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The Comprehensive Forensics and Toxicology Test Mix is included with the G1734BA
Forensics and Toxicology Triggered MRM Application Kit.

Agilent does not provide the actual acquisition methods to use with the
Comprehensive Test Mix, due to the large number of instrument
configurations that are possible.

Instead, Agilent provides this guide to explain how to create MRM methods
that are used to create dAMRM and tMRM methods for the test mix.

You will copy the values from the file MRM_Methods_ForTox.xlsx, found on the
Support Disc, to set up your MRM methods.

Before you begin, make sure that your system meets the installation
requirements that are described in the MassHunter Forensics and Toxicology
Triggered MRM Database and Library Quick Start Guide.

For more detailed instructions, see the Quick Start Guide for this database,
and the MassHunter Data Acquisition for 6400 Series Triple Quadrupole
LC/MS Familiarization Guide and online Help.
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Step 1. Set up the LC part of the method

1 Set up the solvent.
This step is identical for all LC configurations.

Solvent A: 5 mM ammonium formate in 0.01% formic acid in water

Solvent B: 0.01% formic acid in methanol
2 Set up the gradient.

The gradient setup is dependent upon the LC configuration. Some examples
follow.

1290 Infinity LC 1290 Infinity LC system with Agilent Eclipse Plus C18, 2.1 mm x 100 mm,
system 1.8 um ZORBAX LC column (p/n 959758-902), included in the G1734BA
Forensics and Toxicology Triggered MRM Application Kit.

tmelminl AR BUE (ol limkiba

0.00 95.00 5.00 0.400 1200.00
0.50 95.00 5.00
1.50 70.00 30.00
6.50 40.00 60,00
9.00 5.00 95.00

Stop time is 9 minutes with a post time of 3.5 minutes.

1260 Infinity LC  The 1260 Infinity LC system can have a lower backpressure (up to 600 bar)
system and a higher dead volume than the 1290 Infinity LC system.

Tmolminl AU BU {ofTnel Cimiload

0.00 95.00 5.00 0.400 £00.00
1.50 95.00 5.00
2.00 70,00 30,00
850 40.00 60.00

11.00 5.00 95.00

Stop time is 11 minutes with a post time of 3.5 minutes.

These settings are optimized over the whole Comprehensive Test Mix. For best
sensitivity of SubMix 5, use pure water and methanol in negative mode.
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Step 2. Set up LC/MS ion source parameters
¢ Set up the ion source parameters in the MS part of the method.

For a multi-component method, the ion source parameters shown in the
next figure are used to achieve the best overall sensitivity for all of the
compounds in the Comprehensive Test Mix. You can make adjustments to
optimize for individual compounds or submixes.

6460 LC/MS  Ion source parameters for the 6460 LC/MS instrument:

Source parameters

[3az Temp: |35 T

Gas Flow: IE;i 1#rmir

MHebulizer: lr psi l— psi
Sheath Gas Temp: I?.?‘i T
Sheath Gas Flow: lﬂi /ity

Pozitive Megative

Capillary: |35IJEI W |3EIUU b

Mozzle Voltage: |0 Voo o

Forensics and Toxicology Triggered MRM Method Setup Guide



6490 LC/MS Ion source parameters for the 6490 LC/MS instrument:

Acouisition Suumel Chromatogram ] Instrument ]

Source paranneters

Gaz Temp:

Gaz Flow:
Mebulizer:

Sheath Gaz Temp:
Sheath Gas Flow:

Capillary:

Mozzle Woltage:

: 120 °C

15 /iy

ia] psi

a7 T

12 /iy

Puositive MHegative

- 3500 Y |a000
- |300 Yo [500

W

W

iFunnel paraneters

Puositive Meqgative
C High Pressure RF 150 Yo a0 Y
: Low Pressure RF - |5 K =] Y
psi
Copy ‘ Paste ‘

Paste to All Segments ‘

The ion source parameters shown for the 6490 LC/MS also include the iFunnel
parameters. These iFunnel parameters ensure the best overall sensitivity for
all of the compounds in the Comprehensive Test Mix. You can use the Source
and iFunnel Optimizer program to optimize for individual compounds or
submixes. Refer to the MassHunter Data Acquisition for 6400 Series Triple
Quadrupole LC/MS Fam:iliarization Guide and online Help.
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Step 3. Set up the MRM method

1 From the Support Disc, open the file MBRM_Methods_ForTox.xlsx.

This spreadsheet file contains ten tabs, SubMix 1 through SubMix 10, one
for each of the ten standard mixes in the Comprehensive Test Mix.

Py B i (8] E F G H 1 K L
1 |MRM
2 [Compound Group Compoun 1STD? Precursar MS1 Res  Product Ich52 Res  Dwell Fragrent: Collision ECell Accal Polarity
3 |SubMix 1 HU-210 FALSE 387.3 Unit 43.1 Unit 10 151 56 3 Positive
4 [Submix 1 HU-210 FALSE 3853 Unit 367.2 Unit 10 289 24 3 Negative
5 [Submixl HU-210 FALSE 385.3 Unit 301.2 Unit 10 285 36 3 hegative
£ |SubMixl JWH-200 FALSE 385.2 Unit 155 Unit 10 184 20 3 Positive
7 [Submixl JWH-200 FALSE 3852 Unit 114.1 Unit 10 154 28 3 Positive
B [Submixl JWH-018 FALSE 3422 Unit 155 Unit 10 193 24 3 Positive
9 |SubMix 1 JwWH-018 FALSE 342,2 Unit 127 Unit 10 199 52 3 Positive
10 [Subiix 1 JWH-230 FALSE 336,2 Unit 121 Unit 10 171 20 3 Positive
11 [Submix 1 JWH-250 FALSE 3362 Unit 91.1 Unit 10 171 52 3 Positive
12 |SubMix 1 CP 47,497 FALSE 331.3 Unit 313.2 Unit 10 247 24 3 Negative
13 [Submix 1 CP 47,497 FALSE 3313 Unit 259.2 Unit 10 247 32 3 Negative
14 [Submix 1 JWH-073 FALSE 328.2 Unit 155 Unit 10 1839 24 3 Positive
15 |SubMix 1 JWH-073 FALSE 328.2 Unit 127 Unit 10 189 52 3 Positive
16 [Subiix 1 CP 47,497 FALSE 317.2 Unit 2939.2 Unit 10 232 24 3 Negative
17 [Submix 1 CP 47,497 FALSE 317.2 Unit 245.2 Unit 10 232 3z 3 hegative
18 |SubMixn 1 CBN Cann  FALSE 311.2 Unit 293.2 Unit 10 126 16 3 Positive
19 [Subiix 1 CBN Cann FALSE 311.2 Unit 223 Unit 10 126 20 3 Positive
20 (Submix 1 CBR Cann FALSE 303.2 Unit 279.1 Unit 10 2039 3z 3 hegative
21 |SubMix 1 CBN Cann  FALSE 3082 Unit 222 Unit 10 209 48 3 Negative
22 [Submix 1 Ketamine FALSE 238.1 Unit 173.1 Unit 10 103 12 4 Positive
23 [Submix 1 kKetamine FALSE 238.1 Unit 125 Unit 10 103 28 4 Positive
24 |SubMix 1 HU-210 FALSE 387.3 Unit 71.1 Unit 10 151 24 3 Positive
29
26
27
28
29
a0
3l
3z
a3
34

35
M 4 b M| SubMix 1 SubMix2 - SubMix 3 o SubMix 4 SubMix S SubMix 6 SubMix 77 SubMix 8 SubMili] 4
Ready | Average: 1270363636 Count: 277 Sume 1

2 Open the MassHunter Data Acquisition program.
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3 In the Method Editor window, click QQQ > Acquisition.

Tune fle Stop time:

stunes TUNE XML & Nalmi/s Pump

Browse . el e

on souce Time fitziing

ASESI v [ Peakwidti [004 min
Time segments

Start Delia | Deka

W | et SeanTpe | Divvave S| ) stored

| 0[MRM xroms | zmf of F |

191 oycles/s (2035 meleycle

4 In the spreadsheet file, in the SubMix 1 tab, select all of the cells that
contain MRM information. Make sure that you select the two header rows.
Do not select the entire table!

£ B 1 D E F G H ) K L

1 |MRR

2 [Compound Group Compoun 1STD? Precursar MS1 Res  Product IcMMS2 Res  Dwell Fragrent: Collision ECell Accal Polarity

3 [Submixl HU-210 FALSE 387.3 Unit 43.1 Unit 10 151 56 3 Positive

4 |SubMix 1 HU-210 FALSE 385.3 Unit 367.2 Unit 10 285 24 3 Negative
3 [Submixl HU-210 FALSE 3853 Unit 30L.2 Unit 10 289 36 3 Negative
6 [Submixl JWH-200 FALSE 3852 Unit 155 Unit 10 184 20 3 Positive

7 |SubMix 1 JWH-200 FALSE 385.2 Unit 114.1 Unit 10 184 28 3 Positive

8 [Submixl JwWH-018 FALSE 342,2 Unit 155 Unit 10 133 24 3 Positive

9 [Submixl JWH-018 FALSE 3422 Unit 127 Unit 10 193 52 3 Positive

10 |SubMix 1 JWH-250 FALSE 3362 Unit 121 Unit 10 171 20 3 Positive

11 [Subiix 1 JWH-230 FALSE 336,2 Unit 91.1 Unit 10 171 92 3 Positive

12 [Submix 1 CP 47,497 FALSE 331.3 Unit 313.2 Unit 10 247 24 3 hegative
13 |SubMix 1 CP 47,497 FALSE 331.3 Unit 259.2 Unit 10 247 az 3 Negative
14 [Submix 1 JWH-073 FALSE 3282 Unit 155 Unit 10 183 24 3 Positive

15 [Submix 1 JWH-073 FALSE 328.2 Unit 127 Unit 10 1839 52 3 Positive

16 |SubMixn 1 CP 47,497 FALSE 317.2 Unit 299.2 Unit 10 232 24 3 Negative
17 [Submix 1 CP 47,497 FALSE 317.2 Unit 243.2 Unit 10 232 32 3 Negative
18 [Submix 1 CBR Cann FALSE 311.2 Unit 293.2 Unit 10 126 1a 3 Positive

19 |SubMix 1 CBN Cann  FALSE 311.2 Unit 223 Unit 10 126 20 3 Positive

20 [Subiix 1 CBN Cann FALSE 303,2 Unit 273.1 Unit 10 203 32 3 Negative
21 [Submix 1 CBR Cann FALSE 303.2 Unit 222 Unit 10 2039 4 3 hegative
22 |SubMixn 1 Ketamine FALSE 238.1 Unit 179.1 Unit 10 103 12 4 Positive

23 [SubmMix 1 Ketamine FALSE 238.1 Unit 125 Unit 10 103 28 4 Positive

24 [Submix 1 HU-210 FALSE 387.3 Unit 71.1 Unit 10 151 24 3 Positive

Acquisition \ Source | Chromstogram | nstrument. |

Sean segments:

Compound Graup

Compound Name

» |Eumpuund1

1STD?
[ m

Precursor lon

MS1 Res

Product lon

360 Unit |

200 Ui |

MS2Res | Duwell

200

Fragmentor

Collsion Energy

135 0

Cell Accelerator
Voltage

Polaiiy

7 |Positive
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b Copy the selected cells. (Press Ctrl+C or use the Copy command).

6 In the MassHunter Data Acquisition program, in the first line of the Scan
segments table, click the leftmost column to select the first line.

ﬁmﬂmls«m| Croomsbiran | Frtnset |
Sean tagments

Compourd Group Compoursd Hame | I15TD7  Precusobon © | MSTFles | Produci lon ME2Aer  Dwed  Frageeris | Colleon Evegy MWM“ Folawdy

7 Right-click and click Paste from Clipboard.

Add Rowe
Delete Row

Sort
Import from Database Broweser..,
Update DMRR Method ...

Cut

Copy
Paste

C Paste from Clipboard )

Fill Doy

Fill Calumn

Forensics and Toxicology Triggered MRM Method Setup Guide



The Scan segments table for instruments that are not equipped with iFunnel
technology looks similar to the next figure.

Scan segments

Cell Accelerator

Compound Group Compound M ame ISTD? | Precursor lon 57 Res | Product lon M52 Res | Dwell Fragmentor | Caollision Energy Valtage Palarity
Compaund] I~ 350 | Unit 200 | Urit 200 13 0 7 |Pasitive
SubMix 1 HU-210 ™ 387.3 (Uit 431 [Unit 10 151 56 3| Positive
SubMix 1 HU-210 I 385,23 Uit 3E7.2 (Urit 10 285 24 3| Megative
Subbix 1 HU-210 - 385.3 | Unit 301.2 |Unit 10 285 36 3[Megative
SubMix 1 Ja'H-200 I 385.2 [Unit 155 |Unit 10 184 20 3| Positive
SubMix 1 JofH-200 I 385.2 Uit 114.1 [Urit 10 1a4 28 3| Positive
SubMix 1 JwH-08 - 342.2 [Unit 155 |Urit 1o 133 24 3| Positive
SubMix 1 Jw'H-08 I 342.2 |Urit 127 |Unrit 10 193 52 3| Positive
SubMix 1 JH-250 ™ F36.2 Uit 121 |Unit 10 171 20 3| Positive
SubMix 1 Ja'H-250 ™ 336.2 Uit 1.1 {Urit 10 171 52 3| Positive
SubMix 1 CP 47 497-C8 homole| [ 331.3 | Unit 3.2 | Unit 10 247 24 3|Megative
Subbix 1 CP 47 497-C8 homole I 331.3|Unit 259.2 |Unit 10 247 32 3[Megative
SubMix 1 Ja'H-073 I 328.2 |Unit 155 |Unit 10 183 24 3| Positive
SubMix 1 JiH-073 I 328.2 (Urit 127 |Unit 10 189 52 3| Positive

The Scan segments table for instruments that are equipped with iFunnel
technology, such as the 6490, looks similar to the next figure.

Scan segments

Cell Acceleratar

Compound Group Compound Mame ISTD? | Precursor lon M51 Res | Product lon M52 Res | Dwell Fragmentor | Collision Energy Valtage Pualarity
SubMix 1 JudH-200 r 385.2| Uit 1147 | Uit 0 380 28 3| Positive
SubMix 1 JwH-018 r 342.2 | Urit 155 | Unit 10 380 24 3| Positive
Subhix 1 JwHog r 342.2 | Urit 127 |Unit 10 280 52 3| Positive
SubMix 1 JwH-250 r 336.2 | Urit 121 [Urit 10 380 20 3| Pozitive
Subhix 1 JwdH-250 r F36.2 | Urit 1.1 [Unit 10 380 52 3| Positive
Subhiz 1 CP 47 497-C8 homalc | [ I3 | Urit 132 | Unit 10 280 24 3| Megative
Subhix 1 CP 47 437-C8 homalc | [ 3313 | Urit 253.2| Unit 10 380 32 3| Megative
Subhix 1 JiwsH073 r 328.2 | Urit 185 | Unit 10 280 24 3| Positive
SubMix 1 JuiH-073 r 328.2| Urit 127 | Urit 0 380 52 3| Positive
SubMix 1 CF 47,437 r 7.2 | Unit 233.2| Unit 10 380 24 3| Megative
Subhix 1 CP 47,497 r 72| Urit 245.2| Unit 10 280 2 3| Megative
SubMix 1 CEN Cannabinol r F1.2 | Urit 293.2| Unit 10 380 16 3| Pozitive
Subhix 1 CEN Cannabinol r 1.2 | Urit 223 | Urit 10 380 20 3| Positive
Subkdix 1 CEN Cannabinal r 309.2| Urit 279.1 | Unit 10 380 32 3| Megative
Subhix 1 CEN Cannabinal r 309.2 | Unit 222 Uit 10 380 43 3|Meqgative
Subhix 1 F.etamine r 2381 | Urit 1731 | Unit 10 280 12 4| Positive
SubMix 1 K.etarmine r 2387 | Urit 125/ Uit 0 380 28 4| Positive

» SubMix 1 HU-210 r 387.3 | Unit 1.1 | Unit 10 380 24 3| Positive

Forensics and Toxicology Triggered MRM Method Setup Guide



Note that polarity switching is supported for MRM, but the transitions within
each compound need to have the same polarity. Polarity switching (positive
and negative transitions within a compound) is not supported.

8 Remove the first compound from the Scan segments table:

a Select the first line. For the first method that you create, the line
contains the compound Compoundl. For the other methods, the line
contains a compound from the previous submix.

b Right-click and click Delete Row. See the next figure.

~ Scan segmenl

Compound Group

Cell Accelerator
Yoltage

Fragmentor | Collision Energy Polarity

Forensics and Toxicology Triggered MRM Method Setup Guide

it 3|Positive
385.3| Unit 10 285 24 3| Megative
= 385.3| Unit 10 285 38 3| Megative
| Irnport frorn Database Browser.., 385.2 | Unit 10 134 20 3| Positive
385.2 | Unit 10 134 28 3| Positive
[ Update DMRM Methad .. 3422 Uit 0 183 2 3|Pasiive
0l Cut 342.2 | Unit 10 193 52 3| Positive
M Oy 336.2 | Unit 10 171 20 3| Positive
Paste T36.2 | Urit 51 |t 10 171 52 3| Positive
[|  pastetromClipboard 331.3| Unit 313 2| Uit 10 247 24 3| Negative
331.3 | Unit 269.2 | Unit 10 247 32 3| Megative
[ FillDawn 328.2|Unit 185 Unit 10 183 24 3[Fositive
L[ . 3282 Urit 127 Uit 0 183 ) 3|Pasiive
Tevmbiin Iro 47 107 = EEELTS EE RIS 1n 277 ET] 1T
The final method now looks like the next figure.
~ Scan segment;
Compound Group Compound Name ISTD? | Precursor lon | M51 Res | Productlon | M52 Res | Dwell Fragmentor | Collision Energy Cell\.?;:lf:;rator Polarity
» i Subbdix 1 HU-210 r 3873 [Urit 43.1 | Unit 10 13 56 3| Positive
Subbdix 1 HU-210 I 385.3 |Unit 367.2 [Urit 10 285 24 3|Negative
Subbix 1 HU-210 [ 3853 | Unit 307.2 |Unit 10 285 36 3[Megative
Subbdix 1 Jw'H-200 I 385.2 [Urit 155 |Unit 10 184 20 3| Positive
Subbdix 1 JwH-200 I 385.2 [Urit 114.1 {Urit 10 184 28 3| Positive
Subbdix 1 JwH-018 - 342.2 {Urit 155 Uit 10 193 24 3| Positive
Subbdix 1 JwH-018 I 342.2 {Urit 127 |Unit 10 199 52 3| Pasitive
Subbdix 1 JwH-250 [ 336.2 {Unit 121 |Unit 10 17 20 3| Pasitive
Subbdix 1 Jw'H-250 r 336.2 |Urit 31.1 | Unit 10 17 52 3| Positive
Subhdiz 1 CFP 47497 CS homale | [~ 331.3 | Unit 3.2 | Unit 10 247 24 3|Negative
Subbix 1 CP 47 497-C8 homole [ 331.3 | Unit 2592 |Unit 10 247 32 3[Megative
Subbdix 1 JwH-073 I 328.2 |Unit 155 |Unit 10 189 24 3| Positive
Subbdix 1 JwH-073 I 328.2 |Unit 127 |Unit 10 189 52 3| Pasitive
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9 Click Method > Save As (or click |4 in the Method Editor toolbar) and
save the method as ForTox_MRM_Mix1.m.

10 Delete all but one compound from the Scan segments table.

The Scan segments table cannot be empty. You need to leave one compound

in the table.

11 Repeat step 4 through step 10 for each of the submixes.

When you save each method, use a name that reflects the submix name,
such as ForTox_MRM_Mix2.m for the values in the SubMix 2 tab.

Step 4. Set up a worklist to run the submixes

¢ Set up the worklist as shown in the next figure. Include all submixes. Inject
the first standard twice to allow the system to come to equilibrium.

Sample Name Sample Position Method Data File Sample Type Level Name
Subbix_01 F1-A1 ForTox_tRER_Mix_1.m to_delete.d Calibration 1
Subbdix_01 F1-A1 ForTox_tER_Mix_1.m Subhdix_01.d Calibration 1
Subhix_02 F1-A2 ForTox_tER_Mix_2.m Subdix_02.d Calibration 1
Subkdix 03 F1-43 ForTox_BEkd_kix_3.m Subbkdix_03.d Calibration 1
Subhdix_04 F1-Ad FarTox_hEM_Mix_4.m Subahdix_04.d Calibration 1
Subbix_05 F1-AR ForT ox_MER_Mix_5 m Subkdix_05.d Calibration 1
SubMix_0& F1-AE ForTox_MMBk_Mix_B.m Subkdix_06.d Calibration 1
SubMix_07 F1-A7 ForTox_tRER_Mix_7.m Subbdix_07.d Calibration 1
Tl b Al 0O 1 AQ CmvT e hdMkd hdis O e Chalmbk dine MO A Ml v mom 1

To create the dAMRM and tMRM methods from the MRM methods that you just
created, refer to the Quick Start Guide for this database, or the MassHunter
Data Acquisition for 6400 Series Triple Quadrupole LC/MS Familiarization
Guide or online Help.
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Step 4. Set up a worklist to run the submixes

Forensics and Toxicology Triggered MRM Method Setup Guide 1



www.agilent.com

In this Book

The Method Setup Guide
describes how to create
MRM methods for your
specific LC/MS set up. The
MRM methods are used to
create Dynamic MRM
(dMRM) and Triggered
MRM (tMRM) methods for
the Comprehensive Test
Mix.

© Agilent Technologies, Inc. 2013

Printed in USA
Revision A, May 2013

G1734-90007

Agilent Technologies



	Comprehensive Test Mix for MassHunter Forensics and Toxicology Triggered MRM Database and Library
	Step 1. Set up the LC part of the method
	Step 2. Set up LC/MS ion source parameters
	Step 3. Set up the MRM method
	Step 4. Set up a worklist to run the submixes



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (Adobe RGB \0501998\051)
  /CalCMYKProfile (U.S. Sheetfed Coated v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.6
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket true
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize false
  /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 /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 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 true
  /PDFX3Check false
  /PDFXCompliantPDFOnly true
  /PDFXNoTrimBoxError false
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier (CGATS TR 001)
  /PDFXOutputCondition ()
  /PDFXRegistryName (http://www.color.org)
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <>
    /CHT <>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA (Utilizzare queste impostazioni per creare documenti Adobe PDF che devono essere conformi o verificati in base a PDF/X-1a:2001, uno standard ISO per lo scambio di contenuto grafico. Per ulteriori informazioni sulla creazione di documenti PDF compatibili con PDF/X-1a, consultare la Guida dell'utente di Acrobat. I documenti PDF creati possono essere aperti con Acrobat e Adobe Reader 4.0 e versioni successive.)
    /JPN <>
    /KOR <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die moeten worden gecontroleerd of moeten voldoen aan PDF/X-1a:2001, een ISO-standaard voor het uitwisselen van grafische gegevens. Raadpleeg de gebruikershandleiding van Acrobat voor meer informatie over het maken van PDF-documenten die compatibel zijn met PDF/X-1a. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 4.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings when submitting to HP. These settings require font embedding.)
  >>
  /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 /HighResolution
      >>
      /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


