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APCF UNITE — a new way of launching and viewing pro¢omic searches

Introduction Simple raw instrument file conversion using UNITE

The Australian Proteomics Computational Facility P@F) provides an automated Users can automatically convert raw instrumensffl®m within UNITE. Users can use their
computational facility for all proteomics reseanchén Australia and abroad. This enables existing commercial software, or use Open-Sourciages. The APCF adheres to the standard
researchers to access world-class proteomics catigna! resources and databases. Funding mzML format as developed by the Protein Standarifisdive.

is provided by the Australian National Health anddital Research council (NH&MRC).

The APCF is managed by a collective of Australiaademic researchers from all states and
territories with interests in proteomics, and isiaéd by local and overseas experts in the field.
The APCF is a unique consortia to supply mass speetry centric data analysis, delivered on
a national scale.

UNITE currently supports
«Extract_msn (Thermo .RAW to .dta)
*ReAdw (Thermo .RAW to mzXML)
*mzWiff (Analyst .wiff to mzXML)
*MzXML2Search (MzXML to .mgf)

UNified user InTErface (UNITE)

The APCF has created a unique unified graphicatfate to allow researchers using the APCF Consistent parameter entry

a single, easy to use, common interface for theitepmics work-flow. This interface, which UNITE has redesigned parameter entry for all tialgerithms to provide a consistent look
we have called UNITE, is a unique Windows-based tmsigned to allow all users of the  and feel. Commonly used options are presentelietaiser, but Advanced options, unique
system to run and view the result of mass spectrgnsearch requests. It provides seamless  tg each algorithm, are still available.

connection to the APCF high-performance computester. It provides a consistent look-and-
feel to mass spectrometry searches. Users of thilecem focus on solving their biological

problems, and not waste time learning new andusamy interfaces.

Advanced
options can
easily be
shown or
hidden

APCF UNITE provides seamless
integration to the APCF 128 node
cluster. This hardware features
multiple redundancies in power

X!ITandem

supply, switching and storage
128 node clt ==
e capabilities.
B
Benefits Results are just a click away
« Single interface to Mascot, X!!'Tandem and OMSSAcbes: Multiple files can be searched Results can
with multiple algorithms, all with a single click. zetsomd ?hy _Users can view results Results are viewed in your favourite
ate, mol T from other people in  Web browser ( or OMSSA program)
« Easy access to all data, including search paransetgpectrum files and output files. or by Task their user group.
Name.

The “MEDIC” download tool can automate the downloaf numerous result files
automatically.

Continual updates to proteomic-centric search datss. ““Results are clearly set

» Automatically converts raw instrument files witleuprovided routines. 'TT)SKS aﬂg_ gﬁé,e\g/iSﬂ:OS:rr;gSI::&gI;l:d
Jobs can be
» Enhanced security— all data transfers are encrypfegroup security system allows users to viewed at a input parameters
share results. glance.
User friendly interfaces e
With UNITE, it is possible to launch searches of ltiple files to several algorithms |ntr0ducing “MEDIC”

simultaneously using either ‘drag-and-drop’ or vimanu. Jobs can be started immediately, or
at some time in the future.

The MassExtractionDownloadInformationCentre allows users to automate the download of

any number of their search results to their PC.
=l

Users specify their search parameters for muléfgerithms. Select the algorithms you want

downloaded.

—Users can add a task name, or a specify a runimmeg t Select the projects you want

Users can convert raw instrument file formats Select the download directory

.__—Multiple files can be searched

UNITE - built for proteomics!

————— Progress reports

APCF UNITE Matrix Science MASCOT Daemon Standard non-APCF Web

Interfaces The APCF supports a variety of input methods.Choose the best method for your nekds
Searches multiple algorithms Mascot only A different web page for each algorithm UNITE Mascot Daemon
Searches multiple files Searches multiple files One file per search
Can save search parameters Can save search parameters
UNITE can specify start time of search. MASCOT can specify start time of search.
UNITE can perform mass download of any

number of result files.

All searches fromUNITE, Mascot Daemon, arldMASCOT Daemon can only see jobs submitétser can view results for that search.
Web Interfaces, can be seen from status screefffom a Daemon that shares the same database. Improved Web Pages by the APCF

UNITE can see all Daemon searches

UNITE can specify start time of search MASCOT can specify start time of search

UNITE will support the ability to specify follow-
MASCOT can specify follow-up searches
up searches

UNITEuses SSL encryption to ensure privacy AMASCOT Daemon will not support secure wel} Secure web servers are being used.

security of information services till next release

(@fe]p| IR MBI Email: apcf@ludwig.edu.au, phone APCF +61-3-9341-3155, Web: www.apcf.edu.au




