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THE NEXT FRONTIER OF INNOVATION
IN DDA PROTEOMICS
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- Deep-learning augmentation
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- Isobaric labeling quantification
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- Library-based DDA search
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- Ion mobility technology support
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« Complete analysis environment
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« First class technical support
HAI 71 ANCELBZYR— b

1) Bader et al., Mol Syst Biol, 2020 16:€9356

2) Hérnberg et al., Nature, 2020 584, 252-256

3) Piazza et al., Nat Commun, 2020 11, 4200

TMT 2-plex TMT 6-plex TMT 8-plex EASHag 6-plex TMTpro 18-plex
2003 2008 2012 2018 2021
00—+ 0 0 +—+—+ 0=+ 0 +—+—+0 00—
2004 2007 2014 2019
ITRAQ 4 ll]»‘ X TRAQ 8 | le T U= lex THT; ro 16-plex

MIHLTVIEEDTREN Y — RS AT LANEHF
- Bruker Windows 10 (64bit)
- SCIEX Intel or AMD CPU 41712 £

- Thermo Scientific
- Waters

HDDOZEEE=E 2 TBLA L (2x data set size)
« XEJ 64 GBLEE



« SpectroMineld. YILFFLwIRT
DTj\OZﬁ’F*ﬁ(La—)LVCE 2 blcblL
9., T-IEFDAE - RETA)T(—
(&, LEFEERVBDTY, »

Mikhail Savitski, PhD
EMBL Heidelberg

"R A

T1A— 77—:/)LJ:Z>§§{I:L§3W;.=.:¥J§Q\
07 A-bLhINLYS

— 3\

N
7099/ -I54¥-2aVILELBAMRILQRERT —F D=E b
RREEE(L

DDA, DIAE5(CPRMF>—4MDi&FRE. FAIMS ProtPASEF
DOYRK—BM, TMT, iTRAQ, EASI-tagé TMTPro® 74 Y/\Uy
ISRUVIESR

BERNORI1-T-105-TI-ATORLBFBTIRIR

EBRMTDOHI0NANRITERNI D BBR(CST7HAIHE \

ORI EBBEC £D. B0 5—SRAFHTHE



EFFORTLESS ISOBARIC LABELING

QUANTIFICATION
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() ILQ Processing in SpectroMine
Optional Steps Shown in Grey
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THE MOST POWERFUL

SEARCH ENGINE
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THE ALL-IN-ONE WORKFLOW
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Automated Mass Calibration
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Peptide-Spectrum Match
(PSM) Plots
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Differential Abundance

Analysis
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Generating Reports
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SpectroMine
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