16/03/2023, 15:21 proteins

Summary

1. Notes
2. Result Statistics

Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) being kept. Y axis is the
corresponding FDR. @
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Figure 2. PSM score distribution. (a) Distribution of PEAKS peptide score; (b) Scatterplot of PEAKS peptide score versus precursor mass
error. @
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Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. @
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Table 1. Statistics of data. Table 4. PTM profile.
# of MS Scans 1332 Name AMass #PSM Position
# of MS/MS Scans 1035 Lo
Oxidation 15.99 4 M
Table 2. Result filtration parameters. Carbamidomethyl ~ 57.02 1 C
Peptide -10IgP >15
Protein -101gP >20
Proteins unique peptides >0
De novo ALC Score >50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 16
Peptide Sequences 14
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Protein Groups 6
Proteins 34
Proteins (#Unique Peptides)

FDR (Peptide-Spectrum Matches) 6.2%

FDR (Peptide Sequences) 7.1%
FDR (Protein) 5.9%
De Novo Only Spectra 100

3. Experiment Control

0(>2); 0 (=2); 34 (=1);

proteins

Figure 4. Precursor mass error of peptide-spectrum matches (PSM) in filtered result. (a) Distribution of precursor mass error in ppm; (b)
Scatterplot of precursor m/z versus precursor mass error in ppm. @
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Table 5. Number of identified peptides in each sample by the number of missed cleavages

Missed Cleavages 0 1 2 3

Q-TOF 8 2 4

4. Other Information

Table 6. Search parameters.
Query Type: Homology Match
Fixed Modifications:
Carbamidomethylation: 57.02
Variable Modifications:
Oxidation (M): 15.99
Fragment ion tolerance: 0.1
L equals I: true
Q equals K: true
Report number: 1
Maximum # of PTMs: 3
De novo score (ALC%) threshold: 15
Peptide hit threshold (-10logP): 30.0
Peaks run ID: 68
Merge Options: 0.1 min. 0.1 Da
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Protein List

4+

Table 7. Instrument parameters.

Fractions: D_4 180917.raw

Ion Source: ESI(nano-spray)

Fragmentation Mode: CID, CAD(y and b ions)
MS Scan Mode: Quadrupole

MS/MS Scan Mode: Time of Flight (TOF)

Protein Protein - _ Coverage . . Avg. P
Group D Accession 10igP (%) #Peptides | #Unique |PTM Mass Description
Rhomboid-like protein (Fragment) OS=Tropilaelaps mercedesa
3 10729 |[tr|AOA1V9X4S6|A0A1VIX4S6 9ACAR | 31.12 3 1 1 Y 32264 e GN=BIW11 01988 PE=3 SV=1
Tigger transposable element-derived protein 6-like protein OS
1 10727 |[tr|AOAQJ7KOB6|AQ0A0I7KOB6 LASNI 26.74 10 1 1 N 12413 =Lasius niger GN=RF55_19627 PE=4 SV=1
1 10728 |tr|AOAOI7KCY6|ADAOIZKCYS LASNI | 26.74 7 1 1 N | 16856| Kinesin family member 21a OS=Lasius niger GN=RFS5_12207
Hyaluronidase (Fragment) OS=Melipona quadrifasciata GN=W
2 10726 |[tr]AOAOM9A8VO|AOAOM9A8VO 9HYME| 26.73 3 1 1 N 25334 N51_02856 PE=3 SV=1
2 10730 |[tr|E3PQY2|E3PQY2 9HYME 26.73 4 1 1 N 20652 | Hyaluronidase (Fragment) OS=Chelonus inanitus PE=2 SV=1
2 10731 |tr|E3PQY4|E3PQY4 9HYME 26.73 1 1 N 27954 | Hyaluronidase (Fragment) OS=Chelonus inanitus PE=2 SV=1
2 10732 |P49370|HUGAA VESVU 26.73 2 1 1 N 38933 Hyaluronidase A OS=Vespula vulgaris PE=1 SV=1
2 10733 |tr|QO5FZ2|Q05FZ2 VESGE 26.73 2 1 1 N | 38923 ;';’a;:fznigss:el“:ragme“t) 0OS=Vespula germanica GN=Ves g
2 10734 |P49371|HUGA DOLMA 26.73 2 1 1 N 38929 Hyaluronidase OS=Dolichovespula maculata PE=1 SV=1
2 10735 |[tr|S6CWF7|S6CWF7 COTCN 26.73 2 1 1 N 39498 | Hyaluronidase OS=Cotesia congregata GN=hyal PE=3 SV=1
2 10736 |tr|EOAD89|EOADSY POLPI 26.73 2 1 1 N | 40482 gyaz'“m”‘dase (Fragment) OS=Polybia paulista GN=hyal PE=2
2 10737 |P86875|HUGA VESMG 26.73 2 1 1 N 41948 | Hyaluronidase OS=Vespa magnifica PE=1 SV=2
total 34 proteins
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Protein Protein - _ Coverage . . Avg. .
Group D Accession 10igP (%) #Peptides | #Unique [PTM Mass Description

2 10738 |tr|AQICZ2|A0ICZ2 GLYIN 26.73 2 1 1 N | a1662|yaluronidase OS=Glyptapanteles indiensis GN=GIP_L1_0071

2 10739 |tr|AOA158NRGO|AOAIS8NRGO ATTCE | 26.73 2 1 1 N | 41770 Tya'“m”'dase OS=Atta cephalotes GN=105623333 PE=3 SV=

2 10740 |tr|AOA15112G6|AOA15112G6 OHYME | 26.73 2 1 1 N | a173g|}yaluronidase OS=Atta colombica GN=ALCS3 08652 PE=3 S
Hyaluronidase (Fragment) OS=Habropoda laboriosa GN=WH4

2 10741 |tr|AOAOL7RCK4|AOAOL7RCK4 9HYME | 26.73 2 1 1 N | 423965706350 pres Syt

2 10742 |QOUBVY|HUGA POLAN 26.73 2 1 1 N | 43020 (Hyaluronidase (Fragment) OS=Polistes annularis PE=1 SV=1

2 10743 |tr|AOA1L8DQB9|AOAILBDQ89 9DIPT | 26.73 2 1 1 N | 43342|Hyaluronidase OS=Nyssomyia neivai PE=3 SV=1

2 10744 |tr|AOA1L8DQI1|AOA1L8DQI1 9DIPT | 26.73 2 1 1 N | 43282|Hyaluronidase OS=Nyssomyia neivai PE=3 SV=1

2 10745 |tr|D1MEI6|DIMEI6 SHYME 26.73 2 1 1 N 43784 :'Va'“m”'dase 0OS=Eumenes pomiformis GN=Hyal PE=2 SV=

2 10746 |tr|I1VC83|I11VC83 APICA 26.73 2 1 1 N | 44131 |Hyaluronidase OS=Apis mellifera carnica PE=2 SV=1

2 10747 |Q08169|HUGA APIME 26.73 2 1 1 N | 44260 |Hyaluronidase OS=Apis mellifera PE=1 SV=1

2 10748 |[tr|AOAO88AMF4|AOA088AMF4 APIME | 26.73 2 1 1 N 44232 | Hyaluronidase OS=Apis mellifera GN=LOC406146 PE=3 SV=1

2 10749 |[tr|Q95PD7|Q95PD7 APICC 26.73 2 1 1 N 44657 | Hyaluronidase OS=Apis cerana cerana PE=2 SV=2

2 10750 |tr|AOA2A3EHGO|AOAZA3EHGO_APICC | 26.73 2 1 1 N | a4671|Hyaluronidase OS=Apis cerana cerana GN=APICC_10171 PE=
Hyaluronidase (Fragment) OS=Zootermopsis nevadensis GN=

2 10751 |tr|AOAO67QPKI|AOAO67QPKS ZOONE | 26.73 1 1 1 N 62542/ 305" 07575 PE3 Syo1

2 10752 |tr|[E2C0S4|E2C0S4 HARSA 26.73 1 1 1 N 87849 ;'Ysa\'/“:”f”'dase 0OS=Harpegnathos saltator GN=EAL 13340 PE=
Glutathione S-transferase (Fragment) OS=Anopheles sacharo

4 10753 |tr|Q2Q0U9|Q2Q0U9 9DIPT 26.58 4 1 1 Y 15690 | GRo Gotes Phoa Sue;

6 10755 |tr|AOA132AL00|AOA132AL00 SARSC | 21.93 6 1 1 N | 12685| fad3! ke protein OS=Sarcoptes scabiel GN=QR98_0102550
Laminin subunit alpha-1 (Fragment) OS=Ceratitis capitata GN

6 10756 | tr|W8C706|W8C706 CERCA 21.93 3 1 1 N 24003| S AAL PEag Syt

6 10757 |tr|T1J4F5|T1J4F5 STRMM 21.93 2 1 1 N 46081 | Uncharacterized protein OS=Strigamia maritima PE=4 SV=1

6 10758 |tr|AOAIUOXIT2|AOAIU9XIT2 CNAME | 21.93 1 1 1 N | 60034|SDOXylic ester hydrolase OS=Cnaphalocrocis medinalis PE=

7 10759 |tr|AOA131Y373|A0A131Y3Z3 IXORI | 20.89 2 1 1 N 51941 Putative ankyrin OS=Ixodes ricinus PE=2 SV=1

7 10760 |tr|AOA147BG19|A0A147BG19 IXORI | 20.89 2 1 1 N 51953 Putative ankyrin OS=Ixodes ricinus PE=4 SV=1

total 34 proteins
tr|AOA1V9X4S6|A0A1VIX4S6_9ACAR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
68
[u]

1 IALFTYYSLT VGPAGLSTPI PAQSIFIFNP RHKFEIWRYF SYFLVHNGWL HLGFNIVIQL FVGLPLEMLH GSWRIGFVYI [0 Oxde
I ——— ]

g1 AAVIAGVVGL PELAPLSESA SQGRPDWLLA YAGKEKTEER QQQVSVEQPN SSLLAYESRV RQAPPSNQGR GSVECSVVDP
161 TAFLVGASCP VYALLSAHLA NILLNHDALA EFGLSKFFLR ITLVFLLSSI DEGFALFDRV SEPDGLTLAF LGPEVGVAEG
241 VSVGCVVVES YEQELREQLA CWLVMVFEYVA TIAGAIVYNV LNFDALRQAS AALF

Supporting Peptides:

Peptide Uniq|-10IigP| Mass |[ppm m/z z| RT |Scan|#Spec|Start|End|PTM
L.FVGLPLEM(+15.99).L| Y 31.12 [920.4677| 21.4|921.4947|1|33.17| 1205 1 61 68 |Oxidation (M)
total 1 peptides

[e]

tr|AOA0J7KOB6|AOA0J7KOB6_LASNI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTSNPGRTMT IYDIPGIVAK ALPLAVTHQN IVSGFEYTRI SSFNPDIFQE YEFLPSSVTD RENPFTSADP EEANLNAADP
—————

1 DTVEPDAADQ NGNEFDPTAS AMSRRGTRNL SATL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
L.AVTHQNIVSGF.E| Y 26.74 |1171.5985|-35.0|586.7860(2(17.38| 685 2 25 35
total 1 peptides

tr|AOA0J7KCY6|AOA0I7KCY6_LASNI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTSNPGRTVM IYDIPGIVAK ALPLAVTHQN IVSGFECTGI SPFNPDIFQE YKYLPSNVTD RENPSTSTDP EEANLNAAEL
——

21 DAADSDTVEF DAADQNGNEF DFTAFSMSRR GDTRNLSATL KSIRVFPEAA SRQQTCEKGRE QEREPFLMTR LK

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
L.AVTHQNIVSGFE| Y 26.74 |1171.5985|-35.0(586.7860|2(17.38| 685 2 25 35
total 1 peptides

tr| AOAOM9A8VO|AOAOM9A8VO_9HYME back to list
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| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 FLVSLAPTTP ENNETDEFNI YWNVPTFMCH EYGLHFEEVS EEYGILQNTM DNFRGEEMAI LYDPGTFPAL LEDSNVMRNG
—

21 GVPQEGNLTE HLEVFREHLI HQIPDEKSFHG VGVIDFESWR PIFRQNWASL QPYKELSIEI VRREHPFWDN QSVEQEARRQ
161 FEEYGRLEVE ETLKAAEKQIR PYAKWGYYAY PYCYNLTPSQ PSXXXXXXXX XMTE

Supporting Peptides:

Peptide Uniq |-10IigP| Mass |ppm m/z z| RT |Scan |#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106(-12.4|894.4068(1|29.09| 1066 1 22 28
total 1 peptides

tr|E3PQY2|E3PQY2_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAEARKFEKIY WNVPTFMCHT HGMKFEEVSQ VYNITQNSND TFNGNEIAIL YHAGDFPTYI KFENDTEITM NGEKVPQRGDL
I —

21 QEHLNQLEID LNGNVTDPNF SGIGVLDYER WRPVFRQNFN DVNRIYKEYS INLESSSFKI LTYKQARTLA EFAYDYSARV
1l FYEETIKLVR KHRPKE

Supporting Peptides:

Peptide Uniq |-10IlgP| Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106|-12.4|894.4068|1(29.09| 1066 1 11 17
total 1 peptides

tr|E3PQY4|E3PQY4_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSFFIRMICF FNYSVFIIHI ILISLVMIET REYEIYWNVP TFMCHRHGME FEEVSEVYDM VQNINDTFNG NEIAILYHAG
—

21 YFPTYEVHNN DSPLMINNIV PQEGNIQKHL NQLEIDLNGN VTDPNFSGIG ILDYERWRAV FRONEFNENNR VYREYSIALE
161 RNEFNILTYD QARTLAALAF NYSAQIFFEE TIKLIKRERFP YAAWGYYDYP KCEFYLTSKDS ATPCGEVHEE NDEME

Supporting Peptides:

Peptide Uniq|-10IgP| Mass |ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106|-12.4|894.4068|1(29.09| 1066 1 37 | 43
total 1 peptides

P49370|HUGAA_VESVU back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 SERPEKRVFNI YWNVPTEMCH QYDLYFDEVT NFNIEKRNSKD DFQGDEIAIF YDPGEFPALL SLEDGEYEKKER NGGVPQEGNI
—

21 TIHLQKFIEN LDKIYPNRNF SGIGVIDFER WRPIFRQNWG NMEIHENFSI DLVRNEHPTW NKKMIELEAS KRFEEYARFF
161 MEETLELARE TREQADWGYY GYPYCFNMSP NNLVPECDVT AMHENDEMSW LENNQNVLLP SVYVRQELTP DQRIGLVQGR
241 VEEAVRISNN LEHSPEVLSY WWYVYQDETN TFLTETDVEE TFQEIVINGG DGIIIWGSSS DVNSLSECKER LQDYLLTVLG
321 PIAINVTEAV N

Supporting Peptides:

Peptide Uniq |-10IlgP| Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106|-12.4|894.4068|1(29.09| 1066 1 12 18
total 1 peptides

tr|QO5FZ2|Q05FZ2_VESGE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 SERPERVFNI YWNVPTFMCH QYDLYFDEVT NFNIERNSED DFQGDKIAIF YDPGEFPALL SLEDGEYEER NGGVPQEGNI
—

51 TIHLQEFIEN LDETYPNRNF SGIGVIDFER WRPIFRQNWG NMEIHENFSI DLVRNEHPTW NEEMIELEAS KRFEEYARFF
161 MEETLELAEE TREQADWGYY GYPYCFNMSP NNLVPECDVT AMHENDEMSW LENNQNVLLP SVYVRQELTP DQRIGLVQGR
241 VEKEAVRISNN LEKHSPEVLSY WWYVYQDETN TYLTETDVEE TFQEIVINGG DGIIIWGSSS DVNSLSKECKR LQDYLLTVLG
321 PIAVNVTEAV N

Supporting Peptides:

Peptide Uniq |-10IlgP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106(-12.4|894.4068(1|29.09| 1066 1 12 18
total 1 peptides

P49371|HUGA_DOLMA back to list
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| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 SERPERVENI YWNVPIFMCH QYGLYFDEVT NFNIKHNSKED DEQGDEISIF

—

21 TIHLQRFIEN LDKTYPNRNF NGIGVIDFER WRPIFRQNWG NMMIHEEFSI
161l MEETLELAEKK TREQADWGYY GYPYCFNMSP NNLVPDCDAT AMLENDEMSW
241 VEEAVRISNN LEHSPEVLSY WWYVYQDDTN TFLTETDVEE TEQETAINGG
321 PITVNVTETV N

Supporting Peptides:

Peptide
Y.WNVPTFM.C| Y
total 1 peptides

Uniq [-10IgP

26.73

RT
29.09

Mass Scan PTM

893.4106

m/z z
894.4068 |1

#Spec|Start
1066 1 12 18

ppm
-12.4

tr|S6CWF7|S6CWF7_COTCN

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MNESVGGEFN RLREEEARDYK VYWNVPTFMC
I—

HEYGMYFNDL DEFGIIQNTN

21 RNGGVPQEGN LQSHLNLFKI HLEEQIQENF SGLGVIDFES WRPIFRQNSA
161 QLFETAGRVFE MEETIEKLAKQ LRPNASWSYY AYPYCFNLTP NQPSASCDPR
247 DERLGLIVGE LHVAVRLSEE FPNRPVIPYF WFEFLDQRDI YLNEEDILSS
321 KSYLNDILGP AAKEITSLGS

Supporting Peptides:

Peptide RT

29.09

Uniq PTM

Y.WNVPTFM.C| Y

-10igP
26.73

Mass
893.4106

m/z z
894.4068 |1

Scan | #Spec| Start
1066 1 23 | 29

ppm
-12.4

total 1 peptides

tr|EOADS9|EOADS9_POLPI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 SWVEFALSER PKRVFNIYEE_EEEEECHQYG INFDEVTDEFN IKHNSEDNER
51 VPQRGNITIH LQQFNEDLDE MTPDESFGGI GVIDFERWRP VEFRQNWGNTE
161l EEYARYFMEE TLELAKETRE RAEKWGYYGFP YCYNASPNNP GPSCDAFEATI
247 IYLVQGRVEE AVEVSNNLEH SPSVLPYWWY VYQDEMEIFL SETDVEETEQ
321 YLLNTLGPIA VNVTETVNRR SSLNF
Supporting Peptides:
Peptide Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106|-12.4|894.4068|1(29.09| 1066 1 19 | 25

total 1 peptides

P86875|HUGA_VESMG

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLLVTLFLFF LQALVNGDSC GSNCEESERP ERVEFNIYWNV PTFMCHQYGL

—

21 EFPALLPLNY GEKYKIRNGGV PQEGNITIHL QRFIEYLDKT YPNRNFSGIG
161 FKEHPFWNEFEM IELEASKRFE KYARLFMEET LELAKKTRED ADWGYYGYPY
24] QNVLLPSVYI RRELTPDQRI GLVQGREVEEA VRISNELEHS PEVESYWWYV
321 IWGSSSDVNS LSKCTRLEEY LLTVLGPIAV NVTEAVN

Supporting Peptides:

Peptide
Y.WNVPTFM.C| Y
total 1 peptides

Uniq [-10IgP

26.73

RT
29.09

Mass Scan PTM

893.4106

m/z z
894.4068 |1

#Spec| Start
1066 1 38

ppm
-12.4

a4

tr|A0JCZ2|A0ICZ2_GLYIN

| Protein Coverage | Supporting Peptides |

Protein Coverage:

YDPGEFPALL

DLVRNEHPEFW
LENNQNVLLP
DGIIIWGSSS

DQFRGEEIAI

SLAPYRDLSI
VLOENDQMSW
FKVMIKNGAD

GETLAIYYDP

IHEEYSIELV
ENDRMSWMYN
EIVITNGGDGI

YEFDEVTNEFNI

VIDFERWRPI
CEFNMSPTNEV
YQDETNTFLT

PLEEGNYEKIR

DEEMIELEAS
SVYIRHELTP
DVNSLSECER

LYDPGMFPAL

ELEAARHRNW
LWEKLEDTFLP
GHIIWGSSQD

GNFPALIPVN

REEHPEWSES
NQEILLEPSVY
IIWGSSSDVN

EKHNSEDNFQG

FRONWGNME I
PDCDVTARDE
ETDVEETFQE

NGGVFQEGNT

ERFEKYARLF
DQRVGLVQGR
LREYLLTVLG

back to list

IENPDGTITR

SKNAIKQHAV
SVYLRKSLSN
FNSQOKCEKF

back to list

NGEYEKERNGG

MIEAEATKEF
VEHEQDFEER
SLSKCERLRE

back to list

DEIAIFYDEG

YENFSIDLVR
NNEMSWLENN
IVINGGDGII

back to list
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1 MLSLPIFLLS IGQLEDTNYK TRDYEVYWNV PTFMCHKYGM YFDDLEEFGI
I —

21 GTITRENGGV PQEGNLQSHL DLFEKTHLEEQ VQENFSGLGV IDFESWRPIF
16l KQHAVELFES AGRLFMEETI KLAKQLRPYA SWSYYAFPYC FNLTENQPNA
247 KSLTSHQRSD FIARKELQESV RLSKEFSNEP ILPYVWYRKFQ DQPDVYLSEN
321 EKCFNFKTYLE EMLGPAVVTI KAIALTYTPA DDINSDEL

Supporting Peptides:
Peptide Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End|PTM
Y.WNVPTFM.C| Y | 26.73 [893.4106|-12.4|894.4068(1|29.09| 1066 1 28 | 34

total 1 peptides

tr| AOA158NRGO|AOA158NRGO_ATTCE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLLEYSLILA FASVAAATFL GWGTTTLQSN NSREFDVYWN VEPTFMCNQYN
—

21 GMFPALLTDE TGTITNVRNG GVPQEGDLEEK HLEMFQENLI KQIPDGSFSG
161 EHFRHPFWNE SAVEKEAERR FEKYARIFME ETLNMAKKLE PRAEKWGYYGY
24] TLEDVYLSSV YLRQEIEGED RVGEFVEGREVS EALRMAGEIL REQQVLEYYW
321 LIIWGSSEDT NTEQECEDLL QYVRTVLGPA IKRIKYNSK

Supporting Peptides:

Peptide RT

29.09

Start
39

Mass
893.4106

Uniq
Y.WNVPTFM.C| Y

-10igP
26.73

m/z z
894.4068 |1

Scan |#Spec
1066 1

ppm PTM

-12.4

45

total 1 peptides

tr|AOA151I2G6|A0A151I12G6_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLLRYSLILA FASVAAATFL GWGTTTLQSN NSREFDVYWN VPTFMCNQYN

—
HLEIFQENLI EQIPNGSFESG
ETLNMAEKELR PEAEWGYYGY
EALRMAGEIL REQQVLPYYW
TIERIEYNSK

g1
lel

GMFFPALLTDK
EHKRHPFWNE
TLEDVYLSSV
LIIWGSSEDT

TGTVINVRNG GVPQEGDLEK
SAVEEEAKRE FEKYARIFME
YLRQEIKGED RVGEFVEGRVS
NTEQECEDLL QYVRETVLGFPA

P
L9

321

Supporting Peptides:

Start
39

Peptide Uniq
Y.WNVPTFM.C| Y
total 1 peptides

-10IigP
26.73

Mass
893.4106

RT
29.09

m/z |z
894.4068 |1

Scan |#Spec
1066 1

ppm PTM

-12.4

45

tr| AOAOL7RCK4|AOAOL7RCK4_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 LVSFVPTTPN VIEDHRSREF NVYWNVETEM

——
GNLTEHLEVEF REHLINQIFD
ELFMEETLEA ARKQMRPEATIW
GGRVEEALRI ARKQMTSREEV
DLGPIVDRIR RTALGLSQES

CHEYGLHFEE VSDRYGILQN

81
lel

VMRNGGVEQE
EAKRRFEEKYG
LTSGQRVGLV
CLOQFREYLNN

ESFHGVGVID
GYYAYPYCYN
LEYYWYEYQD
GNSLDNEVGV

FESWRPIFRQ
LTPNQPSSQC
QRDSYLTKVD
SVDQV

PR
]

321

Supporting Peptides:

Peptide Uniq
Y.WNVPTFM.C| Y
total 1 peptides

-10IgP
26.73

RT
29.09

Start
24

Mass Scan

893.4106

m/z z
894.4068 |1

#Spec
1066 1

ppm PTM

-12.4

30

Q9U6V9 |HUGA_POLAN

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 YVSLSPDSVF NIITDDISHQ ILSRSNCERS KERPERVFSIY WNVPTFMCHQ
—

21 DPGEKFPALMP LENGNYEERN GGVPQRGNIT IHLQQFNEDL DEMTPDENEG
161 LVREEHPEWS ESMIEAEATK KFEEYARYFM EETLEKLAKKT RERAEKWGYYG
24] YNNQEILFPS VYVRHEQEPE ERVYLVQGRI KEAVEISNNL EHSPFSVLAYW
321 GIIIWGSSSD VNSLSKECERL REYLLNTLGP FAVNVTETVN GRSSLNF

Supporting Peptides:

IQNTNDHEFRG

RONWASLAFY
SCDPRVFEKEN
DLLNSFEAIL

VIFDDLEDFEG

IGVIDFESWR
PHCENQTPGQ
FKYQDNRDNF

VIFDDLEDFG

IGVIDFESWR
PHCENQTPGQ
FKYQDNRDNF

KMDEFRGDEI

NWASLQFYEK
DSTTIQENDEK
LEATLREISD

YGMNEFDEVTD

GIGVIDFERW
FPYCYNVTPN
WYVYQDEMDI

EEKITILYDFEG

RDLSIELETA
DQLSWLWEKIE
DNGASGEVVW

IHQNTMDEFR

PIFRQNWASL
PTAHCNEQTM
LSEEDTENTF

IHQNTMDEFR

PIFRQNWASL
PTAHCNEQTM
LSEEDTENTF

ATLYDFGMFEP

LSVDLVEREH
LSWLFELEDV
LGADGLIIWG

FNIEHNSEDN

KFIFRQNWGN
NFGPDCDAFA
YLSETDVEET

MFPALIENFPN

SHENWSENAT
DSILFPSVYLR
GSYKDVNTRE

back to list

GEEIAILYDF

EPYKTLSIEL
AENNEMSWLE
NTIVNLGADG

back to list

GEEIAILYDPF

EPYETLSIEL
AENNEMSWLE
NTIVNLGADG

back to list

ALLESANGDV

PFWDSEKSVEQ
LLPSVYLRRS
SSNDINTEQK

back to list

FRGETISIYY

TETIHEKYSIE
TIENDRLSWM
FQEIVTNGGD
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16/03/2023, 15:21 proteins
Peptide Uniq |-10IlgP| Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106|-12.4|894.4068|1(29.09| 1066 1 41 47

total 1 peptides

tr|AOA1L8DQ89|A0A1L8DQ89_9DIPT back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MFASNFYAFS PEKICTNFLLI LTFYLTELPH ATAYIRVYWN VPTFMCTEYG INFMDVEREY GVIQNVNDTEF RGNEISILYD
21 PGNFPALLEN SSSGRLVERN GGVPQEGNLP EHLEIFTEHV DELIPNEDYE GLAVIDFESW RPVFRQNEFGT LQPYRNLSIR
161 IEREKHRHWS HREIVREASEK VFESTGRKFM EQTLEMAKEA RPRALWGYYA FPYCFNGNSER DPLSCSNEVQ QENNRIMWLE
247 ENSDVILPSV YLTEAWAPNM RESIIEGEVG EANEVARATH ERPRPQVLTY IRYAYTDTLN FLSQGDLYDA FSVMDQEESD
321 GILWGSSFDL NSETKCENFR KYLEDQLGPM LRLFTRPEYS VQGILQQQWN
Supporting Peptides:
Peptide Uniq |-10IigP| Mass |ppm m/z z| RT |Scan |#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106(-12.4|894.4068(1|29.09| 1066 1 39 | 45
total 1 peptides
tr|AOA1L8SDQI1|AOA1L8DQI1_9DIPT back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MFASNFCAFS PKICTNFLLI LTFYLTELPH ATAYIRVYWN VPTFMCTEYG INFMDVEREY GVIQNVNDTF RGNEISILYD
51 PGNFPALLEN SSSGRLVERN GGVPQEGNLP EHLEIFTEHV DELIPNEDYE GLAVIDFESW RPVFRONFGT LQPYRNLSIR
161 IEREKHRHWS HREIVREASEKE VFESTGREFM EQTLEMAKEZA RPRAIWGYYA FPYCFNGNSE DPLSCSNEVQ QENNRIMWLE
247 ENSDVILPSV YLTEAWAPNM RESIIEGEVG EANEVARATH ERFRPQVLTY IRYAYTDTLN FLSQGDLYDA FSVMDQEESD
321 GILWGSSFDL NSETKCENFR KYLEDQLGPM LRELFTRPEYS VQGILQQQWN
Supporting Peptides:
Peptide Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106|-12.4|894.4068|1(29.09| 1066 1 39 | 45
total 1 peptides
tr|D1MEJ6|D1MEJ6_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MILAVQLVLL LLYPIVRAGI TDICGFYCTP EYRVERHFYI YWNVPTFMCH KYGLDFSEVE DFNIMONEDD LFHGDVVTIM
J—
21 YDPGSFPAML PLNETTEEDE YEERNGGVPQ MGNYQKEHRTA FIEDLDEYVP DVDYDGIGVI DFEHWEPIFR QNWGTQELYE
1&¢1l DLSYDLVEQM HPLWSRPTIE SEAIEKKFEEN GRYFMEETLE TAKEKYRFKGD WGYYGYPYCY NLSPGHPGID CNQEAMSDND
247 EMSWLEFNNQD LIMPSVYVEY FMQAFERAATL VQGEVEEAVE ISNNHENLFE VIPYWWYEYT DOQMDVFLSEE DVENTEFREIL
321 YNGGDGIIIW GSSADVNSES KCKRLEKYLI EMLGPLAAKI, IHSANEGTFL DY
Supporting Peptides:
Peptide Uniq |-10IlgP| Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106(-12.4|894.4068(1|29.09| 1066 1 42 | 48
total 1 peptides
tr|I1VC83|I1VC83_APICA back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSRPLVITEG MMIGVLLMLA PINALLLGFV QSTPDNNKTV REFNVYWNVP TFMCHEYGLR FEEVSEEKYGI LQNWMDEFRG
21 EEIAILYDPG MFPALLEDPN GNVVARNGGV PQLGNLTEHL QVFRDHLINQ IPDESFPGVG VIDFESWRPI FROQNWASLQP
161 YEELSVEVVR REHPFWDDQR VEQEAKRRFE EYGQLFMETL KAAKEMRPAA NWGYYAYPYC YNLTPNQPSA QCEATTMQEN
247 DEMSWLFESE DVLLPSVYLE WNLTSGERVG LVGGEVEEAL RIARQMTTSE EEVLEYYWYE YQDRRDTDLS RADLEATLRE
321 ITDLGADGFI IWGSSDDINT FKAKCLQFREY LNNELGPAVE RIALNNNAND RLTVDVSVDQ V
Supporting Peptides:
Peptide Uniq |-10IigP| Mass |ppm m/z z| RT |Scan |#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106(-12.4|894.4068(1|29.09| 1066 1 47 53
total 1 peptides
Q08169 |HUGA_APIME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:21 proteins
1 MSRPLVITEG MMIGVLLMLA PINALLLGEFV QSTPDNNETV REFNVYWNVP TFMCHEYGLR
I —

21 EEIAILYDPG MFPALLEDPN GNVVARNGGV PQLGNLTEKHL QVFRDHLINQ IPDESFEGVG
161l YERLSVEVVE REHPFWDDQR VEQEAKRRFE KYGQLFMEET LEAAKRMRPA ANWGYYAYPY
247 NDEMSWLFES EDVLLPSVYL RWNLTSGERV GLVGGEVEEA LRIARQMTTS REEVLPYYWY
321 KITDLGADGF IIWGSSDDIN TEKAKCLQFRE YLNNELGPAV KRIALNNNAN DRLTVDVSVD

Supporting Peptides:
Peptide Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End|PTM
Y.WNVPTFM.C| Y | 26.73 [893.4106|-12.4|894.4068(1|29.09| 1066 1 47 | 53

total 1 peptides

tr| AOAOS8S8AMF4|AOAO088AMF4_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSRPLVITEG MMIGVLLMLA PINALLLGFV QSTPDNNETV REFNVYWNVP TEFMCHEYGLR

21 EEIAILYDPG MFPALLEDPN GNVVARNGGV PQLGNLTEHL QVFRDHLINQ IPDESFEGVG
1€l YERELSVEVVR REHPFWDDQR VEQEAKRRFE KYGQLFMEET LEAAKRMRPA ANWGYYAYPY
247 NDEMSWLFES EDVLLESVYL EWNLTSGEEV GLVGGEVEEA LEIARQMTTS EEEVLEYYWY
321 EKITDLGADGF IIWGSSDDIN TEAKCLQFRE YLNNELGPAV ERIALNNNAN SRLTVDVSVD

Supporting Peptides:
Peptide Uniq |-10IlgP| Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106(-12.4|894.4068(1|29.09| 1066 1 47 53
total 1 peptides
tr|Q95PD7|Q95PD7_APICC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSRPLVIAEE MMVGVLLMLA PVLEINALLL GFVPSTPNDN NETEREFNVY WNVPTFMCHE
—

21 KFWGEEIAIL YDPGMFPALL KDSNGNVVAR NGGVPQLGNL TEHLQVFRDH LINQIPDESE
161 SLOPYKELSI DVVRREHPSW GDQRVEQEAK RRFEKYGELF MEETLEAAKR MRPARNWGHY
247 TMQENDEMSW LFESEDVLLEP SVYLEWNLTS GERVGLVGGER VEEALRIARQ MTTSREEVLE
321 ATLREITDLG ADGFIIWGSS NDINTEKAKCV QFREYLNNDL GPVVERIALN SNAPAAKSEL

Supporting Peptides:
Peptide Uniq |-10IigP| Mass |ppm m/z z| RT |Scan |#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106(-12.4|894.4068(1|29.09| 1066 1 51 57
total 1 peptides
tr| AOA2A3EHGO|AOA2A3EHGO_APICC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSRPLVTTEE MMVGVLLMLA PVLRINALLL GFVPSTPNDN NETKREFNVY WNVPTFMCHEK
—

1 KFRGEEIAIL YDPGMFPALL KDSNGNVVAR NGGVPQLGNL TEHLQVFREDH LINQIPDESF
16l SLQPYKKELSI DVVRREHPSW GDQRVEQEAK RRFEKYGELF MEETLEAAKR MRPARNWGYY
247 TMQENDEMSW LFESEDVLLE SVYLEWNLTS GERVGLVGGR VEEALRIARQ MTTSREEVLE
321 ATLRKITDLG ADGFIIWGSS NDINTKAKCV QFREYLNNDL GPVVERIALN SNAPARAKSRL

Supporting Peptides:

RT
29.09

Mass Scan PTM

893.4106

Peptide Uniq
Y.WNVPTFM.C| Y
total 1 peptides

-10IgP
26.73

m/z z
894.4068 |1

#Spec| Start
1066 1 51 57

ppm
-12.4

tr|AOA067QPK9|AOA067QPK9_ZOONE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

FEEVSEEKYGI

VIDFESWRPI
CYNLTPNQPS
KYQDRRDTDL
Qv

FEEVSEEYGI

VIDFESWRPI
CYNLTPNQFPS
EKYQDRRDTDL
Qv

YGLRFEEVSE

PGVGVIDFES
AYPYCYNLTP
YYWYKYQDRR
DVSVDQV

YGLRFEEVSE

PGVGVIDFES
AYPYCYNLTP
YYWYKYQDRR
DVSVDQV

LONWMDEFRG

FRONWASLQP
AQCEATTMQE
SRADLEATLR

back to list

LONWMDEFRG

FRONWASLQOP
AQCEATTMQE
SRADLEATLR

back to list

EYGILQNWMD

WRPIFRQNWA
NQPSSQCEAT
DTDLSRADLE

back to list

KYGILONWMD

WRPIFRQONWA
NQPSSQCEAT
DTDLSRADLE

back to list
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16/03/2023, 15:21 proteins
1 EFRVEWNVPT FMCHRYGMDFE SDVSSRWSIV QNSGDIFRGE EMVILYDPGE FPALLHDEHG NLLYRNGGVFP QEGDLGRHLS

1 EKLRTQVDELV PDHNFQGLGV IDFEAWRPIW RONWASLLPY RDVSRKIEKQ RHPFWWTPQK IEAEATRRFE KAARDFMLST
161 LELLEQMEPS GQWGYYAFPY CFNYTPENMQ PSCPVQVQRE NNGIQWLFDS SAVVFPSLYL SELHMSPEQH AQFATIGEMNE
241 AVRIAQNVPE LVEKPTVNAYI RYRYHDADEF LSREDLENSL AIVHRFHAGG VVLWGSANDT NSRERCSALE NYLNSVLGPT
321 IEKELSTMHDE ALFVYVPLLV LTNFNSHEIM EMILIVVPLV EEPVTDLTAL KEARIKSRSE SGPLEHQDED EDGDSGGNES
401 HDENDTAVSN QSVLERAVGW NIIASLRRLL AVMCCCLVAR SVTAHREHKV HNIVLYPDEH SWCNTTPIEQ VVAFPGCNSV
481 EIDNNVCVGA CFSYSIPRTA PSAPGELIKFP YCDSCQPSTV TWHHVTLNCT GEDPESLQER VQIIRNC

Supporting Peptides:

Peptide Uniq|-10igP| Mass |ppm m/z z| RT |[Scan|#Spec|Start|End|PTM

FWNVPTFM.C| Y 26.73 (893.4106|-12.4(894.4068|1(29.09|1066 1 6 12

total 1 peptides

tr|E2C0S4|E2C0S4_HARSA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTSFDEREKEEE EMNSTRATTL REGNPHEFDV YWNVPTFMCH KYGMEFENLN DYGIQQNAMD KFRGDKIVIL YDPGMFFPALL

—

51 VSENGTVTER NGGVPQEGDL KEHLEKFRED LVTQIPHESF SGVAVIDFES WRPIFRQNWA SLEPYKTLSI KLERERHPFW
161 SDAAVEKEAK RRFEKFGEMF MEESLEMAFEK LRPWAMWGYY GYPHCFNESP GQQSMHCDRS TMTENDEMSW LFMLEDVHAP
24 SVYLELEIEE GDRPGFVEGE VSEAQRLAVE SLEEQQILPY YWFEYQDNERD ELLSEEDTMN TIEMIANHGA DGAIIWGSSN
321 DVNTQRECED LLQYMEDVLG PTEKEELKGNP LLLVLMLVVV VVVVVVVVMV MVVVVVMLAV VMLVSVVEEK EVEEEEEEEE
401 EEEEEKEVVEK EEATDGREDE EEEDGTREIG STVSCSTQLG IMGPMWELFA TVLLLMMHSA SLDAHREHKV HNIVLYPDEH
481 SWCETTPIKQ VVTWPQCSSQ ELDNNVCVGA CFSYMVPHSE PSAPGDLIRP YCDSCQPLDS VWHTVTLDCK DEQNNEMTMQ
561 EKEVQIITNCS CSSCMETSKI KEPDYNTLLQS LTEENLDENV NVAHETPDIL LDPNLNASEN NTSEDGAQTN ERFLQLFEEF
£41 NAQELDEADV KELFSQEEEV DQEELRELLE KYSQEEQESR HEHHHQHQHQ HQHQHQHQHQ QQQQQHLHRG PHHSLVLDSD
721 VEEEIDVEPH YLQPAVAGQE ISYHDNILVD KEKEEEF

Supporting Peptides:
Peptide Uniq |-10IigP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End|PTM
Y.WNVPTFM.C| Y 26.73 |893.4106(-12.4|894.4068(1|29.09| 1066 1 32 38
total 1 peptides
tr| Q2Q0U9|Q2Q0U9_9DIPT back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 ITESHAIMIY LVTKYAKDDA LYPKDPVEQA RVNAALHFES GVLFARMRFV FERILFYGKS DIPEDRAEYV QERAYRLLEDT [0 Oxide

o

o
21 LTDNYVAGPV MTVADFSCIS TVSSIMGVVP LDESEHPKIY AWIGRLEQLP YYEEANGG
I —— 1]

Supporting Peptides:

Start|End
86 | 9

Mass
588.2941

RT
22.46

PTM
Oxidation (M)

Peptide Uniq
Y.VAGPVM(+15.99).T| Y
total 1 peptides

-10IgP
26.58

m/z |z
589.3284|1

Scan | #Spec
851 2

pPpm
45.8

farg

tr|AOA132AL00|AOA132AL00_SARSC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MALFRVDYSG RGELNERQIK LGQFMSELQK LSEEYNVAIF ITNQMTADPG ATMSFQADPK KPIGGHVLAH ASTVRLQLEEK

21 GRGENRIVEV YDSPDLPENE ATFSITDGGI ADAKD
—
Supporting Peptides:
Peptide |(Uniq|-10IgP| Mass |ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
F.SITDGGI.A| Y 21.93 |661.3282( 16.2(662.3463|1(19.90| 769 1 104 | 110

total 1 peptides

tr|[W8C706|W8C706_CERCA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 QOOQORAHER KKHLOQQQQOR RRQEDLQPHE SREHEKSHEQ REREHQQQQQ HGMQSSHHAA HRETKSGLPI ESNINSNEEV

21 ADNIALADAT NAATEAAAAT SALAVNTNER ATTTAMEQQQ QQEEENGRNG ASGGGGSGGGE GGSGRSGHGI RDVGRQELHR

16l NVLREMLNSQS ESLTDGGLFFP PLFNVAPRAH ITVNATCGQS GREEYCELVD AYPHKEW
—

Supporting Peptides:
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16/03/2023, 15:21 proteins

Peptide
E.SLTDGGL.F

Uniq
Y
total 1 peptides

-10IgP
21.93

Mass
661.3282

m/z z
662.3463 |1

RT
19.90

Start
172

ppm PTM

16.2

Scan | #Spec
769 1

178

tr|T1J4F5|T1J4F5_STRMM back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

MWPHNTQETM
PCLFQSLVQR
AQYCPNLEVL
ALRNVSTGLV

DENSERIPSL
GIRHVQVLSL
DLAGCDRITN
SLEYINLSFC

TGSSAHISCL
RESLREVIHG
SGLLFVSEKRL

ASITDGGLEF
—

SLSMSACHIS DEGLLRIART
GLWIER

YPEILALIFR
IPDLESLSLS
CELVNLNLRES
MAKMPMLSEL

FLDLRDEGRV
GCYNVLDESL
CRHVSDSGIA
NLRSCDNITD

AQVCVAWRDA AYHRSVWWGV
AQAINRPLSS LVKLNLSLCK
ALGGLSSEAG KGTLQLEQLS
LGIAYLAEGG SKITSLDVSFE

EAKLHLRRTN
QITDETLLNL
LQDCQRLTDD
CDKISDQALT

HVSQGLEFTLR
QLPQLNSLNL

VPELNTLNVG QCHRITDRSL IAISENLTGL QSIDLYGCTK ITTVGLERIM

Supporting Peptides:

Peptide Uniq
A.SITDGGL.K| Y
total 1 peptides

-10IgP
21.93

Mass
661.3282

m/z z
662.3463(1

RT
19.90

Start
262

ppm Scan

16.2

#Spec
769 1

PTM

268

tr|AOA1U9X1T2|AOA1U9X1T2_CNAME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MDIMAFVEVS

81

GSEDCLYLNV
GLEDQVEALE
ELGYEGSFDD
RGFCNEEGAL
ISSRYAFPVYM
TGEPVRSTTN

Supporting Peptides:

QGPLRGARSI

TDGGLEYNQF

—

YTPEVTFEIT
WIRDNISGFEG
FKHAIYELLLEK
TCWMEAHILN
YEFSYVGDIN
LIQTTWEPYEK

LEPVMVEIHG
GDENNVTIMG
TPADELVSLS
EKLEEEKDFAN
YCRNMAAIIP
ESSPVYLGID

LGIPYAEPEV

GGFIGGNGTL
LSAGSASVDY
YLVTEEYTSD
VWPCQLNSES
NLTPIPINGA
KELSILEDYE

GNLREFQSPQS

ESENGPDYLL
LMLSPLAKGL
RLSEGEVPTV
ENEYNLEFST
MHGDDNTYVW
PEEIAIFEEL

Peptide Uniq

-10IgP

Mass |[ppm m/z

Scan | #

Spec | Start

PTM

R.SITDGGL.E| Y

21.93

661.3282

16.2

662.3463 |1

19.90| 769

1 19 | 25

total 1 peptides

tr|AOA131Y3Z3|A0A131Y3Z3_IXORI

| Protein Coverage | Supporting Peptides |

Protein Coverag
1
81

e:

MENTEHALLE
FTQTPGPAVT
VAATIEGNADR
41 VRSGATLDAK

SFSEEVSHLV
HVDRLESGLS
ISKFEVDLPA

Supporting Peptides:

LLSTLSCAQC
SETTSHNPEV
VEQLLEEGAD
TSDGLTAQDL

VSCDERGNCR
AVLQGPFARG

EQLLSEFHVV
EERSNNAKDE
PNVRDHAGWT
AQGEVMEAAL

QRTLEVLSAL
PSKDDLAALL

GLCGHTVCRE
REFPEQAFSED
PLHEACNHGF
CTAVEFPEVVA

VAGTWILSFS
ALGGASLLSR

CIASAEACGI
PPPVAPSRAG
REVARLLLSH
LRSEGVASGP

PEPWENVRDA

ENGMVVVTIN
FHEAILQSGS
EEDEGNGDAF
IYFDCEEVDE
KIDADAYKNP
YENHFP

CGTPTTHREV
SLDRRASKGT
GACVDVAGEG
PPVLLASGLD

——

WVEACLEQGR
PEPPADAAGVV

Peptide

Uniq

-10IgP

Mass pPpm

m/z z| RT

Scan

#Spec |Start

PTM

S.GPPPVLLASGL.D

Y

20.89

1019.6015|-56.6

1020.5511|1

25.73

964 1 289

299

total 1 peptides

tr|AOA147BG19|A0A147BG19_IXORI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81

Supporting Pept

MENTEHALLE
FTQTFGFAVT
VAATEGNADR
VESGATLDAK

SFSEEVSHLV
HVDRLFESGLS
ISKFEVDLFPA

ides:

LLSTLSCAQC
SETTSHNPEV
VEQLLEEGAD
TSDGLTAQDL

VSCDERGNCR
AVLQGPFARG

EQLLSEFHVV
EERSNNAKDE
PNVRDHAGWT
AQGEVMEAAL

QRTLEVLSAL
PSKDDLAALL

GLCGHTVCEE
REFPEQAFSED
PLHEACNHGF
CTAVEFPEVVA

VAGTWILSFS
VLGGASLLSR

RVDELEHEAK
LLVTEREGRP

CIASAEACGI CGTPTTHREV

PFEPVAFSRAG

SLDRRASKGT

REVARLLLSH GACVDVAGPG

LRSEGVASGP PPVLLASGLD
——

WVEACLRQGER RVDELEHEAK
PPPADAAGVV LLVTEREGRFP

TQFDQNNISC

YRELGILGFLS
TLNHWAINLK
LTTSPFELLK
VWEDEFFGDID
NEQDILVRER

KEFDHQIENLI
TNPVSEALEK
GVTPLHDATV
EAQCRDLARC

GTRQHPDNGA
AQQSGRPGVFE

EFDHQIENLI
TNPVSEALEK
GVTPLHDATV
EAQCRDLARC

GTRQHPDNGA
AQQGGRPGVE

QLNILTGGTT

LDIPEAAGNM
TEDFTQQEVT
EGRFNEVPAT
FAAGISIAGK
MVEMFSDFAK

back to list

TCTAQLEDLL
RNELGETMLQ
NGHPDVVLLL
AELLGGSCRS

PARARLERAS
GVGAFWLLDC

back to list

TCTAQLEDLL
RNELGETMLQ
NGHPDIVLLL
AELLGGSCRS

PARARLERAS
GVGAFWLLDC
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16/03/2023, 15:21 proteins
Peptide Uniq |-10IgP Mass ppm m/z RT |[Scan|#Spec|Start|End|PTM
S.GPPPVLLASGL.D| Y 20.89 [1019.6015(-56.6(1020.5511 25.73| 964 1 289 | 299

total 1 peptides

Prepared with PEAKS ™ (bioinfor.com)
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