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Moving up the Molecular Weight Ladder
On-line nano-LC / Top-3 data dependent MS/MS
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Moving up the Molecular Weight Ladder
On-line nano-LC / Top-3 data dependent MS/MS
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Moving up the Molecular Weight Ladder
On-line nano-LC / Top-3 data dependent MS/MS
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Moving up the Molecular Weight Ladder
On-line nano-LC / SIM Zoom Map MS/MS
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Moving up the Molecular Weight Ladder

On-Line LC with Fraction collection
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On-line nano-LC Benchmark: MS detection
1.2 pmol on column —C, 75 um i.d.
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Off-line Fraction Collection — MS/MS
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Conclusions

Orthogonal separation, IEF — GELFrEE — PR, provides
improved separations to deal with sample complexity.

Different RP chromatography conditions yield improved
results based on the molecular weight of the proteins
found in the sample.

Different molecular weight fractions dictate the instrument
scan mode and tune parameters.

Recently, over 35 proteins have been detected from
off-line fraction collection of Asynchronous and
M Phase HelLa Cells. Time to automate for characterization!

ProSightPC 2.0 has high throughput capability:
validation of increased number of proteins.

Clean solvents and chromatography material are NEEDED!
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