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AB Sciex 5800 MALDITOF

Matrix-assisted laser desorption/ionization (MALDI) mass spectrometry TOF/TOF 5800 system provides the fastest and most confident path to identification and relative quantitation of proteins. The system's excellent speed and sensitivity make it the ideal platform for biomarker discovery, MALDI mass spectrometry imaging, and protein identification

Protein Pilot

Easy-to-use Protein Pilot Software streamlines protein identification and quantitation, enabling you to identify hundreds of peptide modifications and non-tryptic cleavages simultaneously.  Easily distinguish protein isoforms, protein subsets, and suppress false positives, as well as visualize peptide-protein associations and relationships. With generic input for non-SCIEX instruments via .mgf format, the software is compatible with all proteomics MS/MS systems.
Features

· Unique OptiBeam On-axis Laser irradiation increases sensitivity in both MS and MS/MS modes by 10-fold over systems without an on-axis laser

· Maximum up-time and throughput by continuously heating of the source mirror and user-programmable source mirror cleaning

· Improved resolution with new reflectron mirror design and 1000 MHz digitizer

· High-resolution precursor ion selection with novel timed-ion selector

· MASCOT Database Server for Protein Analysis

Analysis Feature

· Protein Identification by searching MS/MS Spectra using MS/MS ions search or searching by Peptide mass fingerprinting (PMF)
· Post translation modification
· Quantitative and qualitative analysis
ACCESSORIES
Spotting Plates Available:
· 96 well plate
· 384 well plate
Common Matrix available:
Sinapinic, CHCA, DHB
