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CHEMISTRY vs BIOLOGY
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Each different molecular elemental composition—e.g., CHrNyOoS—  necutrals. Because many heteroatom-containing components
has a different exact mass. With sufficiently high mass resolving  (N,O,8;) of petroleum are highly polar, ESI is specific and
power (m/Amsgy, ~ 400,000, in which m is molecular mass and Amsgs,  especially efficient in generating their gas-phase ions. Although b SRS
is the mass spectral peak width at half-maximum peak height) and  petroleum crude oils typically contain 90% hydrocarbons
mass accuracy (<300 ppb) up to ~800 Da, now routinely available (C:Hp), the NyO,S.-containing molecules are typically the most 34
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FROM SPECTRUM TO BIOCHEMISTRY
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FROM SPECTRUM TO BIOCHEMISTRY
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PATHWAY MAPPING

BIOSYNTHESIS OF AMINO ACIDS
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ARACHIDONIC ACID METABOLISM
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NETWORK ANALYSIS "reoctome
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EU-FT-ICR-MS
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THE REAL FINGERPRINT
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DISCRIMINATION
OF GRAPEVINE
GENOTYPES




SAMPLE

PREPARATION

EuPA Open Proteomics 12 (2016) 4-9

Contents lists available at ScienceDirect

EuPA Open Proteomics

ELSEVIER journal homepage: www.elsevier.com/locate/euprot

Metabolite extraction for high-throughput FTICR-MS-based
metabolomics of grapevine leaves

Marisa Maia®", Filipa Monteiro?, Ménica Sebastiana®, Ana Patricia Marques”*,

Anténio E.N. Ferreira®*, Ana Ponces Freire®, Carlos Cordeiro”™“, Andreia Figueiredo®**
Marta Sousa Silva®<*!

< Biosystems & Integrative Sciences Institute (BiolSI), Science Faculty of Lisbon University, 1749-016 Lisbon, Portugal
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DISCRIMINATION OF RESISTANT AND SUSCEPTIBLE GRAPEVINE GENOTYPES

The problem What producers
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The screening process

W ik for disease resistance
. New cultivars with

Wild Vitis (V. riparia) and grape quality good berry quality and

Resistant
a high degree of
X resistance against

downy mildew

The goal:
To shorten this time,
by uncovering biomarkers

V. vi/ra _ .
Susceptible for downy mildew resistance




DISCRIMINATION OF RESISTANT AND SUSCEPTIBLE GRAPEVINE GENOTYPES
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DISCRIMINATION OF RESISTANT AND SUSCEPTIBLE GRAPEVINE GENOTYPES
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DISCRIMINATION OF RESISTANT AND SUSCEPTIBLE GRAPEVINE GENOTYPES
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DISCRIMINATION OF MALE AND FEMALE WILD GRAPEVINES, VITIS SYLVESTRIS

stamen

anther

Vitis vinifera

Image from:
Patty Skinkis, Oregon State University

Vitis sylvestris

Plant images from
Scientific Reports | (2020) 10:18993
https://doi.org/10.1038/s41598-020-76012-6




DISCRIMINATION OF MALE AND FEMALE WILD GRAPEVINES, VITIS SYLVESTRIS
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DISCRIMINATION
OF SINGLE-GENE
YEAST MUTANTS




DISCRIMINATION OF SINGLE-GENE YEAST MUTANTS
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DISCRIMINATION OF SINGLE-GENE YEAST MUTANTS
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DISCRIMINATION OF SINGLE-GENE YEAST MUTANTS
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BEYOND GLUTATHIONE

Variable Importance

Position :]I::: Metabolite Name };EEEZI;:: VIP Score o _
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DEVELOPMENT OF NEW METHODS FOR METABOLOMICS DATA ANALYSIS
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JOIN US IN
LISBON FOR
THE 6™ SHORT
COURSE ON
FT-ICR-MS

ANEU FT-ICR MS

EU FTICR MS

6t Short Course

Course overview

This course will cover the analysis
and mapping of protein post-

Mapping post-translational translational modifications using
modifications through FT-ICR FT-ICR mass spectrometry

Where and when
LISBOA, 17 -20 October 2021

Faculdade de Ciéncias
Universidade de Lisboa, Portugal

ciencias.ulisboa.pt

Contacts:

Carlos Cordeiro

cacordeiro@fc.ul.pt

Marta Sousa Silva
misilva@fec.ul.pt

Specific topics include:

Sample preparation
lonization
Top-down MS
Fragmentation methods
Sequence analysis

Tutorial lectures
Instrument demos

Hands-on exercises
Computational data analysis

Faculty

Carlos
CORDEIRO

Peter
O’CONNOR

Petr
NOVAK

Roman
ZUBAREV

Travel, accommodation, meals
and social program included

%

_J\EU FT:ICR MS

C
Ciéncias
ULisboa

@

Up to 20 applicants
Feiénclos® will be selected by the
""""""" Scientific Committee

ppppp

Application: www.eu-ftic-ms.eu

DEADLINE FOR APPLICATIONS:
June 315t 2021

This project has received funding from the
European Union's Horizon 2020 research and
innovation programme under grant agreement
No 731077
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