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Use of quantitative shotgun proteomics to
identify fibronectin 1 as a potential plasma
biomarker for clear cell carcinoma of the
kidney
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Abstract. Background: Early detection would be one of the most effective means to improve the outcome of renal cell carcinoma
(RCC). We searched for a new plasma marker for RCC using a label-free quantitative shotgun proteomics method.
Methods: Plasma proteins were digested by trypsin, and the resulting peptides were analyzed by 2-Dimensional Image Converted
Analysis of Liquid chromatography mass spectrometry (2DICAL). An identified biomarker candidate was subjected to validation
using the Amplified Luminescent Proximity Homogeneous Assay (AlphaLISA).
Results: Among a total of 23,407 independent MS peaks, we found that the mean intensity of 59 peaks significantly differed
between 20 clear cell RCC patients and 20 healthy controls. MS/MS spectra from 16 of the 59 peaks matched the amino acid
sequences of the fibronectin 1 (FN1) gene product. The increased plasma level of FN1 in RCC patients was validated in a cohort
of in 77 patients and 130 healthy controls (p < 0.0001).
Conclusions: The FN1 is considered to be a promising biomarker candidate for clear cell RCC. Furthermore, AlphaLISA is an
alternate to the conventional enzyme-linked immunosorbent assay and should prove useful for the rapid validation of biomarker
candidates.
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1. Introduction

The incidence of renal cell carcinoma (RCC) has
been increasing since 1980s in western countries as
well as Japan and is now the third most common malig-
nancy of the urinary tract following prostate and blad-
der cancers [1]. Although early detection and treat-
ment are considered to be the most effective methods to
improve the outcome of patients with any cancer, RCC
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patients often do not manifest clinical symptoms and
receive medical attention until their tumors progress to
advanced stages [2–4]. Recently, ultrasound and CT
scan can detect smaller renal tumors. However, we
do need an effective plasma biomarker for differentiat-
ing the malignant from the benign when a patient was
found with a small renal mass, which cannot be easily
judged from ultrasound or CT scan [5]. Therefore, it
is necessary to identify the tumor marker better than
neither ultrasound test nor CT scan in diagnosing small
renal mass. If a sensitive but non-invasive blood as-
say that can detect early-stage RCC were available, it
would greatly improve the curative rate of RCC.

Shotgun proteomics is an established technique in
which whole proteins are enzymatically digested in-
to a large array of small peptide fragments followed
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by direct analysis by liquid chromatography and mass
spectrometry (LC-MS). We previously developed soft-
ware named 2DICAL that can provide a quantitative
dimension to shotgun proteomics [6]. 2DICAL can ac-
curately align different LC-MS data and compare the
protein content of a theoretically unlimited number of
samples without isotope labeling [7]. 2DICAL is high-
ly advantageousmethods in clinical studies that require
the comparison of a statistically sufficient number of
patient samples [8]. Using 2DICAL, we were able
to identify diagnostic biomarkers for endometrial and
pancreatic cancers [7,8] and predictive biomarkers for
hematologic toxicities and therapeutic efficacy of gem-
citabine treatment to patients with advanced pancreatic
cancer [9].

In this study we compared the plasma proteome be-
tween RCC patients and healthy controls using 2DI-
CAL with the aim to identify a newdiagnostic biomark-
er that can be used for a blood test. RCC consists of
clear cell (75%), papillary (10%), chromophobe (5%)
and other subtypes [10], and we first focused on clear
cell carcinoma, the most common subtype of RCC. We
discovered a significant increase of circulating plasma
FN1 in patients with RCC and confirmed its signifi-
cance in a larger patient cohort using a newly estab-
lished measurement system.

2. Materials and methods

2.1. Plasma samples

Plasma samples were prospectively collected from
RCC patients, prostate cancer patients and healthy vol-
unteers at the Department of Urology, Kyushu Univer-
sity Hospital (Fukuoka, Japan) between October 2000
and January 2008. To exclude sampling bias, all the
patients’ whole blood (7 ml) was collected in the same
tube (EDTA-2Na tube, Venoject II, Terumo, Japan) be-
fore the surgery or first treatment. These blood samples
were stored in 4◦C for 1 hour and plasma was sepa-
rated after centrifugation, aliquoted into 1 ml samples
in 1.5 ml eppendorf tubes, and stored at −80◦C. The
control samples were collected and stored under the
same condition. All the samples had the only one cycle
of freeze-and-thaw. As we excluded the non-clear cell
subtype and benign kidney tumors, the plasma from
77 histopathologically proven clear cell cancer patients
were used for the analysis. Control plasma samples
were randomly selected from 20 patients with prostate
cancer and 130 healthy individuals after adjusting the

age and gender. The clinical stage of each patient was
classified according to the 7th edition UICC TNM clas-
sification [11]. Twenty RCC patients (excluding those
in stage IV) were selected for analysis using 2DICAL
in an effort to detect early stage biomarkers (Table 1).

2.2. Ethics

All individuals provided written informed consent
authorizing the collection and use of their samples for
research purposes. The protocol was reviewed and ap-
proved by the institutional ethics committee boards of
the National Cancer Center Research Institute (Tokyo,
Japan) and the Kyushu University (Fukuoka, Japan).

2.3. LC-MS

The 20 most abundant plasma proteins including al-
bumin and immunoglobulin were removed using Prot-
Prep 20 Plasma Immunodepletion Kit (Sigma-Aldrich,
St. Louis, MO) following the manufacturer’s instruc-
tions. The depleted plasma samples were then digest-
ed with trypsin (Promega, Madison, WI) overnight
at 37◦C. The resulting peptides were randomized and
measured in triplicate by LC-MS. LC separation in a
linear gradient of 0 to 80% acetonitrile in 0.1% formic
acid at a speed of 200 nL/minute for 60 minutes was
conducted using a splitless nano-flow HPLC system
(Hitachi High-technologies, Tokyo, Japan). MS da-
ta were acquired every second for 60 minutes by an
electrospray ionization mass spectrometer (Q-TOF Ul-
tima; Waters, Milford, MC) directly linked to an LC in
the range of 250–1600 m/z. MS peaks were detected,
normalized, and quantified using the in-house 2DICAL
software package as described previously [7]. A serial
ID number was applied to each of the MS peaks de-
tected (ID 1 to 23,407) [9]. The stability of LC-MS
wasmonitored by calculating the correlation coefficient
(CC) and coefficient of variance (CV) values among
triplicate measurements.

2.4. Protein identification by tandem mass
spectrometry (MS/MS)

Peak lists were generated using the Mass Navigator
software package (version 1.2) (Mitsui Knowledge In-
dustry, Tokyo, Japan) and searched against the Swis-
sProt database (SwissProt 57.6.fast) using the Mas-
cot software package (version 2.2.06) (Matrix Science,
London, UK). The search parameters used were as
follows: A database of human proteins was selected.
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Table 1
Clinicopathological characteristics of individuals examined in this study

Trypsin was designated as the enzyme, and up to one
missed cleavage was allowed. Mass tolerances for pre-
cursor and fragment ions were ± 0.2 Da and ± 0.8 Da,
respectively. The score threshold was set to the val-
ue over 20 for peptide search. If a peptide matched
to multiple proteins, the protein name with the highest
Mascot score was selected.

2.5. Western blot analysis

Plasma samples were fractionated with SDS-PAGE
and electroblotted onto a polyvinylidene difluoride
membrane (Millipore,Billerica, MA), as described pre-
viously [9,12]. Primary antibodies used were mouse
monoclonal anti-FN1 antibody (R&D Systems, Min-
neapolis, MN) and mouse monoclonal antibody against
human complement C3b-α (PROGEN, Heidelberg,
Germany) [8]. The membrane was then incubated
with the primary antibody and subsequently with the
relevant horseradish peroxidase-conjugated anti-mouse
IgG as described previously. Blots were developed us-
ing an enhanced chemiluminescence (ECL plus) detec-
tion system (GE Healthcare, Buckinghamshire, UK).

2.6. AlphaLISA

An assay for measuring soluble FN1 was constructed
using theAlphaLISA system (PerkinElmer,MA)which
is a bead-bead nonradioactive technology. In brief,
when a biological interaction brings the beads into close

proximity, a cascade of chemical reactions is induced
resulting in a greatly amplified signal, then a photosen-
sitizer present in the beads converts ambient oxygen
to a more excited singlet state upon laser excitation.
Biotinylated rabbit polyclonal anti-FN1 antibody and
mouse polyclonal anti-FN1 antibody were purchased
fromAbcam (Cambridge, UK). The AlphaLISA proce-
dure was carried out according to the protocol provided
by the manufacturer.

2.7. Statistical methods

The Mann-Whitney U-test was employed for statis-
tical analysis of the correlation between RCC patients
and controls as well as the plasma values of FN1 and
clinicopathological parameters. Welch’s t-test was em-
ployed for 2DICAL analysis. Kaplan–Meier analysis
was used to examine the correlation of the plasma value
of FN1, cancer-specific survival and overall survival.
The area under the curve (AUC) of the receiver operat-
ing characteristic (ROC) was calculated to evaluate its
diagnostic significance.

3. Results

3.1. Identification of plasma proteins significantly
increased in RCC patients

Plasma proteins of 20 patients with RCC and
20 healthy individuals were digested by trypsin, and
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(a)

(b)
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Fig. 1. (a) Two-dimensional display of all the MS peaks in 2DICAL.
The 59 MS peaks whose mean intensity significantly differed in renal
cell carcinoma patients from healthy controls (p < 0.05, Welch’s
t-test) are highlighted in red. (b) Two representative MS peaks with
the smallest p-value. RT; retention time. (c) Detection of plasma
FN1 and complement C3b-α (loading control) by immunoblotting.

the resulting peptides were subjected to LC-MS. A to-
tal of 23,407 MS peaks per sample were detected in
the range of 250–1,600 m/z and 25–65 minutes across
the 40 plasma samples, and their relative mass inten-
sity was calculated using 2DICAL. The mean CC and
CV values of the 23,407 MS peaks were over 0.95
and under 0.15, respectively, confirming the high re-
producibility of LC-MS. Among the 23,407 MS peaks
we found that the mean intensity of 59 peaks (in trip-
licate) significantly differed between 20 RCC patients
and 20 healthy controls (p < 0.05, Welch’s t-test).
Thirty six peaks were increased and 23 peaks were de-
creased in RCC patients and the statistical significance
was confirmed by calculating the false discovery rate
(FDR) values [13] (data not shown). Figure 1a shows
a representative 2-dimensional view in which all the
∼23,000 MS peaks were displayed with the m/z along

the X axis and the RT of LC along the Y axis and the
59 MS peaks are highlighted in red. Figure 1b shows a
representative MS peak that increased in the plasma of
RCC patients.

3.2. Protein identification by MS/MS

Fifty seven MS/MS spectra acquired from the 59 MS
peaks matched to 21 peptide sequences deposited in
the human protein database (Table 2). Remarkably, 16
of the 21 peptides were found to be derived from the
amino acid sequence of FN1 gene product (Supportive
information Figs S1 and S2). The identification and
differential expression of FN1 protein were confirmed
by immunoblotting (Fig. 1c).

3.3. Verification by AlphaLISA

To validate the increased level of plasma FN1, we
constructed a new assay that can quantify the amount
of FN1. The AlphaLISA showed high reproducibility
with a median CV value of 0.08 among triplicates and
linearity in the range of 50–800 μg/ml.

The plasma concentration of FN1 was measured in
77 RCC patients, 20 prostate cancer (PCa) patients,
and 130 healthy individuals by AlphaLISA. There was
a significant difference between RCC patients (405 ±
153 μg/ml) and healthy individuals (294± 102 μg/ml)
with a p-value of 1.8 × 10−7 (Mann-Whitney U test)
(Fig. 2a). The plasma concentration of FN1was not ele-
vated in PCa patients (306± 81μg/ml). TheAUCvalue
of ROC for plasma FN1 concentration of RCC patients
to healthy individuals was calculated to be 0.71 for all
stages, stage I and II and stage III and IV (Fig. 2b). The
optimum diagnostic cut-off point of FN1 was identified
at 377 μg/ml by the AUC curve. At this point, sensitivi-
ty, specificity, PPV and NPV were 53%, 82%, 64% and
75% respectively. And the fibronectin concentration in
each clinical stage was shown in Fig. 2c.

3.4. Correlation of plasma concentration of FN1 and
clinicopathological parameters

The statistical analyses were performed to detect the
correlation of plasma concentration of FN1 and clini-
cal stage (Fig. 2c), but there were no significant differ-
ences. Also, there were no significant correlations be-
tween concentration of FN1 and the other clinicopatho-
logical parameters, such as tumor size, tumor grade and
vascular involvement (data not shown). Furthermore,
Kaplan–Meier analysis, used to analyze the correlation
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Table 2
Summary of protein identification by tandem mass spectrometry

(a) (b) (c)

Fig. 2. (a) Concentration of plasma FN1 in each group. The FN1 concentration of renal cell carcinoma patients (n = 77), healthy individuals
(n = 130) and prostate cancer patients (n = 20) was measured by AlphaLISA. There were significant differences in renal cell carcinoma patients
compared to healthy individuals and prostate cancer patients, but not between healthy individuals and prostate cancer patients (Mann-Whitney
U test). Horizontal lines represent the average concentration. (b) Receiver operating characteristic (ROC) curve for plasma FN1 concentration.
AUC value of ROC for plasma FN1 concentration of RCC patients to healthy individuals was calculated to be 0.71 for all stages, stage I and II
and stage III and IV. Similar AUC value of earlier stage to advanced stage suggested the possibility of early detection of renal cell carcinoma by
plasma FN1. (c) The plasma FN1 concentration in each clinical stage. HC; healthy control.

of serum value of FN1, cancer-specific survival and
overall survival, failed to prove any statistical signifi-
cant differenceswith amedian followupof 47.6months
after surgery (data not shown).

4. Discussion

FN1 is a high-molecular-weight extracellular ma-
trix protein that plays an important role in cellular at-

tachment and cell spread [14,15]. FN1 can be solu-
ble or insoluble, is produced by hepatocytes and vari-
ous cell types and is bound to integrins [16]. Altered
expression of FN1 is known to change the morphol-
ogy of several tumor cell lines [17]. In several stud-
ies of different RCC cell lines, FN1 was shown to be
secreted into the culture medium and suggested to in-
fluence the movement and invasion of these cells [18–
20]. Another study showed FN1 plasma levels signif-
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icantly elevated in localized and metastatic RCC pa-
tients compared to a control group [21]. According to
“THE HUMAN PROTEIN ATLAS” (http://www. pro-
teinatlas.org/ENSG00000115414), FN1 is expressed
in extracellular matrix and stromal cell. FN1 is ex-
pressed weakly in normal kidney and relatively higher
expressed in kidney cancer. It could be considerable
that higher plasma levels of FN1 is secreted from these
extracellular matrix and stromal cell in kidney cancer.
A recent study suggested that FN1 mRNA expression
was higher in RCC compared to normal renal tissue
and correlated with advanced disease, suggesting that
FN1 mRNA expression might serve as a marker for
RCC aggressiveness [22]. Although the researchers
failed to measure the plasma concentration of FN1, this
study supports the results described herein obtained by
proteome based screening.

The results of plasma FN1 from 2DICAL analysis
were validated in a hundreds-scale cohort using a dif-
ferent methodology. AlphaLISA confirmed that the
plasma level of FN1 was up-regulated in the early stage
of RCC, which suggested that the FN1 plasma levels
might be a tool for screening and diagnosis of RCC.
However, there a limitation to introduce FN1 for screen-
ing of RCC, because plasma concentrations between
patients and controls were overlapped extensively, and
FN1 was not examined in benign renal tumors.

RCC comprises five histologically distinct subtypes
classified by morphologic and pathologic features in-
cluding clear cell (75%), papillary (10–15%), chromo-
phobe (5–10%), collecting duct, and unclassified sub-
types. We have previously reported that each RCC sub-
type has a totally different genetic profile by whole
genome SNP array [10]. Therefore, each subtype
should have a specific biomarker. In this study, we fo-
cused on clear cell RCC because it is the most abundant
subtype of RCC and hence should be a first target of
screening. Our comprehensive study of proteomics led
to the possibility that monitoring the level of plasma
FN1 could be clinically useful for the screening and
diagnosis of RCC patients. The most of the patients we
analyze were clinical stage I (56 cases / total 77 cases),
and they had no symptoms such as febrile and showed
normal range of C-reactive protein. Therefore, we be-
lieve that FN1 was not derived from acute phase reac-
tion. Reports of the elevation of the plasma level of
FN1 in RCC exist in the literature [21], but its clini-
cal usage has not yet been described. One of the rea-
sons may be the lack of applicable clinical test such as
ELISA for FN1. The assessment of plasma FN1 levels
must be determined for a large scale clinical cohort, but
the construction of an easy clinical test such as ELISA
will be needed for its completion.

Acknowledgments

We thank Ms. Ayako Igarashi, Ms. Tomoko Umaki,
and Ms. Yuka Nakamura for their technical assistance.

Disclosure of potential conflicts of interest

These sponsors had no role in the design of the study,
the collection of the data, the analysis and interpretation
of the data, the decision to submit the manuscript for
publication, or the writing of the manuscript.

Grant supports

Funding was received from the Program for Promo-
tion of Fundamental Studies in Health Sciences con-
ducted by the National Institute of Biomedical Innova-
tion of Japan, and the Third-TermComprehensiveCon-
trol Research for Cancer and Research on Biological
Markers for New Drug Development conducted by the
Ministry of Health, Labour and Welfare of Japan.

Conflicts of interest

None.

References

[1] S.H. Landis, T. Murray, S. Bolden, P.A. Wingo. Cancer statis-
tics, 1999, CA Cancer J Clin 49 (1999), 8-31.

[2] A.J. Schrader, Z. Varga, A. Hegele, S. Pfoertner, P. Olbert,
R. Hofmann. Second-line strategies for metastatic renal cell
carcinoma: classics and novel approaches, J Cancer Res Clin
Oncol 132 (2006), 137-149.

[3] B.I. Rini, S. Halabi, R. Barrier, K.A. Margolin, D. Avigan, T.
Logan et al. Adoptive immunotherapy by allogeneic stem cell
transplantation for metastatic renal cell carcinoma: a CALGB
intergroup phase II study, Biol Blood Marrow Transplant 12
(2006), 778-785.

[4] C. Gouttefangeas, A. Stenzl, S. Stevanovic, H.G. Rammensee.
Immunotherapy of renal cell carcinoma, Cancer Immunol Im-
munother 56 (2007), 117-128.

[5] M. Remzi, M. Marberger. Renal tumor biopsies for evaluation
of small renal tumors: why, in whom, and how? Eur Urol 55
(2009), 359-367.

[6] M. Ono, M. Shitashige, K. Honda, T. Isobe, H. Kuwabara, H.
Matsuzuki et al. Label-free quantitative proteomics using large
peptide data sets generated by nanoflow liquid chromatogra-
phy and mass spectrometry, Mol Cell Proteomics 5 (2006),
1338-1347.



A. Yokomizo et al. / Fibronectin 1 as a biomarker for clear cell RCC 181

[7] M. Ono, J. Matsubara, K. Honda, T. Sakuma, T. Hashiguchi,
H. Nose et al. Prolyl 4-hydroxylation of alpha-fibrinogen: a
novel protein modification revealed by plasma proteomics, J
Biol Chem 284 (2009), 29041-29049.

[8] A. Negishi, M. Ono, Y. Handa, H. Kato, K. Yamashita, K.
Honda et al. Large-scale quantitative clinical proteomics by
label-free liquid chromatography and mass spectrometry, Can-
cer Sci 100 (2009), 514-519.

[9] J. Matsubara, M. Ono, A. Negishi, H. Ueno, T. Okusaka,
J. Furuse et al. Identification of a predictive biomarker for
hematologic toxicities of gemcitabine, J Clin Oncol 27 (2009),
2261-2268.

[10] A. Yokomizo, K. Yamamoto, K. Furuno, M. Shiota, K. Tat-
sugemi, K. Kuroiwa et al. Histopathologic subtype-specific
genomic profiles of renal cell carcinomas identified by high-
resolution whole-genome single nucleotide polymorphism ar-
ray analysis, Oncol Lett 1 (2010), 1073-1078.

[11] TNM Classification of Malignant Tumours. John Wiley and
Sons Ltd 2009.

[12] M. Shitashige, R. Satow, K. Honda, M. Ono, S. Hirohashi, T.
Yamada. Regulation of Wnt signaling by the nuclear pore com-
plex, Gastroenterology 134 (2008), 1961-1971, 1971 e1961-
1964.

[13] J.D. Storey, R. Tibshirani. Statistical significance for genome-
wide studies, Proc Natl Acad Sci USA 100 (2003), 9440-9445.

[14] S.M. Albelda. Role of integrins and other cell adhesion

molecules in tumor progression and metastasis, Lab Invest 68
(1993), 4-17.

[15] R.O. Hynes, K.M. Yamada. Fibronectins: multifunctional
modular glycoproteins, J Cell Biol 95 (1982), 369-377.

[16] R. Pankov, K.M. Yamada. Fibronectin at a glance, J Cell Sci
115 (2002), 3861-3863.

[17] H. Ro. Fibronectins. Berlin, Heidelberg, New York: Springer.
[18] W. Brenner, S. Gross, F. Steinbach, S. Horn, R. Hohenfellner,

J.W. Thuroff. Differential inhibition of renal cancer cell inva-
sion mediated by fibronectin, collagen IV and laminin, Cancer
Lett 155 (2000), 199-205.

[19] J. Lohi, T. Tani, I. Leivo, A. Linnala, L. Kangas, R.E. Burgeson
et al. Expression of laminin in renal-cell carcinomas, renal-
cell carcinoma cell lines and xenografts in nude mice, Int J
Cancer 68 (1996), 364-371.

[20] J. Murata, I. Saiki, J. Yoneda, I. Azuma. Differences in chemo-
taxis to fibronectin in weakly and highly metastatic tumor
cells, Jpn J Cancer Res 83 (1992), 1327-1333.

[21] A. Hegele, A. Heidenreich, J. Kropf, R. von Knobloch, Z.
Varga, R. Hofmann et al. Plasma levels of cellular fibronectin
in patients with localized and metastatic renal cell carcinoma,
Tumour Biol 25 (2004), 111-116.

[22] S. Waalkes, F. Atschekzei, M.W. Kramer, J. Hennenlotter,
G. Vetter, J.U. Becker et al. Fibronectin 1 mRNA expression
correlates with advanced disease in renal cancer, BMC Cancer
10 (2010), 503.



182 A. Yokomizo et al. / Fibronectin 1 as a biomarker for clear cell RCC

Supplemental material

Fig. S1. Mascot report of one representative fragment of FN1.
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Fig. S2. Peptide hits in the FN1 sequence indicated in red.



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /OK
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /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 ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. 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 high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
  >>
  /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 /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


