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ACCELERATING
TARGETED PROTEOMICS
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- Seamless targeted workflow
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- Custom panel generation
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- Complete analysis environment
1--JLOR)-RBA>H-T1-ATOHI-Yy T4
FRATESF R EROLE 1~

SpectroDive 12 2024TIin silico/SRIVERERENBINENT: (T.Temu 2024, ASMS)

SpectroDive 5 SpectroDive 7 SpectroDive 8

SpectroDive 9 SpectroDive 10 SpectroDive 11

Improved PRM-ready Panel Pulsar search SureQuant- lon mobility
mProphet development ready added
o———o0 —O———O0—— 00— o
2013 2015 2017 2019 2021 2022
Publichy A. von Appen et 3l AC Uzozie et al A Litsios et al N. Gebert et al V. Laforte,
released 2015, Nature® 2017, MCP* 2019, Nat. Cell Biol.* 2020, Cell Reports’ 2022, IMSC

* Key publications using SpectroDive

HBUTVWSEEDITRENY -

- Bruker

- SCIEX

- Thermo Scientific
- Waters

#ZS AT LEH

Windows 10 (64bit)

Intel or AMD CPU 4173t

HDDOZEZEEZ 256 GBLL L (2x data set size)
AEY 16 GB Uk

1



«SpectroDive 12(&. BFERE-/EY
F>J7IWTUXLEFLWin-silico/(R)L
VERHEEEZ TR A TH D KIRRSRZEN
TFRIHRAEMBETOTAZIAD ISy~
NUF =230 7y A ZRRICGRETB LU
DITEET, »

Simonas Savickas, PhD,
Sr. Scientist Biognosys

!I:%E ., !, -

» L

A e o

. : . e
HERBE—IEyFY L, FORICED VW EEIHA b
HEICSLRYOTIE, 120TOITI NCRAFIEIEE -

BARBRANYH-DBEEN TR, 5LV MRM, PRM, prm-
PASEF. FAIMS PRM. SureQuantiz&n7—5HiSiEEDIL
WER

FATAT RIETER OO DREBRIERL . DAFLIRIVER.
SEMFRRIRICX I

Y=7/JYU=7 J0IMNIS5T4—DEHD, iRTICEDWEOIN
AMBRRTS1-UYH

NSA-SDmBEOBEBRARICED. BRBT—FRFITH TIEE




DESIGNED FOR
HIGH-THROUGHPUT ANALYSIS
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APPLY LARGE PANELS
TO LARGE DATASETS
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Differential Protein Abundances
Elevated Known cancer biomarkers,
e. g. C-reactive protein and protein S100-A9
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FROM PANEL DEVELOPMENT
TO BIOLOGICAL INTERPRETATION
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Seamless Panel Generation
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