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1. Choose the location path where you would
like to save the files to.

1. A confirmation dialog contains the Hash, which
you use (along with your passphrase, if you have

2. When you have made your download location
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hash (you may break it up across several lines in a manuscript or

one) to download the data. Save Location
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All code Is open-source and free to use both commercially and s -
non-commercially. Documentation and code releases may be
downloaded from the project homepage on ProteomeCommons.org. |

The project is coded in the Java programming language and it ) ) )
runs on Linux, OS X, Solaris, BSD, and Windows. Hard Drive Mail Service

For extremely large amounts of data, we have been able to provide hard drive mall service in order to add these important data sets to the Tranche network. If you or your research
group are interested in making arrangements for a hard drive shipped to your location, please contact Mark Gjukich (markgj@umich.edu) for details or visit our website.

collected data sets amounts of data and large numbers of users.
® Monthly updates are posted for each database

‘ e ® A collaboration page is also on-line to summarize Along with being able to host all the raw data associated with an experiment is the

key statistics and citations need to annotate these data with information about the experiment. Tranche provides
a mechanism for letting annotations be linked to raw data, which is intended for future
use with upcoming proteomics annotation standards. This provides a practical option
for researchers to meet recently proposed requirements for publishing data.

relevant citations. Note, this is completely optional; however, if you

Link: http://tranche.proteomecommons.org




