
cal ensemble. The gauge cell brings about two advantages:
it serves as a meter of chemical potential, and its limited
volume restricts density fluctuations in the sample cell. For
confined dense systems of small molecules, the gauge cell
method was proven more efficient than the Widom insertion
(Neimark and Vishnyakov 2005). In this work, we have ex-
tended the gauge cell method to calculate the incremental
chemical potential of chain molecules.

2 Model

A simulation using the incremental gauge cell method is
constructed as follows: a ‘system’ cell (that is, the system
of interest, whether it is a periodic box or a confinement
with an external potential) is placed in contact with a gauge
cell. The system cell contains a chain of n monomers, while
the gauge contains a fluid of ng monomers. Note that in this
work we consider the properties of a single polymeric mole-
cule in confinement as compared to that in the correspond-
ing diluted bulk solution. The total number of monomers,
nt = n + ng , is fixed, as are the volumes of both cells and
the temperature. Monomers are allowed to move from ei-
ther end of the chain into the gauge, and vice versa. As con-
structed, the total system (system cell + gauge cell) can be

considered a canonical ensemble, as nt ,V , and T are con-
stant. Thermodynamically, this scheme will correspond to
the minimization of the total Helmholtz free energy repre-
sented as the sum of the free energy of the n-mer in the sys-
tem cell and the free energy of ng monomers in the gauge
cell,

Ft(nt ,V ,Vg,T )= F(n,V,T ) + Fg(ng,Vg,T ) ⇒ min

(1)

where V and Vg are the system cell and gauge cell volumes.
The incremental chemical potential is defined as the differ-
ence of chemical potential between an (n+1)-mer chain and
an n-mer chain. As first formulated by Widom (1963), this
can be approximated as a finite difference in Helmholtz free
energies,

μincr(n) = F(n + 1,V ,T ) − F(n,V,T ). (2)

Knowing that F = −kBT ln[Q(n,V,T )], where Q(n,

V,T ) is the canonical partition function, we see that μincr

is a ratio of partition functions; μincr = −kBT ln[Q(n +
1,V ,T )/Q(n,V,T )]. Plugging in the partition function
and canceling terms, we arrive at an expression similar to
Widom’s particle insertion method:

μincr(n)

= −kBT ln

[
1

�3

∫
Vseg

drseg〈exp(φseg(rseg; rn))〉n,V,T

]
,

(3)

where � is the de Broglie wavelength, rseg refers to the po-
sition an additional trial segment inserted onto the end of
the chain, and φseg is the potential energy of rseg interacting
with the system, rn. Equation (3) is the basis of the Kumar
et al. (1991) modified particle insertion method. Similar to
the Widom scheme, a “trial monomer” is added to the chain
undergoing a standard canonical ensemble simulation, and
trial insertions do not influence the configuration of the sys-
tem. Because the “trial monomer” is bonded to the monomer
terminating the chain, it is inserted only into a small volume
Vseg around the chain end, since for all other configurations
the energy of the bond is extremely high and the contribu-
tions to the average in (3) are insignificant.

In the incremental gauge cell method, the monomer at the
end of the chain contained in the system cell is allowed to
exchange with a fluid of monomers in the gauge cell. The
probability to observe a configuration with an n-mer chain
in the system cell and ng monomers in the gauge cell is pro-
portional to

Pn = Png ∝ exp

{
− 1

kBT
[F(n,V,T )+Fg(ng,Vg,T )]

}
(4)
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and, correspondingly,

Pn+1 = Png−1 ∝ exp

{
− 1

kBT
[F(n + 1,V ,T )

+ Fg(ng − 1,Vg, T )]
}
. (5)

Taking the ratio of (4) and (5), and utilizing the definition of
μincr from (2), we obtain

Pn+1

Pn

= Png−1

Png+1
= exp

{
− 1

kBT
[μincr(n) + μg(ng − 1)]

}
,

(6)

and

μincr(n) = μg(ng − 1) + kBT ln(Png/Png−1). (7)

Equation (7) is the main equation of the gauge cell method.
It relates the chemical potential of the monomer fluid in the
gauge cell to the incremental chemical potential of the chain
in the system cell. If the equation of state of the reference
fluid located in the gauge cell is known, μincr is determined
from the histogram of the number of particles in the gauge
Png obtained in the course of gauge cell MC simulations.
Up to this point, we have not made any assumptions regard-
ing the gauge cell fluid. The most convenient and logically
sound choice is to treat it as an ideal gas. If we then substi-
tute the expression for the chemical potential of an ideal gas
into (7), we finally obtain

μincr(n) = −kBT ln

(
Vg

�3ng

)
+ kBT ln(Png/Png−1). (8)

This and (7) are the final expressions of the ideal gas gauge
cell method (Neimark and Vishnyakov 2005). Note that
when the distribution of particles in the gauge cell is suf-
ficiently wide, the second term on the right hand side of (7)
and (8) is negligible. Then, μincr(n̄) = μg(n̄g); this is called
mean density gauge cell.

In this work, the chain in the system cell is equili-
brated via traditional MC moves. These include bonded-
monomer displacement, reptation, crankshaft (Verdier and
Stockmayer 1962), and configurational bias regrow (Siep-
mann and Frenkel 1992). Note that this regrow move differs
from the Rosenbluth insertions described above; here, a re-
grow move consists of selecting a random bond, removing
the chain from that bond to the terminal monomer, and then
attempting to regrow a new chain via configurational bias.
The regrow is then accepted or rejected in a way that negates
the initial bias. In addition to these canonical ensemble equi-
libration moves for the polymer chain in the system cell, an
exchange moves are implemented to sample “chemical equi-
librium” between the system and gauge cells. These include

attempted insertion of a monomer from the gauge into the
system cell with its attachment to the end of the chain ac-
cepted with the probability of

pins = min

{
1, exp

(
−�φins/kBT − ln

[
Vg

ngVseg

])}
, (9)

and attempted detachment of the bead from the polymer
chain end with its removal from the system and insertion
into the gauge:

prem = min

{
1, exp

(
−�φrem/kBT − ln

[
(ng + 1)Vseg

Vg

])}
,

(10)

where �φins and �φrem are the energies of inserting or
removing a monomer to/from the end of the chain, re-
spectively. These expressions are similar to the standard
gauge cell acceptance probabilities (Neimark and Vish-
nyakov 2000, 2005), except for two features: first, V in the
original equations is replaced here by Vseg. This is because
the monomers from the gauge are only inserted at the end
of the chain, into the volume Vseg, and not into the entire
system volume V . Second, the number of molecules in the
system cell N in the log term from the original equations is
omitted; this is because we always have just one chain in the
system cell and thus, N = 1.

The chain is modeled as a flexible “necklace” of bonded
Lennard-Jones (LJ) beads. The LJ potential was truncated at
rc = 10σ , and acts on all non-bonded monomers. The bonds
are modeled as harmonic-springs,

Ubond(r) = 1

2
κb(r − r0)

2 for 0.5 ≤ r ≤ 1.5

= ∞, otherwise. (11)

For this study, we set κb = 400ε/σ 2, and the equilibrium
bond length r0 = 1σ . The volume of action of the harmonic
potential (11) is set as Vseg. No restrictions are placed on
bond angles or dihedrals; the chain is fully flexible. We con-
sider two situations: a “free” chain in the zero-density limit
(simulations performed with no boundary conditions) and
polymers confined to the spherical pore of 7.5σ in diam-
eter. Monomer interaction with the pore wall are modeled
with both the hard wall potential, where Uext(r) = 0 for
r < R, and Uext(r) = ∞ for r > R, and with the spher-
ically integrated, LJ potential (Ravikovitch and Neimark
2002). To compare these two confinements, pores are sized
so that the volume accessible to monomers is equal. For the
hard wall pores, dacc = 2R + σ , and for the adsorbing pore,
dacc = 2R − 2rw(Uext = 0) + σ , where rw(Uext = 0) is the
distance from wall where the external potential is zero. In
this study, we selected dacc = 7.5σ . For pores of this size, at
ρσ 3 = nσ 3/Vacc = 1, the chain lengths are approximately
220 monomers long, where Vacc = 4π/3(dacc/2)3.
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Fig. 1 Left: The incremental chemical potential, μincr, calculated as a function of chain length for an unconfined chain, chain confined in a
hard-wall pore and confinement in a pore with an attractive adsorption potential at T ∗ = 8. Right: The radius of gyration for the same systems

3 Results

To observe the balance of entropic and enthalpic effects, we
varied the temperature from T ∗ = 1 to T ∗ = 8. For single
free chains, it is well known that below the 
-temperature,
monomer-monomer interactions dominate and the chain col-
lapses into a condensed form called a globule. Similarly, we
know that above this temperature, thermal motion dominates
and the chain behaves as a random coil (Flory 1953). The
theta temperature of the flexible LJ chains is between T ∗ =
3 and 4, depending the potential cut-off radius (Grassberger
and Hegger 1995; Graessley et al. 1999) and chain length.
Therefore, we selected cases below (T ∗ = 1), near (T ∗ = 2),
in (T ∗ = 3.2), and above (T ∗ = 8) the 
-temperature. To
compare the structure of each system, we calculate the ra-
dius of gyration, RG:

R2
G =

n∑
i

(ri − rcm)2/n. (12)

All values of RG discussed are reduced by σ . To compare
chains from all systems, the figures below plot all curves in
terms of monomer density, that is, ρσ 3 = nσ 3/Vacc, includ-
ing the free chain, which is actually calculated in the limit of
zero density. However, because they are all reduced by the
same volume, chain length effects are numerically compara-
ble.

The incremental chemical potential for all three systems
(unconfined chain, chain confined in a pore with hard walls
and the chain confined in a pore with “adsorbing” attrac-
tive walls) at T ∗ = 8 is presented in Fig. 1a, and their
corresponding radius of gyration in Fig. 1b. As predicted,
μincr of a free chain (no confinement) does not depend on
the chain length once the limiting chain length is reached

(n ∼ 5). Once the chain is confined, it encounters an imme-
diate entropic penalty imposed by the limitations of possi-
ble polymer conformations by pore walls. While the incre-
mental chemical potential of unconfined chains has no de-
pendence on chain length, it becomes a strong function of
the pore filling when the chain is confined. The incremental
chemical potential increases monotonically with the chain
length. The inclusion of an attractive adsorption potential
does not significantly alter the behavior of the curve, sug-
gesting that the entropic effects at such a temperature out-
weigh both the internal and external attractive forces. The
relatively constant shift between the confined hard wall and
confined adsorbing walls is indicative of the strength of ad-
sorption potential. The structure of the free chain is that of a
random, self-avoiding coil. We found that for the free chain,
RG ∝ (n − 1)0.590 (tested up to n = 500). This scaling ex-
ponent is very close the most accurate literature result of
0.5877 by Li et al. (1995), further validating the algorithm.
The RG of the chain confined in the non-adsorbing hard-
wall pore show that only for very short chains (n < 15)

confinement does not impact the RG of the polymer. Af-
ter that, RG approaches a value representative of the filled
pore. When the adsorption potential is present, RG reaches
a plateau quickly (n ∼ 50). This indicates that the chain is
evenly distributed in the pore volume, and an increase in
the number of monomers does not change the distribution
of mass in the pore significantly. Essentially, this is to the
adsorption of a super-critical fluid.

The next temperature, T ∗ = 3.2, is close to the 
-
temperature calculated by Graessley et al. (1999) using a
cut-off radius of 2.5 and a shifted potential, which was T ∗ =
3.18. Our results for this system are displayed in Fig. 2. The
incremental chemical potential of the free chain and hard-
wall confined chain are qualitatively similar to the higher
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Fig. 2 Left: The incremental chemical potential μincr calculated as a function of chain length for an unconfined chain, chain confined in a hard-wall
pore and confinement in a pore with an attractive adsorption potential at T ∗ = 3.2. Right: The radius of gyration for the same systems

Fig. 3 Left: The incremental chemical potential μincr calculated as a function of chain length for a chain in no confinement, confinement with
hard-wall repulsion and confinement with an attractive adsorption potential at T ∗ = 2. Right: The radius of gyration for the same systems

temperature case. The radius of gyrations are quite similar to
that at T ∗ = 8, with the free chain following a power scaling
and the confined case following a logarithm-type scaling.
This suggests that the entropic contribution still dominates
polymer behavior. However, with the inclusion of the ad-
sorptive force, two interesting effects can be observed. First,
the incremental chemical potential is no longer a smooth ex-
ponential curve like the hard-walled confined chain, but has
a weak inflection around a monomer density of 0.4. Second,
the RG of the confined with adsorption chain now has a max-
imum, as opposed to the high temperature system’s RG with
a plateau. The maximum indicates that there is a tendency
(albeit a slight one) for the chains to exist closer to the pe-
riphery of the pore. While no distinct layering is observed,
this tells us that the average density of monomers is higher
closer to the adsorbing wall.

Below the 
-temperature, we have calculated two sys-
tems at T ∗ = 2 and 1. The former is closer to the transition
point. Figure 3 shows the results for T ∗ = 2. The free chain
incremental chemical potential is now clearly depends on
chain length. This dependence is logarithmic in nature, and
results from the net attractive potential of the growing glob-
ule in space. When the chain is placed in the hard-walled
pore, confinement effects are first observed for chains ∼50
monomers long. After this point, the incremental potential
increases quickly as in the previous cases. The RG of free
and confined chains is now comparable, as they both exhibit
a logarithm characteristic when the size of the polymer glob-
ule is substantially less than the pore size, but the free chain
exhibits a larger RG (the free chain is about 3 times larger
at n = 200). However, the adsorbing chain now begins to
show distinct regions in incremental chemical potential as a
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Fig. 4 Left: The incremental chemical potential μincr calculated as a function of chain length for a chain in no confinement, confinement with
hard-wall repulsion and confinement with an attractive adsorption potential at at T ∗ = 1. Right: The radius of gyration for the same systems

function of the chain length. First, at low densities, a mono-
layer forms on the pore wall, and μincr is relatively constant.
This is also observed as a clear maximum of RG with re-
spect to chain length, reflecting the tendency of the mass in
the system to be located near the attractive pore wall. As
the chain length grows, it must fill the available volume of
the pore, and RG decreases and approaches the value of the
hard-wall confined polymer. Second, after the monolayer is
formed, another transition is observed as the chain fills the
pore. Once the pore is filled, adding additional monomers
has a large energetic penalty, and the incremental chemical
potential again increases rapidly. The shape of the incremen-
tal chemical potential curve is similar to an isotherm of an
adsorbing fluid.

The final case studied in this work is well below the 
-
temperature, where the bulk chain behaves as a tightly con-
densed globule. The results for this case (T ∗ = 1) are pre-
sented in Fig. 4. The confinement penalty for such a con-
densed chain is low—both the incremental chemical poten-
tial and the RG of the chain confined to a hard-walled pore
and the free chain are very similar up to moderate lengths of
n ∼ 100. Even for long chains, when the pore is nearly filled
at n = 190 (ρσ 3 = 0.86), the RG of the confined pore is only
fractionally smaller than an unconfined pore (2.7 and 3.0, re-
spectively). As before, when the confined chain is subjected
to an adsorption potential, a peak in the RG is observed, re-
lating to the formation of a monolayer of monomers on the
pore wall. A regime of nearly constant μincr is again ob-
served from n = 2 to ∼80. Unlike the previous case, the
transition to a filled pore appears to have a sigmoidal shape
reminiscent of a van der Waals loop in a canonical isotherm.
The physical phenomenon associated with this characteristic
is capillary condensation. As with physisorption of molecu-
lar fluids, the lower branch is a layered fluid adsorbed onto

the pore wall (having zero density at the center of the pore),
and the upper branch has a nonzero density from the pore
center to the pore wall. It’s important to remember that we
consider just one molecule in these systems, and what’s in-
teresting is that many of the same physical insights from
adsorption isotherms (μ vs N) are present in these single
chain systems (chain length n vs μincr).

4 Conclusions

We have developed and applied the incremental gauge cell to
study adsorption of long, flexible chains in spherical pores
with repulsion only and LJ-type potential, as well as free
chains with no confinement. Previous work has suggested
that the incremental chemical potential of free chains does
not vary with chain length, if the temperature is high enough.
Using the incremental gauge cell, we can confirm this for
high temperatures (8, 3.2) and moderate chain lengths (200
monomers). Confining chains above the 
-temperature re-
sults in high entropy, unfavorable conformations, and thus
a high chemical potential. When reducing temperature, an
interesting behavior of μincr is observed. Entropic confine-
ment effects are balanced, or overcome, by enthalpic ad-
sorption effects. In the intermediate temperature case, μincr

increases non-linearly as the chain is mostly adsorbed to
the pore walls. In the low temperature case μincr appears
to behave similarly the chemical potential of adsorbed sim-
ple fluid; the isotherm shows the formation of a monolayer
and subsequent pore volume filling with layer. The isotherm
forms a van der Waal’s type loop when transitioning from
layered to pore-filling configurations, similarly to the capil-
lary condensation of simple fluids in mesopores.

Author's personal copy



Adsorption (2011) 17: 265–271 271

Acknowledgements Thanks to Dr. Y. Chiew for helpful discus-
sions on statistical mechanics. This work was supported in parts by
the PRF-ACS grant “Adsorption and Chromatographic Separation of
Chain Molecules on Nanoporous Substrates”, NSF IGERT program on
Nanopharmaceuticals, and Venkatarama Fellowship awarded to CJR.

References

de Pablo, J.J., Laso, M., et al.: Estimation of the chemical potential of
chain molecules by simulation. J. Chem. Phys. 96(8), 6157–6162
(1992)

Flory, P.J.: Principles of Polymer Chemistry. Cornell University Press,
Ithaca (1953)

Frenkel, D., Mooij, G.C.A.M., et al.: Novel scheme to study structural
and thermal properties of continuously deformable molecules. J.
Phys., Condens. Matter 3, 3053–3076 (1991)

Frenkel, D., Smit, B.: Understanding Molecular Simulation: From Al-
gorithms to Applications. Academic Press, San Diego (2002)

Graessley, W.W., Hayward, R.C., et al.: Excluded-volume effects in
polymer solutions. 2. Comparison of experimental results with
numerical simulation data. Macromolecules 32(10), 3510–3517
(1999)

Grassberger, P., Hegger, R.: Simulations of three-dimensional θ poly-
mers. J. Chem. Phys. 102(17), 6881 (1995)

Kumar, S.K., Szleifer, I., et al.: Determination of the chemical poten-
tials of polymeric systems from Monte Carlo simulations. Phys.
Rev. Lett. 66(22), 2935 (1991)

Li, B., Madras, N., et al.: Critical exponents, hyperscaling, and uni-
versal amplitude ratios for 2-dimensional and 3-dimensional self-
avoiding walks. J. Stat. Phys. 80(3–4), 661–754 (1995)

Neimark, A.V., Vishnyakov, A.: Gauge cell method for simulation
studies of phase transitions in confined systems. Phys. Rev. E
62(4), 4611 (2000)

Neimark, A.V., Vishnyakov, A.: A simulation method for the calcula-
tion of chemical potentials in small, inhomogeneous, and dense
systems. J. Chem. Phys. 122(23), 234108–234111 (2005)

Norman, G.E., Filinov, V.S.: Investigation of phase transitions by the
Monte Carlo method. High Temp. (USSR) 7, 216–222 (1969)

Ravikovitch, P.I., Neimark, A.V.: Density functional theory of ad-
sorption in spherical cavities and pore size characterization of
templated nanoporous silicas with cubic and three-dimensional
hexagonal structures. Langmuir 18(5), 1550–1560 (2002)

Rosenbluth, M.N., Rosenbluth, A.W.: Monte Carlo calculation of the
average extension of molecular chains. J. Chem. Phys. 23(2),
356–359 (1955)

Siepmann, J.I., Frenkel, D.: Configurational bias Monte-Carlo—a new
sampling scheme for flexible chains. Mol. Phys. 75(1), 59–70
(1992)

Spyriouni, T., Economou, I.G., et al.: Thermodynamics of chain flu-
ids from atomistic simulation: a test of the chain increment
method for chemical potential. Macromolecules 30(16), 4744–
4755 (1997)

Verdier, P.H., Stockmayer, W.H.: Monte Carlo calculations on the dy-
namics of polymers in dilute solution. J. Chem. Phys. 36(1), 227–
235 (1962)

Widom, B.: Some topics in the theory of fluids. J. Chem. Phys. 39(11),
2808–2812 (1963)

Author's personal copy


	Monte Carlo simulation of polymer adsorption
	Abstract
	Introduction
	Model
	Results
	Conclusions
	Acknowledgements
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (ISO Coated v2 300% \050ECI\051)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Perceptual
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 1.30
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 10
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 10
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 150
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 1.30
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 10
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 10
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 600
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e5c4f5e55663e793a3001901a8fc775355b5090ae4ef653d190014ee553ca901a8fc756e072797f5153d15e03300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc87a25e55986f793a3001901a904e96fb5b5090f54ef650b390014ee553ca57287db2969b7db28def4e0a767c5e03300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020d654ba740020d45cc2dc002c0020c804c7900020ba54c77c002c0020c778d130b137c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor weergave op een beeldscherm, e-mail en internet. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents best suited for on-screen display, e-mail, and the Internet.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
    /DEU <FEFF004a006f0062006f007000740069006f006e007300200066006f00720020004100630072006f006200610074002000440069007300740069006c006c0065007200200037000d00500072006f006400750063006500730020005000440046002000660069006c0065007300200077006800690063006800200061007200650020007500730065006400200066006f00720020006f006e006c0069006e0065002e000d0028006300290020003200300031003000200053007000720069006e006700650072002d005600650072006c0061006700200047006d006200480020>
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToRGB
      /DestinationProfileName (sRGB IEC61966-2.1)
      /DestinationProfileSelector /UseName
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing false
      /UntaggedCMYKHandling /UseDocumentProfile
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [595.276 841.890]
>> setpagedevice




