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changes in isoforms is necessary. In addition, phosphorylation
is a critical modification in regulating stress response.

Therefore, it is desirable to monitor the changes of this

100

. Multiple peptides should be measured for each
protein in a quantitative proteomic experiment
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Figure 4: MSF spectrum of a phosphopeptide from syntaxin 1B.
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Phosphopeptide Expression ratio: 1.1
Overall protein level 1, except phosphopeptide
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Figure 3: Western blot of STOP protein
confirms that overall level remains constant,
but molecular forms change during stroke.
There are at least 5 STOP-related proteins,
some that change during stroke.
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31% Coverage with 7 peptides

Phosphopeptide Expression ratio: 0.56

Overall protein level unchanged, but phosphorylation
level may have decreased due to stroke

Phosphopeptide Isolation
Micro elution plate packed with TiO,
Enhancer™ used to reduce non-specific binding in the loading step
Elution with 50 pl of 0.3 N ammonium hydroxide in water

Figure 1: A. Peptides fragmented with alternating low and elevated
collision energy. B. Extracted ion chromatograms show how precursors
and fragment ions aligned by retention time. C. Database search result
for this peptide from a-tubulin.
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33% Coverage, 8 peptides
Protein Expression ratio: 1.5 with 21% CV
DSTLIMQLLR in 7 isoforms, not included in ratio
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