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PRG Mission Statement

The Proteomics Research Group (PRG) is a volunteer scientific organization dedicated to
sharing knowledge about the analysis of proteins. The PRG aims to assist protein
scientists and resource facilities to achieve their highest potential by sponsoring annual
research studies that examine current techniques and capabilities. Through the promotion
of broad participation and scientific excellence, the PRG aims to raise awareness,
knowledge and education about modern methods of protein analysis.
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Previous Studies

* Dedicated to sharing knowledge about the analysis of proteins.

e Conducts annual research studies that examine current and emerging methods.

2002: Proteomics
in Mixtures

2006: Quantitative
Proteomics

2009: Relative Protein

Quantification in a Clinical Matrix proteins in a highly complex sample

2016: Identification of low abundance

ZzZ

2005: De novo Peptide
Sequence Determination

2010: Tackling Unforeseen Problems in Otherwise
‘Straight-Forward’ Proteomic Analyses

of Protein Isoforms

2003: Phospho-site
determination

2004: Differentiation 2008: Qualitative
\ Proteomics

2013: Assessing longitudinal variability in 2018: Evaluation of Data-
routine peptide LC-MS/MS analysis Independent Acquisition (DIA)
for Protein Quantification in

2007

Advanced Quantitative Proteomics

Academic & Core Facility
Settings.

2011: The Interaction Between Users and Suppliers
Of Proteomics Services/Facilities
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Current Study: 2018 Evaluation of Data-Independent Acquisition (DIA)
for Protein Quantification in Academic and Core Facility Settings.

2018

Sample preparation by PRG

Hela
tryptic digest

Spiked-in four non-human
protein digests at
known concentrations +
Biognosys iRT peptides

Participants received ‘
samples A, B, C

9

Participant information

Geographical location

63 participants representing
20 countries, 16 US states

Instrumentation

12 types of
mass spectrometers
representing
three vendors

e Thermo -43

Data acquistion and analysis

000
000
000

Randomize sample
acquistion order

120 minutes 400-1200 m/z
n 1
DD 1 Th overlap
Retention time m/z

PRG-recommended or user-preferred
120 min LC gradient and DIA settings

Anonymous
data upload -
45 datasets total

MassIVE

Mass Spectrometry
Interactive Virtual Environment
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Past Members

e Established in January 2001.

- Kathryn Stone (Yale University, New Haven, CT) — First chair.

Kathryn Stone Christopher Colangelo
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Current Members

Laura Herring — University of North Carolina, Chapel Hill, NC
Pratik D. Jagtap — University of Minnesota, Minneapolis, MN

Joanna Kirkpatrick — The Francis Crick Institute, London, UK ARE WE LOOKING FOR
LeRoy Martin — Waters Corp., Beverly, MA NEW MEMBERS?
Mukul K. Midha - Institute for Systems Biology, Seattle, WA

Benjamin A. Neely - National Institute of Standards & Technology, Charleston, SC

Magnus Palmblad — Leiden University Medical Center, Leiden, The Netherlands YES!

Brett S. Phinney — University of California Davis, Davis, CA

Baozhen Shan - Bioinformatics Solutions Inc., Waterloo, ON, Canada
Paul Stemmer — Wayne State University, Detroit, Ml

Yan Wang — National Institutes of Health, MD

pjagtap@umn.edu
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IPRG

Mission: To educate ABRF members and the scientific community on best application and
practice of bioinformatics toward accurate and comprehensive analysis of proteomics data.

Past studies include:

iPRG-2012: Modified Peptides (MCP 2014)

iPRG-2013: RNA-Seq + Proteomics (/BT 2013)
iPRG-2015: Label-Free Quant (JPR 2016)

iPRG-2016: Proteoform Infererence (JPR 2018; JBT 2018)
IPRG-2019-2020: Metaproteomics
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iPRG Members e,

Darryl Davis (Chair) - Janssen Pharmaceuticals, Horsham, PA Wlhe,h
Tony Harvey - Thermo Fisher Scientific, Austin, TX 6’I'J;./
Michael Hoopmann - Institute for Systems Biology, Seattle, WA
Susan T. Weintraub - Univ. of Texas Health Science Center at San Antonio, TX
Samuel H. Payne - Brigham Young University, Provo, UT
Lukas Kall - Royal Institute of Technology, Stockholm, Sweden
Yasset Perez-Riverol - European Bioinformatics Institute, Hinxton, UK
Magnus Palmblad (EB Liaison) - Leiden University Medical Center, The Netherlands
Pratik Jagtap (Ad hoc) - University of Minnesota, St. Paul, MN

Benjamin Neely (Ad hoc) - National Institute of Standards and Technology, Charleston, SC
-
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sPRG: Proteomics Standards Research Group

Proteomics
Standards Research
Group (sPRG)

The mission of the ABRF Proteomics Standards Research
Group (sPRG) is to promote and support the
development and use of standards in proteomics for the
benefit of all research laboratories, resource facilities
and individual scientists including ABRF members and
member laboratories.

Email us: sprg@my.abrf.org

Multi-year study to develop a heavy-isotope
labeled multi-pathway phospho-peptide standard
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