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High-Field Asymmetric Waveform lon Mobility Spectrometry System

TSQ Il Series HRMS Instruments
- TSQ Endura™ - Tribrid Orbitrap Fusion™
- TSQ Quantiva™ - Tribrid Orbitrap Fusion Lumos™
- TSQ Altis™ - Tribrid Orbitrap Eclipse™
- TSQ Quantis™ - Orbitrap Exploris (480, 240, 120)™

- NanoSpray Flex™
- Easy Spray™

- VeriSpray™
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FAIMS Pro Interface
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FAIMS Pro Interface

Standard Resolution Mode High Resolution Mode

zvysena citlivost na ukor rozliseni vysokeé rozliSeni na ukor citlivosti
B 690 B 690
B 80 CV Scan Data 840
SiDen D W 1020 W 102.0
o w1420 126" - 2150
: 100/100 g 3010 ' 70/100 m 3010
26" Standard Resolution M 3220 = High Resolution I 3228
’ B 9660 1E W 966.0
Eq W 15220 W 1522.0
Al > Sa
Q %se S
éBEfG =
6E"°
gee“ g
5 4"t
4E
+6
2E
26"
80 60 20 40 60 80 -80 -60 -30 20 40 60 80

praqolab



|
FAIMS Pro Interface

- ZlepsSeni S/N diky selekci molekul vstupujicich do MS

- Zlepseni S/N propousténim homogenni populace molekul

- ZlepSeni limit( detekce a kvantifikace (LOD, LOQ)

- Separace a kvantifikace isobarickych molekul
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.
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- Zkraceni / eliminace chromatografie

- ZlepSeni kvality MS dat - snadnéjsi identifikace peptidu

- Vétsi ,,Throughput”
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FAIMS Pro Interface - S/N, LOD, LOQ

nLC-MS/MS
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FAIMS Pro Interface - S/N, LOD, LOQ

nLC-MS/MS nLC-FAIMS-MS/MS
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FAIMS Pro Interface — Separace a kvantifikace izobarickych molekul
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Zdroj: Kalafut B, Snyder AS, Quantitation of Isomers by Multi-VC FAIMS MS Scans, Thermo Scientific Application Note
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FAIMS Pro Interface — Separace a kvantifikace izobarickych molekul
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Zdroj: Kalafut B, Snyder AS, Quantitation of Isomers by Multi-VC FAIMS MS Scans, Thermo Scientific Application Note
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FAIMS Pro Interface — Separace a kvantifikace izobarickych molekul
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Zdroj: Kalafut B, Snyder AS, Quantitation of Isomers by Multi-VC FAIMS MS Scans, Thermo Scientific Application Note
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FAIMS Pro Interface — Zkraceni / Eliminace chromatografie

No FAIMS Single Shot Proteomics Workflow

4

Ly L > >
Tryptické Stépeni nanolLC - DDA analyza

Bunécna kultura Tryptické peptidy
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FAIMS Pro Interface — Zkraceni / Eliminace chromatografie

No FAIMS Single Shot Proteomics Workflow

»

nanolLC - DDA analyza

) § 04 >
Tryptické stépeni

Bunécna kultura Tryptické peptidy
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FAIMS Pro Interface — Zkraceni / Eliminace chromatografie

No FAIMS Single Shot Proteomics Workflow

3
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Tryptické $tépeni RPLC frakcionace v v v v v v nanolLC - DDA analyza

Bunécéna kultura Tryptické peptidy Frakcionované peptidy
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FAIMS Pro Interface — Zkraceni / Eliminace chromatografie

No FAIMS Single Shot Proteomics Workflow

AAR

& > g > >
w Tryptické Stépeni v RPLC frakcionace nanolLC - DDA analyza
Bunécéna kultura Tryptické peptidy Frakcionované peptidy

* + 1 den na pripravu vzorku

+ 1 LC systém

vetsi objem vstupniho vzorku

* naro¢néjsi manipulaci a vétsi prostor pro chybu
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FAIMS Pro Interface — Zkraceni / Eliminace chromatografie

FAIMS Single Shot Proteomics Workflow
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Tryptické Stépeni nanoLC - DDA FAIMS analyza

Bunécna kultura Tryptické peptidy
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FAIMS Pro Interface — Zkraceni / Eliminace chromatografie

No FAIMS Workflow vs. FAIMS Workflow
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Pocet identifikovanych peptidl (a-c), respektive proteind (d-f) v zavislosti na délce analyzy a mnozstvi vzorku naneseného na kolonu

Zdroj: Hebert AS; Prasad S; Belford MW; Bailey DJ; McAlister GC; Abbatiello SE; Huguet R ; Wouters ER; Dunyach JJ; Brademar DR; Westphall MS; Coon JJ Anal. Chem 2018,
90, 9529-9537.
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FAIMS Pro Interface — Zkraceni / Eliminace chromatografie
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B — Pocet identifikovanych peptidll / protein( v zavislosti na metodice

Zdroj: Hebert AS; Prasad S; Belford MW; Bailey DJ; McAlister GC; Abbatiello SE; Huguet R ; Wouters ER; Dunyach JJ; Brademar DR; Westphall MS; Coon JJ Anal. Chem 2018,
90, 9529-9537.
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FAIMS Pro Interface — Zkraceni / Eliminace chromatografie

No FAIMS Workflow vs. FAIMS Workflow
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Zdroj: Hebert AS; Prasad S; Belford MW; Bailey DJ; McAlister GC; Abbatiello SE; Huguet R ; Wouters ER; Dunyach JJ; Brademar DR; Westphall MS; Coon JJ Anal. Chem 2018,
90, 9529-9537.
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FAIMS Pro Interface — LepSi relativni kvantifikace proteinl pomoci TMT*
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Zdroj: Rauniyar N; Yates JR; Journal of Proteome Research 2014, 13, 5293-5309.
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FAIMS Pro Interface — Lepsi relativni kvantifikace proteind pomoci TMT

No FAIMS Workflow VS. FAIMS Workflow
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Zdroj: Phammatter S; Bobbeil E; Thibault P Journal of Proteome Research 2016, 12, 4653-4665.
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FAIMS Pro Interface — Lepsi relativni kvantifikace proteind pomoci TMT

No FAIMS Workflow vs. FAIMS Workflow
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A - Pocet identifikovanych peptid( v kazdém izolaénim okné

B — Vennovy diagramy poctu identifikovanych peptid( / protein(

Zdroj: Phammatter S; Bobbeil E; Thibault P Journal of Proteome Research 2016, 12, 4653-4665.
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FAIMS Pro Interface — Automaticka softwarova inkorporace
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