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™ MALDI-2 Post-lonization (P1)

/ MALDI
laser

* First major advance in fundamental
ionization technigue for mass
spectrometry since Fenn & Tanaka
awarded Nobel prize in 2002

* |nvented by Prof. Klaus Dreisewerd &
team (Uni. Muenster)

= Two key requirements of MALDI-2 PI

* A second laser source firing into
the initiated MALDI plume

* Elevated pressure (2.0-2.5mbar)

PROF, Dr. RER. NAT. Klaus Dreisewerd
Biomedical Mass Spectrometry
Cells in Metion Interfacult
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Organism values __ CCS values ﬂ =
C. elegans (Trypsin) 141,263 a5 165 | \%‘——— i Charge
Dvessophia (Trypsin. LyscC, LysN) 425227 102,703
E. coli {Trypein. Lys, Lysh) 3T 40 50593

1,000 +
HeLa (Trypsin, LysC, LysN) 1,471,851 260,818

Wit {Trypain, LysC, Lysh} 434,441 119,177

Total 2,480,131 571,541
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* IP2/GPU is developed by Robin Park, who works out of - § =3
the Yates lab at TSRI. It is a GPU based search-engine H! P2
that can deployed stand-alone, on a HPC or the Cloud _ -

loute
(AWS). (eg. BMS, Pfizer)
* Asshort gradients find wider use in translational .‘.
.
proteomics, data processing requirements (speed) will =
need to be addressed. -

* IP2/GPU software performs ‘on-the-fly’ search on a E H=]
timsTOF Pro, providing search results as soon as the = - a
run is finished, in an method called, ‘Run & Done’. HPC Route

(eg- SCRIPS, Oxford)
B Third Party SW
Prof. John Yates lll, PhD gggan:rk PEAKS, MaxQuant, Biognosys, etc
Department of Malecular Medicine Staff Scientist Yates Lab
The Scripps Research Institute The Scripps Research Institute
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