
Experiment:

1. AMBP peptide (AKLYGRAPQLRETLLQDFRVVAQGVGIPEDSIFTMADR) 
was inkubated with immoblized trypsin, the 6h inkubate 
was analysed with LC-Q-TOF

2. An urine fraction with a big peptide (2752.4856 Da)

1.lyophilized in Speevac
2.dissolved  in 20µl 0.2% FA
3.measured with LC-Q-TOF

1.lyophilized in Speevac
2.dissolved in 20µl  NH4HCO3
3.added1µl 0.002µg/µl trypsin over night
at 37°C
4.lyophilized in Speevac 
5.dissolved in 20µl 0.2% FA
6.measure with LC-Q-TOF

20µl 20µl

3. the data was to Mascot sended



Q-Star Chromatogramm of AMBP Peptid after 
6h inkubation with immobilized Trypsin

Results



Q-Star Chromatogramm of AMBP Peptid after 
6h inkubation with immobilized Trypsin



AMBP_HUMAN Mass: 38974 Score: 282 Mat
ches: 46(8) Sequences: 4(1) emPAI: 0.18
Protein AMBP OS=Homo sapiens GN=AMBP PE=1 
SV=1

R.VVAQGVGIPEDSIFTMADR.G1010.9987

1002.9932 R.VVAQGVGIPEDSIFTMADR.G

With Mascot the peptide was identified

[M+2H]2+ (m/z =2):

http://www.matrixscience.com/cgi/protein_view.pl?file=../data/20100923/FteTSiHmh.dat&hit=AMBP_HUMAN&db_idx=1&px=1&ave_thresh=31&_ignoreionsscorebelow=0&report=5&_sigthreshold=0.05&_msresflags=1345&_msresflags2=2&percolate=-1&percolate_rt=0�


Big peptid (2752.4856 Da) from a urine peptide fraction
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DAHKSVAHRFKDLGEENFKALVL?

FT_ICR_MS/MS no identification 
of the whole peptide; 
only 5 amino acids (DAHKS) were identified 



TIC: from 1009VorVRC5_19.wiff Max. 3,2e4 cps.
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Q-Star Chromatogramm of the fraction before tryptic
digestion
No Identification of the peptide



Q-Star Chromatogramm of the fraction after tryptic
digestion



ALBU_HUMAN Mass: 69321 Score: 93 Matches: 17(3) Sequen
ces: 2(1)
Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2

613.7761   MH2+ R.FKDLGEENFK.A

409.5385    MH3+ R.FKDLGEENFK.A

With Mascot the Peptid was Identified

DAHKSVAHRFKDLGEENFKALVL
tryptic peptide

http://www.matrixscience.com/cgi/protein_view.pl?file=../data/20100928/FteTlismh.dat&hit=ALBU_HUMAN&db_idx=1&px=1&ave_thresh=32&_ignoreionsscorebelow=0&report=5&_sigthreshold=0.05&_msresflags=1345&_msresflags2=2&percolate=-1&percolate_rt=0�


Summary:

• AMBP peptide was incubated with trypsin, the inkubate was analysed
with LC-Q-TOF

• With Mascot the peptide was identified

• A urine fraction with a peptide (2752.4856 Da) was inkubated with trypsin, 
that could not identified with FT-ICR-MS/MS.

• After tryptic digestion with Mascot the peptide was identified.
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