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WELCOME ADDRESS

Dear Delegates

On behalf of the Organizing and Scientific Committees, we are delighted to welcome
delegates from all over the world to the 1st European Top-Down Proteomics Symposium,
EuTDP2019.

Top-down proteomics is an emerging technology offering an unprecedented level of
accuracy in detecting differentially modified intact proteins (proteoforms) or associated
complexes. The term proteoform designates all of the different molecular forms in which the
protein product of a single gene can be found, encompassing all forms of genetic variation,
alternative splicing of RNA transcripts, and post-translational modifications (PTMs).

Over the last decade, significant progress has been made to advance top-down proteomics
(both in denaturing and native conditions). As a result, interest in top-down proteomics has
grown considerably, and a number of studies have already showcased the potential of this
disruptive technique for the unraveling of disease mechanisms and discovery of new
biomarkers.

The scientific committee has put together a truly unique program that addresses the
different aspects of top-down proteomics: the latest developments in instrumentation,
sample preparation (both in denaturing and native conditions), intact protein
fractionation/separation, data analysis, as well as applications in life sciences and human
health.

A series of state-of-the-art plenary lectures will be presented by internationally renowned
scientists. This will be accompanied by sessions of oral presentations and posters. The
associated exhibition will provide you with the latest information on a range of technologies
and services to support for your research and development.

Additionally, we would like to thank all of our industrial sponsors: Bruker, ThermoFisher
Scientific, Waters (our three Platinum sponsors) as well as Advion, Agilent, Expedeon,
Merck, MSVision and CortecNet. We also wish to thank our Institutional sponsors: Institut
Pasteur, Région lle de France (DIM Analytics & DIM Elicit), the French Society for Mass
Spectrometry, the Royal Society of Chemistry, Aviesan and the Eu FT-ICR MS network.

We would also like to acknowledge the Board Members of the Consortium for Top-Down
Proteomics: J. Agar, P. Danis, Y. Ge, N. Kelleher, J. Loo, L. Pasa-Tolic, L. Smith and Y.
Tsybin, for assisting with the organization and for leading round tables during the
symposium.

The Institut Pasteur has become famous throughout the world as a symbol of Science and
French culture. We are confident that this extraordinary location, steeped in history, will

promote fruitful and creative scientific interactions during the meeting. We also hope it will
prove to be an inspiring experience for you!

Thank you for your participation,
Best wishes,

Julia Chamot-Rooke
Institut Pasteur, CNRS, Paris, France
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Julia Chamot-Rooke Institut Pasteur, CNRS, Paris, France
Paul Danis Consortium for Top-Down Proteomics

Mathieu Dupré Institut Pasteur, CNRS, Paris, France
Virginie Portelette Institut Pasteur, CNRS, Paris, France

Martial Rey Institut Pasteur, CNRS, Paris, France

SCIENTIFIC COMMITTEE

Julia Chamot-Rooke Institut Pasteur, CNRS, Paris, France
Mathieu Dupré Institut Pasteur, CNRS, Paris, France
Jared Shaw Pacific Northwest, National Laboratory, USA
Joseph Loo University of California Los Angeles, USA
Ljiljana Pasa-Tolic Pacific Northwest National Laboratories, USA
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CONFIRMED SPEAKERS

Rodolphe Antoine
Alain Beck
Isabelle Fournier
Albert Heck

Amy Herr

Ole Jensen

Neil Kelleher
Alexander Makarov
Carol Robinson
Michal Sharon
Yuri Van der Burgt
Vicki Wysocki

Ljiljana Pasa-Tolic
Jared Shaw

Yury Tsybin
Alain Beck

Neil Kelleher
Joseph Loo

University of Lyon, France

Laboratoires Pierre Fabre, France
University of Lille, France

Utrecht University, The Netherlands
University of California Berkeley, USA
University of Southern Denmark, Denmark
Northwestern University, USA

Thermo Fisher Scientific, Germany
University of Oxford, United Kingdom
Weizmann Institute, Israel

Leiden University Medical Center, The Netherlands

Ohio State University, USA

ROUNDTABLES AND MODERATORS (CTDP)

Sample preparation, intact protein separation, instrumentation, data analysis

Pacific Northwest, National Laboratory, USA
Pacific Northwest, National Laboratory, USA

Industrial and regulatory applications (i.e. antibody and biologics analysis)

Spectroswiss, Switzerland

Laboratoires Pierre Fabre, France

Future directions of top-down proteomics

Northwestern University, USA
University of California Los Angeles, USA
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Consortium for Top-Down Proteomics
Bringing Proteoforms to Life™

Paul Danis Neil Kelleher Lloyd Smith
Eastwoods Consulting Northwestern University University of Wisconsin
Chief Executive Officer President, Board Treasurer, Board of

of Directors Directors

Ying Ge Jeff Agar Julia Chamot-Rooke
University of Wisconsin Northeastern University Institut Pasteur
Secretary, Board of Board of Directors, Board of Directors,
Directors Member At-Large Member At-Large
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scima EN G
f )

Taking science to the max

scimaX enables
confident characterization

scimaX allows you to dramatically improve your productivity: operate round-the-clock by deoing your
ESI and MALDI experiments during the day and acquiring MALDI imaging data when you go home.

= Mo liguid cryogen fills needed for operation with conduction cooled technology
= Fits in a regular lab, no quench line needed

= eXtreme MRMS Resolution and wide range of complementary fragmentation technologies
(CID, ETD, ECD, nECD, SORI-CID, ISD-MALDI)

For more information please visit www.bruker.com/scimax

MRMS
Innovation with Integrity

For research use only. Mot for use in clinical diagnostic procedures
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thermoscientific

Harness the power of proteomics to gain in-depth
biological insights, facilitate biomarker discovery,
and advance scientific research

By collaborating with the scientific community, we've developed pioneering
solutions such as Thermo Scientific™ Orbitrap™ LC-MS instruments, consumables,
and workflows. These industry-leading solutions can help you identify and quantify
proteins faster and more accurately, so you can go beyond the limit of what was
ever thought possible.

Find out more at:
thermofisher.com/proteomics

For Research Use Only. Not for use in diagnostic procedures. © 2016 Thermo Fisher Scientific Inc. All rights reserved.
All trademarks are the property of Thermo Fisher Scientific and its subsidiaries unless otherwise specified. COL21393 0716
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Introducing the first
SmartMS-enabled
biopharma solution

www.waters.com/BioAccord
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Get the whole picture

Overcoming the limitations of standard MS instrumentation in
the analysis of large protein structures has been the focus of
our efforts over the past decade. By working together closely
with leading academic groups, we learnt how to get the best
out of the mass spectrometer. The result is technology which
allows researchers to unleash the full capability of their
instrumentation in the analysis of intact proteins and protein
complexes.

Antibody analysis & purity, mol weight

Ag-Ab interaction & stéichiometry, affinity

Ab PTM analysis g._l'ytiétﬁylation, ADC's

Protein complexes / * ggotjeiﬁ“interactions
4 ‘;i" O

Virus capsids mpaesition analysis
')

We provide instrument upgrades a,nd complete systems with

full support. Come and see us at'our booth to find out what

technologies MS Vision has to offer.

MSVision KX
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Agilent AssayMAP Bravo

in your data.

results,

www.agllent.com/chem/assaymap

© Agilent Techrologies, Ine. 2019

Maximum Quality, Minimal Efford

Maximize your walk away time and obtain the highest level of reproducibility and accuracy

A versatile, compact liquid handling system designed to overcome sample preparation
challenges, such as poor reproducibility and low sample recovery, or foss due to required
re-work of precious samples. This automated platform has been designed to minimize
hands-on time to enable users to maximize their walk away time. An intuitive user
interface enables even beginners in time-challenged, multivser environments to rapidly
customnize their own sample handling protocols, maximizing workflow reproducibility

and efficiency. Following sample preparation, Agilent’s suite of LC/MS instruments and
software offer an extensive range of powerful analysis options to get the most out of your

- Agilent

Trusted Answers
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Millipore.

Rethink

WESTERN BLOTTING

Immobilon® NOW
Transfer Membrane rolls
for Western blotting

The convenience of pre-cut sheets—with the
flexibility of membrane rolls

Pre-cut sheets of Western blotting transfer membrane
offer convenience, but are more expensive per use,
and are not adaptable when a different size is needed.
dard rolls of k are more flexible, but plan
for extra bench time with ruler and scissors to cut to the
size needed for your gel. Over time, this handling leads
to costly membrane waste and occasional visualization
of your lab mate’s thumb print on your blot...

.until NOW.

Immobilon® NOW rolls offer the convenience of
pre-cut sheets with the flexibility of rolls in the
formats you depend on: Immaobilon®-E, Immobilon®-P,
Immobilon®-FL and Immobilon®-PSQ membranes.
Features

» Single-cut convenience

» Compatibility with mini or midi gels

» No waste

+ More compact package saves space in your lab

Immobilon® NOW Dispenser

The op 11 bilon® NOW Disp adds even
maore convenience by offering a complete solution to
measure, cut and store the transfer membrane. Simply
retract the unused membrane into the container, and
always see when it's time to refill.

The life science business of Merck sperates as MilliporeSigma in the U.5. and Canada,

1% European Top-Down Proteomics Symposium, Institut Pasteur, Paris - 2019



European Network

of Fourier Transform
lon Cyclotron
Resonance Mass

- 0 =
Spectrometry Centers .. “i§ ﬁ&%, A EU FT-ICR MS
e N
A Horizon 2020 INFRAIA Project for
Starting Communities (2018-2021) .47 Skoltech

The EU FT-ICR M5 project aims at establishing
a European wide network of Fourier Transform
lon Cyclotron Resonance (FT-ICR) mass spec-
trometry (MS) centers in association with an
instrument manufacturer and a SME software
company, Mass spectrometry (MS) has beco-
me the most ubiquitous analytical technigues
in use today, providing more information on the
composition and the structure of a substance -
from a smaller amount of sample than any other
technique. This EU project promotes the use and
development of high end FTICR M5 through
TransMational Access (TNA), dedicated training
and education, open data & e-infrastructure
program as well as joint research activities and
networking.

% training Joint research activities

) EU FT-ICR MS

First European
FT-ICR M5 network
Academic & Industrials
free access

Manopa

http://eu-fticr-ms.eu W ewricrms
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fractionation, isolation, and purification
= Liguid-phase recovery without band or
spot cutiing
*  Hroad mass range fractonation up 1o
and purifying largeted proteins 2
'+ Highprotein recowery (80%)
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GELFrEE® is Gel Elution Liquid Fraction Entraprment Electrophoresis, It enables molecular weight-based fractionation of intact proteing into
liquid-phase fractions and bypasses both the low recovery of proteins and extensive workup steps before mass spectrometry.

How does it work?

GELFrEE® 8100 has eight channels. Each channel consists of a precision-cast gel column with a sample loading chamber at the front and a fraction collection chamiber a1
the end. One to eight channels can be used a1 any one time, Ssmples are pipetted into the sample loading chamber, dectric cument is applied and charged molecules n
each channel migrate along the column gel. Eluting proteins are trapped in a defined liguid volume. At pre-defined intervals, the | pauses for easy
rermoval of the liquid fraction with a pipette. For collection of the nex size-based fraction, the sequence is restarted and the process continued

the: = . "
s st oot was tractonuied oo GELFrEE® 8100 Sample Specifications
12 fractions using the Geifroe® 8100 system

1D ged of S corevizisn fenctons prepared using
System.

10 gol anabysis with sdver stsning was used 10 = Max samgle load volurme: 150 pl
Ve ot + Fied fraction vokeme of 150 il
Basepesk cheomatogiam of digested = Protein load £ 500 g (= 3.3 mgfmi)
e ok 5. el ks - Conductance < 2 miem
. b pHBAL10
that highly signals. Excising
lab get inl noprotein. Hence, eff s ool

Molecular weight protein fractionation
U o esght sarnples ane run in parallel using a programmabde control module. The system separates proteins by their molecular weight, GELFTEE® B100 provides rabust
fractionation over the mass mnge 3.5 kba - 500 kOa,

+ User friendly touch-screen ; s = L| v High reprodusibility and
interface o high recavery
= e i Optimum average
: & %Polyscrylamide  mWRange o, e Fraction Width
5% 35-500kDa_75-500kDa__ 40kDa
B
v Convenient ready-to-use » B lane high throughput 10% 7 kDa
cartridge kits cartridges 12% A kDa
Apnllcatlans
Sirnplify and reducs the dynamic range of complax protein midures for bettom-up discavery protecmics using LO-MS/MS
+  Fractionate and recover proteing intact for top-down proteomics
+  isolate and enrich user-selected molecular we‘th fractions forlarqeﬂed pratein uuamufcamn using LC-MS/MS
» lsolate inlact preteins sy variants, pos
+  Separate protein pull-down for target protein
+ Separation, isckation and intact recovery of antibodies for in-depth
Bottom-up proteomics Top-down proteomics Pharma
Broad |r=u:1nﬂ:|lm fee mrmsu:t.l COVITAgE. deumd Intact protein I'rsctlmalu:ln and isolation. Analyse Ch ise i i dation products.
ight infi post . varianis and Separate protein pull-down components for target
distinguish peunues fram mu“lv'ﬂ gena products. L Hat 5 s i 3 protes lication. O i ibodies.

Ordering Information

___CAT.NO. DESCRIPTION CAT.NO. _ DESCRIPTION
48100 GELF/EE* £100 Fractionation System + Cartridges
42104 5% Tris Acetate - Cartridge kit 42105 0% Tris Acetate - Cartridge kit
42103 &% Tris Acetate - Cartridge kit 42102 12% Tris Acatate - Cartridge kit
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Advion

Dedicated to Science - Dedicated to You

The TriVersa NanoMate® is
the latest in chip-based
nano-electrospray
ionization technology

The Advion ESI Chip®
provides long, stable
high-throughput infusion

-

LESA Extraction Surface
Analysis (LESA®) for
direct sample analysis

LESA™YS LC for liquid
extraction coupled with
LC for separation
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ANNLVATION ACCELERATOR IV LIFE SCIENCE

cortecnet/

YOUR RELIABLE SOURCE
OF STABLE ISOTOPE ENRICHED COMPOUNDS

ENRICHED
AMINO ACIDS
&

ENRICHED
- ‘ INNOVATIVE

& ; SAFE
GASES RELIABLE

CortecNet has state-of-the-art R&D and production facilities for the
synthesis of chemical and preclinical grade compounds. Our teams are
expert in the production of compounds enriched with stable isotopes
(*C, ®N, 2H, "0, '®0, 2°Si) with exceptional chemical purities and isotopic
enrichments.

CortecNet 2 Tel: +331308121131
15 Rue des Tilleuls, Fax: +33130 43 86 54

78960 Voisins-Le-Bretonneux, France cortecnet / Email : pcorcos@cortecnet.com

www.cortecnet.com

VISIT US ON WWW.CORTECNET.COM FOR A COMPLETE LIST OF PRODUCTS.
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Molecular
Omics

Indexed in MEDLINE

A home for your multi-omics research alongside proteomics, genomics,
transcriptomics, metabolomics, glycomics, and lipidomics research

ROV FOCETY Find out more: rsc.li/molomics
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Analyst

The home of premier fundamental discoveries, inventions and applications

in the analytical and bioanalytical sciences

ROYAL SOCIETY

OF CHEMISTRY

rsc.li/analyst
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MAP OF THE CAMPUS

Scientific Information
Center Auditorium (CIS)

Hall of CIS : Welcome Desk, Posters and Sponsors
exhibitions, Cocktail, Lunches and Coffee breaks
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GENERAL INFORMATION

On the Institut Pasteur campus, the "Plan Vigipirate Attentats" is on, so please make

sure to have an official ID or passport to enter the campus.

If your registration is fully covered, you will receive your complete congress Kkit
including your badge, the certificate of attendance, the conference programme.
Please wear your badge at all time. Do not forget your badge for the Dinner Cruise it

will be asked at the entrance of the Boat.

If registration was not fully covered, please come directly to the registration desk "on

site payment". We accept payment by cash or credit card (Visa or Mastercard).

REGISTRATION

Registration desk opens at 9 am on February 12™ 2019 in the hall of the CIS

Auditorium.

e Opening hours other days: 8:15 am - 9:30 am.
e Congress staff assistance also during coffee breaks, lunches and cocktails.
e A cloakroom is available on registration level. We ask you not to leave any

personnal belongings unattented in the auditorium.
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GENERAL INFORMATION

PLENARY SESSIONS

Scientific sessions are taking place in the auditorium of the CIS.

Coffee-breaks, lunch and cocktail will be served in the hall of the CIS.

Access to lunch is limited to participants who are registered.

All attendees are invited to the Symposium cocktail that will be held on February 12,
from 7 to 9 pm in the hall of the CIS auditorium.

For the cruise dinner, all participants are expected to be at the gate of the boat at 8

pm at the latest Wednesday 13th February. See next page for the map to get there.

POSTER SESSIONS

All selected posters will be displayed throughout the conference. All posters have to
be in place before the coffee-break of Tuesday 12" February and should be kept at

least until the last coffee-break Thursday 14" February.

Check the matching number on the board to display your poster in the right place.

Magnets are available at the welcome desk to fix your poster.
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SOCIAL PROGRAMME

Cruise Dinner on the Seine River
Wednesday 13" February 8-11 pm

Le Jean-Bruel

=

Picture credits : Bateaux-Mouches
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SociAL PROGRAMME

How TO GET THERE ?

* By taxi or Uber :

Bateaux-Mouches
Port de la Conférence (Pont de I'Alma)
75008 PARIS

* By public transportation (metro) :
Approx. 35 min (from Institut Pasteur)
Take metro line 6 to “Charles de Gaulle-Etoile”

Change at the station Trocadéro for the line 9 to “Montreuil”
Stop at the station AlIma-Marceau, exit number 2 “Pont de I'Alma”

* : Institut Pasteur
: | Boissiere y
@ Pasteur | u.;ﬂ"a‘ﬂa%:;“&o |
i + Clemenceau
9 9 Wna Bateaux
! Trocadéro H Mouches
Metro 6 . derAlmal  Invalides®
To Charles de Gaulle-Etoile | Sy
(7 stops) it Maubourg,_/
\ Ecmm [?:Imrs y ining:
Trocadéro 'Iuemw il Mllllaln
] £n
N ‘*"{\"‘“ e
i _Grenelle®
! Emte po, P N
9 Trocadéro = SN Combromne ), S48}
i y
.Jaw| : Edicrm' Commerce \\
g André Tes
Metro 9 / Citro Lecourbe .
- . don * Félix Faure @
To Mairie de Montreuil he
(2 stops) " Pont
Alma-Marceau

k Exit number 2 « Pont de I'Alma »
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Picture credits : Institut Pasteur / Thomas LANG 2017

)
Institut Pasteur

Institut Pasteur Conference Center
28 rue du Dr Roux, 75015 Paris
France

www.tdp2019.conferences-pasteur.org
tdp2019@conferences-pasteur.org
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SCIENTIFIC PROGRAMME

1 European Top-Down Proteomics Symposium, Institut Pasteur, Paris - 2019






FEBRUARY 12™, 2019

1 Opening of the 1% EUTDP Symposium 11.am - 3.40 pm

11 am

1.45 pm

2 pm

2.50 pm

3.20 pm

Registration and installation of posters

Welcome and Opening
Julia Chamot-Rooke
Institut Pasteur, Paris, France

Opening Lecture: Profiling cellular-to-molecular diversity using electrophoretic
cytometry

Amy Herr

University of California Berkeley, United States

Leveraging proteoforms and a growing community to determine the composition of
the human proteome

Neil Kelleher

Northwestern University, United States

The Top-Down Community
Paul Danis?, Julia Chamot-Rooke'
'Institut Pasteur, France *Eastwoods Consulting, United States

3.40pm COFFEE BREAK

2 Instrumentation and analytical strategies 4.10 pm - 7 pm
Chair: Jared Shaw

4
4.10 pm

(3]

4.40 pm

5.10 pm

1% European

Advances in Orbitrap mass spectrometry for top-down analysis
Alexander Makarov
Thermo Fisher Scientific, Bremen, Germany

Enhancing middle-down and top-down protein and PTM characterization by mass
spectrometry and new computational tools

Ole Jensen

University of Southern Denmark, Denmark

Chromatographic strategies for top-down mass spectrometry of integral membrane
proteins

Julian Whitelegge

University of California Los Angeles, United States
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5.30 pm

5.50 pm

6 pm

Development of Liquid Extraction Surface Analysis Mass Spectrometry for Top-
Down Protein Identification of ESKAPE Pathogens Growing on in vitro 3D Skin
Models

Jana Havlikova

University of Birmingham, United Kingdom

And now a word from our sponsors!

Round table: Sample preparation, intact protein separation, instrumentation, data
analysis

Ljiljana Pasa-Tolic, Jared Shaw

Pacific Northwest National Laboratories, United States

7 pm -9 pm APERO POSTER

10
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FEBRUARY 13™, 2019

3 Human Health 9am -2 pm

Chair: Yury Tsybin

9| A wealth of proteoforms exposed and quantified by hybrid mass spectrometry
9 am |approaches

Albert Heck

Utrecht University, The Netherlands

10| Cutting-edge mass spectrometry methods for the multi-level structural
9.50 am | characterization of Antibodies and Antibody Drug Conjugates
Alain Beck
Laboratoires Pierre Fabre, France

11| Sequence validation of three human IgG1 antibodies by Mass Spectrometry during
10.20 am | an inter-Laboratory Study
Detlev Suckau
Bruker Daltonik, Bremen, Germany

1040 am COFFEE BREAK

N

12| Round table: Industrial and regulatory applications (i.e. antibody and biologics
11.10 am| analysis)
Yury Tsybin®, Alain Beck?
'Spectroswiss, Switzerland 2Laboratoires Pierre Fabre, France

12.10pm LUNCH & POSTER
[

4 Proteoform-centric Bioinformatics

Chair: Ljiliana Pasa-Tolic

13 |Implications of proteoforms in clinical chemistry (glyco)proteomics
2 pm|Yuri Van Der Burgt
Leiden University Medical Center, The Netherlands

14| UniProt protein resource and the proteoform atlas: linking proteoforms with the
2.30 pm |UniProt Knowledgebase
Emanuele Alpi
European Bioinformatics Institute (EMBL-EBI), United Kingdom
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15| A proteoform centric paradigm for pathway and biological network analysis
2.50 pm | Luis Francisco Hernandez Sanchez
University of Bergen, Norway

3.10 pm | And now a word from our sponsors!

320pm COFFEE BREAK

5 Technological Developments 4 pm - 11 pm
Chair: Neil Kelleher

16 | Bridged MS Imaging of Proteins and Top-Down Spatially-Resolved Proteomics
4 pm| Strategy to better Characterize Tumor Microenvironment
Isabelle Fournier
University of Lille, France

17 | An isotope depletion strategy for improved top-down fragmentation analysis
4.30 pm | Kelly Gallagher
University of Edinburgh, United Kingdom

18| Tandem Mass Spectrometry using Electron Capture Dissociation for the Structural
4.50 pm | Characterization of Intact Proteins
Jonathan Williams
Waters Corporation, Wilmslow, United Kingdom

5.10 pm| And now a word from our sponsors!
19 |Round table: Future directions of top-down proteomics

5.20 pm| Joseph Loo", Neil Kelleher?
*University of California, United States *Northwestern University, United States

8 pm - 11 pm CRUISE DINNER ON THE SEINE RIVER
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FEBRUARY 14™ 2019

6 Native Top-Down and Beyond... 9 am - 1.15 pm

Chairs: Julia Chamot-Rooke & Joseph Loo

20| Native MS Coupled to Surface Collisions for "Complex-Down" Dissociation
9 am| Vicki Wysocki
Ohio State University, United States

21|In-depth Investigation of recombinant proteins in crude samples
9.50 am | Michal Sharon
Weizmann Institute of Science, Israel

[y

22| Fast-photochemical Oxidation of Proteins and Top-down Mass Spectrometry
10.20 am | Petr Novak
Institute of Microbiology, Czech Republic

10.40 am | And now a word from our sponsors!

1050 am  COFFEE BREAK

23|Mass and charge distributions of entire amyloid fibers by charge detection mass
11.20 am | spectrometry: mapping heterogeneity, polymorphism and co-aggregation
Rodolphe Antoine
University of Lyon, France

24| Nanomechanical resonators based neutral MS of viral capsids above 100 MDa
11.50 am | Christophe Masselon
CEA Grenoble, France

25| Closing lecture: Membrane Proteins — the Lipid Connection
12.10 pm| Carol Robinson
University of Oxford, United Kingdom

1 pm|Final remarks
Julia Chamot-Rooke", Paul Danis?,
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