
© 2012 Thermo Fisher Scientific Inc.
All rights reserved. 

This quick reference guide describes the Analysis mode tasks assigned to the Technician role in the Thermo 
TraceFinder™ 3.0 analytical software.

For detailed descriptions of all procedures described in this quick reference guide, refer to the “Using the Analysis 
Mode” chapter of the TraceFinder User Guide.

 To open the Analysis mode

Click Analysis in the navigation pane.

The Analysis navigation pane opens.
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Batch View Use the Batch View to manually create and edit a new batch or open and edit a previously saved batch. When you 
submit a batch, you can acquire, process, or create reports for the submitted samples.

 To open the Batch View

Click Batch View in the navigation pane.

The Batch View navigation pane opens. 

The Batch View includes the following pages:

• Samples Page

• Auto Samples Page 

• Reference Samples Page

Samples Page Use the Samples page to create a new batch. Follow these procedures:

• To open the Samples page

• To create a batch

• To add samples to the list

• To insert samples into the list

• To import samples into the list

• To remove samples from the list

• To copy a sample

• To reinject a sample

• To edit sample values

• To submit samples

 To open the Samples page

Click Samples in the Batch View navigation pane.

The Samples page opens. 

 To create a batch
1. Choose File > New > Batch.

The Create a New Batch dialog box opens.
2. Select to create either a quantitative batch or a screening batch.
3. Select a master method from the Method list. 

The application displays all available quantitative or screening methods.

Available only for quantitative batches when 
you activate Intelligent Sequencing in the 
Application Configuration mode.

Available only for quantitative batches.
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4. Select a drive from the Storage Location list. 

The project list displays all projects, subprojects, and batches on the selected drive.

You cannot use network drives to acquire data. For more information about network drives, refer to the “Using 
the Application Configuration Mode” chapter in the TraceFinder User Guide.

5. Select a project and a subproject, and then enter a name for your new batch.

6. Click Save.

A new batch opens with one Specimen sample. The batch name in the title bar indicates that you are creating a 
quantitative or screening batch.

 To add samples to the list

Select the number of sample rows to add and click the Add Sample icon, .

The application adds the specified number of new samples to the end of the sample list.

 To insert samples into the list
1. Select the sample above which you will insert new samples.
2. Select the number of samples to insert and click the Insert Sample icon, .

The application inserts the Specimen samples above the selected sample.

 To import samples into the list
1. Click the Import Samples icon, .

The Sample Import Tool dialog box opens.

2. Click Browse and select a CSV, an XML, or an SLD file that contains the sample definitions to import.
3. From the Imported Samples Will Be list, select either Appended to the End of the List or Inserted at the 

Selected Row.

Tip  The application does not display drives that do not have a project and subproject.

Tip  To activate the Save button, you must select a subproject and enter a unique batch name. If the Save 
button is not activated, either you have entered a name that is already used or you have not selected a 
subproject.

Tip  To quickly add a sample row, right-click the sample list and choose Add Sample from the shortcut 
menu.

Inserted 
samples
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4. Click Import.

The Sample Import Tool dialog box closes, and the application adds the specified samples to the sample list. 

When you import samples from an Xcalibur™ sequence file, the TraceFinder application makes the following 
column name and sample type substitutions. 

 To remove samples from the list
1. Select the samples that you want to remove.

2. Right-click and choose Remove Selected Samples from the shortcut menu. 

 To copy a sample
1. Select the sample that you want to copy.
2. Right-click and choose Insert Copy Sample from the shortcut menu.

The TraceFinder application inserts the copy above the selected sample.

 To reinject a sample
1. In the Sample list, select the sample that you want to reinject.
2. Right-click and choose Reinject This Sample from the shortcut menu.

The TraceFinder application creates a copy of the selected sample and appends INJ001 to the file name. 
Additional reinjections of the same sample are numbered INJ002, INJ003, and so forth. The TraceFinder 
application copies all parameter values from the original sample.

 To edit sample values 
1. For each sample, do one of the following:

Type a new file name over the current file name.

–or–

Double-click the Filename column and locate a raw data file to use for the sample. 

–or–

Right-click and choose Browse in Raw File from the shortcut menu, and then locate a raw data file to use for 
the sample.

2. For each sample, click the Sample Type column and select a sample type from the list.

Xcalibur column TraceFinder column Xcalibur sample type TraceFinder sample type

Position Vial Position Blank Negative

Inj Vol Injection Volume Std Bracket Calibrator

Dil Factor Conversion Factor

Tip  Use the CTRL or SHIFT keys to select multiple samples.

Available sample types

Specimen Hydrolysis QC

Solvent Calibrator

Unextracted Negative
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3. For each Calibrator or QC sample, select a level from the Level list.

The sample levels are defined in the master method. If there are no levels to select from the Level list, do the 
following:
a. Return to the Method Development mode.
b. Open the method.
c. Click the Compounds tab.
d. Click the Calibration Levels tab.
e. Add the levels.
f. Save the method.
g. Return to the Analysis mode, and then click Update.

The application updates the local method with the new sample levels.
4. (Optional) Enter or edit the values for the remaining columns.

 To submit samples
1. Do one of the following:

• To submit all samples in the batch, click the Submit Batch icon, .

• To submit specific samples, select the samples and click the Submit Selected Samples icon, .

The Submit Options dialog box opens. 
2. Select the tasks that you want to perform: acquire data, process data, or create reports.

3. To start the selected processes, click OK. 

Auto Samples
Page

The Auto Samples page identifies the Solvent or Negative samples to use for any Auto Sample or Auto Sample and 
Reinject failure actions as specified on the Intelligent Sequencing page of the method. 

 To open the Auto Samples page

Click Auto Samples in the Batch View navigation pane.

The Auto Samples page opens. 

 To add an auto sample type
1. Right-click and choose Add Auto Sample from the shortcut menu, or click the Add New Auto Sample icon, 

.

The application adds a Solvent sample to the sample list.

You can add, insert, or remove samples from this list as you would any sample list. See “Samples Page” on page 2.
2. To change the sample type to a Negative, click the Sample Type column and select Negative from the list.
3. In the Injection Volume column for the sample, type a volume.

The minimum injection volume value allowed is 0.1 μL; the maximum injection volume value allowed is 
5000 μL.

Note  When you use the horizontal scroll bar at the bottom of the sample list, the Status, Filename, 
Sample Type, and Level columns stay fixed while the other columns scroll right and left. 

Note  By default, the application acquires and processes data when you submit the batch.
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4. In the Number of Injections column, type the number of injections available in the designated Solvent or 
Negative vial.

After auto sample injections have occurred, you can return to this page to view the number of injections used in 
each vial.

5. In the Vial Position column, type the vial position for the Solvent or Negative sample. 

Reference
Samples Page

The Reference Samples page displays the reference samples selected for this batch.

 To specify a chromatogram reference sample
1. In the Batch View, click Reference Samples.

An empty reference sample table opens.

2. Click the Add Reference Sample icon, , or right-click and choose Add Reference Sample from the 
shortcut menu.

The Open Chromatogram Reference Sample dialog box opens.

3. Select a project from the list of projects.
4. Select a subproject from the list of subprojects.
5. Select a batch from the list of batches.

The application displays only batches that were created using the current master method. 
6. Select a sample from the list of processed samples.

The application displays all the processed samples in the selected batch. Before using a sample as a reference 
sample, you must have processed the sample with the current master method.

7. Click Open.

Note  If you are using a new method, no reference samples appear here. You must first process a batch using 
the current method to see the reference samples in this list.
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Data Review Use the Data Review to verify the data generated by a quantitative or target screening master method before you 
generate reports.

 To open the Data Review view

Click Data Review in the navigation pane.

The Data Review navigation pane opens. 

• Data Review for Quantitative Methods

• Data Review for Target Screening Methods

Data Review for
Quantitative

Methods

The Data Review for quantitative methods includes the following:

• Sample View

• Compound View

• Qualitative View

Sample View

The Sample View displays a list of all samples in the current batch, the compound results for all compounds in the 
method, and peak plots for all compounds found in the currently selected sample. 

These are the default panes and their locations:

When you select a sample in the Samples pane, the associated Compound Results pane flags any compound with 
errors in the selected sample. The associated Sample Peaks pane displays the chromatogram, retention time, area, 
height, and signal-to-noise ratio for all compounds in the selected sample. The Sample Peaks pane highlights the 
compound selected in the Compound Results pane.

Data Review for quantitative methods Data Review for target screening methods

Samples paneSample Peaks pane Compound Results pane
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• Samples pane

Use the Samples pane to select a specific sample. The associated Compound Results pane displays all compounds 
in the method and flags any compound with errors in the selected sample.

• Compound Results pane

Use the Compound Results pane to select a specific compound in the selected sample. The associated Sample 
Peaks pane highlights the selected compound.

Selected sample

No compound error in the 
selected sample

Compound error in the 
selected sample
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• Sample Peaks pane

The Sample Peaks pane displays the chromatogram, retention time, area, height, and signal-to-noise ratio for all 
compounds in the Compound Results pane. The application highlights the chromatogram for the compound 
that is currently selected in the Compound Results pane.

 To display details for a compound

Double-click the chromatogram in the Sample Peaks pane.

The Compound Details pane displays information about the Quan Peak, Calibration Curve, Confirming 
Ions, ISTD, Reference Peak, Ion Overlay, and Spectra for the compound. 

Quan Peak

You can switch between quantitative peaks, but you cannot view multiple quantitative peaks at the same 
time. The indicator in the upper right corner of the Quan Peak pane displays which of the multiple 
quantitative peaks you are viewing.

Peak 1 of 2
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Confirming Ions

Quantitative peak with multiple confirming ions.

Reference Peak

Quantitative peak with a reference peak.

ISTD

Quantitative peak with an internal standard.

Note  For compounds with an analog detection type, the application displays “No Confirming Ions are 
Enabled” in the Confirming Ions pane.
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Ion Overlay

Quantitative peak with a confirming ion overlay.

Calibration Curve 

Quantitative peak with a calibration curve plot.

Spectra

Quantitative peak with data and reference spectra.

Note  For compounds with an analog detection type, the application displays “No Data” in the 
Ion Overlay pane.

Note  For compounds with an analog detection type, the application displays “Not Available” in the 
Spectra pane.
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Compound View

The Compound View displays a list of all compounds available in the method, all samples in the current batch, and 
the peak plots for all compounds found in each sample.

These are the default panes and their locations:

When you select a compound in the Compounds pane, the Sample Results pane flags any sample that contains 
errors with the selected compound. The Sample Peaks pane highlights the selected compound and displays the name 
of the sample in which the compound was found and the following information about the compound: 
chromatogram, retention time, area, height, and signal-to-noise ratio.

• Compounds pane

Use the Compounds pane to select a specific compound. The Sample Results pane displays all samples in the 
batch and flags any sample that contains errors with the selected compound.

Compounds paneSample Peaks pane Sample Results pane

Error associated with the 
selected compound

Selected compound

No error associated with the 
selected compound
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• Sample Results pane 

Use the Sample Results pane to select a specific compound in a specific sample. The Sample Peaks pane 
highlights the selected compound and displays the name of the sample in which the compound was found and 
the following information about the compound: chromatogram, retention time, area, height, and signal-to-noise 
ratio. 
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Qualitative View

The Qualitative View displays qualitative information for the selected sample. To see processed data for a sample in 
the Qualitative View, you must select the Qual Processing parameter for that sample in the Batch View before you 
process the batch. 

These are the default panes and their locations:

When you select a sample in the Samples pane, the associated Peaks pane displays all peaks found in the sample.

• Samples pane

Use the Samples pane to select a specific sample. 

Samples pane Peaks pane

Peak Details pane  Spectrum pane  Library Hits pane

Sample chromatogram pane
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• Peaks pane

The Peaks pane works with the Samples pane to display graphical values for a unique sample and peak 
combination.

• Sample Chromatogram pane

The Sample Chromatogram pane displays all peaks in the selected sample. The peak selected in the Peaks pane 
displays a red marker.

• Peak Details pane

The Peak Details pane displays the selected peak. 
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• Spectrum pane

The Spectrum pane displays the reference spectrum from the library and the spectrum data for the selected 
sample. The top pane displays the spectrum for the identified compound found in the reference library; the 
bottom pane displays the actual spectrum data for the selected peak.

• Library Hits pane

The Library Hits pane displays the best library matches for the selected peak. Use this pane to select a different 
library entry for the peak. 

Reference spectrum from 
the library

Actual spectrum data for 
the compound
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Data Review
for Target

Screening
Methods

In the target screening display, the application displays a list of all samples in the current batch, the compound 
results for all compounds in the method, and chromatogram and spectrum plots for all compounds found in the 
currently selected sample. 

These are the default panes and their locations:

When you select a sample in the Samples pane, the associated Compounds pane flags any compound with errors in 
the selected sample. The associated Chromatogram pane displays the chromatogram, retention time, area, height, 
and signal-to-noise ratio for all compounds in the selected sample. The Spectrum pane highlights the compound 
selected in the Compounds pane. You can display, hide, or move any of these panes.

Samples Pane

Use the Samples pane to select a specific sample in the batch. The associated Compounds Pane displays all 
compounds in the method and flags any compound with errors in the selected sample.

Flags in the Samples pane indicate one of the following:

A green circle when the sample/compound/peak combination is identified and fully confirmed.

A yellow triangle when the sample/compound/peak combination is identified but not fully confirmed.

A red square when the sample/compound/peak combination is not identified.

Samples pane

Chromatogram pane

Compounds pane Spectrum pane
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Compounds Pane

The Compounds pane displays all found peaks in the selected sample and flags any compound with errors. The 
Target Screening Results grid reflects the identified compounds found in the compound database and the results of 
the method processing criteria.

Chromatogram Pane

Use the Chromatogram pane to display all extracted chromatograms of all adducts of the selected compound.

The first tab displays the most intense target adduct for the peak result. Additional (optional) tabs display extracted 
ion chromatograms for other adducts for the target compound at the same retention time in order of intensity. If no 
signal exists for an adduct, it displays the XIC of the expected m/z within the specified retention and chromatogram 
windows. When you do not specify a retention time or window, the application displays the full time range. 
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Spectrum Pane

Use the Spectrum pane to display the spectrum, isotopes, fragments, and library search information for the selected 
adduct in the Chromatogram pane. The Spectrum pane displays only the identification and confirmation criteria 
specified in the method. The confirmations are based only on the most intense adduct.

The Spectrum pane includes the following pages of information (when available) for each selected 
sample/compound/peak combination:

• Spectrum

The application displays the neutral loss (NL) and compound/peak name information on the right side of the 
Spectrum page. When data is available, the plot width is the full mass range in the raw data file. Otherwise, the 
application scales the width to the scan range.

• Isotopes

The isotopes page displays isotopic pattern results according to the threshold and deviation parameters defined 
in the screening method. To identify or confirm the presence of a compound, the resulting score percentage from 
isotopic pattern matching must be higher than the specified fit threshold percentage. An isotope peak is not 
found if its intensity, relative to the monoisotopic ion’s intensity, is more than the specified intensity deviation 
percentage away from the theoretical relative intensity of the isotope ion. An isotope peak is found if its 
measured m/z is less than the specified mass deviation amount away from its expected m/z. 

Theoretical isotope spectrum 

Experimental spectrum
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• Fragments

The Fragments page displays the maximum number of fragments as specified in the screening method. You must 
define fragments in the screening library.

• Library

The Library page displays the matching library spectrum (in blue) and the experimental spectrum (in black). 
The resulting score percentage from a library search match must be higher than your specified threshold value to 
identify or confirm the presence of a compound. 

The application scales both the matched library spectrum and the highest peak in the experimental spectra at 
100 percent intensity and displays the resulting neutral loss (NL) value for the matched library entry name on 
the right of the plot. 
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Report View In the Report View of the Analysis mode, you can display or generate reports for the currently selected batch. You 
must process each sample in the batch before you can view or generate a sample-level report for that sample. 

 To open the Report View

Click Report View in the navigation pane.

From the Report View, you can view reports or generate reports for your batch.

• View Only: Displays a PDF file or Microsoft™ Excel™ spreadsheet preview of the selected report type for the 
batch, sample, or compound. See “Viewing Reports.” 

Preview reports for all Standard report types are always available. You must generate Custom and Target 
Screening report types before you can view them. 

The Report View page displays one of the following report outputs:

• Standard reports as PDF files 

• Custom reports in XLSM format

• Target Screening reports as PDF files 

• Generate Only: Creates all specified report output formats for the selected report. See “Generating Reports” 
on page 24. 

 To refresh the Report View

If you make changes to your reports, click New Data Available - Refresh.

Viewing
Reports

Use the View Only features to view all configured standard reports and any custom or target screening reports that 
you have generated. After you generate a report, the application displays the report in the View Only report list.

 To select a report 
1. Select the View Only option.
2. Open the Select a Report list to display all configured report types.

These reports reflect the Displayed Reports selections in the Application Configuration mode. 

(Optional) To sort the reports, you can click the column headers. The application maintains this sort order each 
time you open the Report View for this batch.

(Optional) To help organize your reports, you can filter the list.

(Optional) You can select any combination of filtering options.
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3. Double-click the name of the report.

The report list closes.

• When the selected report is a batch-level report, the application displays the report on the Report View page. 

When the selected report includes separate reports for each sample, you must select a sample file. Follow the 
procedure “To select a sample.” 

• When the selected report includes separate reports for each compound, you must select a compound. Follow 
the procedure “To select a compound.” 

• When the selected report includes separate reports for each sample and each compound in the sample, you 
must select both a sample file and a compound. Follow the procedure “To select a sample and a compound.” 

 To select a sample
1. Open the Sample File list to display all samples in the batch.

To show only samples included in the selected report, select the Only Show Samples Relevant... check box.

For example, if you selected the Quality Control Report, the sample list displays only QC samples.

Click the column headers to sort the samples. The application maintains this sort order each time you open the 
Report View for this batch.

2. Double-click the name of the sample.

The sample list closes. The Report View page displays the sample-level report.

Table 1. Filter Reports options

Option Behavior

Only Show Automated Batch 
Reports

Displays only reports that have an output format specified in the Automated 
Batch Reports area in the Batch View. 

Standard Reports Displays the Standard report types.

Custom Reports Displays the Custom report types. Custom reports are not available for 
viewing until you have generated the report. 

ToxID Reports Displays the ToxID report types. ToxID reports are not available for viewing 
until you have generated the report. 

Target Screening Reports Displays the Target Screening report types. 
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 To select a compound 
1. Open the Compound list to display the names and retention times of all compounds in the sample.

2. Double-click one of the compounds or double-click All Compounds.

The compound list closes. The Report View page displays the compound-level report.

 To select a sample and a compound
1. Open the Sample File list to display all samples in the batch.

2. To show only samples that are included in the selected report, select the Only Show Samples Relevant... 
check box.

For example, if you selected the Quality Control Report, the sample list displays only QC samples.

You can sort the reports by clicking the column headers. The application maintains this sort order each time you 
open the Report View for this batch.

3. Double-click the name of the sample.

The sample list closes. 
4. Open the Compound list to display the names and retention times of all compounds in the sample.

5. Double-click one compound or All Compounds.

The Compound list closes. The Report View page displays the compound-level report for the selected sample 
and compound. 
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Generating
Reports

Use the Generate Only features to create sample-level reports. You cannot use the View Only features to view custom 
or target screening reports until you generate the report. When you make changes to the method in the Local 
Method view or to the peaks in the Data Review view, you must regenerate the custom or target screening reports to 
see the effects of those changes. 

 To select a report 
1. Select the Generate Only option.
2. Open the Select a Report list to display the available reports.

The application displays only configured sample-level report types in the list. You cannot generate batch-level or 
compound-level reports from this view. 

If you have many reports, you can filter the list.
3. To limit the types of reports displayed in the report list, select any combination of report filter options in the 

Filter Reports area.

For a description of the Filter Reports options, see “Filter Reports options” on page 22.
4. Double-click the name of the report.

The report list closes.

• When the selected report is a batch-level report, the application generates the report and displays the report 
on the Report View page. 

• When the selected report includes separate reports for each sample, you must select a sample file. 

 To select a sample
1. Open the Sample File list to display all samples in the batch.

2. To show only samples that would be included in the selected report, select the Only Show Samples Relevant... 
check box.

For example, when you select the Quality Control Report, the sample list displays only QC samples.

You can sort the reports by clicking the column headers. The application maintains this sort order each time you 
open the Report View for this batch.

3. Select the check box for each sample that you want to include in the report.



25

4. Click Generate.

The Report Selection Confirmation dialog box opens.

5. In the What Action Would You Like to Perform area, select the types of reports to create.

The sample list closes. The Report View page generates and displays the sample-level report.
6. Click Continue.

The application submits the selected samples to the report queue.

When you have already generated this report in the Batch View or Acquisition Mode, the application 
time-stamps the new report to differentiate it from the original report.

Note  The application automatically selects required output formats. These options are not editable. 
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Working with
Reports

Use the buttons on the Report View page to view, print, or export a report.

• A PDF file report view is available for all Standard and Target Screening report types. 

• An Excel Macro-Enabled Workbook report view is available for any Custom report types generated with the 
Generate XLSM option selected.

 To print a standard or target screening report
1. Select the report to print from the Select a Report list.
2. (Optional) Select a sample from the Sample File list.

The application displays the report on the Report View page.
3. Click the Print Report icon, .

The Print dialog box for your default printer opens. 
4. Follow the typical procedure to print from your printer.

Landscape reports automatically rotate to fit the paper.

 To export a standard report
1. Select the report that you want to print from the Select a Report list.
2. (Optional) Select a sample from the Sample File list.

The application displays the report on the Report View page.
3. Click the Export Report button, .
4. In the Export Report dialog box, locate the folder where you want to write the report file.
5. Type a file name for the exported report file.
6. Select a file type from the Save as Type list.

7. Click Save.

The TraceFinder application saves the file as the specified file type and writes the report file to the specified 
folder.

 To search for text
1. Select a report from the Select a Report list.
2. Click the Find Text icon, .
3. In the Find Text dialog box, type your text and click Find Next.

The TraceFinder application encloses the search results in a red box.

 To enlarge the report text
1. Select a report from the Select a Report list.
2. Click the Zoom icon, , and select a zoom scale.
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Active View Use the Active View page to view quantitative data for each sample in a report. Active View displays data with flag 
information. These flags are based on a comparison of the batch data to criteria defined in the master method.

Not all reports support the Active View feature. For descriptions of all the functions and parameters on the 
Active View page for each report that supports Active View, refer to the “Using the Analysis Mode” chapter of the 
TraceFinder User Guide.

 To display the Active View page

Click the Active View tab.

The Active View page displays quantitative data and QAQC error flags for each sample.

 To display a report
1. Select a report type from the Select a Report list.

The list displays only the report types created for the current batch. 
2. (Optional) When the report type includes separate reports for each sample, select a sample file.

 To filter the compounds to display using the Showing toggle button

Click the Showing toggle button to switch the display to either all compounds or only compounds that are 
flagged for failing a QAQC test.
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Project
Administration

In the Project Administration view, you can create and manage projects and subprojects.

To open the Project Administration view, click Project Administration in the Analysis navigation pane.

 To choose a drive
1. In the Available Drives area, click any drive other than the default drive C.

If you have not created a Projects directory on this drive, you see this message:

2. Click Create Project Directory.

The TraceFinder application adds a new Projects directory to the selected drive. 

 To add a project or subproject
1. Select the top-level project.

You can select the main Projects folder and create a new project under it, or you can select one of the existing 
projects and create a subproject under it.

When you select a project folder, the application activates the plus sign icon, , indicating that you can create 
a folder within the selected folder.

2. Click the plus sign.

The TraceFinder application creates a new, unnamed project folder under the selected project.
3. While the new project is still highlighted, type a new name.

Project names are limited to 30 characters and can contain spaces and special characters, except for the following 
special characters: \ / : * ? " < > |

4. To save the new name, press ENTER or click anywhere in the view.

Note  After you add a subproject to a project, you cannot rename the project.
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 To delete projects or subprojects
1. Select the project or subproject that you want to delete.

You can delete projects that do not have subprojects. You can delete subprojects that do not have batches. When 
the selected project or subproject is available for deletion, the application activates the minus sign icon, .

2. Click the minus sign, or right-click and choose Remove Project from the shortcut menu.
3. At the prompt, click Yes to remove the selected project or subproject.
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Local Method In the Local Method view of the Analysis mode, you can edit only the local copy of the method, or you can edit the 
master method and overwrite the local copy with the edited master method. A local method is a copy of a master 
method associated with a batch. Editing the local method does not affect parameters in the master method.

 To open the Local Method view

Click Local Method in the Analysis navigation pane.

The General page of the Local Method view opens. From the Local Method view, access the method parameters 
just as you would for a master method.

Local methods are named BatchName_MasterMethodName. 

 To edit a local method
1. Enter any changes to the local method. 

For instructions for editing a method, refer to the “Using the Method Development Mode” chapter in the 
TraceFinder User Guide.

2. Choose File > Save.
3. To process the batch or create new reports with the edited local method, return to the Batch View and submit 

the batch.

 To overwrite the local method with the master method in the Batch View

In the Batch View, click Update.

The application overwrites the local method with the master method of the same name. You can use this feature 
to overwrite an edited local method with the original master method or to overwrite the local method with an 
updated master method. 
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Quick
Acquisition

Use the quick acquisition feature to quickly submit a single sample from any page of the Acquisition mode.

 To run a quick acquisition
1. Choose Go > Quick Acquire Sample from the main menu.

The Quick Acquisition dialog box opens.

2. Select an instrument method.
3. Type a name for the raw data file that you acquire.
4. For the path, browse to a folder where you want to write the acquired raw data file.
5. Select either the manual injection or the autosampler option:

• To perform manual injection, do the following:
i. Select the Manual Injection option.
ii. Click OK.

The application submits the sample to the Acquisition queue.

• To perform autosampler injection, do the following:
i. Select the Use Autosampler option.
ii. In the Vial Position box, type a vial position.
iii. In the Injection Volume box, type an injection volume.

The minimum injection volume allowed is 0.1 μL; the maximum injection 
volume allowed is 5000 μL.

iv. Click OK.

The Quick Acquisition dialog box opens. 

Note  The Quick Acquisition feature is available only when you activate it in the Application Configuration 
mode. 
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v. (Optional) Select the Start Device check box to indicate the device that will initiate communication 
with the other instruments. 

This is usually the autosampler.
vi. (Optional) Select the Start When Ready check box, which starts all instruments together when they are 

all ready. 

When this is cleared, individual instruments can start at different times and then must wait for the last 
instrument to be ready.

vii. (Optional) Select the Priority check box to place the sample immediately after any currently acquiring 
sample.

viii. (Optional) Select a value for the Post-run System State: Unknown, On (default), Off, or Standby.

The application sets the system to this state after it acquires the last sample.
ix. Click OK.

The application submits the sample to the Acquisition queue.

Trademarks TraceFinder is a trademark and Xcalibur is a registered trademark of Thermo Fisher Scientific Inc. in the 
United States. 

Excel and Microsoft are registered trademarks of Microsoft Corporation in the United States and other countries.


	TraceFinder Analysis Quick Reference Guide
	To open the Analysis mode
	Batch View
	To open the Batch View
	To open the Samples page
	To create a batch
	To add samples to the list
	To insert samples into the list
	To import samples into the list
	To remove samples from the list
	To copy a sample
	To reinject a sample
	To edit sample values
	To submit samples
	To open the Auto Samples page
	To add an auto sample type
	To specify a chromatogram reference sample

	Data Review
	To open the Data Review view
	To display details for a compound

	Report View
	To open the Report View
	To refresh the Report View
	To select a report
	To select a sample
	To select a compound
	To select a sample and a compound
	To select a report
	To select a sample
	To print a standard or target screening report
	To export a standard report
	To search for text
	To enlarge the report text
	To display the Active View page
	To display a report
	To filter the compounds to display using the Showing toggle button

	Project Administration
	To choose a drive
	To add a project or subproject
	To delete projects or subprojects

	Local Method
	To open the Local Method view
	To edit a local method
	To overwrite the local method with the master method in the Batch View

	Quick Acquisition
	To run a quick acquisition

	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


