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phosphorylation causes many diseases such as cancer. Therefore, comprehensive
analysis of phosphorylation in biological samples will bring crucial key for developing drug
or diagnosis. MALDI-MS (Matrix-Assisted Laser Desorption/lonization Mass Spectrometry)
gives complementary identification results compared to ESI (Electrospray lonization)-MS
due to the difference of ionization mechanisms. In this presentation, we will show novel
MS" analysis procedure and precursor selection algorithm (LDIA : Logical-Data linfluenced
Acquisition) which allows to increase the number of identified peptides . This procedure
utilizes the feature of MALDI-MS that allows to analysis same samples repeatedly.
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® Helafflifa lysate

® Focus MALDI Plate™ 700um (384 circles) (Hudson Surface Technology, Inc. USA)
® Matrix: DHB (LaserBio Labs, M103). /0%l : MDPNA (Aldrich, M9508)
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® Axima Resonance (& ;E/Kratos, UK)

Mascott® 7 £ 144 (#BER%)

® Enzyme: Trypsin/P

® \Variable modifications : Acetyl (N-term),Dehydrated (STY),GIn->pyro-Glu (N-term Q),
Glu->pyro-Glu (N-term E), Oxidation (M), Deamidated (NQ) .z U'Dehydrated|Z 4% Z TPhospho

® Missed Cleavages: 2
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