thermoscientific

- w

The complete BioPharma characterization solution

ThermoFisher
SCIENTIFIC



The most powerful system
for every workflow

All in one package

“BioPharma Option” for the Thermo Scientific” Q Exactive™ Plus and

Q Exactive™ HF Hybrid Quadrupole-Orbitrap™ mass spectrometers adds
superior denatured and native MS intact analysis and subunit top/
middle-down analysis capabilities to the most powerful benchtop
peptide mapping instruments available. \When combined with Thermo
Scientific” BioPharma Finder” software it provides a complete integrated
hardware and software solution for BioPharma characterization.

The Thermo Scientific” Q Exactive” BioPharma platform offers distinct
operational modes that have been optimized for the top 3 protein
characterization workflows:

¢ Denatured and native MS intact analysis with the new High Mass Range
(HMR) mode

e Subunit and top/middle-down analysis with Protein mode

e Peptide mapping with Standard mode



High Mass Range
(HMR] Maode
Intact mAb and
ADC Analysis

Protein Mode
Subunit Analysis
Top/Middle-Down

Standard Mode
Peptide Mapping

Optimized intact protein analysis under both native and denaturing
conditions assures the highest quality and most informative spectra
for the widest range of therapeutic proteins.

Extreme resolving power of the Orbitrap™ mass analyzer ensures
isotopic resolution of subunits and facilitates top/middle-down

sequencing.
-
h L "y Perform peptide mapping with Orbitrap technology for unparalieled
- acruisition speed, mass accuracy, and spectral quality,
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State-of-the-art intact protein analysis

The introduction of HMR mode brings the highest quality
and sensitivity for intact protein analysis to the O Exactive
series instruments. The 500 pg on-column injection
demaonstrates the superior sensitivity and mass accuracy
achieved with the Q Exactive Plus running in the new High
Mass Range mode.
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Denaturing MS is compatible with

reverse phase HPLC separation.

Native MS is best for co-eluting high

complexity samples like ADCs.
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Multiple Analysis Options. HMR mode provides accurate intact mAb analysis

under both denaturing and native M3 conditions allc
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with Size Exclusion Chromatography

Native MS is now as easy as LC-MS
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Analysis of Trastuzumab Emtasine, a lysine-linked
Antibody Drug Conjugate (ADC) based on Trastuzumab

Avarage
Step-wise conjugation of antibody lysines with a bi-functional linker and Drug-to-Antibody
(DAR) Ratio

payload can create moderate to very high sample heterogeneity comprised
of varying deareas of glycosylation, linker-driug (OM1) conjugation, and 3 r 1
linker-only comugation -
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Middle-down analysis of |deS-digested Trastuzumab subunits
HCD Fragmentation
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LC-MS analysis of reduced Trastuzumab light and heavy chains
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Top-Down analysis of reduced Trastuzumab light and heavy chains

HCD Fragmentation
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Sensitivity driven by the excellent
absolute response and the rapid high
resolution scanning of the Orbitrap allows
discrimination between compeonents which

are near-isobaric or co-aluting,
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Accurate peptide |Ds are based on high fidelity,
true MS/MS spectra analyzed with predictive spectral
algorithms and visualized in a color coded display by
BioPharma Finder software



Trastuzumab glycopeptide analysis
HCD Fragmentation
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Q Exactive BioPharma

Q Exactive Plus with BioPharma Option
Including Enhanced Resolution, Protein mode, and HMR mode
Max Resolving Power

280,000 at m/z 200

Max Scan Rate
Up to 12 Hz at resolution setting of 17,500 at m/z 200

Q Exactive HF with BioPharma Option

Including Protein mode and HMR mode

Max Resolving Power
240,000 at m/z 200

Max Scan Rate
Up to 18 Hz at resolution setting of 15,000 resolution at m/z 200

Ordering information

Product

Mass Range

m/z 50-8,000

Mass Accuracy

Internal: < 1 ppm RMS

External: < 3 ppm RMS under defined conditions
Dissociation

In-Source CID, HCD

Scan Functions

FS, AlF, SIM, PRM, DIA, ddHCD

Quad Isolation

Step-less from full mass range down to 0.4 amu
Polarity Switching

One full cycle in < 1 sec

Multiplexing

Up to 10 precursors/scan

Analog Inputs

One (1) analog input (0 - 1V)

One (1) analog (0 - 10 V)

Cat. No.

BioPharma

Q-Exactive Plus System

0726030

BioPharma Option for Q Exactive Plus

0726055

Q Exactive HF System

0726041

BioPharma Option for Q Exactive HF
Vanquish Flex Binary UHPLC

0726060

5400.0225

Vanquish Binary Pump H UHPLC

MAbPac SEC-1 (4.0 x 150 mm)

5400.0105

075592

MAbPac RP (2.1 x 100 mm)

088647

Acclaim RSLC 120 C18 (2.1 x 250 mm)

BioPharma Finder software

Find out more at thermofisher.com /gebp

074812

OPTON-30592
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