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An interface for our LIMS to review mass spectra exported in mzXML format from
Launchpad for AXIMA-TOF2 by Shimadzu Corp.

Export XML Data from Launchpad for AXIMA-TOF2
1.1. Start up Launchpad, MALIDI-MS application software
1.2. Export XML Data files as follows:
File > Export > Export mzXML File...
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2. Open mzXMLFile
2.1. Start up “TMIG mzXML Viewer”
2.2. Open XML data file as follows:
File > Open XML
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Select one “XXXX.mzXML” file

2.3. The name of manufacture, model and data file are displaying in “Chart” seat. And the chart of
mass spectrum is displaying.
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2.4. We can estimate the m/z values corresponding to peaks by clicking the position of peaks.



2.5. Our viewer supports the ability to zoom in on the mass spectrum to the three levels.
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3. Check the text of mzXML contents
3.1. Click “XML Text” seat or “XML Tree” seat.
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4. Upload MS data file

4.1. Access to http://* k%% fxk k% /2D /lims/lims.html on web browser.
4.2. Click “MS plate list”.

4.3. Click the name of MS plate ID.

4.4. Enter the Password for “Login for MS plate”.

4.5. Select mzXML file for “Upload MS data file”.
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