
Software: Raw-to-mzML converters

• Existing TPP mzXML converters have 
been re-architected  to support the new 
format:

• ReAdW– XCalibur (Thermo) .raw files
• wolf– MassLynx (Waters) .raw directories
• mzWiff: Analyst  (ABI, Agilent) .wiff files
• (beta) trapper: MassHunter (Agilent) .d 

directories

Conclusion

• There is a need for open standards.
• Three solutions for open proteomics: 

mzXML, pepXML, and protXML.
• upcoming: mzML
• All of these formats are used within the 

tools for storing, processing, and 
visualizing data.

TPP Support

• Support is provided via “Google-groups”
email distribution lists and a wiki:
spctools-announce
• Low-volume, moderated list
• New releases, software updates, etc.

spctools-discuss
• Open forum for discussing SPC proteomics tools, 

asking questions, and suggesting new features
• Over 800 topics; 400+ members
• Archived at google: easy to search!

• Tip: Search first before sending a question!

TPP Support

• Installation and software help
• news
• FAQ
• Contribute your own knowledge!
• http://tools.proteomecenter.org/wiki/

Newsgroups:
Sign up, browse archives at
http://groups.google.com/group/s
pctools-discuss

http://groups.google.com/group/s
pctools-announce

SPCTools Wiki:




