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Introduction
The MidSouth Computational Biology and Bioinfor-
matics Society (MCBIOS 2014) held its eleventh annual
conference at the Wes Watkins Center at Oklahoma
State University, Stillwater on March 7-8, 2014. The
theme was “From Genome to Phenome: Connecting the
Dots*. Conference Chair this year was Rakesh Kaundal,
who is also one of the MCBIOS board members, and
conference committee members were Ulrich K. Melcher
and Doris Kupfer. The current president is Andy Perkins
and Cesar Compadre was elected as President-Elect for
2015-16. There were 154 registrants and a total of 125
abstracts submitted (50 oral and 75 poster presentations).
Keynote speakers were Owen White from The Univer-
sity of Maryland School of Medicine, whose talk was
titled “The Human Microbiome Project: Large-Scale
Data Management and Analysis”, and Jody Hey from
Temple University “Designing Genealogy Samplers for
Population Genetics”. Dr. William Slikker, Director of
the Food and Drug Administration’s, National Center for
Toxicological Research, concluded with a talk on the past
ten years of MCBIOS and a perspective on its future.
Participants also had the opportunity to attend a
workshop on next-generation sequencing (NGS), hosted
by Peter Hoyt of OSU and Dr. Graham Wiley of the
Oklahoma Medical Research Foundation. The workshop
had a keynote by Dr. Joshua Orvis of The University of
Maryland School of Medicine and Johns Hopkins Uni-
versity on genome annotation.
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The winners of conference awards were:

Best Paper Award: Zongliang Yue, Ping Wan, Hui Huang,
Zhan Xie and Jake Y. Chen for “SLDR: A Method to Iden-
tify New Gene Regulatory Relationship Candidates” [1].

Best Paper Runner-up: Nam S Vo and Vinhthuy Phan
for “Exploiting dependencies of pairwise-comparison
outcomes to predict patterns of gene response” [2].

Best Oral Presentations (Post-Doctoral fellows):

Michael A. Bauer, University of Arkansas for Medi-
cal Sciences
Erich A. Peterson, University of Arkansas for Medi-
cal Sciences

Best Oral Presentations (students):

Karl Walker, Arkansas State University, 1°* place
Shraddha Thakkar, University of Arkansas for Medi-
cal Sciences, 2™ place

Mihir Jaiswal, University of Arkansas at Little Rock,
3" place

Best Poster (Computation):

Stephen Reichley, Mississippi State University, 1%
place

Kushal Bohra, Texas A&M University at Commerce,
2" place

Austin McCullough, John Brown University, 3" place

Best Poster (Biology):

Shraddha Thakkar, University of Arkansas for Medi-
cal Sciences, 1°* place

© 2014 Wren et al,; licensee BioMed Central Ltd. This is an Open Access article distributed under the terms of the Creative Commons

( BioMVed Central

Attribution License (http://creativecommons.org/licenses/by/4.0), which permits unrestricted use, distribution, and reproduction in
any medium, provided the original work is properly cited. The Creative Commons Public Domain Dedication waiver (http://

creativecommons.org/publicdomain/zero/1.0/) applies to the data made available in this article, unless otherwise stated.


mailto:jdwren@gmail.com
http://creativecommons.org/licenses/by/4.0
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/

Wren et al. BMC Bioinformatics 2014, 15(Suppl 11):1
http://www.biomedcentral.com/1471-2105/15/511/11

Sunetra Das, University of Oklahoma, 2™ place (tie)

Garima Saxena, University of North Texas, 2" place
(tie)

Kangmei Zhao, University of Oklahoma, 2™ place
(tie)

Selecting papers for the MCBIOS XI Proceedings

All papers were anonymously peer-reviewed by at least 2
reviewers and quantitatively evaluated on the basis of
three criteria: Novelty, Impact and Clarity, enabling
papers to be ranked. Editors who were also co-authors
of submitted papers were not permitted to handle their
own papers editorially. This year, 22 papers were sub-
mitted, and 16 papers were deemed acceptable by
reviewers, giving an acceptance rate of 73%, higher than
last year’s 59%. Papers generally fell into four categories:

Networks and pathways

Zongliang Yue, et al. [1] developed a new computational
technique called Step-Level Differential Response (SLDR)
to identify genetic regulatory relationships. This technique
takes advantages of functional genomics data for the same
species under different perturbation conditions, therefore
complementary to current popular computational techni-
ques. It can particularly identify “rare” activation/inhibition
relationship events that can be difficult to find in experi-
mental results. SLDR is computationally efficient with o
(N2) complexity and may be applied to the mining of
functional genomics big data for future network biology
and network medicine applications.

The manuscript by Toby and colleagues [3] reports
some interesting observations regarding the possible role
of the SigB regulon in the divergence of members of the
Bacillus cereus group based on the protein-coding content
of 25 completed whole genomes of B. cereus group iso-
lates. The authors used cluster analysis of orthologous
proteins to reconstruct the clade structure of the B. cereus
group, and found that the resulting structure follows the
pattern of what genes belong to the SigB regulon or not.
Their observation suggests the hypothesis that horizontal
gene transfer, gene duplication/divergence and deletion
dictate the underlying coding capacity in these genomes,
and is likely a common pattern in prokaryotic evolution.

Peterson et al. developed a workflow based on whole
exome sequencing to discover clonal lineages in tumor
samples. Here, they utilize the availability of samples
from a single multiple myeloma patient from initial
presentation and two subsequent relapses to arrive at
key single nucleotide and insertion/deletion events in
Key Genes that presumably gave rise to the initial pre-
sentation and the relapses. What is unique is the visuali-
zation tool, CloneViz, which allows for visualization of
these events by chromosome and applies Gaussian ker-
nel density plots for easy comparison between samples.
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The benefit is a better understanding of the evolution of
a cancer[4].

Genomics & transcriptomics

In light of a shrinking NIH budget, researchers can
stretch funds further if they can decrease the number of
samples used for gene expression profiling. The paper
by Vo and Phan [2] addresses the issue of small sample
size in microarray experiments that contain measure-
ments of multiple responses. While they developed their
method for microarray studies, it can well be scaled to
gene expression profiling using RNA sequencing tech-
nology. The latter requires complex data processing,
made easy by the paper of Peng et al. Their software,
SeqAssist [5], processes raw FASTQ files and extracts
useful biological data. Zhang et. al. used two other state-
of-the-art pipelines to analyze whole genomes, by
sequencing 35 Korean individuals [6]. Not only did they
identify genomic variants specific for the Korean popula-
tion, but also analyzed functions of genes and disease
susceptibility associated with these SNPs.

Michael A. Bauer, et al. describe custom software tools
for the integration and analysis of data from various mole-
cular profiling methods. This software allows the integra-
tion of microarray, RNA-Seq, and whole exome sequencing
data, and was applied here to sample from a patient with
multiple myeloma for illustrative purposes[7].

Proteomics

The manuscript by Jaiswal and co-authors [8] presents a
new algorithm for analyzing cross-linking mass spectro-
metry data, XLPM, and its implementation. The results of
applying the new software to model systems are shown.
Central to this approach is the B-y ion filter which the
authors have used to analyze NIST spectral library. The
authors claim the XLPM selection filter leads to increased
analysis speed and higher confidence non-specific cross-
link data.

The manuscript by Zhang and Zhao [9] performed
some quality measurements on mass-spectrometry meta-
bolomics data. They conclude that their proposed zigzag
index is better than several metrics including the MCQ
index in evaluating the quality of extracted ion chromato-
graphs (EICs). This work is important due to a need for
effective metrics of quality evaluation of EICs to filter out
low-quality data.

Millions of dollars are spent annually to better under-
stand how pathogens infect their hosts and to identify
potential targets for therapeutics. Protein-Protein Interac-
tion (PPI) is an important mechanism playing a crucial
role in host-pathogen interactions and pathogenicity.
Although there are several bioinformatics methods devel-
oped to predict PPIs at the intra-species level, there are
very few studies at the inter-species level. As a case study
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on Arabidopsis-Pseudomonas syringae interaction system,
Sitanshu S. Sahu et a/ [10] developed various domain and
interolog based approaches to predict genome-scale PPI
network. This is the first report of deciphering an inter-
species interactome in any plant-microbe system.

Jo and Cheng [11] discussed an important problem in
proteome science i.e. protein fold recognition. A random
forest based machine learning method is proposed to
predict the fold of proteins and they demonstrated its
efficiency by comparing their method with the existing
approaches. The method should help in recognizing the
correct structural fold for template-based protein struc-
ture modeling.

Laccases (E.C. 1.10.3.2) are multi-copper oxidases that
have gained importance in many industries such as bio-
fuels, pulp production, textile dye bleaching, bioremedia-
tion, and food production. Previous classification systems
for laccase enzymes are based on multiple sequence align-
ments and they largely follow species taxonomy rather
than substrate ranges, enzyme properties, or specific func-
tion. In the manuscript by Weirick et al [12], they devel-
oped a two-phase classification system; first using
unsupervised learning approaches to identify various lac-
case subtypes based on sequence features and enzyme
function, and then developed a supervised learning method
for predicting/classifying new laccases from the unknowns.
This tool will be a useful resource to the biotechnology
community especially those working in the area of biofuels.

Huiwen Ng et al. [13] developed a competitive docking
approach (CDA) for performing ligand-docking in Estro-
gen receptors. The CDA takes into account and compares
the non-covalent interactions between a specific ligand
and the two separate docking models based on the respec-
tive docking scores of the docked complex and, therefore,
better reflects the receptor-ligand interaction. The CDA
approach is extensible to other receptor targets both to
screen for potential binders and to differentiate between
agonists and antagonists, and is as applicable in drug dis-
covery as for regulatory testing purposes.

Miscellaneous

Thousands of bioinformatics programs have been pub-
lished and put online, but studies have shown that many of
these resources become inaccessible in a time-dependent
manner [14]. Jason Hennessey et al. conduct the largest
survey to date of the current availability of previously pub-
lished URLs - over 27,000. They attempt to identify which
ones are Scientific Data Analysis Resources (SDARs) and
analyze factors associated with the probability they are still
available. They find that SDAR production tends to be dis-
tributed widely among institutions (in contrast to publica-
tions in general, the bulk of which tend to come from a
relatively small fraction of institutions), and that more
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authors per SDAR-producing paper tends to equate with a
greater probability of future accessibility [15].

Weizhong Zhao et al. discuss methods of summarization
of text datasets in the form of topic modeling and show its
effectiveness on three separate biological datasets [16].

Stephen Grace et al. present Haystack, a web-based
tool for metabolomics research. Haystack is designed to
visualize, parse, filter, and extract significant features
from Liquid Chromatography Mass Spectrometry
(LCMS) datasets. They show it is effective when com-
paring proteomics data from plants grown under two
different light conditions [17].

Future meetings

MCBIOS XII will be held at The Statehouse Convention
Center in Little Rock, Arkansas in 2015 from March 12-14,
tentatively entitled “Emerging Trends in Bioinformatics”.
The 2014-2015 MCBIOS President is Chaoyang “Joe”
Zhang from the University of Southern Mississippi.
MCBIOS is a regional affiliate of the International Society
for Computational Biology (http://www.ISCB.org). For
information regarding MCBIOS and our future meetings,
see http://www.MCBIOS.org.

Competing interests
The authors declare that they have no competing interests.

Authors’ contributions
All authors served as editors for these proceedings, with JDW serving as
Senior Editor. All authors helped write this editorial.

Acknowledgements

We would like to thank the many anonymous peer reviewers who helped to
ensure the quality of these Proceedings.

This article has been published as part of BMC Bioinformatics Volume 15
Supplement 11, 2014: Proceedings of the 11th Annual MCBIOS Conference.
The full contents of the supplement are available online at http//www.
biomedcentral.com/bmcbioinformatics/supplements/15/511.

Declaration of funding
Funding for the publication of this editorial was authorized by and obtained
from the Mid-South Computational Biology and Bioinformatics Society.

Authors’ details

'Arthritis and Clinical Immunology Research Program, Oklahoma Medical
Research Foundation; 825 N.E. 13th Street, Oklahoma City, OK 73104-5005,
USA. “Biochemistry and Molecular Biology Dept, University of Oklahoma
Health Sciences Center, USA. 3Stephenson Cancer Center, University of
Oklahoma Health Sciences Center, USA. *Department of Geriatric Medicine,
University of Oklahoma Health Sciences Center, USA. SCivil Aerospace
Medical Institute, Federal Aviation Administration, Oklahoma City, OK 73169,
USA. ®Department of Computer Science and Engineering, Mississippi State
University, Mississippi State, MS 39762, USA. ’School of Computing,
University of Southern Mississippi, Hattiesburg, MS 39406, USA. ®Department
of Biochemistry & Molecular Biology, Oklahoma State University, Stillwater,
OK 74078, USA. “Bioinformatics Facility, Institute for Integrative Genome
Biology, Department of Botany & Plant Sciences, University of California,
Riverside, CA 92521, USA. "%Virginia Commonwealth University, Richmond
Academy of Medicine, Department of Biostatistics, USA.

Published: 21 October 2014


http://www.ISCB.org
http://www.MCBIOS.org
http://www.biomedcentral.com/bmcbioinformatics/supplements/15/S11
http://www.biomedcentral.com/bmcbioinformatics/supplements/15/S11

Wren et al. BMC Bioinformatics 2014, 15(Suppl 11):1
http://www.biomedcentral.com/1471-2105/15/511/11

References

1. Yue Z Ping W, Huang H, Xie Z, Chen JY: SLDR: A Computational
Technique to Identify Novel Genetic Regulatory Relationships. BMC
bioinformatics 2014, 15(Suppl 11):51.

2. Vo NS, Phan V: Exploiting dependencies of pairwise-comparison
outcomes to predict patterns of gene response. BMC bioinformatics 2014,
15(Suppl 11):52.

3. Toby IT, Widmer J, Dyer DW: Divergence of protein-coding capacity and
regulation in the Bacillus cereus sensu lato group. BMC bioinformatics
2014, 15(Suppl 11):S8.

4. Peterson EA, Chavan SS, Bauer MA, Heuck CJ, Johann DJ Jr. Revealing the
inherent heterogeneity of human malignancies by variant consensus
strategies coupled with cancer clonal analysis. BVC bioinformatics 2014,
15(Suppl 11):59.

5. Peng Y, Maxwell A, Barker ND, Laird JG, Kennedy AJ, Wang N, Zhang C,
Gong P: SeqAssist: A Novel Toolkit for Preliminary Analysis of Next-
Generation Sequencing Data. BMC bioinformatics 2014, 15(Suppl 11):510.

6. Zhang W, Meehan J, Su Z, Ng H, Shu M, Luo H, Ge W, Perkins R, Tong W,
Hong H: Whole genome sequencing of 35 individuals provides insights
into the genetic architecture of Korean population. BMC bioinformatics
2014, 15(Suppl 11):56.

7. Bauer MA, Chavan SS, Peterson EA, Hueck CJ, Johann DJ Jr: Leveraging the
New with the Old: Providing a Framework for the Integration of Historic
Microarray Studies with Next Generation sequencing. BMC bioinformatics
2014, 15(Suppl 11):S3.

8. Jaiswal M, Crabtree NM, Bauer MA, Hall R, Raney KD, Zybailov BL: XLPM:
efficient algorithm for the analysis of protein-protein contacts using
chemical cross-linking mass spectrometry. BMC bioinformatics 2014,
15(Suppl 11):S16.

9. Zhang W, Zhao PX: Quality evaluation of extracted ion chromatograms
and chromatographic peaks in liquid chromatography/mass
spectrometry-based metabolomics data. BMC bioinformatics 2014,
15(Suppl 11):55.

10.  Sahu SS, Weirick T, Kaundal R: Predicting genome-scale Arabidopsis-
Pseudomonas syringae interactome using domain and interolog-based
approaches. BMC bioinformatics 2014, 15(Suppl 11):513.

11. Jo T, Cheng J: Improving Protein Fold Recognition by Random Forest.
BMC bioinformatics 2014, 15(Suppl 11):514.

12. Weirick T, Sahu SS, Mahalingam R, Kaundal R: LacSubPred: predicting
subtypes of Laccases, an important lignin metabolism-related enzyme
class, using in silico approaches. BMC bioinformatics 2014, 15(Suppl 11):S15.

13. Ng H, Zhang W, Shu M, Luo H, Ge W, Perkins R, Tong W, Hong H:
Competitive molecular docking approach for predicting estrogen
receptor subtype a agonists and antagonists. BMC bioinformatics 2014,
15(Suppl 11):54.

14. Hennessey J, Ge S: A cross disciplinary study of link decay and the
effectiveness of mitigation techniques. BMC bioinformatics 2013,
14(Suppl 14):55.

15.  Hennessey J, Georgescu C, Wren JD: Trends in the Production of Scientific
Data Analysis Resources. BMC bioinformatics 2014, 15(Suppl 11):57.

16. Zhao W, Zou W, Chen JJ: Topic Modeling for Cluster Analysis of Large
Biological and Biomedical Datasets. BMC bioinformatics 2014,
15(Suppl 11):S11.

17. Grace SC, Embry S, Luo H: Haystack, a Web-Based Tool for Metabolomics
Research. BMC bioinformatics 2014, 15(Suppl 11):512.

doi:10.1186/1471-2105-15-511-11

Cite this article as: Wren et al.: Proceedings of the 2014 MidSouth
Computational Biology and Bioinformatics Society (MCBIOS) Conference.
BMC Bioinformatics 2014 15(Suppl 11):1.

Page 4 of 4

Submit your next manuscript to BioMed Central
and take full advantage of:

e Convenient online submission

* Thorough peer review

* No space constraints or color figure charges

¢ Immediate publication on acceptance

¢ Inclusion in PubMed, CAS, Scopus and Google Scholar

¢ Research which is freely available for redistribution

Submit your manuscript at ( -
www.biomedcentral.com/submit BiolVied Central



http://www.ncbi.nlm.nih.gov/pubmed/25253358?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/25253358?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/25253358?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/24564199?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/24564220?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/24564220?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/24564220?dopt=Abstract

	Introduction
	Selecting papers for the MCBIOS XI Proceedings
	Networks and pathways
	Genomics & transcriptomics
	Proteomics
	Miscellaneous
	Future meetings
	Competing interests
	Authors’ contributions
	Acknowledgements
	Declaration of funding
	Authors’ details
	References


<<
  /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 /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails true
  /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 false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 500
  /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 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 500
  /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 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /Warning
  /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 (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e55464e1a65876863768467e5770b548c62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc666e901a554652d965874ef6768467e5770b548c52175370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA (Utilizzare queste impostazioni per creare documenti Adobe PDF adatti per visualizzare e stampare documenti aziendali in modo affidabile. I documenti PDF creati possono essere aperti con Acrobat e Adobe Reader 5.0 e versioni successive.)
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020be44c988b2c8c2a40020bb38c11cb97c0020c548c815c801c73cb85c0020bcf4ace00020c778c1c4d558b2940020b3700020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken waarmee zakelijke documenten betrouwbaar kunnen worden weergegeven en afgedrukt. 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 suitable for reliable viewing and printing of business documents.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


