ProSightPD 1.1 Quick Start Guide

The ProSightPD™ application assists you in performing top-down searches in the Thermo Proteome Discoverer™
application. This quick start guide briefly explains the software required to use the ProSightPD application,
ProSightPD nodes, ProSightPD workflows, and ProSightPD-specific information contained in the search results.

This guide assumes that you are familiar with both the ProSightPC™ and Proteome Discoverer applications. For
detailed information about these applications, refer to their respective user guides: the ProSightPC User Guide or the
Proteome Discoverer User Guide.
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The ProSightPD application uses the following terminology:
* High/High—FTMS data with isotopically resolved MS1 and MS2 data.
* Medium/High—Short transient low-resolution FT MS1 data and isotopically resolved MS2 data.
¢ Low/High—Ion trap resolution MS1 data and isotopically resolved MS2 data.

System The Proteome Discoverer and the ProSightPD applications have configuration requirements that your data system
Requirements must meet before the software operates correctly.

Hardware The Proteome Discoverer Release Notes lists the minimum and recommended hardware system requirements.

Requ"eme"ts Table 1. Minimum and recommended hardware requirements for Proteome Discoverer

System Requirements
Hardware * Data system computer with 2 GHz processor
(minimum) ¢ 2 GB RAM

¢ DVD-ROM drive

* Video card and monitor capable of 1280 x1024 resolution (XGA)
* Screen resolution of 96 dpi

¢ 75 GB available on drive C

e NTFES format

Hardware * Data system computer with two Intel™ Xeon™ 6-core processors, 2.4 GHz
(recommended) ¢ 24 GB RAM

* DVD-ROM drive

* Video card and monitor capable of 1280x1024 resolution (XGA)

e Screen resolution of 96 dpi

* 1TB available on drive C
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You must install the following software packages to use ProSightPD version 1.1 in the Proteome Discoverer

application.
System Requirements
Software * ProSightPC

¢ Proteome Discoverer (x64 version)
* ProSight Lite (freeware from prosightlite.northwestern.edu)

e Thermo Proteome Discoverer ThirdParty Components installer (also installs the
ProSightPD nodes)

* Microsoft™ Windows™ 7 x64 Professional (English version) with current service pack

The Thermo Proteome Discoverer ThirdParty Components Installer installs the ProSightPD nodes.

Note ProSightPD nodes that you install with the Thermo Proteome Discoverer ThirdParty Components
Installer are automatically licensed for 60 days.

< To install PreSightPD

Select the ProSightPD check box in the Select Features dialog box.

Contact your local Thermo Fisher Scientific sales representative or email info@proteinaceous.net to obtain
information on how to license ProSightPD and ProSightPD High Mass.

Installing the ProSightPD application adds the following nodes to the Proteome Discoverer application:

ProSightPD Top-Down High/High cRAWIler node—Uses the Xtract algorithm to create experiments from
High/High data.

ProSightPD Absolute Mass Search node—Performs a ProSightPC absolute mass search.
ProSightPD BioMarker Search node—Performs a ProSightPC biomarker search.
ProSightPD Gene-Restricted Absolute Mass Search node—Performs a ProSightPC gene-restricted absolute mass

search.
ProSightPD Gene-Restricted BioMarker Search node—Performs a ProSightPC gene-restricted biomarker search.
ProSightPC Puf Exporter node—Creates PUF files that you can open in the ProSightPC application.

Installing the high-mass version of the ProSightPD application adds these two additional nodes:

ProSightPD Spectrum Selector node—Replaces the default Proteome Discoverer Spectrum Selector node in
Low/High and Medium/High searches. It collects the profile data that is required to perform these searches.

ProSightPD Top-Down Low/High cRAWIler node—Uses the ReSpect algorithm to create experiments from
Low/High and Medium/High data.

Parallel Xtract—Transforms spectra so that they contain only singly charged ions.

To use the ProSightPD application in a search, follow these topics:

ProSightPC Search Requirements

Downloading a ProSightPD Database in ProSightPC
Creating a StudyDefault ProSightPD Templates
Setting Up a ProSightPD Database Search

Adding Files to the Study and Selecting Files

Every ProSightPD search requires a ProSightPC 4.0 database (PSCW). You can create the ProSightPC database in

three ways:

1. Download the database directly from the Proteinaceous web page.

2. Download the ProSightPC database through the ProSightPC application.

3. Create a database using a FASTA file, a UniProtKB XML file, or a UniProtKB flat file with the ProSightPC

Database Wizard.
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< To download a ProSightPC database through the ProSightPC application

1. Start the ProSightPC application.

2. Choose Databases > Download ProSightPC Databases.
From proteinaceous.net, you can access top-down and bottom-up databases.

3. Click the date of the database that you are interested in, for example, July 2016.

4. Click Archaebacteria, Eukaryotes, Prokaryotes, or Custom, as appropriate.
You must know the taxonomy of the species of the database that you want to download.
You can choose from one of the following types of databases:

¢ TD Complex PSCW—Includes N-terminal acetylation and initial methionine cleavage. This database
contains 12 to 15 modifications per entry.

e TD Simple PSCW—Includes N-terminal acetylation and initial methionine cleavage. This database
contains up to three modifications per entry.

* Bottom Up PSCW—Includes trypsin digestion using two missed cleavages.
¢ UniProt XML File—Recreates a PSCW database in the Database Manager.

The website automatically downloads the database once you select it. The downloaded database (a PSCW or an
XML file) appears in the Downloads folder in the following directory:

C:\Users > your_name_folder > Downloads

5. Choose Databases > Database Manager, or click the View Database Info icon, [, to open the Database

Manager window.

. Click Open Falder in the toolbar of the Database Manager window.

6
7. Browse to the Downloads folder at the location just given.
8. Copy the downloaded database to the database folder.

9

. In the Database Manager, click Refresh Lists.

The downloaded database now appears in the list of searchable databases.

@ Database Manager EI@

[&' Create Search Database Open Falder ‘ # Refresh Lists

Search Databases | High Throughput Repositories ‘

Name Description Proteome Strain Annotated By Basic Sequences Proteoforms  Size (MB) Date

allergens allergens cOW n'a n/a 45 37,200 13.08 72112016
demo Demo Databas Human and pheATE  none  Proteinaceous, Inc. 47 102 0.04 82912016
gallus_gallus_2016_07_top_down_simple | Gallus gallus (1 | Gallus gallus (Chicken) Proteomics Center of Excellenc| 23,383 88,833 70.81 218207

Downloaded database

Start your data analysis by creating a ProSightPD study in the Proteome Discoverer application. For more
information on Proteome Discoverer studies, refer to the Proteome Discoverer User Guide.
< To create a study
1. Start the Proteome Discoverer application.
2. Do one of the following:
¢ On the Start Page, click New Study/Analysis.
¢ Choose File > New Study/Analysis.
* Click the Create New Study/Analysis icon, {jf .
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3.

In the New Study and Analysis dialog box, do the following:
a. In the Study Name box type the name of the new study.
b. In the Study Root Directory box, browse to or type the location of the study root directory.
c. In the Processing Workflow list, select the processing template to use (see the next topic).

d. In the Consensus Workflow list, select the consensus template to use (see the next topic).

e. Click OK.

Mew Study and Analysis =]

Study Name: [ @ Add Files l [@ Add Fractions . Treat as Replicates
Top Down Example

Study Root Directory:

CA\Program Files\Proteome Discoverer source files [:]
\studies\Top Down Example

Processing Workflow:
- 4.0 Templates \ ProSightPD MED HLpdProcessingWF ~ | ..

Consensus Workflow:

(empty workflow) B D

(empty workflow)

PMI-Byenic Template.pdConsensusWF

ConsensusWF \ CWF_Basic.pdConsensusWF

ConsensusWF \ CWF_Basic_Annotatien.pdConsensusWF

ConsensusWF \ CWF_Comprehensive_Enhanced Annotation.pdConsensusWF

ConsensusWF \ CWF_Comprehensive_Enhanced Annotation_Quan.pdConsensusWF

ConsensusWF \ CWF_Comprehensive_Enhanced Annotation_Quan_Results export.pdConsensusWF
PraSightPD 1.1 for PD 2.2 and PSPC 4.0 Templates \ ProSightPD Bottom Up.pdConsensus\WF
PraSightPD 1.1 for PD 2.2 and PSPC 4.0 Templates \ ProSightPD HI HL.pdConsensusWF
ProSightPD 1.1 fer PD 2.2 and PSPC 4.0 Templates \ ProSightPD LO HILpdConsensusWF

ProSightPD 1.1 for PD 2.2 and PSPC 4.0 Templates  ProSightPD MED HLpdConsensusWF

| r——

Default You can find the default ProSightPD templates in Libraries > Documents > Thermo > Proteome Discoverer 2.2 >
ProSightPD Common Templates > ProSightPD 1.1 for PD 2.2 and PSPC 4.0 Templates.

Templates

These are the default ProSightPD processing workflows:

ProSighPD Bottom Up Absolute Mass.pdProcessingWF—DPerforms a peptide analysis.
ProSightPD HI HI Absolute Mass.pdProcessingWF—DPerforms a basic top-down proteomic search, using a

narrow precursor and product ion mass tolerance.

ProSightPD HI HI Two Tier.pdProcessingWF—Performs a basic top-down proteomic search, followed by a
biomarker search using a narrow precursor and product ion mass tolerance.

ProSight Hi HI Three Tier Search.pdProcessingWF—Performs a basic two-tier proteomic search, followed by an
error-tolerant search as a third step.

ProSightPD HI HI GRAM. pdProcessingWF—DPerforms a sequence tag search, followed by a gene-restricted
absolute mass search of only those proteins found in the sequence tag search.

ProSightPD HI HI GRBM.pdProcessingWF—Performs a sequence tag search, followed by a gene-restricted
biomarker search of only those proteins found in the sequence tag search.

(For the high-mass version of ProSightPD 1.1 only) These are the available processing workflows:

¢ ProSightPD LO HI.pdProcessingWF—Performs a search similar to the absolute mass search performed by
the ProSightPD HI HI Absolute Mass.pdProcessingWF workflow but uses ReSpect deconvolution for
precursor mass determination. It is intended for ion trap MS precursor detection. Because MS/MS is still a
high-resolution type of mass spectrometry, a narrow mass tolerance is used for the fragment ions.

¢ ProSight MED HI.pdProcessingWF—DPerforms a search similar to absolute mass search performed by the
ProSightPD HI HI Absolute Mass.pdProcessingWF workflow but uses ReSpect deconvolution for precursor
mass determination. It is intended for low-resolution (for example, 17.5k) Orbitrap™ MS precursor
detection. Because MS/MS is still a high-resolution type of mass spectrometry, a narrow mass tolerance is
used for the fragment ions.
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These are the default ProSightPD consensus workflows:

* ProSightPD Bottom Up.pdConsensus WF—Intended for use with the ProSightPD Bottom Up Absolute
Mass.pdProcessingWF processing workflow.

* ProSightPD HI HI.pdConsensusWF—Intended for use with the ProSightPD HI HI Two Tier.pdProcessingWF
and ProSight Hi HI Three Tier Search.pdProcessingWF processing workflows.

¢ ProSightPD LO HI.pdConsensusWF—Intended for use with the ProSightPD LO HI.pdProcessingWF
(high-mass version of ProSightPD only) processing workflow.

* ProSightPD MED Hi.pdConsensusWF—Intended for use with the ProSight MED HI.pdProcessingWF
(high-mass version of ProSightPD only) processing workflow.

If you want to make any changes to the templates to set up a search, follow these instructions. For example, you
might want to choose different search parameters.

< To set up a ProSightPD database search

1. In the study, click the Workflows tab.

2. Click the Show Workflow icon, \)\Q., on the Processing Step toolbar in the Analysis pane for a processing
workflow.
The processing workflow appears in the Workflow Tree pane.

3. In the workflow, click a search node, for example, the ProSightPD Absolute Mass Search node.

4. Select a different setting for a parameter of this node. For example, you might want to select a different database
(PSCW file) from the list of databases given by the Proteome Warehouse parameter.

5. For any other search nodes in the workflow, follow step 3 and step 4 for each one.
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If a raw data file is not defined in the creation of a study, follow these steps.

< To add files to the study or select files for the search

1. On the Study Study_name page of the Proteome Discoverer application, click 2" Add Files .
2. In the Add Files dialog box, select the file and click Open.

3. Click the Input Files tab.




4. Drag the input file or files to the Processing Step area of the Analysis pane.
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Performing « To perform a search
the Search In the Analysis pane, click 7 Run .

Reviewing «» To open the .pdResults report
PrOSlghtPD ¢ In the job queue on the Administration page, select the consensus file, and click &1 Open Results -
Search
Results

* In the study, click the Analysis Results tab, and double-click the name of the .pdResults file.
The .pdResults file opens.
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The Proteome Discoverer User Guide explains in detail how to review search results. Each proteoform identified by the
ProSightPD application is stored in the Proteome Discoverer application as a PSM. The results of a ProSightPD
search include the following features on the PSMs page:

* Three scoring columns (-Log P-Score, -Log E-Value, and C Score)
* Two Corrected Delta Mass columns (Da and ppm)

* One Fragment Map column
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By clicking View in the Fragment Map column, you can view the fragment map associated with the hit in
ProSight Lite (see the next figure). If ProSight Lite is not already installed, download and install it from the
prosightlite.northwestern.edu website.
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The following references are useful in understanding the searches in the ProSightPD application. You can direct
additional questions to info@proteinaceous.net.

¢ LeDug, Richard D.; Kelleher, Neil L. Using ProSight PTM and Related Tools for Targeted Protein Identification
and Characterization with High Mass Accuracy Tandem MS Data Current Protocols in Bioinformatics. Unit
13.6.2007.

e Zamdborg, Leonid; LeDuc, Richard D.; Glowacz, Kevin J.; Kim, Yong-Bin; Viswanathan, Vinayak; Spaulding,
Ian T.; Early, Bryan P, Bluhm, Eric J.; Babai, Shannee; Kelleher, Neil L. ProSight PTM 2.0: Improved Protein
Identification and Characterization for Top-Down Proteomics. Nucleic Acids Research 35 (suppl_2), (Web Server
issue). 2007. W701-6: PMCID: PMC1933126.

¢ LeDug, Richard D.; Fellers, Ryan T.; Early, Bryan P; Greer, Joseph B.; Thomas, Paul M.; Kelleher, Neil L. The
C-Score: A Bayesian Framework to Sharply Improve Proteoform Scoring in High-Throughput Top-Down
Proteomics. Journal of Proteome Research, 2014, 13 (7), 3231-3240. PMCID: PMC4084843.

Proteome Discoverer is a trademark of Thermo Fisher Scientific Inc. in the United States.

ProSightPC and ProSightPD are registered trademarks of Proteinaceous, Inc. in the United States. UniProt is a
registered trademark of the European Molecular Biology Laboratory Incorporated Association.

The following are registered trademarks in the United States and other countries: Microsoft and Windows are
registered trademarks of Microsoft Corporation. Intel and Xeon are registered trademarks of Intel Corporation.

All other trademarks are the property of Thermo Fisher Scientific Inc. and its subsidiaries.



mailto:info@proteinaceous.net
http://prosightlite.northwestern.edu

	System Requirements
	Hardware Requirements
	Software Requirements

	Installing the ProSightPD Nodes
	ProSightPD Nodes
	Additional Nodes

	Searching with ProSightPD
	ProSightPC Search Requirements
	Downloading a ProSightPD Database in ProSightPC
	Creating a Study
	Default ProSightPD Templates
	Setting Up a ProSightPD Database Search
	Adding Files to the Study and Selecting Files

	Performing the Search
	Reviewing ProSightPD Search Results
	References
	Trademarks


<<
  /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 /Error
  /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 <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /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.)
  >>
  /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


