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Single MS / Hybrid (Tandem) MS
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Single MS / Hybrid (Tandem) MS
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Software

Sample Prep. Column Mass spec. Software
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Proteomics
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Proteomics: Protein / Peptide ID
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Proteome Discoverer software : Quan Proteomics
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Modifications

Proteomics : Deep : Phosphopeptide Enrichment

1 mg/150 pl
Tio, el poptde mixture 3,378 Proteins
12,465 Phosphopeptides
‘ Centrifugation 10,436 Quantified
» ‘ N Unteated _ i nsuin | GF1 §c?mm|

Unbound TiO, TiO, Wash Base elution = = s =
Flow through (5% NH40H) -

~150 pl ~750 pl ~100 i

Y TiO2 eluate

Combine and vacuum dry
Reconstitute with FeNTA buffer

7

& Fe-NTA |
Fe-NTA with Down
TiO2 flow-through and wash
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Proteomics : Wide and Deep

TiO2 & Fe-NTA Eluates combined after SMOAC

l 14,000
l 12,000
ﬁ 10,000
8,000
H Total (52263)
. Centrifuge_at 3,000 xg 6,000 m Phospho (48252)
c (2 minutes)
4,000 ™ Unique (32584)
" ‘ ‘ * ‘ * ; " ‘ 2,000 ‘ll II II II
[SRVAVAVAVAVAVAYIV AN Ll T
1 2 3 4 5 6 7 8 ACN SLEEEED Q&N&
Q’\
Multiple-Phos Mono-phos Total Unique Phos
SMOAC 4041 18124 22165
SMOAC + Fractionation 5065 27520 32584
a7 ThermoFisher
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Question ?
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