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                        Abstract 
    Removal or suppression of key proteins in an essential 
pathway of a pathogen is expected to disrupt the pathway 
and prohibit the pathogen from performing a vital function. 
Thus disconnecting multiple essential pathways should 
disrupt the survival of a pathogen even when it has 
multiple pathways to drug resistance. We consider a 
scenario where the drug-resistance pathways are unknown. 
To disrupt these pathways, we consider a cut set S of G, 
where G is a connected simple graph representing the 
protein interaction network of the pathogen, so that G-S 
splits to two partitions such that the endpoints of each 
pathway are in different partitions. If the difference 
between the sizes of the two partitions is high, the 
probability of existence of a functioning pathway in one 
partition is increased. Thus, we need to partition the graph 
into two balanced partitions. We approximate the balanced 
bipartitioning problem with spectral bipartitioning since 
finding (2,1)-separator is NP-complete. We test our 
technique on E. coli and C. jejuni. We show that over 50% 
of genes in the cut sets are essential. Moreover, all 
proteins in the cut  sets have fundamental roles in cell and 
inhibition of each of them is harmful for cell survival. Also, 
20% and 17% of known targets are in the vertex cut of 
E.coli and C.jejuni. Hence our approach has produced 
plausible “co-targets” whose inhibition should counter a 
pathogen’s drug resistance. 

1. Introduction1 
 
     There is a critical need to address the emergence 
of drug resistant pathogens for several infectious 
diseases. For example, drug-resistant tuberculosis has 
continued to spread internationally and is now 
approaching critical proportions. Approaches to 
counter drug resistance have so far achieved limited 
success [1]. It has been proposed that this lack of 
success is due to a lack of understanding of how 
resistance emerges in bacteria upon drug treatment 
and that a systems-level analysis of the proteins and 
interactions involved is essential to gaining insights 
into the routes required for drug resistance. 

                                                 
1 # The first and second author contributed equally   
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A recent idea for a systems-level analysis is the so-
called “co-targets” of a drug [2]. Typically, the 
intended target of a drug, referred to as the “primary 
target”, is inhibited and the pathogen is killed or its 
growth is arrested. However, the pathogen some-
times develops resistance to the drug. Communica-
tion to the resistance machinery---e.g., efflux pumps 
and drug-modifying enzymes---is established via 
pathways in the protein interaction and gene 
regulation networks. Proteins mediating such com-
munication are termed “co-targets”. The inhibition of 
these co-targets, and thus partitioning the implicated 
pathways into disconnected pieces, should effect-
ively disrupt the survival of the pathogen [3]. 
 
We consider the basic scenario where we do not 
know the likely drug-escape mechanisms of the 
pathogen. So we try to disrupt the maximum number 
of pathways, including all target and back-up (drug-
escape) paths, by identifying as small a set of 
proteins (the “co-targets”) to inhibit as many 
pathways as possible. The partitioning of multiple 
essential pathways into disconnected pieces should 
effectively disrupt the survival of a bacterium even 
when it has multiple pathways to drug resistance[3]. 
This problem was considered in a similar way in 
2010 by Hormozdiari et al[4]. We explore here the 
computational problem of efficiently identifying a 
minimum set of co-targets to disable drug-resistance 
in a pathogen as described above. We test our 
technique on E. coli and C. jejuni.  
 
2. The Problem 
 
     The input is a protein interaction network (maybe 
augmented with gene regulation interactions) of the 
pathogen expressed as a simple connected graph G = 
〈V, E〉. The nodes V correspond to proteins and 
edges E correspond to interactions of proteins. In our 
scenario, targets and drug-escape pathways are not 
known. To disrupt these pathways, we consider a cut 
set S of G, such that G-S splits into two partitions 
and the endpoints of each pathway are in different 
partitions. If the difference between the sizes of the 



two partitions is high, the probability of existence of 
a pathway in one partition is increased. Therefore, 
we partition the graph into two balanced partitions by 
removing the minimum number of vertices and 
disrupt the maximum number of pathways including 
unknown back-up pathways.  The problem is thus to 
pick a subset of nodes S such that (i) S is as small as 
possible and (ii) the removal of S, partitions G into 
sub graphs G1 and G2 and (iii) |G1|/|G2| is as close 
to 1 as possible.  
Definition. Let G = 〈V, E〉 be a simple connected 
graph.  A partition P is called (k, 1+ε)-separator if P 
partitions V into k disjoint subsets each containing at 
most (1+ε) n/k vertices. We know that finding (k, α)-
separator is NP-Complete [5]. 
It is also well known that the (2,1)-separator 
problem, in other words the Minimum Bisection 
problem, is NP-complete[6]. Hence, in the next 
section, we introduce an approximation algorithm to 
find a (2, 1)-separator in a graph G. 
 
4. Algorithm 
 
     We approximate the balanced bipartitioning 
problem with spectral bipartitioning. Spectral parti-
tioning is based on eigenvectors of Laplace 
eigenvalues of graphs [7]. It is one of the most 
successful heuristic approaches in the design of 
partition algorithms. This spectral method 
recursively bisects a graph by considering an 
eigenvector of a Laplacian matrix to gain an 
understanding of global properties of the graph.  
We set up the problem as follows. Define the graph 
G by vertex set V and edge set E. Let V= {v1, 
v2,..,vn} be the vertex set of graph G and eij in E 
denotes the  edge between vi and vj . Now we want to 
assign a variable xi to each vi such that the following 
conditions are satisfied: 
 

xi = ±1 and |∑Vi xi |≤ 1   (∗) 
 
We call a vector x=(x1,...,xn) whose elements satisfy 
(*) conditions an indicator vector. Let M and N denot 
the two sets of vertices with xi = +1 and xj = -1 
assigned  to them  respectively. In the next step, we 
try to minimize              f(x) = 1/4 ∑eij (xi – xj)2 by 
using laplacian matrix L(G) of G  by the method 
mentioned by Simon [8]. If u1, u2 ,…, un are the 
normalized eigenvectors of L(G) with corresponding 
eigenvalues ߣଵ,ߣଶ, … ,   u2 ݊√ = ݔ ௡, it is known thatߣ
is a good approximation to minimize  f(x). Bispectral 
partitioning is based on this property of ߣଶ. 
 In the case of bisection, we find the median of the u2 
values and then map vertices with corresponding u2 
above the median to one set, and those below to the 
other. This solution is the nearest discrete point to the 
continuous optimum. 
 

An immediate corollary of the reasoning used to 
solve the continuous minimization problem is that 
nߣଶ /4 is a lower bound on the number of cuts 
produced by any balanced partitioning of the graph, 
because the solution space of the continuous problem 
contains the solution space of the discrete problem. 
This can be slightly improved using insight from 
higher dimensional partitioning schemes.  
 
Our algorithm is O(nlogn) to sort the elements of the 
eigen vector and sort the eigenvalues of the matrix to 
find minimum eigenvalue. 
 
The rest of the algorithm is, using the set of resulting 
cut edges, to identify a subset S of the vertex set of 
graph G satisfying the following conditions: 
 

1- For each cut edge e=ab, a ∈ S or b ∈ S. 
2- G-S has two component G1 and G2 such that 

|G1|-|G2|<2. 
3- |S| is as minimal as possible 

   
To find the set S, let A= {e1=a1b2, …, ek =akbk} be 
the set of cut edges found by the above algorithm. 
We form a bipartite graph H induced by A. (i.e. the 
graph consisting of these edges and their end point).  
 
   Any vertex cover of this induced graph (i.e. a set of 
vertices such that every edge has at least one 
endpoint in the set) will serve as a S. Here, we sort 
the vertices of H corresponding to their degrees. We 
choose vertices with respect to their degree 
alternatively till all of the edges in cut are covered. 
Since we choose alternatively, two partitions are still 
balanced. It is obvious that the set of S which is 
obtained from graph H is vertex cut of graph G 
  
The pseudo codes of our algorithm are presented in 
the following table. 
 
 
Algorithm 
 
Step 0. Compute Laplacian matrix of the graph. 
 
Step 1. Compute eigenvalues of Laplacian graph. 
 
Step 2. Compute eigenvector of Laplacian accor-ding 
to second smallest eigenvalue and sort its elements. 
 
Step 3. Insert half of the vertices in partition A and 
remainder in partition B. The edges between these 
two partitions are in edge cut. 
 
Step 4. Find vertex cut: (i) Sort vertices according to 
their degrees. (ii) Insert vertices as vertex cut 
alternatively until all edge cuts are covered.   
 



5. Experiments 
 
      We validate our scenario and algorithm using the 
protein interaction network of E. coli and C. jejuni. 
C.jejuni is a Gram-negative food-borne pathogen that 
is a major cause of gastroenteritis in humans[9]. In 
our method we use the C. jejuni in file 7 from [10]. 
The interaction map in this data set includes a large 
subnetwork of putative essential genes that may be 
used to identify potential new antimicrobial drug 
targets for C. jejuni and related organisms. On the 
other hand, E. coli is the only bacterium for which 
protein complex purifications have been applied at 
the proteome scale. So, we used a set of high-
confidence E. coli protein interactions from 
literature-cited low-throughput experiments compiled 
in the Database of Interacting Proteins (DIP) [11]. 
The dataset of C. jejuni has 139 vertices and 379 
edges. The size of the vertex cut and partitions are 
13, 64 and 61, respectively. The dataset of E. coli has 
165 vertices and 333 edges ,and  a cut vertex set of 
size 17 partitions the graph in two subsets of size 72 
and 76. ~ 60% of the vertices have  degree less than 
5 in C.jejuni and 3 in E.coli. While the vertices in the 
cut sets are in the top 40% of high-degree vertices in 
both data sets.  According to the distribution of the 
degree of the vertices and the large number of 
vertices with small degree, the selected vertex cut in 
both dataset seems to be a good approximation for 
minimum cut. Jeong et al. [12] demonstrated that 
high-degree nodes or hubs in a protein interaction 
network of S. cerevisiae contain more essential 
proteins than would be expected by chance. Since 
then the correlation between degree and essentiality 
was confirmed by other studies [13-16], but until 
recently there was no systematic attempt to examine 
the reasons for this correlation. Jeong et al. [12] 
suggested that overrepresentation of essential 
proteins among high-degree nodes can be attributed 
to the central role of hubs in mediating interactions 
among numerous less-connected proteins. However, 
Zotenko et al found that node degree is a better 
predictor of essentiality than other measures tested. 
Since then Zotenko et al [17] checked the 
relationship between degree and essentiality in six 
networks and they showed that essential genes do not 
always have a high degree. Note that our algorithm is 
not concentrated on high-degree nodes. Hence, it is 
consistent with their result. In Table 1, according to 
relation between degree and essentiality, our 
algorithm can identify essential vertices with low 
degree in the network. Zotenko et al [17] found that 
while in some networks high-degree nodes are as 
important in maintaining the overall network 
connectivity as nodes having high betweenness 
centrality values, this property is not due to essential 
proteins. In particular, even though removing nodes 
with high betweenness centrality indices is much 

more effective in shattering some of our protein 
interaction networks, their correlation with 
essentiality is reduced to statistically insignificant 
levels by subtracting their correlation with degree 
centrality. Table 1 also matches well- with the results 
of Zotenko et al.  This table also describes some 
biological properties of the elements of vertex cut. 
The first property is essentiality. Essential genes are 
those indispensable for the survival of an organism. 
Therefore, the essential genes are good targets. The 
next property is functional role and biological 
process which shows the function of proteins in cell. 
Over 50% of genes in the cut vertex set are essential. 
The essentiality information of each gene was 
retrieved from  DEG (Database of Essential Genes – 
http://tubic.tju.edu.cn/deg) [18]. Some proteins in the 
cut vertex set are located in cell membrane. Due to 
their accessibility, they are good candidate targets. It 
is noticeable that all proteins in the cut vertex sets 
have fundamental roles in cell and inhibition of each 
of them is harmful for cell survival. So 
corresponding to the diseases, we can choose specific 
targets from the cut. Also, according to the 
antibacterial targets for enteric bacteria retrieved 
from www.drugbank.ca, 20% and 17% of known 
targets are in the vertex cut in E. coli and C. jejuni 
respectively [19-20]. Thus the selected vertices have 
good properties in biological and graph theory 
aspects.   
 
6. Discussion 
 
     By removing the proteins that exist in a cut vertex 
set, the connections between some proteins are 
disconnected as the graph is divided in two separate 
parts. A pathway will be disrupted if their endpoints 
are in different parts. However, partitioning graph 
into a big part vs. a small part is likely to cause the 
two endpoints of a pathway to lie in the big one. We 
want to find targets that disrupt more pathways. So to 
decrease the probability of two endpoints of a 
pathway landing in one partition, we partition the 
graph into two balanced parts. And to decrease the 
minimum number of proteins to be targeted, we find 
a good approximation of minimum cut. This problem 
was also studied by Hormozdiari et al [4]. Their 
algorithm is based on β-balance partitioning in 
weighted graph. So they found a cut set and 
components which have different size.  In this work 
we introduced an algorithm which returns balance 
partition with similar cut size.  
Suppressing an essential gene in a pathogen can 
induce an irreparable damage to the pathogen, 
provided there is no alternative “back-up” pathway 
for the pathogen to counter or escape this effect. If a 
drug fails, and there is no mutation in the drug targets 
in the pathogen, then it is likely that some back-up 
pathways exist. So we need to cut off these escape 



routes. This requires additional proteins to be 
targeted (i.e. the co-targets). Co-targets are protein(s) 
that need to be simultaneously inhibited along with 
the intended target(s), to check emergence of 
resistance to a given drug [2]. 
If back-up pathways are known, suppressing them 
disrupts the viability of pathogen. On the other hand, 
as in the scenario of our paper, the target and drug-
escape pathways are often not known. So our 
algorithm tries to disrupt the maximum number of 
pathways. Consequently, the number of genes 
introduced as co-targets are many. 
Our algorithm can be easily adapted for the scenario 
where back-up pathways are known. The cut vertices 
produced by our algorithm destroy the maximum 
number of pathways, if we simultaneously inhibit 
them. The known target pathway and its backup 
pathways should be among those pathways affected 
by the cut vertices produced by our algorithm. So we 
can choose what genes of these known back-up 
pathways to co-target from the cut set. Obviously, 
the upper bound on the number of co-targets is 
reduced to the number of known backup pathways in 
this scenario. Moreover, we can filter the PPI 
network according to type of drugs (such as different 
kind of antibiotics) as follows: 
1.  We select all the proteins which could be affected    
directly by one of the specific drugs. 
 2.  We also keep the proteins which are in the 
middle of the shortest paths between the selected 
proteins on the step 1 (as done in [2]). 
 3.  We run our algorithm on the resulting network. 
 4.  The vertices in the cut set are (co-)target for the 
considered drugs. 
Also, in this scenario one can choose a subset of 
vertex cut as drug target genes with respect to 
essentiality, cellular position and functional role of 
the genes. Besides, we can compute the betweenness 
of the known drug target in our PPI network and 
substitute that drug target for the vertex in the cut 
with a lower betweenness. Then the vertex cut would 
destroy more paths (back-up pathways). For 
example, we can substitute the proteins with low 
betweenness in cut with rplD having betweenness 20 
and 12 in E. coli and C. jejuni (shown in Tables 6 
and 7). According to the algorithm, most of the hub 
vertices are in the cut set.  So the chance of these 
proteins working well as target or co-target is higher 
than the others. Furthermore, most of the cut vertices 
are essential, which is a good reason to conclude that 
these vertices would be good candidate (co-)targets.  
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Table 1. Cut genes and their essentiality and functional role in C. jejuni and E.coli. 
 

C. jejuni E .coli 

Locus 
name 

Gene 
name 

Essential 
Gene 
/Degree 
/Betweenness 

Functional role Locus 
name 

Gene 
name 

Essential 
Gene 
/Degree 
/Betweenness 

Functional role 

Cj1182c rpsB E/26/40 30S ribosomal protein S2 P36979 yfgB N/19/49 Hypothetical protein yfgB 

Cj1708c rpsJ E/25/72 30S ribosomal protein S10 P08330 prsA E/17/48 Ribose-phosphate 
pyrophosphokinase 

Cj0576 lpxD E/16/27 UDP-3-O-[3-
hydroxymyristoyl] 
glucosamine N-
acyltransferase 

P02364 rpsJ E/13/15 30S ribosomal protein S10 

Cj1713 - N/23/45 putative radical SAM 
domain protein 

P14825 lysU N/12/5 Lysyl-tRNA synthetase, heat 
inducible 

Cj0918c prsA E/16/27 ribose-phosphate 
pyrophosphokinase 

P02351 rpsB E/13/15 30S ribosomal protein S2 

Cj1594 rpsD E/13/8 30S ribosomal protein S4 P32168 hslU N/8/4 ATP-dependent hsl protease 
ATP-binding subunit hslU 

Cj0596 peb4-
cbf2 

N/9/6 major antigenic peptide 
PEB-cell binding factor 

P02423 rplV N/6/3 50S ribosomal protein L22 

Cj1206c ftsY E/8/8 putative signal recognition 
particle protein 

P06961 cca E/11/12 tRNA nucleotidyltransferase 

Cj1037c pycA N/6/5 pyruvate carboxylase A 
subunit 

P10440 lpxA E/10/24 Acyl-[acyl-carrier-protein]--
UDP-N-acetylglucosamine O-
acyltransferase 

Cj0509c clpB N/3/2 ATP-dependent Clp 
protease ATP-binding 
subunit 

P04475 dnaK E/5/2 Chaperone protein dnaK 

Cj0893c rpsA E/5/3 30S ribosomal protein S1 P21645 lpxD E/4/2 UDP-3-O-[3-hydroxymyristoyl] 
glucosamine N-acyltransferase 

Cj0493 fusA E/5/1 elongation factor G P02392 rplL E/4/2 50S ribosomal protein L7/L12 

 P03017 recA N/3/1 RecA protein 

P37181 hybC N/2/1 Hydrogenase-2 large chain 
precursor 

P13519 mreB E/3/2 Rod shape-determining protein 
mreB 

P02905 accB E/4/2 Biotin carboxyl carrier protein of 
acetyl-CoA carboxylase 

 
 
Table2. The properties of drug targets in C.Jejuni and E.coli  

 
 

E.coli C.jejuni 
Gene Degree Betweenness Gene Degree Betweenness 
rplV(in cut) 3 1 rpsD(in cut) 5 1 

murA, rplJ, rplD, rpsD 5,5,12,5 0,2,20,0 gyrA, ileS,  rplD, murA, rplJ 1,1,12,5,5 0,0,8,0,0 



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.6
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /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 0
  /ParseDSCComments false
  /ParseDSCCommentsForDocInfo false
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo false
  /PreserveFlatness true
  /PreserveHalftoneInfo true
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Remove
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
    /AbadiMT-CondensedLight
    /ACaslon-Italic
    /ACaslon-Regular
    /ACaslon-Semibold
    /ACaslon-SemiboldItalic
    /AdobeArabic-Bold
    /AdobeArabic-BoldItalic
    /AdobeArabic-Italic
    /AdobeArabic-Regular
    /AdobeHebrew-Bold
    /AdobeHebrew-BoldItalic
    /AdobeHebrew-Italic
    /AdobeHebrew-Regular
    /AdobeHeitiStd-Regular
    /AdobeMingStd-Light
    /AdobeMyungjoStd-Medium
    /AdobePiStd
    /AdobeSansMM
    /AdobeSerifMM
    /AdobeSongStd-Light
    /AdobeThai-Bold
    /AdobeThai-BoldItalic
    /AdobeThai-Italic
    /AdobeThai-Regular
    /AGaramond-Bold
    /AGaramond-BoldItalic
    /AGaramond-Italic
    /AGaramond-Regular
    /AGaramond-Semibold
    /AGaramond-SemiboldItalic
    /AgencyFB-Bold
    /AgencyFB-Reg
    /AGOldFace-Outline
    /AharoniBold
    /Algerian
    /Americana
    /Americana-ExtraBold
    /AndaleMono
    /AndaleMonoIPA
    /AngsanaNew
    /AngsanaNew-Bold
    /AngsanaNew-BoldItalic
    /AngsanaNew-Italic
    /AngsanaUPC
    /AngsanaUPC-Bold
    /AngsanaUPC-BoldItalic
    /AngsanaUPC-Italic
    /Anna
    /ArialAlternative
    /ArialAlternativeSymbol
    /Arial-Black
    /Arial-BlackItalic
    /Arial-BoldItalicMT
    /Arial-BoldMT
    /Arial-ItalicMT
    /ArialMT
    /ArialMT-Black
    /ArialNarrow
    /ArialNarrow-Bold
    /ArialNarrow-BoldItalic
    /ArialNarrow-Italic
    /ArialRoundedMTBold
    /ArialUnicodeMS
    /ArrusBT-Bold
    /ArrusBT-BoldItalic
    /ArrusBT-Italic
    /ArrusBT-Roman
    /AvantGarde-Book
    /AvantGarde-BookOblique
    /AvantGarde-Demi
    /AvantGarde-DemiOblique
    /AvantGardeITCbyBT-Book
    /AvantGardeITCbyBT-BookOblique
    /BakerSignet
    /BankGothicBT-Medium
    /Barmeno-Bold
    /Barmeno-ExtraBold
    /Barmeno-Medium
    /Barmeno-Regular
    /Baskerville
    /BaskervilleBE-Italic
    /BaskervilleBE-Medium
    /BaskervilleBE-MediumItalic
    /BaskervilleBE-Regular
    /Baskerville-Bold
    /Baskerville-BoldItalic
    /Baskerville-Italic
    /BaskOldFace
    /Batang
    /BatangChe
    /Bauhaus93
    /Bellevue
    /BellGothicStd-Black
    /BellGothicStd-Bold
    /BellGothicStd-Light
    /BellMT
    /BellMTBold
    /BellMTItalic
    /BerlingAntiqua-Bold
    /BerlingAntiqua-BoldItalic
    /BerlingAntiqua-Italic
    /BerlingAntiqua-Roman
    /BerlinSansFB-Bold
    /BerlinSansFBDemi-Bold
    /BerlinSansFB-Reg
    /BernardMT-Condensed
    /BernhardModernBT-Bold
    /BernhardModernBT-BoldItalic
    /BernhardModernBT-Italic
    /BernhardModernBT-Roman
    /BiffoMT
    /BinnerD
    /BinnerGothic
    /BlackadderITC-Regular
    /Blackoak
    /Bodoni
    /Bodoni-Bold
    /Bodoni-BoldItalic
    /Bodoni-Italic
    /BodoniMT
    /BodoniMTBlack
    /BodoniMTBlack-Italic
    /BodoniMT-Bold
    /BodoniMT-BoldItalic
    /BodoniMTCondensed
    /BodoniMTCondensed-Bold
    /BodoniMTCondensed-BoldItalic
    /BodoniMTCondensed-Italic
    /BodoniMT-Italic
    /BodoniMTPosterCompressed
    /Bodoni-Poster
    /Bodoni-PosterCompressed
    /BookAntiqua
    /BookAntiqua-Bold
    /BookAntiqua-BoldItalic
    /BookAntiqua-Italic
    /Bookman-Demi
    /Bookman-DemiItalic
    /Bookman-Light
    /Bookman-LightItalic
    /BookmanOldStyle
    /BookmanOldStyle-Bold
    /BookmanOldStyle-BoldItalic
    /BookmanOldStyle-Italic
    /BookshelfSymbolOne-Regular
    /BookshelfSymbolSeven
    /BookshelfSymbolThree-Regular
    /BookshelfSymbolTwo-Regular
    /Botanical
    /Boton-Italic
    /Boton-Medium
    /Boton-MediumItalic
    /Boton-Regular
    /Boulevard
    /BradleyHandITC
    /Braggadocio
    /BritannicBold
    /Broadway
    /BrowalliaNew
    /BrowalliaNew-Bold
    /BrowalliaNew-BoldItalic
    /BrowalliaNew-Italic
    /BrowalliaUPC
    /BrowalliaUPC-Bold
    /BrowalliaUPC-BoldItalic
    /BrowalliaUPC-Italic
    /BrushScript
    /BrushScriptMT
    /CaflischScript-Bold
    /CaflischScript-Regular
    /Calibri
    /Calibri-Bold
    /Calibri-BoldItalic
    /Calibri-Italic
    /CalifornianFB-Bold
    /CalifornianFB-Italic
    /CalifornianFB-Reg
    /CalisMTBol
    /CalistoMT
    /CalistoMT-BoldItalic
    /CalistoMT-Italic
    /Cambria
    /Cambria-Bold
    /Cambria-BoldItalic
    /Cambria-Italic
    /CambriaMath
    /Candara
    /Candara-Bold
    /Candara-BoldItalic
    /Candara-Italic
    /Carta
    /CaslonOpenfaceBT-Regular
    /Castellar
    /CastellarMT
    /Centaur
    /Centaur-Italic
    /Century
    /CenturyGothic
    /CenturyGothic-Bold
    /CenturyGothic-BoldItalic
    /CenturyGothic-Italic
    /CenturySchL-Bold
    /CenturySchL-BoldItal
    /CenturySchL-Ital
    /CenturySchL-Roma
    /CenturySchoolbook
    /CenturySchoolbook-Bold
    /CenturySchoolbook-BoldItalic
    /CenturySchoolbook-Italic
    /CGTimes-Bold
    /CGTimes-BoldItalic
    /CGTimes-Italic
    /CGTimes-Regular
    /CharterBT-Bold
    /CharterBT-BoldItalic
    /CharterBT-Italic
    /CharterBT-Roman
    /CheltenhamITCbyBT-Bold
    /CheltenhamITCbyBT-BoldItalic
    /CheltenhamITCbyBT-Book
    /CheltenhamITCbyBT-BookItalic
    /Chiller-Regular
    /CMB10
    /CMBSY10
    /CMBSY5
    /CMBSY6
    /CMBSY7
    /CMBSY8
    /CMBSY9
    /CMBX10
    /CMBX12
    /CMBX5
    /CMBX6
    /CMBX7
    /CMBX8
    /CMBX9
    /CMBXSL10
    /CMBXTI10
    /CMCSC10
    /CMCSC8
    /CMCSC9
    /CMDUNH10
    /CMEX10
    /CMEX7
    /CMEX8
    /CMEX9
    /CMFF10
    /CMFI10
    /CMFIB8
    /CMINCH
    /CMITT10
    /CMMI10
    /CMMI12
    /CMMI5
    /CMMI6
    /CMMI7
    /CMMI8
    /CMMI9
    /CMMIB10
    /CMMIB5
    /CMMIB6
    /CMMIB7
    /CMMIB8
    /CMMIB9
    /CMR10
    /CMR12
    /CMR17
    /CMR5
    /CMR6
    /CMR7
    /CMR8
    /CMR9
    /CMSL10
    /CMSL12
    /CMSL8
    /CMSL9
    /CMSLTT10
    /CMSS10
    /CMSS12
    /CMSS17
    /CMSS8
    /CMSS9
    /CMSSBX10
    /CMSSDC10
    /CMSSI10
    /CMSSI12
    /CMSSI17
    /CMSSI8
    /CMSSI9
    /CMSSQ8
    /CMSSQI8
    /CMSY10
    /CMSY5
    /CMSY6
    /CMSY7
    /CMSY8
    /CMSY9
    /CMTCSC10
    /CMTEX10
    /CMTEX8
    /CMTEX9
    /CMTI10
    /CMTI12
    /CMTI7
    /CMTI8
    /CMTI9
    /CMTT10
    /CMTT12
    /CMTT8
    /CMTT9
    /CMU10
    /CMVTT10
    /ColonnaMT
    /Colossalis-Bold
    /ComicSansMS
    /ComicSansMS-Bold
    /Consolas
    /Consolas-Bold
    /Consolas-BoldItalic
    /Consolas-Italic
    /Constantia
    /Constantia-Bold
    /Constantia-BoldItalic
    /Constantia-Italic
    /CooperBlack
    /CopperplateGothic-Bold
    /CopperplateGothic-Light
    /Copperplate-ThirtyThreeBC
    /Corbel
    /Corbel-Bold
    /Corbel-BoldItalic
    /Corbel-Italic
    /CordiaNew
    /CordiaNew-Bold
    /CordiaNew-BoldItalic
    /CordiaNew-Italic
    /CordiaUPC
    /CordiaUPC-Bold
    /CordiaUPC-BoldItalic
    /CordiaUPC-Italic
    /Courier
    /Courier-Bold
    /Courier-BoldOblique
    /CourierNewPS-BoldItalicMT
    /CourierNewPS-BoldMT
    /CourierNewPS-ItalicMT
    /CourierNewPSMT
    /Courier-Oblique
    /CourierStd
    /CourierStd-Bold
    /CourierStd-BoldOblique
    /CourierStd-Oblique
    /CourierX-Bold
    /CourierX-BoldOblique
    /CourierX-Oblique
    /CourierX-Regular
    /CreepyRegular
    /CurlzMT
    /David-Bold
    /David-Reg
    /DavidTransparent
    /Desdemona
    /DilleniaUPC
    /DilleniaUPCBold
    /DilleniaUPCBoldItalic
    /DilleniaUPCItalic
    /Dingbats
    /DomCasual
    /Dotum
    /DotumChe
    /EdwardianScriptITC
    /Elephant-Italic
    /Elephant-Regular
    /EngraversGothicBT-Regular
    /EngraversMT
    /EraserDust
    /ErasITC-Bold
    /ErasITC-Demi
    /ErasITC-Light
    /ErasITC-Medium
    /ErieBlackPSMT
    /ErieLightPSMT
    /EriePSMT
    /EstrangeloEdessa
    /Euclid
    /Euclid-Bold
    /Euclid-BoldItalic
    /EuclidExtra
    /EuclidExtra-Bold
    /EuclidFraktur
    /EuclidFraktur-Bold
    /Euclid-Italic
    /EuclidMathOne
    /EuclidMathOne-Bold
    /EuclidMathTwo
    /EuclidMathTwo-Bold
    /EuclidSymbol
    /EuclidSymbol-Bold
    /EuclidSymbol-BoldItalic
    /EuclidSymbol-Italic
    /EucrosiaUPC
    /EucrosiaUPCBold
    /EucrosiaUPCBoldItalic
    /EucrosiaUPCItalic
    /EUEX10
    /EUEX7
    /EUEX8
    /EUEX9
    /EUFB10
    /EUFB5
    /EUFB7
    /EUFM10
    /EUFM5
    /EUFM7
    /EURB10
    /EURB5
    /EURB7
    /EURM10
    /EURM5
    /EURM7
    /EuroMono-Bold
    /EuroMono-BoldItalic
    /EuroMono-Italic
    /EuroMono-Regular
    /EuroSans-Bold
    /EuroSans-BoldItalic
    /EuroSans-Italic
    /EuroSans-Regular
    /EuroSerif-Bold
    /EuroSerif-BoldItalic
    /EuroSerif-Italic
    /EuroSerif-Regular
    /EuroSig
    /EUSB10
    /EUSB5
    /EUSB7
    /EUSM10
    /EUSM5
    /EUSM7
    /FelixTitlingMT
    /Fences
    /FencesPlain
    /FigaroMT
    /FixedMiriamTransparent
    /FootlightMTLight
    /Formata-Italic
    /Formata-Medium
    /Formata-MediumItalic
    /Formata-Regular
    /ForteMT
    /FranklinGothic-Book
    /FranklinGothic-BookItalic
    /FranklinGothic-Demi
    /FranklinGothic-DemiCond
    /FranklinGothic-DemiItalic
    /FranklinGothic-Heavy
    /FranklinGothic-HeavyItalic
    /FranklinGothicITCbyBT-Book
    /FranklinGothicITCbyBT-BookItal
    /FranklinGothicITCbyBT-Demi
    /FranklinGothicITCbyBT-DemiItal
    /FranklinGothic-Medium
    /FranklinGothic-MediumCond
    /FranklinGothic-MediumItalic
    /FrankRuehl
    /FreesiaUPC
    /FreesiaUPCBold
    /FreesiaUPCBoldItalic
    /FreesiaUPCItalic
    /FreestyleScript-Regular
    /FrenchScriptMT
    /Frutiger-Black
    /Frutiger-BlackCn
    /Frutiger-BlackItalic
    /Frutiger-Bold
    /Frutiger-BoldCn
    /Frutiger-BoldItalic
    /Frutiger-Cn
    /Frutiger-ExtraBlackCn
    /Frutiger-Italic
    /Frutiger-Light
    /Frutiger-LightCn
    /Frutiger-LightItalic
    /Frutiger-Roman
    /Frutiger-UltraBlack
    /Futura-Bold
    /Futura-BoldOblique
    /Futura-Book
    /Futura-BookOblique
    /FuturaBT-Bold
    /FuturaBT-BoldItalic
    /FuturaBT-Book
    /FuturaBT-BookItalic
    /FuturaBT-Medium
    /FuturaBT-MediumItalic
    /Futura-Light
    /Futura-LightOblique
    /GalliardITCbyBT-Bold
    /GalliardITCbyBT-BoldItalic
    /GalliardITCbyBT-Italic
    /GalliardITCbyBT-Roman
    /Garamond
    /Garamond-Bold
    /Garamond-BoldCondensed
    /Garamond-BoldCondensedItalic
    /Garamond-BoldItalic
    /Garamond-BookCondensed
    /Garamond-BookCondensedItalic
    /Garamond-Italic
    /Garamond-LightCondensed
    /Garamond-LightCondensedItalic
    /Gautami
    /GeometricSlab703BT-Light
    /GeometricSlab703BT-LightItalic
    /Georgia
    /Georgia-Bold
    /Georgia-BoldItalic
    /Georgia-Italic
    /GeorgiaRef
    /Giddyup
    /Giddyup-Thangs
    /Gigi-Regular
    /GillSans
    /GillSans-Bold
    /GillSans-BoldItalic
    /GillSans-Condensed
    /GillSans-CondensedBold
    /GillSans-Italic
    /GillSans-Light
    /GillSans-LightItalic
    /GillSansMT
    /GillSansMT-Bold
    /GillSansMT-BoldItalic
    /GillSansMT-Condensed
    /GillSansMT-ExtraCondensedBold
    /GillSansMT-Italic
    /GillSans-UltraBold
    /GillSans-UltraBoldCondensed
    /GloucesterMT-ExtraCondensed
    /Gothic-Thirteen
    /GoudyOldStyleBT-Bold
    /GoudyOldStyleBT-BoldItalic
    /GoudyOldStyleBT-Italic
    /GoudyOldStyleBT-Roman
    /GoudyOldStyleT-Bold
    /GoudyOldStyleT-Italic
    /GoudyOldStyleT-Regular
    /GoudyStout
    /GoudyTextMT-LombardicCapitals
    /GSIDefaultSymbols
    /Gulim
    /GulimChe
    /Gungsuh
    /GungsuhChe
    /Haettenschweiler
    /HarlowSolid
    /Harrington
    /Helvetica
    /Helvetica-Black
    /Helvetica-BlackOblique
    /Helvetica-Bold
    /Helvetica-BoldOblique
    /Helvetica-Condensed
    /Helvetica-Condensed-Black
    /Helvetica-Condensed-BlackObl
    /Helvetica-Condensed-Bold
    /Helvetica-Condensed-BoldObl
    /Helvetica-Condensed-Light
    /Helvetica-Condensed-LightObl
    /Helvetica-Condensed-Oblique
    /Helvetica-Fraction
    /Helvetica-Narrow
    /Helvetica-Narrow-Bold
    /Helvetica-Narrow-BoldOblique
    /Helvetica-Narrow-Oblique
    /Helvetica-Oblique
    /HighTowerText-Italic
    /HighTowerText-Reg
    /Humanist521BT-BoldCondensed
    /Humanist521BT-Light
    /Humanist521BT-LightItalic
    /Humanist521BT-RomanCondensed
    /Imago-ExtraBold
    /Impact
    /ImprintMT-Shadow
    /InformalRoman-Regular
    /IrisUPC
    /IrisUPCBold
    /IrisUPCBoldItalic
    /IrisUPCItalic
    /Ironwood
    /ItcEras-Medium
    /ItcKabel-Bold
    /ItcKabel-Book
    /ItcKabel-Demi
    /ItcKabel-Medium
    /ItcKabel-Ultra
    /JasmineUPC
    /JasmineUPC-Bold
    /JasmineUPC-BoldItalic
    /JasmineUPC-Italic
    /JoannaMT
    /JoannaMT-Italic
    /Jokerman-Regular
    /JuiceITC-Regular
    /Kartika
    /Kaufmann
    /KaufmannBT-Bold
    /KaufmannBT-Regular
    /KidTYPEPaint
    /KinoMT
    /KodchiangUPC
    /KodchiangUPC-Bold
    /KodchiangUPC-BoldItalic
    /KodchiangUPC-Italic
    /KorinnaITCbyBT-Regular
    /KozGoProVI-Medium
    /KozMinProVI-Regular
    /KristenITC-Regular
    /KunstlerScript
    /Latha
    /LatinWide
    /LetterGothic
    /LetterGothic-Bold
    /LetterGothic-BoldOblique
    /LetterGothic-BoldSlanted
    /LetterGothicMT
    /LetterGothicMT-Bold
    /LetterGothicMT-BoldOblique
    /LetterGothicMT-Oblique
    /LetterGothic-Slanted
    /LetterGothicStd
    /LetterGothicStd-Bold
    /LetterGothicStd-BoldSlanted
    /LetterGothicStd-Slanted
    /LevenimMT
    /LevenimMTBold
    /LilyUPC
    /LilyUPCBold
    /LilyUPCBoldItalic
    /LilyUPCItalic
    /Lithos-Black
    /Lithos-Regular
    /LotusWPBox-Roman
    /LotusWPIcon-Roman
    /LotusWPIntA-Roman
    /LotusWPIntB-Roman
    /LotusWPType-Roman
    /LucidaBright
    /LucidaBright-Demi
    /LucidaBright-DemiItalic
    /LucidaBright-Italic
    /LucidaCalligraphy-Italic
    /LucidaConsole
    /LucidaFax
    /LucidaFax-Demi
    /LucidaFax-DemiItalic
    /LucidaFax-Italic
    /LucidaHandwriting-Italic
    /LucidaSans
    /LucidaSans-Demi
    /LucidaSans-DemiItalic
    /LucidaSans-Italic
    /LucidaSans-Typewriter
    /LucidaSans-TypewriterBold
    /LucidaSans-TypewriterBoldOblique
    /LucidaSans-TypewriterOblique
    /LucidaSansUnicode
    /Lydian
    /Magneto-Bold
    /MaiandraGD-Regular
    /Mangal-Regular
    /Map-Symbols
    /MathA
    /MathB
    /MathC
    /Mathematica1
    /Mathematica1-Bold
    /Mathematica1Mono
    /Mathematica1Mono-Bold
    /Mathematica2
    /Mathematica2-Bold
    /Mathematica2Mono
    /Mathematica2Mono-Bold
    /Mathematica3
    /Mathematica3-Bold
    /Mathematica3Mono
    /Mathematica3Mono-Bold
    /Mathematica4
    /Mathematica4-Bold
    /Mathematica4Mono
    /Mathematica4Mono-Bold
    /Mathematica5
    /Mathematica5-Bold
    /Mathematica5Mono
    /Mathematica5Mono-Bold
    /Mathematica6
    /Mathematica6Bold
    /Mathematica6Mono
    /Mathematica6MonoBold
    /Mathematica7
    /Mathematica7Bold
    /Mathematica7Mono
    /Mathematica7MonoBold
    /MatisseITC-Regular
    /MaturaMTScriptCapitals
    /Mesquite
    /Mezz-Black
    /Mezz-Regular
    /MICR
    /MicrosoftSansSerif
    /MingLiU
    /Minion-BoldCondensed
    /Minion-BoldCondensedItalic
    /Minion-Condensed
    /Minion-CondensedItalic
    /Minion-Ornaments
    /MinionPro-Bold
    /MinionPro-BoldIt
    /MinionPro-It
    /MinionPro-Regular
    /MinionPro-Semibold
    /MinionPro-SemiboldIt
    /Miriam
    /MiriamFixed
    /MiriamTransparent
    /Mistral
    /Modern-Regular
    /MonotypeCorsiva
    /MonotypeSorts
    /MSAM10
    /MSAM5
    /MSAM6
    /MSAM7
    /MSAM8
    /MSAM9
    /MSBM10
    /MSBM5
    /MSBM6
    /MSBM7
    /MSBM8
    /MSBM9
    /MS-Gothic
    /MSHei
    /MSLineDrawPSMT
    /MS-Mincho
    /MSOutlook
    /MS-PGothic
    /MS-PMincho
    /MSReference1
    /MSReference2
    /MSReferenceSansSerif
    /MSReferenceSansSerif-Bold
    /MSReferenceSansSerif-BoldItalic
    /MSReferenceSansSerif-Italic
    /MSReferenceSerif
    /MSReferenceSerif-Bold
    /MSReferenceSerif-BoldItalic
    /MSReferenceSerif-Italic
    /MSReferenceSpecialty
    /MSSong
    /MS-UIGothic
    /MT-Extra
    /MT-Symbol
    /MT-Symbol-Italic
    /MVBoli
    /Myriad-Bold
    /Myriad-BoldItalic
    /Myriad-Italic
    /MyriadPro-Black
    /MyriadPro-BlackIt
    /MyriadPro-Bold
    /MyriadPro-BoldIt
    /MyriadPro-It
    /MyriadPro-Light
    /MyriadPro-LightIt
    /MyriadPro-Regular
    /MyriadPro-Semibold
    /MyriadPro-SemiboldIt
    /Myriad-Roman
    /Narkisim
    /NewCenturySchlbk-Bold
    /NewCenturySchlbk-BoldItalic
    /NewCenturySchlbk-Italic
    /NewCenturySchlbk-Roman
    /NewMilleniumSchlbk-BoldItalicSH
    /NewsGothic
    /NewsGothic-Bold
    /NewsGothicBT-Bold
    /NewsGothicBT-BoldItalic
    /NewsGothicBT-Italic
    /NewsGothicBT-Roman
    /NewsGothic-Condensed
    /NewsGothic-Italic
    /NewsGothicMT
    /NewsGothicMT-Bold
    /NewsGothicMT-Italic
    /NiagaraEngraved-Reg
    /NiagaraSolid-Reg
    /NimbusMonL-Bold
    /NimbusMonL-BoldObli
    /NimbusMonL-Regu
    /NimbusMonL-ReguObli
    /NimbusRomNo9L-Medi
    /NimbusRomNo9L-MediItal
    /NimbusRomNo9L-Regu
    /NimbusRomNo9L-ReguItal
    /NimbusSanL-Bold
    /NimbusSanL-BoldCond
    /NimbusSanL-BoldCondItal
    /NimbusSanL-BoldItal
    /NimbusSanL-Regu
    /NimbusSanL-ReguCond
    /NimbusSanL-ReguCondItal
    /NimbusSanL-ReguItal
    /Nimrod
    /Nimrod-Bold
    /Nimrod-BoldItalic
    /Nimrod-Italic
    /NSimSun
    /Nueva-BoldExtended
    /Nueva-BoldExtendedItalic
    /Nueva-Italic
    /Nueva-Roman
    /NuptialScript
    /OCRA
    /OCRA-Alternate
    /OCRAExtended
    /OCRB
    /OCRB-Alternate
    /OfficinaSans-Bold
    /OfficinaSans-BoldItalic
    /OfficinaSans-Book
    /OfficinaSans-BookItalic
    /OfficinaSerif-Bold
    /OfficinaSerif-BoldItalic
    /OfficinaSerif-Book
    /OfficinaSerif-BookItalic
    /OldEnglishTextMT
    /Onyx
    /OnyxBT-Regular
    /OzHandicraftBT-Roman
    /PalaceScriptMT
    /Palatino-Bold
    /Palatino-BoldItalic
    /Palatino-Italic
    /PalatinoLinotype-Bold
    /PalatinoLinotype-BoldItalic
    /PalatinoLinotype-Italic
    /PalatinoLinotype-Roman
    /Palatino-Roman
    /PapyrusPlain
    /Papyrus-Regular
    /Parchment-Regular
    /Parisian
    /ParkAvenue
    /Penumbra-SemiboldFlare
    /Penumbra-SemiboldSans
    /Penumbra-SemiboldSerif
    /PepitaMT
    /Perpetua
    /Perpetua-Bold
    /Perpetua-BoldItalic
    /Perpetua-Italic
    /PerpetuaTitlingMT-Bold
    /PerpetuaTitlingMT-Light
    /PhotinaCasualBlack
    /Playbill
    /PMingLiU
    /Poetica-SuppOrnaments
    /PoorRichard-Regular
    /PopplLaudatio-Italic
    /PopplLaudatio-Medium
    /PopplLaudatio-MediumItalic
    /PopplLaudatio-Regular
    /PrestigeElite
    /Pristina-Regular
    /PTBarnumBT-Regular
    /Raavi
    /RageItalic
    /Ravie
    /RefSpecialty
    /Ribbon131BT-Bold
    /Rockwell
    /Rockwell-Bold
    /Rockwell-BoldItalic
    /Rockwell-Condensed
    /Rockwell-CondensedBold
    /Rockwell-ExtraBold
    /Rockwell-Italic
    /Rockwell-Light
    /Rockwell-LightItalic
    /Rod
    /RodTransparent
    /RunicMT-Condensed
    /Sanvito-Light
    /Sanvito-Roman
    /ScriptC
    /ScriptMTBold
    /SegoeUI
    /SegoeUI-Bold
    /SegoeUI-BoldItalic
    /SegoeUI-Italic
    /Serpentine-BoldOblique
    /ShelleyVolanteBT-Regular
    /ShowcardGothic-Reg
    /Shruti
    /SimHei
    /SimSun
    /SnapITC-Regular
    /StandardSymL
    /Stencil
    /StoneSans
    /StoneSans-Bold
    /StoneSans-BoldItalic
    /StoneSans-Italic
    /StoneSans-Semibold
    /StoneSans-SemiboldItalic
    /Stop
    /Swiss721BT-BlackExtended
    /Sylfaen
    /Symbol
    /SymbolMT
    /Tahoma
    /Tahoma-Bold
    /Tci1
    /Tci1Bold
    /Tci1BoldItalic
    /Tci1Italic
    /Tci2
    /Tci2Bold
    /Tci2BoldItalic
    /Tci2Italic
    /Tci3
    /Tci3Bold
    /Tci3BoldItalic
    /Tci3Italic
    /Tci4
    /Tci4Bold
    /Tci4BoldItalic
    /Tci4Italic
    /TechnicalItalic
    /TechnicalPlain
    /Tekton
    /Tekton-Bold
    /TektonMM
    /Tempo-HeavyCondensed
    /Tempo-HeavyCondensedItalic
    /TempusSansITC
    /Times-Bold
    /Times-BoldItalic
    /Times-BoldItalicOsF
    /Times-BoldSC
    /Times-ExtraBold
    /Times-Italic
    /Times-ItalicOsF
    /TimesNewRomanMT-ExtraBold
    /TimesNewRomanPS-BoldItalicMT
    /TimesNewRomanPS-BoldMT
    /TimesNewRomanPS-ItalicMT
    /TimesNewRomanPSMT
    /Times-Roman
    /Times-RomanSC
    /Trajan-Bold
    /Trebuchet-BoldItalic
    /TrebuchetMS
    /TrebuchetMS-Bold
    /TrebuchetMS-Italic
    /Tunga-Regular
    /TwCenMT-Bold
    /TwCenMT-BoldItalic
    /TwCenMT-Condensed
    /TwCenMT-CondensedBold
    /TwCenMT-CondensedExtraBold
    /TwCenMT-CondensedMedium
    /TwCenMT-Italic
    /TwCenMT-Regular
    /Univers-Bold
    /Univers-BoldItalic
    /UniversCondensed-Bold
    /UniversCondensed-BoldItalic
    /UniversCondensed-Medium
    /UniversCondensed-MediumItalic
    /Univers-Medium
    /Univers-MediumItalic
    /URWBookmanL-DemiBold
    /URWBookmanL-DemiBoldItal
    /URWBookmanL-Ligh
    /URWBookmanL-LighItal
    /URWChanceryL-MediItal
    /URWGothicL-Book
    /URWGothicL-BookObli
    /URWGothicL-Demi
    /URWGothicL-DemiObli
    /URWPalladioL-Bold
    /URWPalladioL-BoldItal
    /URWPalladioL-Ital
    /URWPalladioL-Roma
    /USPSBarCode
    /VAGRounded-Black
    /VAGRounded-Bold
    /VAGRounded-Light
    /VAGRounded-Thin
    /Verdana
    /Verdana-Bold
    /Verdana-BoldItalic
    /Verdana-Italic
    /VerdanaRef
    /VinerHandITC
    /Viva-BoldExtraExtended
    /Vivaldii
    /Viva-LightCondensed
    /Viva-Regular
    /VladimirScript
    /Vrinda
    /Webdings
    /Westminster
    /Willow
    /Wingdings2
    /Wingdings3
    /Wingdings-Regular
    /WNCYB10
    /WNCYI10
    /WNCYR10
    /WNCYSC10
    /WNCYSS10
    /WoodtypeOrnaments-One
    /WoodtypeOrnaments-Two
    /WP-ArabicScriptSihafa
    /WP-ArabicSihafa
    /WP-BoxDrawing
    /WP-CyrillicA
    /WP-CyrillicB
    /WP-GreekCentury
    /WP-GreekCourier
    /WP-GreekHelve
    /WP-HebrewDavid
    /WP-IconicSymbolsA
    /WP-IconicSymbolsB
    /WP-Japanese
    /WP-MathA
    /WP-MathB
    /WP-MathExtendedA
    /WP-MathExtendedB
    /WP-MultinationalAHelve
    /WP-MultinationalARoman
    /WP-MultinationalBCourier
    /WP-MultinationalBHelve
    /WP-MultinationalBRoman
    /WP-MultinationalCourier
    /WP-Phonetic
    /WPTypographicSymbols
    /XYATIP10
    /XYBSQL10
    /XYBTIP10
    /XYCIRC10
    /XYCMAT10
    /XYCMBT10
    /XYDASH10
    /XYEUAT10
    /XYEUBT10
    /ZapfChancery-MediumItalic
    /ZapfDingbats
    /ZapfHumanist601BT-Bold
    /ZapfHumanist601BT-BoldItalic
    /ZapfHumanist601BT-Demi
    /ZapfHumanist601BT-DemiItalic
    /ZapfHumanist601BT-Italic
    /ZapfHumanist601BT-Roman
    /ZWAdobeF
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 200
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 2.00333
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /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 200
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 2.00333
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /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 400
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.00167
  /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

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e5c4f5e55663e793a3001901a8fc775355b5090ae4ef653d190014ee553ca901a8fc756e072797f5153d15e03300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc87a25e55986f793a3001901a904e96fb5b5090f54ef650b390014ee553ca57287db2969b7db28def4e0a767c5e03300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV <>
    /HUN <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020d654ba740020d45cc2dc002c0020c804c7900020ba54c77c002c0020c778d130b137c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /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 <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /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.)
  >>
  /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 [600 600]
  /PageSize [612.000 792.000]
>> setpagedevice


