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Liquid chromatography—Mass spectrometry
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Mass spectrometry : Q-Exactive HF (Thermo Fisher)

*High resolution :
Up to 240,000 @200m/z

_ Nano flow HPLC:
i @flow rate ~0.3ulL/min

*High accuracy:
5ppm
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Shotgun Proteomics
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BERESHT ( Database Searching)
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Peptide Mass Tolerance Peptide candidates
MS (YLYEIAR) (Measurement error) (in Data base)

1529.73 0.01 Da (6.5 ppm) 25

Best match

MS/MS r\ | in silico MS/MS
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find your peptide in a database based on its fragments' masses

Peptides Identifications m8 Protein identifications
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(2h gradient) High pH RP -8 fractions SILAC ~ TMT
>4000 >8000 >8000 protein

protein IDs protein IDs IDs & quantification




