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on target. For LTQ Orbitrap analysis, the digest supernatant is loaded directly into a vial and in-
jected.
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The N residue that the PNGaseF removes the sugar from is deamidated to D.

MonoTip packed
with FezTi05

Conclusions:
DIGE is a very powerful tool for looking at changes in protein ex-
pression levels and changes In the post translational proteome.

¢ MonoTip is packed with Fe,TiO5s and equilibrated with
0.5% TFA, 50% acetonitrile (equilibration buffer)

¢ Acidified protein sample is loaded onto tip and washed
with the equilibration buffer

® -
¢ Phosphoproteins are eluted off the tip using 28% ammo- E—
nium hydroxide
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