What is PEAKS Viewer?

PEAKS Viewer is a way to share your PEAKS Studio results with researchers,

colleagues, and collaborators around the world. The Viewer allows you to open completed
PEAKS projects to view, filter and export, just like you are using the licensed version!

Note: For projects created in PEAKS 8.5 and newer, the results can be viewed in the same
version of PEAKS or newer. For example, PEAKS 8.5 projects can be viewed in the PEAKS 8.5,
X, X+ or Xpro Viewer, but projects created in a newer version of PEAKS cannot be viewed in an
older PEAKS Studio version Viewer. For projects created in PEAKS 8.0 and older, the same
version that the PEAKS project was created on needs to be used to view the results in PEAKS
Viewer.

How to Setup PEAKS Viewer?

1.

6.

Download PEAKS Studio from the Bioinformatics Solutions Inc. website.
(http://www.bioinfor.com/download-peaks-studio/)

Run the PEAKS Studio Installer by double-clicking on the file that was just downloaded.

Install the program by following the on-screen instructions. PEAKS will by default install
into the C:\ drive and will generate a folder called C:\PEAKSStudio[version].

Now that PEAKS is installed, you can launch the software by going to the Start menu and
selecting PEAKS Studio.

When PEAKS Studio opens, the License Wizard will appear. Please select the third
option as seen below.
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Welcome to PEAKS

Thank you for using PEAKS. The most accurate, sensitive, easy-to-use software package for
complete proteomics analysis.
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By entering the license key, the features of PEAKS will be activated and the
software will be ready for use.
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By completing the online registration form, a trial kcense key will be sent to you
via emal. You will also gain access to free emad and phone supports during the
trial period.

67 Use PEAKS as a viewer
‘/,; v} PEAKS can be used as a viewer without activation. Take advantage of the
advanced user interface provided in PEAKS to share results with colleagues and
collaborators.
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PEAKS Viewer will then open and allow you to open your PEAKS Studio project.


http://www.bioinfor.com/download-peaks-studio/

Navigating through PEAKS Viewer

1. To open a project, click on the Open Project icon, or choose File > Open Project

from the menu bar.

e A dialogue box will appear. Browse to the location where your
PEAKS project is stored, select the entire folder, and click open.
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& PEGS Boston Virtual Conference (Aug. 31 — Sept. 4, 2020)

BSlis excited to be part of the 2020 PEGS Boston Virtual Conference for protein engineering and cell therapy! Check out the latest software and laboratory
senices the team has to offer.

& Characterizing the T1D-Associated MHC-Il Peptidome of the NOD Mouse Webinar (June 25, 2020}

Join us for our final #PEAKSUserAppreciation webinar this month with Dr. Cheryl Lichti, as she examines the T1D-associated MHC-Il peptidome of the
NOD mouse to find key features that cause autoreactivity (12:00pm EDT).

& Sexing Skeletons with Proteomics Webinar (June 18, 2020)

Join us on June 18th as Dr. Glendon Parker, University of California-Davis, explains the importance of proteamics in the world of forensics, especially
when the sex of trhe skeleton cannot be determined due to degradation or juvenille age (1:00pm EDT).

& LC/MS-based Discovery of Peptide Hormones in Fishes and the Fluidity of Sex Webinar (June 16, 2020)

Jain us on June 16th as Prof. Dr. Jonathan Sweedler, University of llinois, will be sharing his |atest research in the characterization of peptide hormones
in clown fish. This work includes the comparison of variaus search engines for the purpase of peplide characterisation (12:00pm EDT).

& Deep coverage single-shot phosphoproteomics and ion mobility-based elucidation of phosphosite isomers using PASEF-DDA and PEAKS Webin...
Join us as we learn how IMS-MS-based proteomics can further our knowledge of cellular signaling. Presented by Prof. Dr. Stefan Tenzer, University
Medical Center, Mainz (11:00am EDT}).

& ASMS Virtual Booth (June 5: 1pm - 4pm CDT)

We're excited to reconnect with you! Join the PEAKS Team at the Virtual ASMS booth using the link in the Exhibitor page.

& PEAKS User Appreciation

Join in a series of userwebinars to leam about some exciting research in the PEAKS community! #PEAKSUs erAppreciation

& Proteomics from Farm to Fork Webinar (June 9, 2020)

Join our first PEAKS User Appreciation webinar where Dr. Evelyne Maes will present her ongoing wark at AgResearch and the role that proteamics plays
in the faod supply industry (4:30 pm EDT).

& Mass Spectrometry-Based Prateomics in the Fight Against COVID-19 Webinar (May 21, 2020)

BSI will be hosting a webinar about Mass Spectrometry-Based Proteomics in the Fight Against COVID-19

& False Discovery Rate (FDR) Curve

In PEAKS X+ (build 20200219), users will find that the FDR curve displays the number of identified peptides at a given percent FDR.

& PEAKS X+ | Host Cell Protein Analysis Webinar (April 23, 2020)

BSI will be hosting a webinar about Antibody de novo sequencing using PEAKS X+

& Weekly Featured User Publication | Mapping the Tooth Enamel Proteome and phoryl Onto izing Porcine Tooth Cro...
Green Daniel R, et al, Mapping the Tooth Enamel Proteome and phory Onto Mineralizing Porcine Tooth Growns, Frontiers in
Physiology. V. 10, 2019, 295

& PEAKS X+ | Immunopeptidomics Webinar (April 16, 2020)

BSI will be hosting a webinar about Immunopeptidomics

2. Inthe Project View pane located in the upper left-hand side of the window, you
will see your PEAKS project organized in a tree graph with different nodes like

the Data refine node.

3. Double clicking on the results node will open a summary page on the right side of
your screen. The Summary page will provide an overview of the data searched
with filters that can be adjusted. Moreover, the results can then be exported by
clicking on the “Export” button.

4. The Summary page will also display several tabs:

e The Feature tab contains a list of all detectable features that passed the
filters. Each feature will list all the MS/MS scans associated with it.



The Protein tab will display a list of the identified proteins and a visual
representation of the coverage of each protein.

The Peptide tab shows all the peptides identified as well as spectrum
details and MS/MS fragmentation details.

The De novo Only tab contains all the peptides that were generated by
De novo sequencing that were not matched to the database.



