PcTPANS1 (fractionsF3&F4): Dengue virus proteins identified (with protein sequence coverage)

@ PatternLab for proteomics :: SEPro @ F3&F4.sepr2

Load Identify Project Organization Utils Help
Save Statistics Tools

Spec FDR: 0/2134=0% PepFDR: 0/524 =0% ProtFDR: 0/45=0% # Prot(Max Parsimony): 0/33 =0% Unique Prot: 30 Unlabeled Decoys: 0/0

View mode: @ Proteins () Proteins Max Pars (O Peptides (O Scans [_| Inferred Protein Families @ DENVZ2

Locus Length #UniquePeptides MolWt SequenceCount SpectrumCount SpectrumCountUnique NSAF Coverage Protein Score Description

i) TPA_N51_377aa_DENV2 377 2524.9 87 y 0.2637055 0.8382 206.646

(™) PatternLab for proteomics  SEPro = F3&F4.sepr2 — X
Load Identify Project Organization Utils Help

Coverage Viewer |z|

Graphical Qutput | Protein Sequence ‘

Retrieving Protein Domains... TPA_NS 1 _3 77aa_DENV2
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PcTPANS1 (fractionsF3&F4): Best MS/MS spectrum identifying protein “TPA_NS1 _377aa_DENV2” (top 1 primary score)

File Name

ScanNo Z Unique MZ

100.0%

{l 20211003_Ada2_pcTPA_NS1_F3 27016 2 True

MeasuredMH TheoreticalMH PP
1029.0234 2057.039598 |2057.037188

PrimaryScore SecondaryScore DeltaCN  PeaksMatched Ret Time Classification Score

62.53 0.8925637349493519 K

LeftAA PeptideSequence
SHTLWSNGVLESEM[15.99491IPK

RightAA
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pE1D2 (fractionsF7&F8): Dengue virus proteins identified (with protein sequence coverage)

@ PatternLab for proteomics :: SEPro @ F7&F8.sepr2

Load Identify Project Organization Utils Help
Save Statistics Tools

SpecFDR: 0/1895=0% PepFDR: 0/614=0% ProtFDR: 0/45=0% # Prot (Max Parsimony): 0/32=0% UniqueProt: 31 Unlabeled Decoys: 0/0

View mode: @ Proteins (O Proteins Max Pars (O Peptides (O Scans [ Inferred Protein Families @ DENV2

Locus Length #UniquePeptides MolWt SequenceCount SpectrumCount SpectrumCountUnique NSAF

() TPA_EBO_DENV2

@ PatternLab for proteomics :: SEPro i F7&F8.sepr2
Load Identify Project Organization Utils

Coverage Viewer

Graphical Output | Protein Sequence ‘

468806 31

0.037947 |0.6682

Coverage Protein Score Description
82.73

Retrieving Protein Domains...
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PE1D2 (fractionsF7&F8): Best MS/MS spectrum identifying protein “TPA_E80 _DENV2” (top 1 primary score)

File Name

ScanNo Z Unique MZ
([ 20211003_Ada4_pE1_D2_2020_F7 | 34380

MeasuredMH TheoreticalMH PPM
960.7916 2880.360247 2880.354253

0.8014 |27

PrimaryScore SecondaryScore DeltaCN  PeaksMatched Ret Time Classification Score

74.57 0.6957180772962759 |R

LeftAA PeptideSequence
DFVEGVSGGSWVDIVLEHGSCVTTMAK
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PE1D2 + pcTPANSI (fractionsF9&F10): Dengue virus proteins identified (with protein sequence coverage)

) PatternLab for proteomics :: SEPro :: FO&F10.sepr2 - X

Load Identify Project Organization Utils Help
Save Statistics Tools

Spec FDR: 0/2407 =0% PepFDR: 0/608 =0% ProtFDR: 0/46 =0% # Prot(Max Parsimony): 0/32=0% Unique Prot: 32 Unlabeled Decoys: 0/0

View mode: @ Proteins (O Proteins Max Pars (O Peptides (O Scans [_| Inferred Protein Families o DENV2

Locus Length #UniquePeptides MolWt  SequenceCount SpectrumCount SpectrumCountUnique NSAF Coverage Protein Score Description

{l TPA_NS1_377aa_DENV2 425249 66 0.1838262 0.7984 168.491
2 TPA_EB0_DENV2 425 31 468806 |31 NAl 71 0.0239206 | 0.6494 80.262
(™) PatternLab for proteomics : SEPro : FO&F10sepr2 - X
Load Identify Project Organization Utils Help
Coverage Viewer Izl

Graphical Qutput | Protein Sequence | Peptide Share Matrix
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PE1D2 + pcTPANS1 (fractionsF9&F10): Best MS/MS spectrum identifying protein “TPA_NS1_377aa_DENV2” (top 1 primary score)

File Name ScanNo Z Unique MZ

MeasuredMH TheoreticalMH PPM PrimaryScore = SecondaryScore
(@ 20211003_Ada5_pE1_D2_2020_pcTPA_NS1_F3 29687 |2 |True

DeltaCN PeaksMatched Ret Time Classification Score
1021.0273 2041.047411 2041.042288  2.51 5.2262

LeftAA PeptideSequence
31.220961 0.7962 |25 65.36

0.7830536601120683 K SHTLWSNGVLESEMIIPK
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PE1D2 + pcTPANSI (fractionsF9&F10): Dengue virus proteins identified (with protein sequence coverage)

) PatternLab for proteomics :: SEPro ;: FO&F10.sepr2 — bt
Load Identify Project Organization Utils Help
Save Statistics Tools

SpecFDR: 0/2407 =0% PepFDR: 0/608 =0% ProtFDR: 0/46 = 0% # Prot (Max Parsimony): 0/32 =0% Unique Prot: 32 Unlabeled Decoys: 0/0

View mode: @ Proteins (O Proteins Max Pars O Peptides (O Scans [_] Inferred Protein Families @ DENV2

Locus Length #UniquePeptides MolWt SequenceCount SpectrumCount SpectrumCountUnique NSAF Coverage Protein Score Description
1 TPA_NS1_377aa_DENV2 377 66 425249 (66 484 484 0.1838262|0.7984 168.491
] TPA_EB0_DENV2 ’ 3 46880.6 3 0.0239206 0.6494 80.262

(™) PatternLab for proteomics :: SEPro : FO&F10sepr2 - X
Load Identify Project Organization Utils Help

Coverage Viewer Izl
Graphical Qutput | Protein Sequence | Peptide Share Matrix

Retrieving Protein Domains... TPA ES0 DENV2
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PE1D2 + pcTPANS1 (fractionsF9&F10): Best MS/MS spectrum identifying protein “TPA_E80_DENV2” (top 1 primary score)

100.0%

Fi

Vl 20211003_Ada5_pE1_D2_2020_pcTPA_NS1_F9 34897

le Name Scan No Z Unique MZ MeasuredMH TheoreticalMH PPM

3 | True 960.7977 2880.378547 2880.354253  8.4343

PrimaryScore  SecondaryScore
29.933606

5.137

DeltaCN PeaksMatched Ret Time Classification Score
73.68 0.5574856848984951 R

LeftAA PeptideSequence
DFVEGVSGGSWVDIVLEHGSCVTTMAK

Intensity
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pPNS1/E/D2 (fractionsF11&F12): Dengue virus proteins identified (with protein sequence coverage)

@ PatternLab for proteomics :: SEPro : F11&F12.sepr2

Load Identify Project Organization Utils Help
Save Statistics Tools

SpecFDR: 0/2135=0% PepFDR: 0/538 =0% ProtFDR: 0/46 =0% # Prot (Max Parsimony): 0/34 =0% Unique Prot: 30 Unlabeled Decoys: 0/0

ENV2

View mode: @ Proteins O Proteins Max Pars O Peptides (O Scans [_] Inferred Protein Families 0

Locus Length #UniquePeptides MolWt SequenceCount SpectrumCount SpectrumCountUnique NSAF Coverage Protein Score Description

il TPA_N51_377aa_DENV2 3 425249 25 0.0292958 0.5517 53.17

2 TPA_EBO_DENVZ2 425 30 46880630 b2 b2 0.0277793 | 0.6094 80.377

(™) PatternLab for proteomics : SEPro : F11&F12.5epr2 - X
Load Identify Project Organization Utils Help

Coverage Viewer |z|
Graphical Output | Protein Sequence | Peptide Share Matrix |

Retrieving Protein Domains... TPA_NS 1 _3 77aa_DENV2
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PNS1/E/D2 (fractionsF11&F12): Best MS/MS spectrum identifying protein “TPA_NS1_377aa_DENV2” (top 1 primary score)

File Name

ScanNo Z Unique MZ

100.0%

il 20211003_Ada6_pN51_E D2 F12 21061 4 True

537.252

MeasuredMH TheoreticalMH PPM
2145986227 2145.984438

0.8336 34243

22

53.29

PrimaryScore SecondaryScore DeltaCN PeaksMatched Ret Time Classification Score
21.985574 0.7659

0.603054514280753

LeftAA PeptideSequence RightAA

R
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pPNS1/E/D2 (fractionsF11&F12): Dengue virus proteins identified (with protein sequence coverage)

@ PatternLab for proteomics i SEPro ; F11&F12.sepr2
Load Identify Project Organization Utils Help

Save Statistics Tools

SpecFDR: 0/2135=0% PepFDR: 0/538=0% ProtFDR: 0/46 =0% # Prot (Max Parsimony):

View mode:  ® Proteins (O Proteins Max Pars (O Peptides (U Scans [ Inferred Protein Families O

0/34=0% UniqueProt: 30 Unlabeled Decoys: 0/0

DENV2

Locus

p] TPA_EB0_DENV2

Length #UniguePeptides MolWt SequenceCount SpectrumCount SpectrumCountUnique NSAF
1 TPA_NS1_377aa_DENV2 377 25 42524.9|25

46880.6 30

@ PatternLab for proteomics : SEPro : F11&F12.5epr2
Load Identify Project Organization Utils

Coverage Viewer

Help

Graphical Qutput | Protein Sequence | Peptide Share Matrix |

0.0292958|0.5517
0.0277793 0.6094

Coverage Protein Score Description

53.17
80.377

Retrieving Protein Domains...
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pPNS1/E/D2 (fractionsF11&F12): Best MS/MS spectrum identifying protein “TPA_E80_ DENV2” (top 1 primary score)

File Name

(I 20211003_Ada6_pN51_E_D2_F11| 31495

ScanNo Z Unique MZ

MeasuredMH TheoreticalMH PPM

5 True 794612  3969.030894 3969.020849  2.5308

5.7203

Prima;yScore SecondaryScore DeltaCN PeaksMatched Ret Time Classification Score
37.084708

0.5856159556613517 |K

LeftAA PeptideSequence
KQDVVVLGSQEGAMHTALTGATEIQMSSGNLLFTGHLK

RightAA
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K K Q DJ vj VJ !.j IJ GJ SJ QJ E) GJ AJ Mﬁ{jTJ/.EI LJ/TjGﬁXJ/TfEJ/I ﬂgﬁ-i rs |/S rGj N (L rL |/E' rT rG ﬂi L K
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0.0%)
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