PolarisQ GC-MS Quick User Guide
Beth Donovan / July 2014
1. Open Xcalibur by double-clicking  [image: image20.png]/< Roadmap - Home Page
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 on the desktop.  Allow time for the software to communicate with the instruments.
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2. Click Instrument Setup [image: image2.png]



3. Click File, Open 

You should see this screen now: 
4. Select the method you would like to use or modify. [Note: Please DO NOT modify parameters that will negatively affect the performance of the instrument!  If you’re not sure, ask Beth or Martha.]

5. If you altered parameters in the method you opened, you can either overwrite the method you changed by clicking File, Save –OR– you can save your changes as a new method by clicking File, Save As, and give an appropriate file name to be saved in C:\XCalibur\methods

6. Close the Instrument Setup Window.
7. Click Sequence SetUp [image: image3.png]



8. Select “Unknown” for Sample Type    [image: image4.png]Z¢ Untitled [Open] - Sequence Setup
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9. Click the box under File Name and type an appropriate file name for your sample. [Note: this box may say data01 as a default, simply type over this to change it]

10. Double-click the box under Path (defaulted as C:\XCalibur\Data) and select your folder.  (This is where your data file will go after your run is complete)
11. Double-click the box under InstMeth and select the method you want to run.

12. Click the “1” to highlight the row of boxes [image: image5.png]Z¢ Untitled [Open] - Sequence Setup
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13. Click the Run Sample button  [image: image6.png]Z¢ Untitled [Open] - Sequence Setup
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14. Click OK in the Run Sequence window that appears.
15. Wait for the GC-MS to become Ready:  Wait until you see the GREEN “Ready to Inject” light on the GC.  On the computer, the box on the left side will look like this and say “Waiting for Contact Closure” on the PolarisQ and Trace GC:
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16. Inject 1 – 5 µL (depending on sample concentration) of sample swiftly, using a 10µL syringe, and immediately press START on the GC.

17. If desired, click on the [image: image8.png]


 real time plot view while the sample is running to watch as your chromatogram develops.  

 Processing your data:
1. Click on [image: image9.png]


 then select [image: image10.png]Browser




2. Click File, Open (or simply click [image: image11.png]


) and open your data file.
3. Zooming on the chromatogram: 

a. To zoom in, click and drag across a peak –OR– draw a box around a peak.

b. To zoom out click  [image: image12.png]


.

4. To display a mass spectrum of a peak in the GC trace:

a. Pin the MS half of the screen by clicking the [image: image13.png]



b. Click (for a single Retention Time), or Click and Drag (for a Retention Time Range) across the GC peak for which you desire Mass Spec data.

c. To subtract the background MS, select the [image: image14.png]


 icon and click and drag in a SMALL REGION on the left and right baseline of the peak in question on the chromatogram.
d. To display Mass Spectra of more than one peak: Right-click on the MS, Select Range, Click a check-box for the number of Mass Spectra you will desire, close that window.  Then Pin each MS to assign the desired retention time(s) to each new MS.
5. To integrate your peaks:

a. Click on the [image: image15.png]


 next to the chromatogram to make it active and zoom as needed.
b. Click on [image: image16.png]


 to add peaks manually.
c. To remove a peak or reintegrate a peak, click on [image: image17.png]1<)



.

d. To view your integrals, right click on the chromatogram, click on Display Options, then click the Labels tab and select Area.  Click OK to close.

6. Print the GC and MS information for each by clicking on File, Print (or [image: image18.png]


), and OK:
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You may print as a PDF and save on your personal USB drive, or print as a hardcopy on the HP Printer.

