Scanner settings and feature
extraction recommendations for
Innopsys InnoScan 710 and 900
microarray scanners

For Research Use Only. Not for use in diagnostic procedures.

CytoGenomics 2.9 can process tiff image data from Agilent microarrays
scanned on Innopsys InnoScan 710 and 900 scanners. To analyze these
images in Agilent CytoGenomics, use the scanner settings and feature
extraction recommendations provided here.
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Scanning an Agilent CGH array on an InnoScan 710 or 900

scanner

If you will be scanning Agilent microarrays on an InnoScan 710 or 900
scanner, follow the recommendations provided below when scanning your
arrays.

Scan for two colors simultaneously

In the Mapix software, on the General tab of the Scan Configuration
window, make the following selections to scan for two colors.

Mark Automatic scrolling
Mark Barcode reading
Select 3.0 for Pixel size

Agilent G3 Arrays (1x1M, 2x400K, 4x180K, and 8x60K) - 3 um
resolution

Select 10 for Speed
Select Normal for Scan Mode
Select Simultaneous for Acquisition Mode

In Manual mode, select Low Laser Power and 100% Detection gain for
both 635 and 532

In Auto mode, select % of saturated pixel and set the value to 0.3.
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Figure 1 Mapix — Scan Configuration window — General tab

Do not crop the scan area

Follow the recommendations below when defining the scan area in the
Mapix software.

¢ In the Preview window, define a scan area that captures the entire
feature area.

¢ On the Slide tab of the Scan Configuration window, select Labeled slide
and define a 10 mm label height.
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Figure 2 Mapix — Scan Configuration window — Slide tab

¢ When starting the scan, in the Save window, ensure that Separated
TIFF files is not marked. Agilent Feature Extraction can only convert
single TIFF scans from non-Agilent scanners.

* Mark the following check boxes in the Save window.
Prefix File Name
Barcode
Date & Time
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Scanning an Agilent CGH array on an InnoScan 710 or 900 scanner
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Figure 3 Mapix — Save window

Feature Extraction for CytoGenomics 2.9 - Settings for Innopsys Innoscan 710 and 900 microarray scanners 5



Running a workflow with the scanner image in CytoGenomics

Manually run a workflow in CytoGenomics

See the CytoGenomics help system for instructions on manually running a
workflow. An overview of the basic steps is provided below.

1 In CytoGenomics 2.9, on the Analysis Workflow screen, click Select
Samples and select the tiff image (*.tif) generated on the InnoScan
scanner. Click Next to advance to the Describe Samples step.

2 Assign the sample attributes as needed. Click Next to advance to the
Run Analysis step.

3 Add a description to the workflow job (if desired), and click Run
Analysis to start the workflow. The program directs you to the Sample
Review screen where the submitted workflows are listed.

Check the status of the workflow

Workflows using images from an InnoScan scanner sometimes fail due to
failure to automatically grid the image. When an extraction fails due to
auto gridding, all of the submitted workflows for the image(s) will show a
value of “Failed” in the Status column of the Sample Review screen in
CytoGenomics.

To check if your workflow failed due to automatic gridding errors:

1 On the Sample Review screen, double-click the first failed row.

A pop-up window opens showing the log of Feature Extraction
instructions and the cause of failure.

2 Check the log to confirm if the failure was due to “Gridding error: Grid
placed outside of scan!” and verify that auto-gridding was not properly
executed. If so, you must manually grid the failed image by running the
Feature Extraction application. See “Running Feature Extraction for
CytoGenomics” on page 8.

6 Feature Extraction for CytoGenomics 2.9 - Settings for Innopsys Innoscan 710 and 900 microarray scanners



r
# Job Summary Log : Job_19Mar2014_17.28.10

19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : (Array_1_2) 21 (Red) and 21 (Green) feature population outliers.

19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : (Array_1_2) QCMetrics Totals: Found 2 Metrics In Excellent Range, Found 11 Metrics In Evaluate Range.

19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : (Array_1_2) There are 31707 {Red) negative features (Non-Controls). .

19-Mar-2014 17:44:18 - FE Verifier Msg: - Warning : [Array_1_2) Multiplicative Detrending will not be performed (Green Channel): did nat find enough suitable features to be able to reliably detrend..
19-Mar-2014 17:44:18 - FE Verifier Msg: - Warning : (Array_1_2) This design has no restriction control probes - cannot calculate Restriction Control value..

19-Mar-2014 17:44:18 - FE Verifier Msg: - Error : (Array_1_2) There are a large number of negative control outliers. We recommend checking the QC Report, the image and the grid before using this data..
19-Mar-2014 17:44:18 - FE Verifier Mse: Status for Array 252637022229_1_3 : Error

19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : (Array_1_3) QCMetrics Totals: Found 1 Metrics In Excellent Range, Found 12 Metrics In Evaluate Range..

19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : (Array_1_3) 0 (Red) and 12671 (Green) backeround population outliers..

19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : (Array_1_3) 41786 (Red) and 13052 (Green) background non-uniformity outliers..

|| 19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : {Array_1_3) 41025 (Red) and 2494 (Green) feature non-uniformity outliers..

19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : (Array_1_3) 153 (Red) and 140 (Green) saturated features..

1l 19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : (Array_1_3) There are 34863 {Green) negative features (Non-Contrals).
i 19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : (Array_1_3) There are 33750 (Red) negative features {Non-Controls). ..
19-Mar-2014 17:44:18 - FE Verifier Msg: - Success : (Array_1_3) 57 (Red) and 55 (Green) feature population outliers..
19-Mar-2014 17:44:18 - FE Verifier Msg: - Warning : (Array_1_3) This design has no restriction control probes -- cannot calculate Restriction Control value.

19-Mar-20141 8 - FE Verifier Ms; - Error : (Array_1_3) There is a large percentage of background non-uniform outliers. We recommend checking the QC Report, the image and the grid before using thi
19-Mar-2014 1 8 - FE Verifier Msg: Status for Array 252637022229_1_4 : Error

19-Mar-2014 17:44:18 - FE Verifier Msg: - Error : (Array_1_4) Gridding error: Grid is placed outside the scan! (Created grid file in name_BadGrid_grid.csv)...

19-Mar-2014 17:44:18 - FE Verifier Msg: Status for Array 252637022229_2_1: Error

19-Mar-2014 17:44:18 - FE Verifier Msg: - Error : (Array_2_1) Gridding error: Grid is placed outside the scan! (Created grid file in name_BadGrid_grid.csv)....

19-Mar-2014 17:44:18 - FE Verifier Msg: Status for Array 252637022229_2_2 : Error

19-Mar-2014 17:44:18 - FE Verifier Msg: - Error : (Array_2_2) Gridding error: Grid is placed outside the scan! (Created grid file in name_BadGrid_grid.csv).....

19-Mar-2014 17:44:19 - FE Verifier Msg: Status for Array 252637022229_2_3 : Error

19-Mar-2014 17:44:1% - FE Verifier Msg: - Error : (Array_2_3) Gridding error: Grid is placed outside the scan! (Created grid file in name_BadGrid_grid.csv)......

19-Mar-2014 17:44:1% - FE Verifier Msg: Status for Array 252637022229 2 4 : Error

19-Mar-2014 17:44:19 - FE Verifier Msg: - Error : [Array_2_4) Gridding error: Grid is placed outside the scan! [Created grid file in name_BadGrid_grid.csv).......

Errors:

19-Mar-2014 17:44:1% - - Extraction encountered errors.

19-Mar-2014 17:44:1% - FE Verifier Msg:
19-Mar-2014 17:44:19 - No array text file(s) generated for image(s):
19-Mar-2014 17:44:1% - 252637022229_A

Workflow Execution Status:

Figure 4 CytoGenomics — Job Summary Log
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Running Feature Extraction for CytoGenomics

The Feature Extraction for CytoGenomics software is installed as part of
the Agilent CytoGenomics software package. When you run a workflow
from CytoGenomics, Feature Extraction for CytoGenomics runs in the
background to automatically extract microarray images. It finds and
adjusts microarray grids, rejects outlier pixels, accurately calculates feature
intensities and ratios, flags outlier features, and calculates statistical
confidences.

Ordinarily, it is not necessary to run the Feature Extraction program
separately. However, if your workflows failed due to failure to
automatically grid the image, you will need to manually grid the image in
Feature Extraction for CytoGenomics before re-running the workflow in
CytoGenomics.

Open the Feature Extraction for CytoGenomics program

To start Feature Extraction for CytoGenomics:

¢ From Windows, click Start > All Programs > Agilent
CytoGenomicsEdition 2.9.x > Agilent Feature Extraction for
CytoGenomics.

The Feature Extraction for CytoGenomics main window opens.
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Figure 5 Feature Extraction for CytoGenomics — Main window

Open the image in Feature Extraction for CytoGenomics
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In Feature Extraction for CytoGenomics, open the InnoScan image that

failed in the CytoGenomics workflow.

1 With the Feature Extraction for CytoGenomics main window open, click
File > Open > Image, and browse to the folder that contains the image

file.

2 Double-click the image file (.tif) that you want to open.

Alternatively, you can “drag and drop” the image from your folder to
the open Feature Extraction window.




121 Agilent Feature Extraction for CytoGenamics - [CACGH+SNP_4x180K\TIFF images\US2350] = =0
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Feature Extraction for CytoGenomics — Main window with image file opened

For high resolution images (2 or 3 micron or 20-bit), you see a low-resolution preview image
until you crop to roughly 1/10 of the preview image size. Then you see the original
high-resolution image. [The Crop Cursor turns red when you are outside the high-resolution
(High Fidelity) region.]

Manually grid the image in Feature Extraction for CytoGenomics

Refer to the Feature Extraction 11.5 User Guide, Section 3 — “Creating
Grid Files: If Automatic Gridding for an Agilent Image Fails” — for
instructions on manual gridding. If the gridding fails during feature
extraction, you will see a red error message in the Summary Report that
indicates why the gridding failed. See Section 2, “Extracting Microarrays
Automatically: To display the Project Run Summary Report” for details on
summary reports.
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If gridding fails, use the following steps to adjust the grid and rerun an
extraction set.

¢ Step 1. Create a new project for failed extraction sets.

¢ Step 2. Access grid mode from a project extraction set.

* Step 3. Position grids and save grid file.

e Step 4. Set up and rerun Feature Extraction.

¢ Step 5. Adjust rotation and skew of subgrids.

Once the extraction is complete after manual gridding, Feature Extraction
for CytoGenomics generates a text output to the “FE Common Extracts”
folder. You can then use the text file to rerun the workflow in

CytoGenomics. See “Rerunning a failed workflow in CytoGenomics” on
page 12.

@Qvl . <« Job_18Mar2014 13.54.50 » FE Common Extracts Common Extracts pel |
File Edit View Tools Help
Organize » Li‘ Open MNew folder B= ~ [l @
< Favorites Mame B Date modified Type
Bl Desktop (] pTL2178_L astBatchReport.rtf 3/18/2014 209 PM  Rich Text Fon
& Downloads | US10183811 252192423525 501 xml 3/18/2014 209 PM  XMLFile
| Recent Places [5] US10183811 252192423525 501 201403181409.rtf 3/18/2014 209 PM  Rich Text For
|| US10183811_252192423525_501_CytoCGH_0100_8x_Movl3.shp 3/18/2014 208 PM  SHP File
4 Libraries || US10183811_252192423525_S01_CytoCGH_0100 8x_Mov13 1 1.bxd 3/18/2014 208 PM  TXT File
3 Documents || US10183811 252192423525 S01_CytoCGH_0100 8x_Movl3 1 2.bxd 3/18/2014 2208 PM  TXT File
J’ Music || US10183811_252192423525_501_CytoCGH_0100_8x_Mov13 1 3.t 3/18/2014 2209 PM  TXT File
[E5] Pictures || US10183811_252192423525_S01_CytoCGH_0100_8x_Movi3_ 1 4.kt 3/18/2014 209 PM  TXT File
B videos || US10183811_252192423525_501_CytoCGH_0100_8x_Movi3_2 1.t 3/18/2014 209 PM  TXT File
|| US10183811_252192423525_501_CytoCGH_0100_8x_Movi3 2 2.t 3/18/2014 209 PM  TXT File
18 Computer || US10183811_252192423525_501_CytoCGH_0100_8x_Movi3 2 3.t 3/18/2014 209 PM  TXT File
&osim | | US10183811 252192423525 501_CytoCGH_0100_8x_Movi3 2 4.t 3/18/2014 209 PM  TXT File
a Trushant (D:)
=a Tools (E3)
a Install (F:)
¥ CytoSoftware (\\scl
&8 view [\) (M)
% trushant_patil_lap_D
‘i Network
< . 3
8 items selected Date created: 3/18/2014 2:09 PM
Date modified: 3/18/2014 2:09 PM
Size: 141 MB
%

Figure 7 Output text files generated by Feature Extraction for CytoGenomics
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Rerunning a failed workflow in CytoGenomics

Once you have the text output file generated by Feature Extraction for
CytoGenomics, you can rerun the workflow in CytoGenomics using the
text file.

1 On the CytoGenomics Analysis Workflow screen, click Select Samples
and select the extracted text file (*.txt) as the input instead of a tiff
image.

>
# Agilent CytoGenomics

CytoGenomics v | =2, [lime s SRt s

Import samples and assign analysis method

o Import samples by selecting microarray images or microarray f§ 4 Open T —— - T
Import | |
Samples Select Samples... Look In: | 3 FE Common Extracts . el @ | E |
P Select samples to be analyzed pl | J | 1
*Press and hold 'Control’ key to make changes in multiple seled] |_] US10183811_252192423525_501_CytoCGH_0100 Bx_Movw13_1_1.txt %-
" [11 us10183811_252192423525_501_CytoCGH_0100_8x_Novi3_1_2.txt
GlohokfisnlnyHamey (1) US10183811_252192423525_501_CytoCGH_0100_Bx_Nov3_1_3.bxt !
[ US10183811_252192423525_501_CytoCGH_0100_8x_Mov13_1_d.txt
[11 Us10183811_252192423525_501_CytoCGH_0100_8x_Nowvi3_2_1.txt
£ [11 us10183811_252192423525_501_CytoCGH_0100_8x_Novi3_2_2.txt
DCSCT’]bC [71 Us10183811_252192423525_501_CytoCGH_0100_8x_Novi3_2_3.txt
Samples [ US10183811_252192423525_501_CytoCGH_0100_8x_Mov13_2_d.txt
] File Hame: 10 CytoGenomics_Client\Workflow OutputiJob_18Mar2014_13.54.50\FE Common Extracts
— Files of Type: LMicmar’ray Format{®.txt); Image Format(*.tf) &
3
Run
Analysis Open Cancel
\

Figure 8 CytoGenomics Analysis Workflow screen — Select Feature Extraction text files

2 Submit the workflow after editing any other attributes for the sample
that you want to associate with the array.

The text output files are imported during the workflow run.
CytoGenomics can then complete the workflow successfully.
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Figure 9 CytoGenomics — Sample Review screen

© Agilent Technologies, Inc. 2015
(G1662-90036, Revision B0, August 2015

Feature Extraction for CytoGenomics 2.9 - Settings for Innopsys Innoscan 710 and 900 microarray scanners 13




<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (Adobe RGB \0501998\051)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.3
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket true
  /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 false
  /OPM 1
  /ParseDSCComments false
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Remove
  /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 false
  /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 false
  /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 0
  >>
  /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 <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /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 <>
    /PTB <>
    /SUO <>
    /SVE <>
    /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 [1200 1200]
  /PageSize [612.000 792.000]
>> setpagedevice


