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Introduction T

Powered by the synergy of a high-resolution quadrupole mass filter, the Thermo Scientific™ Wisk
Orbitrap™ mass analyzer and the novel Thermo Scientific™ Astral™ mass analyzer, this

revolutionary new instrument achieves unsurpassed performance SR R i
and experimental flexibility. The combination of the three mass _ . I 2 :

analyzers enables the rapid acquisition of exceptional quality high

resolution accurate mass (HRAM) spectra with high sensitivity

and dynamic range. The new performance characteristics of
the Thermo Scientific™ Orbitrap™ Astral™ mass spectrometer
make it ideally suited for accurate and precise quantitation at an
unprecedented depth of coverage and throughput for samples

from single cells to body fluids to bulk tissues.
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Thermo Scientific™
AccelerOme™ automated
sample preparation
platform

Easy to use, reproducible
sample preparation
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Thermo Scientific™
Vanquish™ Neo
UHPLC system

Flexible, high performance
from nano- to capillary
flow rates

Learn more at

e
!
Thermo Scientific™

HPAC™ Neo HPLC
columns

Excellent performance and
reproducibility with a
long lifetime

Thermo Scientific™
FAIMS Pro Duo
interface

Reduces matrix
inferences, increases
workflow robustness

© 2024 Thermo Fisher Scientific Inc. All rights reserved. All trademarks are the property of Thermo Fisher Scientific and
its subsidiaries unless otherwise specified. This information is presented as an example of the capabilities of Thermo Fisher
Scientific products. It is not intended to encourage use of these products in any manner that might infringe the intellectual
property rights of others. Specifications, terms and pricing are subject to change. Not all products are available in all

countries. Please consult your local sales representative for details. XX002681-EN 0124M

Thermo Scientific™
Orbitrap™ Astral™
mass spectrometer
Redefines MS-based
proteomics analyses

Thermo Scientific™
Proteome Discoverer™
software powered by

Thermo Scientific™

Ardia™ Platform
Central data storage,
automated data processing,
tools for instrument, data
and user management

scientific


http://thermofisher.com/OrbitrapAstral

	Next Page 12: 
	Page 2: 
	Page 3: 
	Page 4: 
	Page 5: 
	Page 6: 
	Page 7: 
	Page 8: 
	Page 9: 
	Page 10: 
	Page 11: 
	Page 12: 

	Next Page 13: 
	Page 2: 
	Page 3: 
	Page 4: 
	Page 5: 
	Page 6: 
	Page 7: 
	Page 8: 
	Page 9: 
	Page 10: 
	Page 11: 
	Page 12: 

	Next Page 61: 
	Next Page 73: 
	Next Page 78: 
	Next Page 79: 
	Next Page 84: 
	Next Page 89: 
	Next Page 62: 
	Next Page 67: 
	Next Page 68: 
	Next Page 81: 
	Next Page 119: 
	Next Page 82: 
	Next Page 41: 
	Next Page 47: 
	Next Page 120: 
	Next Page 46: 
	Next Page 74: 
	Next Page 59: 
	Next Page 122: 
	Next Page 121: 
	Next Page 60: 
	Next Page 87: 
	Next Page 88: 
	Next Page 86: 
	Next Page 45: 
	Next Page 90: 
	Next Page 91: 
	Next Page 75: 
	Next Page 85: 
	Next Page 76: 
	Next Page 93: 
	Next Page 92: 
	Next Page 95: 
	Next Page 94: 
	Next Page 97: 
	Next Page 96: 
	Next Page 100: 
	Next Page 98: 
	Next Page 99: 
	Next Page 101: 
	Next Page 106: 
	Next Page 102: 
	Next Page 103: 
	Next Page 104: 
	Next Page 105: 
	Next Page 107: 
	Next Page 108: 
	Next Page 109: 
	Next Page 110: 
	Next Page 111: 
	Next Page 112: 
	Next Page 115: 
	Next Page 117: 
	Next Page 113: 
	Next Page 114: 
	Next Page 116: 
	Next Page 118: 
	Next Page 1018: 
	Next Page 1019: 
	Next Page 1023: 
	Next Page 1026: 
	Next Page 1032: 
	Next Page 1021: 
	Next Page 1034: 
	Next Page 1024: 
	Next Page 1022: 
	Next Page 1036: 
	Next Page 1037: 
	Next Page 1038: 
	Next Page 1039: 
	Next Page 1045: 
	Next Page 1040: 
	Next Page 1041: 
	Next Page 1046: 
	Next Page 1052: 
	Next Page 1055: 
	Next Page 1057: 
	Next Page 1054: 
	Next Page 1020: 
	Next Page 1048: 
	Next Page 1049: 
	Next Page 1050: 
	Next Page 1027: 
	Next Page 1033: 
	Next Page 1035: 
	Next Page 1042: 
	Next Page 1043: 
	Next Page 1044: 
	Next Page 1064: 
	Next Page 1065: 
	Next Page 1066: 
	Next Page 1063: 
	Next Page 1025: 
	Next Page 1062: 


