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MASCOT MS/MS lons Search

. Your name [Matrix Science | Email [info-jp@matrixscience.com

N MASCOT Search Results
Search title | |
User
E-mail Database(s) (Human_EST (NA) Mammals_EST
Search title : iPRG2008 SwissProt Mouse PR!DE—Comammams (sL) Mus_EST
MS data file : D:\iPRG2008\mgf\merged.mgf SwissProt (AA) Plants_EST
Databases : 1: CRAP 20190304 (116 sequences; 38,459 residues) Prokaryotes_EST
2: SwissProt 2019_10 (561,356 sequences; 201,858,328 residues) Rodents_EST
Taxonomy : 1: (none) Vertebrates_EST
2: Mus. (17,083 sequences) Spectral library (SL)
Timestamp : 9 Jan 2020 at 14:12:31 GMT NIST_Mouse_lonTrap
NIST_S.cerevesiae_lonTrap
® Al O Non-significant O Unassigned  [help] A PRIDE_Human
Not what you expected? Try fthe select summary. T xonomy I .............. Primates "I
P Search parameters
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wScore distribution Enzyme |Trypsin/P Allow up to |2 v |missed cleavages
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Peptide score distribution. Ions score is —10log(P), where P is the [Deprecated] Protein score distribution. Score distribution for

probability that the observed match is a random event. family members in the first 50 proteins. Protein scores are derived

There are 1,494 peptide matches above identity threshold and frorv_l lons scores as a non-probabilistic basis for ranking protein

1,821 matches above homology threshold for 33,191 queries. On families.

average, individual ions scores > 42 (beyond green shading)

indicate identity or extensive homology (p<0.005054).
‘WModification statistics for all protein families

Modification  Delta Type Site Total matches

ITRAQ4plex 144.102063 fixed N-term 1784

ITRAQ4plex 144.102063 fixed K 1195

ITRAQ4plex 144.102063 fixed Cc 105

Oxidation 15.994915 variable M 65

GIn->pyro-Glu -17.026549 variable N-term 19

Acetyl 42.010565 variable Protein N-term 11
P Legend




