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Precursor Charge: 2

Precursor Mass: 1008.423

Theoretical Mass: 1008.436

Protein Accession: G3SUXG

Protein: Dentin matrix acidic
phosphoprotein

Decoy/Contaminant/Target: T

Sequence Length: 9

Ambiguity Level: 1

Score: 10.105

O-Value: 0,000

PEF: 1.000

PEF O-Value: 0.945
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1.5 Ma Elephantidae - Palaeoloxodon recki
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Precursor Charge: 2
Precursor Mass: 779.359
Theoretical Mass: 779.356
Protein Accession: CBC151
Protein: Enamelin (Fragment)
Decoy/Contaminant/Target: T
Sequence Length: 9
Ambiguity Level: 1

Score: 10,042

Q-Value: 0.000

PEP: 1.000

PEP OQ-Value: 0.958
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1.5 Ma Elephantidae - Palaeoloxodon recki
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KGJT NJL QJD Precursor Mass: 774.392
|J 1 Theoretical Mass: 774.387
Protein Accession: ADAGISKIOL
5531 1 10 1 1 16 Protein: enamelin
Decoy/Contaminant/Target: T
Sequence Length: 7
Ambiguity Level: 1
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0-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 898.463
Theoretical Mass: 898.466
Protein Accession: GITZTE
Protein: Enamelin
Decoy/Contaminant/Target: T
Sequence Length: B
Ambiguity Level: 1

Score: 12.090

O-Value: 0,000

PEF: 0.000

PEP O-Value: 0.00:0

Legend
Hydroxylation on P
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1.5 Ma Elephantidae - Palaeoloxodon recki
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Theoretical Mass: 2926.336

Protein Accession: ADAGISKIDA
m b12 365 Protein: enamelin
Decoy/Contaminant/Target: T
Sequence Length: 24
Ambiguity Level: 1
Scoores 13.071
O-Value: 0,000
PEFP: 1.0:00
23 PEP (-Value: 0.859
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Phosphorylationon T @
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1.5 Ma Elephantidae - Palaeoloxodon recki
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Precursor Charge: 3

Precursor Mass: 2210.108

Theoretical Mass: 2210.115

Protein Accession:
XP_002415650.1 matrix metalld

Protein:

Decoy/Contaminant/Target: T

Sequence Length: 20

Ambiguity Level: 1

Score: 11.188

O-Value: 0.000

PEF: MaN

PEF C-Value: NaN

Legend
Oxidation on M
Arginine imidazolone on R
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Precursor Charge: 2
Precursor Mass: 1066.508
Theoretical Mass: 1066.516
Protein Accession: CBC1R3
Protein: Enamelin (Fragment)
Decoy/Contaminant/Target: T
Sequence Length: 10
Ambiguity Level: 1

Score: 12.099

0-Value: 0,000

FEP: 0.000

PEF Q-Value: 0.0

Legend
Hydroxylation on P
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Precursor Charge: 2

Precursor Mass: 1008.417

Theoretical Mass: 1008.436

Protein Accession: G3S5UXE

Protein: Dentin matrix acidic
phosphoprotein

Decoy/Contaminant/Target: T

Sequence Length: 9

Ambiguity Level: 1

Score: 10,188

O-Value: 00040

PEP: NaN

PEFP C-Value: NaM
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Precursor Charge: 2

Precursor Mass: 1009.401

Theoretical Mass: 10:09.412

Protein Accession:
ACU42233.1 enamelin, partial [

Protein:

Decoy/Contaminant/Target: T

Sequence Length: 9

Ambiguity Level: 1

Score: 9.038

O-Value: 00040

PEP: NaN

PEFP C-Value: NaM
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Decoy/Contaminant/Target: T
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Precursor Charge: 3

Precursor Mass: 1295.639

Theoretical Mass: 1295.636

Protein Accession:
CBC152|T2B213|T2ZE2M4| TZB2E

Protein: Enamelin (Fragment)|
ENAM (Fragment

Decoy/Contaminant/Target: T

Sequence Length: 12

Ambiguity Level: 1

Score: 10.054

0Q-Value: 0.000

PEP: MalN

PEP O-Value: MalN
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lpEydroxylation on K
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16 Ma Deinotheriidae - Prodeinotherium hobleyi
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Precursor Charge: 2

Precursor Mass: 863.415

Theoretical Mass: 863.414

Protein Accession:
XP_003415650.1 matrix metalld

Protein:

Decoy/Contaminant/Target: T

Sequence Length: 8

Ambiguity Level: 1

Score: 10.076

O-Value: 0,000

PEP: MalN

PEP ¥ Value: NaN

Legend
Hydroxylation on P
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18 Ma Rhinocerotidae - cf. Chilotheridium pattersoni
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Precursor Charge: 2

Precursor Mass: 814.420

Theoretical Mass: 814.418

Protein Accession: G5O

Protein: Dentin matrix protei
n 1 (Fragment

Decoy/Contaminant/Target: T

Sequence Length: 7

Ambiguity Level: 1

Score: 10.063

Q-Value: 0,000

PEP: NaN

PEFP C-Value: NaM
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18 Ma Rhinocerotidae - cf. Chilotheridium pattersoni
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Precursor Charge: 2
Precursor Mass: 860,422
Theoretical Mass: 860,424
Protein Accession: G5OV
Protein: Enamelin (Fragment)
Decoy/Contaminant/Target: T
Sequence Length: B
Ambiguity Level: 1

Score: 10.045

O-Value: 0,000

PEF: MaN

PEF C-Value: NaN
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