Oligonucleotide analysis by Linear MALDI-TOF mass spectrometry
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-despite the “hotspot” phenomenon thorough interrogation of sample produces
reasonably quantitative signal across an order of magnitude in mass range and sample

concentration
-Results are consistent for both positive and negative modes of instrument operation

2) Spot matrix on sample plate and allow to dry then overlay sample on matrix crystals

Subtle change in pH has a dramatic effect on crystal morphology. This change in
morphology may impact ON incorporation and ionization? 3-HPA has pKa of ~4, therefore
lower pH will keep the molecule protonated. Results are confirmed with preps from other
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-Success of ON analysis by MALDI mass spectrometry is highly dependent on proper

-Using high energy ion acceleration and post sample preparation
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-scan speed =3 mm/ sec
-laser power = 18 u joule
-Signal average = 500 shots / spectrum
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Signal generation still prone to “hotspots”
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