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FIGURE 7 Phosphopeptide FYAAEIASALGYLHSIK
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Lithium heparin collected blood in plasma tubes, and Cell FIGURE 7. Phosphopeptide FYAAEIASALGYLHSIK
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Methods: Using AMAT(Accurate Mass Accurate Time)
allowed for direct quantification between the two sample
types as well as across the stimulation conditions TheMethods: Using AMAT(Accurate Mass, Accurate Time)
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