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> Project Info

Name: 200115-hikeshi-wt Date: Jan 15, 2020

> Sample Info & Protocols

Name: 200116-Hikeshi-C4S
Date: Jan 16, 2020

> Search Result Info
Search Result: LC-MALDI_OtherMammals_Mascot_2020-01-17 11:09:35
Location: /200115-hikeshi-wt/200116-Hikeshi-C4S/200116-Hikeshi-C4S
Search Method: LC-MALDI_OtherMammals Version:  
Search Engine(s): Mascot, 2.6.2 Ident. Compound(s): 5/1564
Database(s): SwissProt, SwissProt_2019_07.fasta
Note:  



Protein Report
LC-MALDI_OtherMammals_Mascot_2020-01-17 11:09:35

Bruker ProteinScape 2020/01/23 10:46+0900 2 / 9

> Results
> Protein 1: Filamin-A OS=Homo sapiens OX=9606 GN=FLNA PE=1 SV=4

Accession: FLNA_HUMAN Score: 76.2
Database: SwissProt Seq. Coverage [%]: 0.9
MW [kDa] / pI: 280.6 / 5.7 No. of Peptides: 2
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MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range Type

1090 1226.6485 1 -3.50 -0.0043 37.83 45.91 1 0.0 0 R.A​W​G​P​G​L​E​G​G​V​V​G​K.S  581-593 CID
267 1108.6142 1 2.95 0.0033 25.17 30.3 1 0.0 0 R.A​L​T​Q​T​G​G​P​H​V​K.A  1284-1294 CID

> Protein 2: RNA-binding protein 10 OS=Homo sapiens OX=9606 GN=RBM10 PE=1 SV=3

Accession: RBM10_HUMAN Score: 69.7
Database: SwissProt Seq. Coverage [%]: 1.6
MW [kDa] / pI: 103.5 / 5.7 No. of Peptides: 1
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MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range Type

1299 1620.7583 1 -24.80 -0.0402 39.83 69.72 1 0.0 1 R.M​L​Q​A​M​G​W​K​E​G​S​G​L​G​R.K  865-879 CID
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> Protein 3: Protein phosphatase 1B OS=Homo sapiens OX=9606 GN=PPM1B PE=1 SV=1

Accession: PPM1B_HUMAN Score: 37.9
Database: SwissProt Seq. Coverage [%]: 1.9
MW [kDa] / pI: 52.6 / 5.0 No. of Peptides: 1

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range Type

1012 1050.5371 1 -19.74 -0.0207 35.83 37.87 1 0.0 0 R.N​V​I​E​A​V​Y​S​R.L  361-369 CID

> Protein 4: Probable tRNA (uracil-O(2)-)-methyltransferase OS=Homo sapiens OX=9606 GN=TRMT44 PE=1 SV=2

Accession: TRM44_HUMAN Score: 32.9
Database: SwissProt Seq. Coverage [%]: 1.1
MW [kDa] / pI: 84.6 / 7.0 No. of Peptides: 1
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MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range Type

673 842.4784 1 6.36 0.0054 31.67 32.87 1 0.0 0 R.E​A​A​S​V​P​L​R.D  115-122 CID

> Protein 5: Centrosome-associated protein 350 OS=Homo sapiens OX=9606 GN=CEP350 PE=1 SV=1

Accession: CE350_HUMAN Score: 32.2
Database: SwissProt Seq. Coverage [%]: 0.0
MW [kDa] / pI: 350.7 / 6.0 No. of Peptides: 0
Modification(s): Phospho
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