


Service vs. Collaboration 

Service methodology 

Reports 

General problems 



Service 

Routinely used 

methods 

› Basic LC-MS 

› Protein Identification  

Collaboration 

Routinely used methods with 

adaptation/additional 

informations 
› PTM and its position identification 

› Quantification 

Developing a specific method 

for a particular sample 

Identification of cleavage site 

Identification of S-S bridges 

... 



General workflow 

Digestion of protein by specific proteases 

Separation of peptides by RP-nLC 

Mass Spectrometry detection 

Data analysis by Bioworks/Protein Pilot 





Reference P (pro) Score MW Accession Peptide (Hits)

Scan(s) Peptide MH+

DeltaM

(ppm) z Type P (pep) XC Sp RSp Ions

1

A42845 3-hydroxybutyrate dehydrogenase (EC 1.1.1.30) 

- human  (fragment) 9.24E-05 60.15 38112.3 345719 6 (6 0 0 0 0)

2159 - 2176 K.YFDEK.I 701.31409 -0.22224 2 CID 1.40E-01 1.33 310.5 1 5/8

2297 - 2299 R.SPYC#ITK.F 868.42331 -0.65087 2 CID 3.26E-01 0.77 47.1 1 3/12

2349 - 2351 K.ELDSLNSDR.L 1048.49060 -0.07104 2 CID 9.19E-04 1.93 210.6 1 7/16

2558 - 2560 R.VVNISSM*LGR.M 1091.58775 -1.16992 2 CID 9.24E-05 2.97 830.2 1 14/18

2588 - 2590 R.YEM*YPLGVK.V 1115.54415 -0.58237 2 CID 1.65E-03 1.95 268.5 1 8/16

2967 - 2989 K.SFLPLIR.R 845.52435 -0.34074 2 CID 5.58E-01 1.07 125.2 1 4/12

2

3-hydroxybutyrate dehydrogenase precursor; (R)-3-hydroxybutyrate 

dehydrogenase [Homo sapiens] 1.68E-04 80.15 38132.5 17738292 8 (8 0 0 0 0)

1444 - 1484 -.SSLKDPEK.- 903.47821 -0.80303 2 CID 9.44E-01 0.25 27.4 2 2/14

2159 - 2176 K.YFDEK.I 701.31409 -0.22224 2 CID 2.40E-01 1.33 310.5 1 5/8

2297 - 2299 R.SPYC#ITK.F 868.42331 -0.65087 2 CID 5.11E-01 0.77 47.1 1 3/12

2326 - 2328 K.VVEIVR.H 714.45087 -0.31782 2 CID 6.80E-02 1.46 371.4 1 9/10

2349 - 2351 K.ELDSLNSDR.L 1048.49060 -0.07104 2 CID 1.67E-03 1.93 210.6 1 7/16

2558 - 2560 R.VVNISSM*LGR.M 1091.58775 -1.16992 2 CID 1.68E-04 2.97 830.2 1 14/18

2588 - 2590 R.YEM*YPLGVK.V 1115.54415 -0.58237 2 CID 3.00E-03 1.95 268.5 1 8/16

2967 - 2989 K.SFLPLIR.R 845.52435 -0.34074 2 CID 7.73E-01 1.07 125.2 1 4/12

3

AAH11964 Unknown (protein for MGC:9788) [Homo 

sapiens] 1.68E-04 80.15 38116.5 15080429 8 (8 0 0 0 0)

4putative [Homo sapiens] 3.89E-01 20.09 2212.2 553734 2 (2 0 0 0 0)















Contaminated Samples 

Mixture of Proteins/Peptides alias wrong 
separation condition prior LC-MS 

analyses 







Specificity of proteases 

Total Secretome Identification 

Searching for the lipase Identification of S-S bridges 

Pharmacokinetics:  

Degradation of molecule(s)  
in plasma/serum 

Looking for AA 

with a specific 
PTM 



Protein Quantification by MS 

› SILAC 

› Labe-Free Quantification 

Implementation of 2-D LC-MS/MS 

› IEX and RP-LC coupled to MS 



Dr. Cva ka and his team 

All creative scientists at the IOCB v.v.i or 
elsewhere! 



any questions? 


