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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
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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.
# of MS Scans 1525
# of MS/MS Scans 4135

Table 2. Result filtration parameters.
Peptide -10IgP >15
Protein -101gP >20
Proteins unique peptides >0

De novo ALC Score >50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 71
Peptide Sequences 69
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Table 4. PTM profile.
Name AMass #PSM Position
Oxidation 15.99 7 M
Carbamidomethyl  57.02 4 C
Methyl ester 14.02 1 C-term
Pyro-glu fromQ  -17.03 1 N-term
Formylation 27.99 1 N-term
Dihydroxy 31.99 1 Y
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Protein Groups
Proteins

Proteins (#Unique Peptides)

22
195

FDR (Peptide-Spectrum Matches) 36.6%

FDR (Peptide Sequences) 37.7%
FDR (Protein) 1.0%
De Novo Only Spectra 153

3. Experiment Control

33 (>2); 36 (=2); 126 (=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 4+
LTQ 0 0 0 69
.
4. Other Information
Table 6. Search parameters. Table 7. Instrument parameters.
Query Type: Homology Match Fractions: IT douglas 2 20170921 _02.raw
Fixed Modifications: Ion Source:'ESI(nano-spray)
Carbamidomethylation: 57.02 Fragmentation Mode: CID/ECD
Variable Modifications: MS Scan Mode: Linear Ion Trap
Oxidation (M): 15.99 MS/MS Scan Mode: Linear Ion Trap
Fragment ion tolerance: 0.5
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: 88
Merge Options: 0.1 min. 0.1 Da
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true
Protein List
Protein Protein . _ Coverage " - Avg. P
Group D Accession 10igP (%) #Peptides | #Unique |PTM Mass Description
Sodium/potassium-transporting ATPase subunit alpha 0S=
4 11607 |tr|VOI6A9|VII6A9 APICE 113.19 7 4 4 Y| 112642) e erana GNoACCB00027.11 PE=2 SVl
Sodium/potassium-transporting ATPase subunit alpha OS=
4 11613 |tr|V9I6B1|V916B1 APICE 113.19 8 4 4 Y 95944 Apis cerana GNoACCB00027.1 PE=2 SVo1
Sodium/potassium-transporting ATPase subunit alpha OS=
4 11611 |tr|V91733|V91733 APICE 113.19 8 4 4 Y 90924 Apis cerana GNACCRO0027.13 PE=2 SV=1
Sodium/potassium-transporting ATPase subunit alpha 0S=
4 11612 |tr|V9I6C2|V9I6C2 APICE 113.19 8 4 4 Y 90968 | 1< cerana GN=ACCB00027.14 PE=2 SVl
2 22502 |tr|AOAOP6A3S1|AOAOP6A3S1 9CRUS 92.88 36 6 6 Y 13057 | Histone H2B (Fragment) OS=Daphnia magna PE=3 SV=1
2 22503 |tr|AOAOP6CBE1|AOAOPECBEL 9CRUS 92.88 33 6 6 Y 13952 | Histone H2B OS=Daphnia magna PE=3 SV=1
5 11774 |tr|VOIK47|VOIK47 APICE 83.52 16 3 3 Y 33013 /;E:'?Tsﬁ'/ialr”er protein 2 0S=Apis cerana GN=ACCB10355
5 11776 |tr|MONYU2|MONYU2 APICC 83.52 16 3 3 v 32983 Adenine nucleotide translocase OS=Apis cerana cerana GN
=ANT PE=2 SV=1
5 11778 |tr|Q6VQ13|Q6VQ13 APIME 83.52 16 3 3 Y 32986 ’I*DP/ATP translocase OS=Apis mellifera GN=Ant PE=2 SV=
ADP,ATP carrier protein 2 OS=Harpegnathos saltator GN=E
5 22071 |tr|E2BR21|E2BR21 HARSA 83.52 16 3 3 Y 33016 | )1 15316 PESS Sv=1
1 22001 |tr|AOA182FLZ7|AOA182FLZ7 ANOAL 82.60 65 7 7 Y 9050 | Histone H4 OS=Anopheles albimanus PE=3 SV=1
total 195 proteins
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Protein Protein . _ Coverage - - Avg. .
Group D Accession 10igP (%) #Peptides | #Unique [PTM Mass Description
1 22002 |tr|AOA1D2MAG1|AOAID2MAG1 ORCCI | 82.60 50 7 7 v | 11381|Histone 4 OS=Orchesella cincta GN=0cin01_05613 PE=3
1 22003 |tr|AOA1Z5LHO1|AOAIZ5LHOL ORNMO | 82.60 50 7 7 v | 11367/ fistone H4 (Fragment) OS=Ornithodoros moubata PE=3 S
1 22004 |(tr|AOA182IZV6|A0A1821ZV6 9DIPT 82.60 50 7 7 Y 11381 | Histone H4 OS=Anopheles atroparvus PE=3 SV=1
1 22005 |tr|B4IH62|B4IH62 DROGR 82.60 50 7 7 v | 11381| fistone He OS=Drosophila grimshawi GN=Dgri\GH18656 P
1 22006 |tr|AOA194Q0V4|A0A194Q0V4 PAPXU 82.60 50 7 7 Y 11381 T'Sm”e H4 OS=Papilio xuthus GN=RR46_05365 PE=3 SV=
1 22007 |tr|AOA182FBX3|AOA182FBX3 ANOAL 82.60 50 7 7 Y 11381 | Histone H4 OS=Anopheles albimanus PE=3 SV=1
1 22008 |tr|AOAI5IXEG2|AOAISIXEG2 OHYME | 82.60 50 7 7 v | 11381 | Histone Ha OS=Trachymyrmex zeteki GN=ALC60_02422 PE
1 22009 |tr|ADAO34WS42|AOA034WS42 BACDO | 82.60 50 7 7 Y 11381 | Histone H4 OS=Bactrocera dorsalis GN=H4 PE=3 SV=1
1 22010 |tr|B4LVMZ|B4LVMZ DROVI 82.60 50 7 7 Y 11381 Hftone H4 OS=Drosophila virilis GN=Dvir\G]17459 PE=3 S
1 22011 |tr|AOA226DYY4|AOA226DYY4 FOLCA | 82.60 50 7 7 y | 11381]Histone H4 OS=Folsomia candida GN=Fcan01_04163 PE=3
1 22012 |tr|B4ILZ0|B4ILZ0 DROSE 82.60 50 7 7 Y 11397 :';tg\'}i;“ 0S=Drosophila sechellia GN=Dsec\GM19702 PE
1 22013 |tr|Q7PCX0|Q7PCX0_ANOGA 82.60 50 7 7 v | 1131|Histone 4 OS=Anopheles gambiae GN=1267447 PE=3 SV
1 22014 |tr|ADA023GDJ7|AOA023GDI7 9ACAR 82.60 50 7 7 Y 11367 | Histone H4 OS=Amblyomma triste PE=2 SV=1
1 22015 |tr|AOA132ACKS5|A0A132ACKS SARSC 82.60 50 7 7 Y 11367 ;";t\‘/’zf H4 OS=Sarcoptes scabiei GN=QR98_0039310 PE=
1 22016 |tr|AOA1BOD251|AOA1BOD251 PHLPP 82.60 50 7 7 Y 11381 | Histone H4 OS=Phlebotomus papatasi PE=3 SV=1
1 22017 |tr|AOAOAOWMXO|AOAOASWMXO LYGHE | 82.60 50 7 7 Y 11353 | Histone H4 0S=Lygus hesperus GN=His4 PE=3 SV=1
1 22018 |tr|E2A0J1|E2A0]1 CAMFO 82.60 50 7 7 v | 11381 |istone H4 OS=Camponotus floridanus GN=EAG_09814 PE
1 22019 |tr|Q4PM69|Q4PMES IXOSC 82.60 50 7 7 Y 11367 | Histone H4 OS=Ixodes scapularis GN=8030709 PE=2 SV=1
1 22020 |tr|AOA1S3DDY8|AOA1S3DDYS DIACI 82.60 50 7 7 Y 11381 g{fﬁ"l”e H4 OS=Diaphorina citri GN=L0C103515904 PE=3
1 22021 |tr|AOA182WXV7|AOA182WXVZ ANOQN | 82.60 50 7 7 Y 11381 | Histone H4 OS=Anopheles quadriannulatus PE=3 SV=1
1 22022 |tr|AOAIVOXAMO|ADAIVOXAMY 9ACAR | 82.60 50 7 7 Y 11367 g'f,tE":"; ;'\‘}:()15=Tr°""ae'aps mercedesae GN=BIW11_0168
7 22138 |tr|Q7IN37|Q7IN37 ARTSE 70.93 38 > > N 8565 Ubljultln unit I (Fragment) OS=Artemia franciscana PE=4
7 22146 |tr|AOA034WV44|AOAQ34WV44 BACDO | 70.93 16 2 2 N | 20813|poyubiautinB (Fragment) OS=Bactrocera dorsalis GN=UB
Ubiquitin-40S ribosomal protein S27a OS=Lygus hesperus
7 22143 |tr|AOAOA9ZATS|ADAOA9ZATS LYGHE 70.93 19 2 2 N 17930| GroRpS27A 0 PEoA SVeT
Putative ubiquitin/ribosomal protein S27Ae fusion protein O
7 22144 |tr|QIW2C4|Q1W2C4 OHEMI 70.93 19 2 2 N 17875 | o L o hocenhale atropunctata GN =g 419 PE<2 SY1
7 22145 |tr|AOA182QI60|A0A182Q160 9DIPT 70.93 19 2 2 N 17983 1015 ribosomal protein 527a OS=Anopheles farauti PE=4 SV
7 22142 |tr|D7RF65|D7RF65 ERISI 70.93 19 2 2 N 17830| Ubiquitin a OS=Eriocheir sinensis PE=2 SV=1
7 22141 |tr|E3UKG7|E3UKG7 ERISI 70.93 22 2 2 N 14717 | Ubiquitin b OS=Eriocheir sinensis PE=2 SV=1
7 22139 |tr|AOAL82IKK6|AOA182IKK6 ODIPT 70.93 23 2 2 N | 14729| 305 ribosomal protein L40 OS=Anopheles atroparvus PE=4
7 22140 |tr|R4G4B9|RAG4ABY RHOPR 70.93 23 2 2 N 14729 g‘\‘;:i"’e ribosomal protein 140 OS=Rhodnius prolixus PE=2
7 22147 |tr|E3UKGB|E3UKG8 ERISI 70.93 10 2 2 N 34337] Polyubiquitin OS=Eriocheir sinensis PE=2 SV=1
polyubiquitin-B isoform X2 OS=Diaphorina citri GN=LOC10
7 22148 |tr|AOA1S3DBX7|AOA1S3DBX7 DIACI 70.93 10 2 2 N 34348 | B0y S oyt
Uncharacterized protein OS=Pectinophora gossypiella GN=
7 22149 |tr|AOAIEIWOH3|AOAIEIWOH3 PECGO | 70.93 6 2 2 N 51430| 411061 PE=4 SV=1
Uncharacterized protein, isoform B OS=Drosophila erecta G
7 22150 |tr|AOAOQSU3G2|ADAOQ5U3G2 DROER | 70.93 4 2 2 N 77270 | N Dare\C e 14240 PE ot SV 1
8 21998 |tr|AOA087ZQI5|A0A087ZQI5 APIME 69.91 4 2 1 N | sos12|Al” Sythase subunit alpha OS=Apis mellifera GN=AtpSal
ATP synthase subunit alpha OS=Melipona quadrifasciata GN
8 21999 |tr|AOAONOBIY2|AOAONOBIY2 9HYME 69.91 4 2 1 N 59519| Z\uNo1 07748 PEZ3 SVe1
8 22000 |tr|VOIFD6|VOIFD6 APICE 69.91 4 2 1 N 59526 ATP S\ﬁnthasg subunit alpha OS=Apis cerana GN=ACCB047
VIIFD6 APICE 24 PE=2 SV=1
8 22045 |tr|AOADJ7NO62|AOAQI7NO62 LASNI 69.91 4 2 1 N | 5994g|ATP synthase subunit alpha OS=Lasius niger GN=RF55_15
079 PE=3 SV=1
8 22049 |tr|AOALAOWYG7|AOAIASWYG7 OMUSC | 69.91 4 2 1 N | so47g|alr Synthase subunit alpha OS=Glossina brevipalpis PE=3
ATP synthase subunit alpha (Fragment) OS=Graphocephala
8 22050 |tr|AOA1B6KWMS|AOAIBE6KWMO SHEMI | 69.91 4 2 1 N 61429 o s QN 30172 PE~ 3 SV1
8 22026 |tr|B4QHNO|B4QHNO DROSI 69.91 4 2 1 N 51137 22151\173;‘ 0S=Drosophila simulans GN=Dsim\GD11704 PE
8 22027 |tr|AOA182TC06|A0A182TCO6 9DIPT 69.91 4 2 1 N 53866 qu‘arade”zed protein OS=Anopheles maculatus PE=3 SV
8 22028 |tr|AOA182YNRS|AOAIB2YNRS ANOST | 69.91 4 2 1 N | s7574|AlF Synthase subunit alpha OS=Anopheles stephensi PE=3
8 22029 |tr|AOA1BOCO55|A0ALBOCYSS LUTLO 69.91 4 2 1 N | 8520|410 Synthase subunit alpha OS=Lutzomyia longipalpis PE=
ATP synthase subunit alpha OS=Trachymyrmex cornetzi GN
8 22030 |tr|AOA151J3L9|A0A151I3L9 OHYME 69.91 4 2 1 N 59328|Z 1 &80 10733 PE=3 SU_1
ATP synthase subunit alpha OS=Trachymyrmex zeteki GN=
8 22031 |tr|AOA151XGV4|AOA151XGV4 9HYME 69.91 4 2 1 N 59635| al Con 01388 PE<3 SVo1
ATP synthase subunit alpha OS=Cyphomyrmex costatus GN
8 22032 |tr|AOA195CV10|AOA195CV10 9HYME 69.91 4 2 1 N 59555 a1 Ch2. 04768 PE=3 Symi
ATP synthase subunit alpha OS=Drosophila virilis GN=Dvir
8 22033 |tr|B4LIVO|B4LIVO DROVI 69.91 4 2 1 N 591761129050 PE=3 SV1
ATP synthase subunit alpha OS=Drosophila busckii GN=Db
8 22034 |tr|AOAOMAEW76|AOAOMAEW76 DROBS | 69.91 4 2 1 N 59338 ¢ woRG1866 PE3 SV~1
8 22035 |tr|AOALLSE154]|A0AILBE1I54 ODIPT 69.91 4 2 1 N | 59331|ATP synthase subunit alpha OS=Nyssomyia neivai PE=3 SV
total 195 proteins

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p2/protein.html

3/56



16/03/2023, 15:19 proteins
Protein Protein . _ Coverage - - Avg. e
Group D Accession 10IigP (%) #Peptides | #Unique [PTM Mass Description
8 22036 |tr|AOA182XIAG|AOAI82XIA6 ANOQN 69.91 4 2 1 N | 59401 |AT" Sypthase subunit alpha OS=Anopheles quadriannulatus
8 22037 |tr|AOA182FHO5|AOA182FHO5 ANOAL 69.91 4 2 1 N | s93s3| Al Synthase subunit alpha OS=Anopheles albimanus PE=3
ATP synthase subunit alpha OS=Anopheles darlingi GN=AN
s 22038 |tr|W5J4R5|W514R5 ANODA 69.91 4 2 1 N 59383|D 008621 PES3 SV=1
ATP synthase subunit alpha OS=Clunio marinus GN=CLUMA
8 22039 |tr|AOA1J1)483|A0A1J1J483 9DIPT 69.91 4 2 1 N 59428| " (00157 PE3 SV~1
8 22040 |tr|ADA182N7Z7|AOA182N7Z7 9DIPT 69.91 4 2 1 N 59387 /1“"’ synthase subunit alpha OS=Anopheles dirus PE=3 SV=
ATP synthase subunit alpha OS=Anopheles gambiae GN=12
8 22041 |tr|Q7PHIS|Q7PHI8 ANOGA 69.91 4 2 1 N 59452 S e s
8 22042 |tr|AOA069DZ92|A0A069DZ92 9HEMI 69.91 4 2 1 N 59539 iTZP;\}'Qtlhase subunit alpha OS=Panstrongylus megistus PE
ATP synthase subunit alpha OS=Zootermopsis nevadensis
8 22043 |tr|AOA067QI29|A0A067QI29 ZOONE 69.91 4 2 1 N 59515 GN_1708 03658 PE=3 SV =1
ATP synthase subunit alpha OS=Locusta migratoria manilen
8 22044 |tr|S4VDE6|S4VDE6 LOCMI 69.91 4 2 1 N 59564| G oNatpoat PEZ2 Svoi
8 22046 |tr|AOA182MRL5|AOA182MRL5 9DIPT 69.91 4 2 1 N 59343 ’;T;Vs;’fthase subunit alpha OS=Anopheles culicifacies PE=
8 22047 |tr|AOA1AQTPMS|AQAIA9TPMS ANOST 69.91 4 2 1 N 59357 /S*I/P:iy”thase subunit alpha OS=Anopheles stephensi PE=3
ATP synthase subunit alpha OS=Drosophila simulans GN=D
8 22048 |tr|AOAQIORIMS|AOAOI9RIMS DROSI 69.91 4 2 1 N 59438\ b 11704 PECS SU—1
ATP synthase subunit alpha OS=Trichomalopsis sarcophaga
8 22051 |tr|AOA232FBT4|A0A232FBT4 OHYME 69.91 4 2 1 N 61799| ¢ GNTSAR 007587 PEZ3 SV_1
8 22062 |tr|A0A1BOD1L3|AOA1BODIL3 PHLPP 61.14 5 1 1 N 34054 \szclharade”zed protein OS=Phlebotomus papatasi PE=4 S
3 22117 |tr|AOA1UIXOH4|AOALU9IXOHA OHEMI 63.56 23 3 2 N | 1078o|{fistone H2A (Fragment) OS=Iria pilosella GN=H2A PE=3 5
3 22118 |tr|AOA1L2C7D6|AOAIL2C7D6 ONEOP 63.56 23 3 2 N 10975 ;‘,‘fﬁ;’é‘f;sz\?:(fragme”t) 0OS=Musoniella margheritae GN=H
3 22119 |tr|AOA1L2C7CO|ADALL2C7CO ONEOP 63.56 23 3 2 N | 10975|Histone H2A (Fragment) OS=Musoniola sp. 3 JMR-2016 GN
=H2A PE=3 SV=1
3 22120 |tr|AOAO76G3V3|AOAO76G3V3 OHEMI | 63.56 22 3 2 N | 11072|Histone H2A (Fragment) OS=Hindoloides bipunctata GN=H
3 22121 |tr|T1IUL1|T1IULL STRMM 63.56 19 3 2 N 13299 | Histone H2A OS=Strigamia maritima PE=3 SV=1
3 22122 |tr|B41746|B41Z46 DROGR 63.56 19 3 2 N | 13363| ftgne 24 OS=Drosophila grimshawi GN=Dgri\GH25178
3 22123 |tr|Q7PD33]|Q7PD33 ANOGA 63.56 19 3 2 N | 13363|Histone H2A OS=Anopheles gambiae GN=1267695 PE=3 S
3 22124 |tr|B4LVM8|BALVM8 DROVI 63.56 19 3 2 N | 13363| Histone H2A OS=Drosophila virilis GN=DVInG)22574 PE=3
3 22125 |tr|Q7Q2C61Q7Q2C6 ANOGA 63.56 19 3 2 N | 13349 lfistone H2A OS=Anopheles gambiae GN=1278745 PE=3 S
3 22126 |trlQ7Q2C41Q7Q2C4 ANOGA 63.56 19 3 2 N | 13349]|Histone H2A OS=Anopheles gambiae GN=1278737 PE=3 S
3 22127 |tr|A0OA182XUN7|AOA182XUN7 ANOQN 63.56 19 3 2 N 13363 | Histone H2A OS=Anopheles quadriannulatus PE=3 SV=1
3 22128 |tr|AOA1S3DA94|AOAIS3DA94 DIACI 63.56 19 3 2 N | 13382| fotone Mi2A OS=Diaphorina citri GN=LOC103514350 PE=3
3 22129 |tr|AOA132ACK3|AOA132ACK3 SARSC | 63.56 19 3 2 N | 13307|Histone H2A OS=Sarcoptes scablel GN=QR98_0072500 PE
3 22130 |tr|E2AQI8|E2AOI8 CAMFO 63.56 19 3 2 N | 13335|Histone H2A OS=Camponotus floridanus GN=EAG 11182 P
3 22131 |tr|B4K329|B4K329 DROGR 63.56 19 3 2 N 13391 'F',"Esztg”gvizf 0S=Drosophila grimshawi GN=Dgri\GH23503
3 22132 |tr|AOA1B0OD249|A0A1B0D249 PHLPP 63.56 19 3 2 N 13407 [ Histone H2A OS=Phlebotomus papatasi PE=3 SV=1
22133 |tr|AOA182GOAS|AOA182GOAS ANOAL 63.56 19 3 2 N 13363 | Histone H2A OS=Anopheles albimanus PE=3 SV=1
3 22134 |tr|B7PSI5|B7PSI5 IXOSC 63.56 19 3 2 N | 13364| Histone H2A OS=Ixodes scapularis GN=8030708 PE=3 SV
3 22135 |[tr|AOA182KSYO|AOA182KSYO 9DIPT 63.56 19 3 2 N 13363 | Histone H2A OS=Anopheles coluzzii PE=3 SV=1
3 22136 |tr|AOA1S3DIS4|A0A1S3DIS4 DIACI 63.56 19 3 2 N | 13352| fistone Hi2A OS=Diaphorina citri GN=LOC103519432 PE=3
3 22137 |tr|AOA1S4EQL2|AOAIS4E9L2 DIACI 63.56 17 3 2 N 14272 g{fﬁ"l”e H2A OS=Diaphorina citri GN=L0C103507294 PE=3
6 22101 |tr|AOA182IT9|AOA182]IT9 9DIPT 59.59 16 2 1 N 13191 | Histone H2A OS=Anopheles atroparvus PE=3 SV=1
6 22102 |tr|AOA182F532|A0A182F532 ANOAL 59.59 16 2 1 N 13243 | Histone H2A OS=Anopheles albimanus PE=3 SV=1
6 22103 |tr|Q7QF50]|Q7QF50 ANOGA 59.59 16 2 1 N | 13191|Histone H2A OS=Anopheles gambiae GN=1271957 PE=3 S
6 22104 |tr|AOAOASYWSS|AOAOASYWSS LYGHE 59.59 16 2 1 N 13448 | Histone H2A 0S=Lygus hesperus GN=H2AFZ PE=3 SV=1
6 22105 |tr|J3JTRO|I3ITRO_DENPD 59.59 15 2 1 N | 13573|Histone H2A OS=Dendroctonus ponderosae GN=10954073
6 22106 |tr|AOA132A5C4|A0A132A5C4 SARSC 59.59 12 2 1 N | 17675| Histone H2A OS=Sarcoptes scabiel GN=QR98_0046350 PE
13 62637 |tr|AOAOM9ASOS|AOAOMIABIS SHYME 53.03 2 1 1 N 75721 | Protein kinase C OS=Melipona quadrifasciata GN=WN51_0
9077 PE=3 SV=1
13 24933 |[tr|AOAOP5W4V7|AOAOPSW4V7 SCRUS 53.03 2 1 1 N 91255 Protein kinase C OS=Daphnia magna PE=3 SV=1
13 24863 |tr|AOAON7ZKU6|AOAON7ZKU6 9CRUS | 53.03 2 1 1 N 88252 | Protein kinase C 0S=Daphnia magna PE=3 SV=1
13 24846 |tr|AOAOPSD7F8|AOAOPSD7F8 9CRUS 53.03 2 1 1 N 87265 | Protein kinase C 0S=Daphnia magna PE=3 SV=1
13 24822 |tr|AOAOP6FB91|AOAOP6FBI91 9CRUS 53.03 2 1 1 N 86666 | Protein kinase C OS=Daphnia magna PE=3 SV=1
13 24817 |tr|AOAOPSBRK4|AOAOPSBRK4 9CRUS 53.03 2 1 1 N 86165 | Protein kinase C 0S=Daphnia magna PE=3 SV=1
13 24802 |tr|AOAOP4ZIP3|AOAOP4ZIP3 9CRUS 53.03 2 1 1 N 85758 | Protein kinase C OS=Daphnia magna PE=3 SV=1
13 62654 |tr|AOA151X219|A0A151X2L9 OHYME 53.03 2 1 1 N | s1o10|frotein kinase C OS=Trachymyrmex zeteki GN=ALC60_066
13 62653 |tr|AOAOP5DL28|AQAOPS5DL28 9CRUS 53.03 2 1 1 N 80253 | Protein kinase C OS=Daphnia magna PE=3 SV=1
13 62652 |tr|AOAOA9X7]5|AQAQA9X7]5 LYGHE 53.03 2 1 1 N | 78243| HOSID Kinase C (Fragment) 05=Lygus hesperus GN=Pkcs
total 195 proteins
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Pé?;ﬁ:‘ Pr(;:)eln Accession -10IgP Co\(l:,/:;\ge #Peptides | #Unique [PTM a;gs Description
Protein kinase C (Fragment) OS=Anopheles gambiae GN=1
13 62651 |tr|Q7Q042|Q7Q042 ANOGA 53.03 2 1 1 N 78365| 5o0as PE L3 SV
Protein kinase C OS=Apis cerana GN=ACCB00050.1 PE=2
13 39894 |tr|VoI8Q4|VoI8Q4 APICE 53.03 2 1 1 N 76716 oy
13 62650 |tr|AOA146MGA7|AOA146MGA7 LYGHE | 53.03 2 1 1 N | 76205|Protein kinase C 0S=Lygus hesperus GN=Pkc33E_0 PE=3 S
13 62649 |tr|AOA023GLQS5|A0A023GLQ5 9ACAR | 53.03 2 1 1 N | 75587|roein kinase C (Fragment) OS=Amblyomma triste PE=2 5
13 62648 |tr|USQOI7|USQOI7 ANOST 53.03 2 1 1 N 76204 gmteli” kinase C OS=Anopheles stephensi GN=cPKC PE=2
. V=
13 62647 |tr|AOAO69DWB7|AOAO69DWB7 SHEMI | 53.03 2 1 1 N | 75104|profein kinase C (Fragment) OS=Panstrongylus megistus P
13 62646 |tr|W5IP71|W5IP71 ANODA 53.03 3 1 1 N 70984 Protein kinase C OS=Anopheles darlingi GN=AND_002326
tlWolP /LI Wo P 7L ANODA : PE=3 SV=1
13 62645 | tr|AOAOASWKY4|AOAOAOWKY4 LYGHE 53.03 3 1 1 N 62202 Protein kinase C, brain isozyme OS=Lygus hesperus GN=Pk
c53E_3 PE=4 SV=1
13 39892 |tr|VOIBAG|VOIBA6 APICE 53.03 3 1 1 N 61413 Protein kinase C alpha type OS=Apis cerana GN=ACCB0005
to VOISA6 APICE : 0.3 PE=2 SV=1
protein kinase C, brain isozyme OS=Agrilus planipennis GN
13 62644 |tr|AOATWAWLP9|AOAIWAWLPY AGRPL | 53.03 3 1 1 N 61209 | X101 08724075 PEadt V1
13 62643 |tr|T1HII9|TIHII9 RHOPR 53.03 3 1 1 N 60881 ggczag“el”ze" protein (Fragment) OS=Rhodnius prolixus
13 62642 |tr|ADA0I7P1D0|AOAOI7PIDO_LASNI 53.03 3 1 1 N | s5074| brotein kinase brain isozyme OS=Lasius niger GN=RF55_11
13 62641 |tr|AOAIAOW2I3|AOAIAQW2I3 9MUSC 53.03 3 1 1 N 53516 f"CharaCte”ZEd protein 0S=Glossina brevipalpis PE=3 SV=
13 62640 |tr|ADA182Y1W2|AOALB2YIW2 ANOST | 53.03 6 1 1 N | 28g3g|Uncharacterized protein OS=Anopheles stephensi PE=4 SV
13 62639 |tr|AOA1BOCD14|AOAIBOCD14 LUTLO 53.03 6 1 1 N 28518 | Yncharacterized protein OS=Lutzomyia longipalpis PE=4 SV
. ol
13 62638 |tr|AOA1825K05|A0A1825K05 9DIPT 53.03 10 1 1 N | 184g3|U)characterized protein OS=Anopheles maculatus PE=4 SV
Heat shock 70 kDa protein cognate 4 OS=Acromyrmex echi
9 62636 |tr|FAW666|F4W666 ACREC 48.97 3 1 1 Y 71197 1o GN=GSI 00950 PE~3 V=1
Transmembrane emp24 domain-containing protein OS=Dap
10 62657 |tr|AOAOP6CG63|AOAOP6CGE3 9CRUS 45.04 12 3 3 N 25003 PE23 Sv=1
Transmembrane emp24 domain-containing protein (Fragme
10 62769 |tr|AOAOP5ZY70|AOAOP5ZY70 9CRUS 39.55 12 2 2 N 19820 e pnia magna PE3 Svo1
17 22509 |tr|T1PG74|T1PG74 MUSDO 39.60 9 1 1 Y 16787 | Ras family protein OS=Musca domestica PE=2 SV=1
17 22510 |tr|T1PDL5|T1PDL5 MUSDO 39.60 9 1 1 Y 16743 Ras family protein 0S=Musca domestica PE=2 SV=1
Ras-related protein Racl OS=Ceratitis capitata GN=RAC1 P
17 22537 |tr|WBAQGS|WSAQGS CERCA 39.60 7 1 1 Y 22239 (2% 'S
Uncharacterized protein OS=Drosophila willistoni GN=Dwil
17 22511 |tr|B4ML79|B4ML79 DROWI 39.60 7 1 1 Y 21344\ Qe 1ot PE<3 Qvmt
17 22512 |tr|B4QKE8|B4QKE8 DROSI 39.60 7 1 1 Y 21359 6213056 0S=Drosophila simulans GN=Dsim\GD13056 PE
: =35v=1
17 22513 |tr|B4J295|B4J295 DROGR 39.60 7 1 1 Y 21414 6?156613 0S=Drosophila grimshawi GN=Dgri\GH16613 PE
. =3sv=1
17 22514 |tr|AOAOK8VMI4|AOAOKSVMI4 BACLA 39.60 7 1 1 Y 21496 Rgsgée'gtesc\j/prftei" Rac2 OS=Bactrocera latifrons GN=Rac2
Uncharacterized protein OS=Drosophila virilis GN=Dvir\GJ1
17 22515 |tr|B4LDX8|B4LDX8 DROVI 39.60 7 1 1 Y 21537 | 55c0 Peas eyt
17 22516 |tr|AOAIA9WD10|AOAIASWD10 9MUSC | 39.60 7 1 1 Y 21456 f"CharaCte”zed protein OS=Glossina brevipalpis PE=3 SV=
17 22517 |tr|ADA118Q976|A0A1I8Q976 STOCA 39.60 7 1 1 Y 21441 | Uncharacterized protein OS=Stomoxys calcitrans GN=1060
84831 PE=3 SV=1
17 22518 |tr|B4HV68|B4HV68 DROSE 39.60 7 1 1 v 21359 GM13759 OS=Drosophila sechellia GN=Dsec\GM13759 PE=
: 3sv=1
17 22519 |tr|AOA034W5H7|AOAO34W5H7 BACDO | 39.60 7 1 1 v | 21428|f2STelared protein Racl OS=Bactrocera dorsalis GN=RACL
ras-related protein Racl OS=Agrilus planipennis GN=LOC1
17 22520 |tr|AOAIWAWMWA|AOAIWAWMWA AGRPL| 39.60 7 1 1 Y 21396 | (5737001 PEo3 SVt
Putative ras-related protein racl OS=Haematobia irritans P
17 22521 |tr|AOA1LSEGWS|AOAILBEGWS HAEIR 39.60 7 1 1 Y 21441 | 1L
Uncharacterized protein OS=Drosophila mojavensis GN=D
17 22522 |tr|B4KYQ8|B4KYQ8 DROMO 39.60 7 1 1 Y 21537 | 1 CT1 2458 PECS SV=1
17 22523 |tr|AOA1IBN4Z1|AOALIBNAZ1 MUSDO 39.60 7 1 1 v | 21440 pcharacterized protein 0S=Musca domestica GN=101900
17 22524 |tr|AOAOLOCPU9|AOAOLOCPU9 LUCCU 39.60 7 1 1 Y | 21544 | f2selated protein Rac2 OS=Lucilia cuprina GN=FF38_059
ras-related protein Rac2 OS=Drosophila ficusphila GN=LOC
17 22525 |tr|AOA1W4U7I3|AOAIWAU7I3 DROFC | 39.60 7 1 1 Y 21373| 35086081 PEZ3 SV o1
17 22526 |tr|AOA1I8MG34|AOA1I8MG34 MUSDO 39.60 7 1 1 Y 21396 | Yncharacterized protein OS=Musca domestica GN=101893
580 PE=3 SV=1
17 22527 |tr|AOAOM4EYM2|AOAOMA4EYM2 DROBS | 39.60 7 1 1 v | 21512|Ract OS=Drosophila busckil GN=Dbus_chr3Lg486 PE=3 SV
Ras-related small GTPase rho type OS=Glossina morsitans
17 22528 |tr|D3TPEQ|D3TPE0_GLOMM 39.60 7 1 1 Y 21456 | o e Syt
17 22529 |tr|AOA1A9VE20|A0A1A9VE20 GLOAU 39.60 7 1 1 Y 21456 | Uncharacterized protein OS=Glossina austeni PE=3 SV=1
17 22530 |tr|AOA1A9XESQ|AOAIAIXESO GLOFF 39.60 7 1 1 Y 21456 grg\',‘arlacmrimd protein OS=Glossina fuscipes fuscipes PE=
Uncharacterized protein OS=Drosophila erecta GN=Dere\G
17 22531 |tr|B3NFD1|B3NFD1 DROER 39.60 7 1 1 Y 21359 | G e e s
17 22532 |tr|AOA1BOBHT7|AOAIBOBHT7 OMUSC | 39.60 7 1 1 v | 21456|Uncharacterized protein OS=Glossina palpalis gambiensis P
: E=3 SV=1
Uncharacterized protein OS=Drosophila pseudoobscura pse
17 22533 |tr|B5DQJ0|B5DQJ0 DROPS 39.60 7 1 1 Y 21451 | (o cours ON=DpSO\GAZ 3612 PEL3 SVe1
Uncharacterized protein OS=Drosophila ananassae GN=Da
17 22534 |tr|B3M551|B3M551 DROAN 39.60 7 1 1 Y 21390 0P e 88 PE=3 Svmt
17 22535 |tr|AOA1L8EH01|AOA1L8EHO1 HAEIR 39.60 7 1 1 Y 21386 E”t;‘té‘f rlas're'ate‘j protein rac2 0S=Haematobia irritans P
total 195 proteins
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16/03/2023, 15:19 proteins
Pé?;ﬁ:‘ Pr(;:)ein Accession -10IgP Co\(l:,/:;\ge #Peptides | #Unique |PTM a;gs Description

17 22536 |tr|MOPBU2|MOPBU2 DROME 39.60 7 1 1 Y | 21359|RacZ soform B 0S=Drosophila melanogaster GN=Rac2 PE
18 22662 |tr|AOAOPSVEM3|AQAOPSVEM3 9CRUS | 35.37 12 1 1 Y | 11058 ggiﬁgg‘“nfjgns:ﬂgi‘i 2, Mitochondrial-iike protein 05=

14 22227 |tr|AOAOP6DO33|A0AOP6DO33 OCRUS | 35.26 4 1 1 v | 29096| HRIIPA2BL protein (Fragment) OS=Daphnia magna PE=4
305 22723 |tr|KOFA39|KOFA39 9CRUS 27.09 15 2 2 N 10359 E"j;og\e/jl(':ragme”t) OS=Alpioniscus trogirensis GN=H3 P
11 22658 |tr|DENTM1|DENTM1 MARIA 25.86 2 1 1 v | 41784 Actin OS=Marsupenaeus japonicus PE=2 SV=1

20 63073 |tr|AQAOPSIP74|AOAOPSIP74 9CRUS 23.82 2 1 1 N | 36208 D O e paomis mame peeg ooy O
20 63074 |tr|ADAOPSX9BS|AOAOPSX9BS 9CRUS | 23.82 2 1 1 N | 37382 D O e paomin mamn peeg ey O
20 63076 |tr|ADAOPSN7WS|AOAOPSN7WS 9CRUS | 23.82 2 1 1 N | 39207 e O e Saoanis o et Sy o
19 22582 |tr|AOA182MII2|AQA182MII2 9DIPT 23.61 1 1 1 N | 124622|Uncharacterized protein OS=Anopheles culicifacies PE=4 S

12 22775 |tr|ADAOPSUVM6|AOAOPSUVME 9CRUS | 22.84 1 1 1 N | 139088 ':;‘;;i':,‘::Zhsszfat'c"”tai”ing protein 168 0S=Daphnia m

21 22307 |tr|W5ILB6|W5ILB6 ANODA 22.03 1 1 1 N | 94304|Drop dead OS=Anopheles darlingi GN=AND_003065 PE=4

22 63082 |tr|AOA1E1X293|A0ALEIX293 OACAR 21.01 1 1 1 N | 115394|Putative polyprotein (Fragment) OS=Amblyomma aureolatu
23 22585 |tr|Q17T64|Q17T64 OHYME 20.63 6 1 1 N | 18s11|Elopgation factor-1alpha (Fragment) OS=Bombus caliginos
23 63084 |tr|AOAOH3VAG6|AOAOH3VAG6 90DON | 20.63 6 1 1 N | 20336|Flongation factor 1 alpha (Fragment) OS=Brachytron prate
23 22586 |tr|A0A2211585|A0A2211585 9MUSC 20.63 5 1 1 N 25164 E's°g?\‘a=tg’fqafa§é"=r4léfl'zqa (Fragment) OS=Apodacra plumip
23 22587 |tr|D4P281|D4P281 HYPSO 20.63 5 1 1 N | 26652 Eé%g%ifg%ﬁifglla alpha (fragment) OS=Hyposmocoma sa
23 22580 |tr|D4P296|D4P296 INEOP 20.63 4 1 1 N | 2s1s5|Elonoation factor 1 alpha (Fragment) OS=Hyposmocoma m
23 22588 |tr|ADAOCSDATO|AOAOCSDATO HELNM | 20.63 4 1 1 N | 28014|El9n0ation factor 1 aipha (Fragment) OS=Heliconius numat
23 22590 |tr|D5GRK8|DSGRKS ONEOP 20.63 4 1 1 N | 29242|Flongation factor-1 alpha (Fragment) 0S=Oleria padilla pad
23 22591 |tr|D7GJQ5|D7GIQS 9DIPT 20.63 4 1 1 N | 30382 Eif’i”g,ﬂi%r;_ffgtggi;a's"\;‘jl(Fragme”t) OS=Micropsectra seg
23 22592 |tr|AOA1S6IYA4|AOA1S6IYA4 9CUCU 20.63 4 1 1 N | 30621 EL‘;”ugaa“ts“’QEfjgtg(/i'f'pha (Fragment) OS=Entiminae gen. 3
23 22593 |trlQ9UBI1|Q9UBI1 OHEMI 20.63 4 1 1 N | 31678|Elongation factor 1-alpha (Fragment) OS=Uroleucon aeneu
23 22594 |tr|ADAOGTSES|AOAOG2TSES ONEOP | 20.63 3 1 1 N | 35500|Flongation factor-1 alpha (Fragment) 0S=Eumorpha capro
23 22595 |tr|B3FBIS|B3FBIO 9MUSC 20.63 3 1 1 N | 36736| SN Got 1 {fjagment) OS=Lasiocnemus lug
23 22597 |tr|AOAOSINH65|AQAOSINHES QHEMI | 20.63 3 1 1 N | 38204 5;’;5;;3?Gf?\fi%r,:i:'F,F’Ehf3(g?ETe”t) OS=Cicadidae sp. ‘i
23 63085 |tr|[E9IV44|E9IV44 ONEOP 20.63 3 1 1 N | 38589|F/OR93ton foctor 1 alpha (Fragment) OS=Taraka hamada G
23 22598 |tr|D5GR67|DSGR67_ONEOP 20.63 3 1 1 N | 38718|Elongation factor-4 alpha (Fragment) OS=Hyposcada anchi
23 22600 |tr|D1GKQ7|D1GKQ7 9NEOP 20.63 3 1 1 N 39810 amﬂzf'gﬁfgft{’; ééazlghgv(:;agme"t) 0S=Caledopsyche ki

23 22601 |tr|ADAOG8I3Y4|AOAO68I3Y4 INEOP 20.63 3 1 1 N | 43946| GRISHIOD ool L2ipy2 (Fragment) OS=Acronicta grisea

23 63086 |tr|Q2VKY2|Q2VKY2 TITHA 20.63 3 1 1 N | 43741|El9n0ation factor 1-alpha (Fragment) OS=Tithorea harmoni
23 22602 |tr|Q2LB41|Q2LB41 ONEOP 20.63 3 1 1 N | 44539 E'gr,llgjgg{‘_;?;;grPIE'i'ghsav(:{agme”t) 0S=Gnophodes chely
23 22604 |tr|BSLXT8|B5LXT8 COETU 20.63 3 1 1 N | 44632 ELOE%ajg’nga;té’:r;;‘\'/‘;hf (Fragment) OS=Coenonympha tul
23 22605 |tr|ADAOKOMVAG|AOAOKOMVAG ONEOP | 20.63 3 1 1 N | as0a8 O T e ey vma fionites n
23 22606 |tr|ADAOKOMUS6|AQAOKOMUS6 ONEOP | 20.63 3 1 1 N | 45083 gRIgaon facror 1-2lpna (Fragment) OS=Parasarpa zayla

23 22607 |tr|Q58GU4|Q58GU4 ONEOP 20.63 3 1 1 N | 45001 S'r‘;';?;t;"g,\iajégflgilgzg (Fragment) OS=Ectopatria pauro
23 22609 |tr|B8Y157|B8Y157 INEOP 20.63 3 1 1 N | 45245 E'S'E‘g?iggggcggrzgg'\',’ﬁ (Fragment) OS=Melitaea casta G

total 195 proteins

tr|V9I6A9|V9I6A9_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:19 proteins
1 MASKGELATE SREENFPKRRT DNLEDLEQEL DIDFHEITPE ELYQRFQTHP ENGLSHAKAK ENLERDGPNS LTPPEKQTPEW o Oxidz
21 VEKFCENLFGG FALLLWIGAI LCFIAYSIQA STSEDPNDDN LYLGIVLAAV VIVTGIFSYY QESKESSEIME SFENMVEQIA
161l IVIREGEELT LKAEELVLGD VVEVKFGDRI PADIRIIESE GFEVDNSSLT GESEPQSRSP EFTNENPLET ENLAFFSTNA
241 VEGTAKGVVI CCGDQTVMGR IAGLASGLDT GETPIAKEIH HFIHLITGVA VFLGVTFFII AFILGYHWLD AVIFLIGIIV
321 ANVPEGLLAT VTVCLTLTAE RMASENCLVEK NLEAVETLGS TSTICSDKTG TLTQNEMTIVA HMWFDNQITE ADTTEDQSGL
401 QYDRTSPGFE ALARTIATLCN RAEFEAGQED KPILEREVNG DASEAALLEC MELALGDVMG IRKRNEEVCE IPFNSTNEYQ
—
481 VSIHESDNPD DPRHLLVMKEG APERILDRCS TIFIGGKEKV LDEEMEKEAFN NAYLELGGLG ERVLGFCDYI LPSDKFPIGE
561 KFNCDDPFNFF VDGLRFVGLM SMIDPPRAAV PDAVAKCRSA GIKVIMVTGD HPITAKATIAK SVGIISEGNE TVEDIAQRLN
64 IPVSEVNFRE AFAAVIHGTE LRELNSDQLD EILRYHTEIV FARTSPQQEL IIVEGCQRMG AIVAVTGDGV NDSPALEKEKAD
721 IGVAMGIAGS DVSEQAADMI LLDDNFASIV TGVEEGRLIF DNLEESIAYT LTSNIPEISP FLAFILCDIP LPLGTVTILC
201 IDLGTDMVPA ISLAYEEAES DIMKRHPENP FTDELVNERL ISMAYGQIGM IQAAAGFFVY FVIMAENGFL PLHLFGIREQ
281 WDSEAINDLE DSYGQEWTYR DRETLEFTCH TAFFVSIVIV QWADLIVCET RRNSITHQGM RNWALNFGLI FETALAAFLS
26l YTPGMDKEGLE MFPLEFVWWL PALPFMFAIF IYDETRRFYL RRNPGGWLEQ ETYY
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.QAADMILLDDNFASIVTGVEEGR.L Y 62.72 |2463.1951| 397.2|1233.0940|2(42.88|3943 1 735 | 757
K.LTLKAEELVLGDVVEVK.F Y 58.42 |1854.0713| 447.0| 928.4573(2|38.12|3404 1 169 | 185
K.AEELVLGDVVEVK.F Y 46.90 |1398.7605(-204.1| 700.2448(2|36.03|3159 1 173 | 185
R.MTVAHM(+15.99)WFDNQIIEADTTEDQSGLQYDR.T| Y 22.50 [3329.4604| 364.3|1111.2317|3(37.42|3322 1 377 | 404 |Oxidation (M)
total 4 peptides
tr|vV916B1|V9I6B1_APICE back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MESFENMVPQ IAIVIREGEE LTLKAEELVL GDVVEVKFGD RIPADIRIIE SRGFEVDNSS LTGESEPQSR SPEFTNENPL [0 Oxd:
21 ETENLAFFST NAVEGTAEGV VICCGDQTVM GRIAGLASGL DTGETPIARKE IHHFIHLITG VAVFLGVTFF IIAFILGYHW
16l LDAVIFLIGI IVANVPEGLL ATVTVCLTLT AKRMASENCL VENLEAVETL GSTSTICSDK TGTLTQNERMT VAHMWFDNQI
e u ]
241 TIEADTTEDQS GLQYDRTSPG FEALAKIATL CNRAEFKAGQY EDKPILEREV NGDASEAALL KCMELALGDV MGIRKRNEEV
321 CEIPFNSTNE YQVSIHESDN PDDPRHLLVM KGAPERILDRE CSTIFIGGEE EVLDEEMEEA FNNAYLELGG LGERVLGECD
401 YILPSDEFPI GFEKFNCDDPN FPVDGLREVG LMSMIDPPRA AVPDAVAKCR SAGIKVIMVT GDHPITAKAI AKSVGIISEG
481 NETVEDIAQE LNIPVSEVNP REAKAAVIHG TELRELNSDQ LDEILRYHTE IVFARTSPQQ KLIIVEGCQR MGAIVAVTGD
561 GVNDSPALEE ADIGVAMGIA GSDVSEQAAD MILLDDNFAS IVTGVEEGRL IFDNLEKSIA YTLTSNIPEI SPFLAFILCD
©41 IPLPLGTVTI LCIDLGTDMV PAISLAYEAP ESDIMKRQPE DPYRDNLVNR RLISMAYGQI GMIQAARAGFF VYFVIMAENG
721 FLPLHLFGIE EKEQWDSEAIND LRDSYGQEWT YREDRETLEFT CHTAFFVSIV IVQWADLIVC KTRRNSITHQ GMRNWALNEG
801 LIFETALAAF LSYTPGMDEG LRMFPLEKFVW WLPALPFMFA IFIYDETRRF YLRRNPGGWL EQETYY
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.QAADMILLDDNFASIVTGVEEGR.L Y 62.72 [2463.1951| 397.2|1233.0940|2(42.88|3943 1 587 [ 609
K.LTLKAEELVLGDVVEVK.F Y 58.42 |1854.0713| 447.0| 928.4573(2|38.12 (3404 1 21 37
K.AEELVLGDVVEVK.F Y 46.90 [1398.7605|-204.1| 700.2448(2(36.03|3159 1 25 37
R.MTVAHM(+15.99)WFDNQIIEADTTEDQSGLQYDR.T| Y 22.50 [3329.4604| 364.3|1111.2317|3(37.42|3322 1 229 |256 |Oxidation (M)
total 4 peptides

tr|V9I733|V91733_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list
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16/03/2023, 15:19 proteins
1 MESFENMVPQ IAIVIREGEK LTLKAEELVL GDVVEVKFGD RIPADIRIIE SRGFEVDNSS LTGESEPQSR SPEFTNENPL o Oxd:
21 ETENLAFFST NAVEGTAEGV VICCGDQTVM GRIAGLASGL DTGETPIAKE IHHFIHLITG VAVFLGVTFF IIAFILGYHW
16l LDAVIFLIGI IVANVPEGLL ATVTVCLTLT AFKRMASKNCL VENLEAVETL GSTSTICSDK TGTLTQNEMT VAHMWEFDNQI
J—
241 IEADTTEDQS GLQYDRTSPG FERALAKIATL CNRAEFKAGQY EDEPILEREV NGDASEAALL KCMELALGDV MGIRKRNEEV
321 CEIPFNSTNE YQVSIHESDN PDDPRHLLVM KGAPERILDE CSTIFIGGEE KVLDEEMEEA FNNAYLELGG LGERVLGFECD
401 YILPSDEFPI GFEFNCDDPN FPVDGLREVG LMSMIDPPRA AVPDAVAKCR SAGIEKVIMVT GDHPITAKAI AKSVGIISEG
481 NETVEDIAQE LNIPVSEVNP REAKAAVIHG TELRELNSDQ LDEILRYHTE IVFARTSPQQ KLIIVEGCQER MGAIVAVTGD
561 GVNDSPALEE ADIGVAMGIA GSDVSEQAAD MILLDDNFAS IVTIGVEEGRL IFDNLEKSIA YTLTSNIPEI SPFLAFILCD
©£41 IPLPLGTVTI LCIDLGTDMV PAISLAYEEA ESDIMEKRHPR NPFTDKLVNE RLISMAYGQI GMIQARAGFF VYFVIMAENG
721 FLPLHLFGIE EQWDSEAIND LRDSYGQEWT YREDRETLEFT CHTAFFVSIV IVQWADLIVC KTRRNSITHQ GMRNWALNEG
201 LIFETALAAF LSYTPGMDKG LRMFPLK
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start| End |PTM
K.QAADMILLDDNFASIVTGVEEGR.L Y | 62.72 |2463.1951| 397.2|1233.0940(2(42.88(3943| 1 587 |609
K.LTLKAEELVLGDVVEVK.F Y | 58.42 |1854.0713| 447.0| 928.4573|2(38.12(3404| 1 21 | 37
K.AEELVLGDVVEVK.F Y | 46.90 |1398.7605(-204.1| 700.2448|2(36.03[3159| 1 25 | 37
R.MTVAHM(+15.99)WFDNQIIEADTTEDQSGLQYDR.T| Y | 22.50 [3329.4604| 364.3(1111.2317|3(37.42(3322| 1 229 |256 |Oxidation (M)
total 4 peptides
tr|V916C2|V916C2_APICE back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MESFENMVPQ IAIVIREGEE LTLKAEELVL GDVVEVKFGD RIPADIRIIE SRGFEVDNSS LTGESEPQSR SPEFTNENPL [0 Oxd:
21 ETENLAFFST NAVEGTAKGV VICCGDQTVM GRIAGLASGL DTGETPIAKE IHHFIHLITG VAVFLGVIFF IIAFILGYHW
161 LDAVIFLIGI IVANVPEGLL ATVIVCLTLT AKRMASKNCL VENLEAVETL GSTSTICSDK TGTLTQNEMT VAHMWEDNQI
[——
241 TIEADTTEDQS GLQYDRTSPG FEALAKIATL CNRAEFKAGY EDKPILEREV NGDASEAALL KCMELALGDV MGIRKRNEEV
321 CEIPFNSTNE YQVSIHESDN PDDPRHLLVM KGAPERILDE CSTIFIGGKE EVLDEEMEEA FNNAYLELGG LGERVLGECD
401 YILPSDEFPI GFEKFNCDDPN FPVDGLRFVG LMSMIDPPRA AVPDAVAKCR SAGIKVIMVT GDHPITAKAI AKSVGIISEG
481 NETVEDIAQE LNIPVSEVNP REAKAAVIHG TELRELNSDQ LDEILRYHTE IVFARTSPQQ KLIIVEGCQR MGAIVAVTGD
5&l GVNDSPALEE ADIGVAMGIA GSDVSKQAAD MILLDDNFAS IVIGVEEGRL IFDNLEKSIA YTLTSNIPEI SPFLAFILCD
©£41 IPLPLGTVTI LCIDLGTDMV PAISLAYEAP ESDIMKRQPE DPYRDNLVNR RLISMAYGQI GMIQAAAGFF VYFVIMAENG
721 FLPLHLFGIR KQWDSEAIND LEDSYGQEWT YRDRETLEFT CHTAFFVSIV IVOQWADLIVC KTRENSITHQ GMENWALNEG
201 LIFETALAAF LSYTPGMDKG LRMFPLE
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.QAADMILLDDNFASIVTGVEEGR.L Y | 62.72 |2463.1951| 397.2|1233.0940(2(42.88(3943| 1 587 |609
K.LTLKAEELVLGDVVEVK.F Y | 58.42 |1854.0713| 447.0| 928.4573|2(38.12(3404| 1 21 | 37
K.AEELVLGDVVEVK.F Y | 46.90 |1398.7605(-204.1| 700.2448|2(36.03(3159| 1 25 | 37
R.MTVAHM(+15.99)WFDNQIIEADTTEDQSGLQYDR.T| Y | 22.50 [3329.4604| 364.3(1111.2317|3|37.42(3322| 1 229 (256 |Oxidation (M)
total 4 peptides
tr| AOAOP6A3S1|AOAOP6A3S1_9CRUS back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MPEPSKSAPA PKEGSEKAIS KAQKEDGEEER KRSEKESYSV YVYKVLEQVH PDTIGISSKAM GIMNSEVNDI FERIASEASE FEDFm‘.
1£ R Pyro-
I
21 LAHYNKRSTI TSREIQTAVR LLLPGELAKH AVSEGTKA
— —
—
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.KESYSVYVYK.V Y | 44.49 [1264.6339| -24.7| 633.3086(|2|29.03|2346| 1 35 | 44
K.Q(-17.03)VHPDTGISSK.A | Y | 41.98 [1150.5619|-120.8(1151.4302|1|26.61|2072| 1 48 | 58 |Pyro-glu from Q
K.HAVSEGTK.A Y | 41.46 | 827.4137| 950.0| 415.1071|2| 2.18| 159 2 110 [117
R.LAHYNKR.S Y | 25.90 | 900.4930| 592.2| 451.5204(2(20.72|1469| 1 81 | 87
K.Q(+27.99)VHPDTGISSK.A| Y | 21.77 [1195.5833| 929.7| 599.3547(2|26.34|2042| 1 48 | 58 |Formylation
K.ESYSVYVYK.V Y 21.62 |1136.5389| 874.9| 569.7739(2(30.98| 2571 2 36 | 44
K.RSTITSR.E Y | 16.66 | 819.4562| 842.3| 411.0805(2|20.69|1466| 1 87 | 93
total 7 peptides
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16/03/2023, 15:19 proteins
tr| AOAOP6CBE1|AOAOP6CBE1_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MPEPSESAPA PKEKGSKEKAIS KAQEKDGEKER KRSEKESYSV YVYKVLEQVH PDTGISSKAM GIMNSEVNDI FERIASEASR FEU”'“‘.
1£ R Pyro-
P

21 LAHYNKRSTI TSREIQTAVR LLLPGELAFH AVSEGTKAVT KYTSSK
I — I—
I—

Supporting Peptides:

Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.KESYSVYVYK.V Y 44.49 [1264.6339| -24.7| 633.3086|2(29.03|2346 1 35 | 44
K.Q(-17.03)VHPDTGISSK.A Y 41.98 [1150.5619|-120.8|1151.4302|1|26.61| 2072 1 48 58 |Pyro-glu from Q
K.HAVSEGTK.A Y 41.46 | 827.4137| 950.0| 415.1071|2| 2.18| 159 2 110 (117
R.LAHYNKR.S Y 25.90 | 900.4930| 592.2| 451.5204(2|20.72|1469 1 81 87
K.Q(+27.99)VHPDTGISSK.A| Y 21.77 |1195.5833| 929.7| 599.3547|2|26.34|2042 1 48 58 |Formylation
K.ESYSVYVYK.V Y | 21.62 |1136.5389| 874.9| 569.7739|2(30.98|2571 2 36 | 44
K.RSTITSR.E Y 16.66 | 819.4562| 842.3| 411.0805|2(20.69|1466 1 87 93
total 7 peptides
tr|V91K47|V9IK47_APICE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGLADPVAF AKDFLAGGVA AAISKTTVAP IERVELLLQV QHISKQISEE QRYEGMIDCF VRIPKEQGFL SYWRGNLANV [ Carb:

131

]
21 IRYFPTQALN FAFEDEYEQV FLGGVDENTQ FLRYFVGNLA SGGAAGATSL CEVYPLDFAR TRLAADVGKA GGEREFTGLG
=)

16l NCLTEIFEAD GITGLYRGFG VSVQGIIIYR AAYFGFYDTA RGMLPDPEET PFLISWGIAQ VVITTVAGIVS YPFDTVRRRM
241 MMQSGRAKSE ILYENTLHCW ATIYKTEGGN AFFKGAFSNI LRGTGGALVL VLYDEIKNLL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.DFLAGGVAAAISK.T Y 53.51 |1218.6608| -165.5| 610.2368(2(35.99|3154 2 13 25
R.YFVGNLASGGAAGATSLC(+57.02)FVYPLDFAR.T| Y 44.88 (2823.3689| 332.4|1413.1610(2(41.73|3813 2 114 | 140 |Carbamidomethylation
R.LAADVGK.A Y 22.71 | 672.3806|1358.1| 674.3010(1(24.33|1817 1 143 [ 149
total 3 peptides
tr[MONYU2|M9NYU2_APICC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGLADPVAF AKDFLAGGVA AAISKTTVAFP IERVELLLQV QHISKQISEE QRYKGMIDCF VRIPKEQGFL SYWRGNLANV & Carb:

131

=]
21 IRYFPTQALN FAFEDEYEQV FLGGVDENTQ FLRYFVGNLA SGGAAGATSL CEVYPLDFAR TRLAADVGKA GGEREFTGLG
=)

1€l NCLTEIFEAD GITGLYRGFG VSVQGIIIYR AAYFGFYDTA RGMLPDPKKA PFLISWGIAR VVITVAGIVS YPFDTVRREM
241 MMQSGRAESE ILYENTLHCW ATIYKTEGGN AFFEGAFSNI LRGTGGALVL VLYDEIENLL

Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.DFLAGGVAAAISK.T Y 53.51 |1218.6608| -165.5| 610.2368(2(35.99|3154 2 13 25
R.YFVGNLASGGAAGATSLC(+57.02)FVYPLDFAR.T| Y 44.88 (2823.3689| 332.4(1413.1610(2|41.73 (3813 2 114 | 140 |Carbamidomethylation
R.LAADVGK.A Y 22.71 | 672.3806|1358.1| 674.3010(1|24.33(1817 1 143 [149
total 3 peptides
tr|Q6vQ13|Q6VQ13_APIME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGLADPVAF AKDFLAGGVA AAISKTTVAP IERVELLLQV QHISKQISEE QRYKGMIDCF VRIPREQGFL SYWRGNLANV & Carb:

131

]
81 IRYFPTQALN FAFEDKYEKQV FLGGVDENTQ FLEYFVGNLA SGGAAGATSL CFVYPLDFAR TRLAADVGKA GGEREFTGLG
&

161 NCLTEIFEAD GITGLYRGEG VSVQGIIIYR AAYFGFYDTA RGMLPDPEET PEFLISWGIAQ VVITTVAGIVS YPFDTVRRRM
241 MMQSGRAKSE ILYKSTLHCW ATIYETEGGN AFFKGAFSNI LRGTGGALVL VLYDEIENLL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.DFLAGGVAAAISK.T Y 53.51 |1218.6608| -165.5| 610.2368(2|35.99 (3154 2 13 25
R.YFVGNLASGGAAGATSLC(+57.02)FVYPLDFAR.T| Y 44.88 (2823.3689| 332.4(1413.1610(2|41.73 (3813 2 114 | 140 |Carbamidomethylation
total 3 peptides
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Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.LAADVGK.A Y 22.71 | 672.3806|1358.1| 674.3010(1|24.33(1817 1 143 [ 149

total 3 peptides

tr|E2BR21|E2BR21_HARSA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGLTDPVAF AKDFIAGGVA AAISKTTVAP IERVELLLQV

21 IRYFPTQALN FAFKDEYEQI FLGGVDKNTQ FLRYFVGNLA

back to list

QHISKQIAEN QRYKGMIDCF VRIPREQGFL SYWRGNFANV [ carb:

131
]

161 NCLARISEKAD GITGLYRGEG VSVQGIIIYR AAYFGFYDTA
241 MMQSGRAKSE ILYENTLHCW STIYKTEGGN AFFKGAFSNI

Supporting Peptides:

SGGAAGATSL CEVYPLDFAR TRLAADVGKG TGEREFTGLA
&

RGMLFDFEET FFLVSWGIAQ AVTTVAGIVS YPFDTVEREM
LRGTGGALVL VLYDEIENLL

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.DFIAGGVAAAISK.T Y 53.51 |1218.6608| -165.5| 610.2368(2|35.99 (3154 2 13 25
R.YFVGNLASGGAAGATSLC(+57.02)FVYPLDFAR.T| Y 44.88 (2823.3689| 332.4(1413.1610(2|41.73 (3813 2 114 | 140 |Carbamidomethylation
R.LAADVGK.G Y 22.71 | 672.3806|1358.1| 674.3010(1(24.33|1817 1 143 (149
total 3 peptides
tr|AOA182FLZ7|AOA182FLZ7_ANOAL back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
a2
u]
1 PRDNIQGITKP ATRRLARRGG VEKRISGLIYE ETRGVLKVFL ENVIRDAVTY TEHAKRETVT AMDVVYALKR QGRTLYGFGG Dih;d

— — il Methn

e —— — ) — R | |0 Oxidz

—————————
Supporting Peptides:

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

R.DNIQGITKPAIR.R Y 37.13 |1324.7462| 738.5| 663.8696(2|29.08 (2353 1 2 13
K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27|3070 1 58 69 |Oxidation (M)
K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 58 70 |Oxidation (M)
R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173|1|34.27|2953 1 74 | 80
R.DNIQGITKPAIR(+14.02).R Y 26.53 |1338.7620| -83.7| 670.3322(2|28.97|2339 1 2 13 |Methyl ester
R.DAVTYTEHAK.R Y 24.64 |1133.5353|-116.7(1134.4103(1|24.96|1888 1 46 55
R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 74 | 80 |Dihydroxy
R.DNIQGITK.P Y 21.75 | 887.4713|-116.8| 888.3749(1|26.60|2071 1 2 9
R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.892675 1 24 33
total 9 peptides

tr|AOA1D2MA61|A0A1D2MA61_ORCCI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MTGRGEGGEG LGEGGAKRHR KVLRDNIQGI TKPAIRRILAR RGGVERISGL IYEETRGVLE VFLENVIRDA VITYTEHAKEK Dih;d
— — — uil Methy
— o Oxidz
—————————
25
[u]
21 TVTAMDVVYA LKRQGRTLYG FGG
I — ) — = —
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM

R.DNIQGITKPAIR.R Y 37.13 |1324.7462| 738.5| 663.8696(2|29.08 (2353 1 25 36

K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27|3070 1 81 92 |Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173|1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y 26.53 |1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 36 |Methyl ester

R.DAVTYTEHAK.R Y 24.64 |1133.5353|-116.7(1134.4103(1|24.96|1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713|-116.8| 888.3749(1|26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1|31.892675 1 47 56

total 9 peptides

tr|AOA1Z5LH91|AO0A1Z5LH91_ORNMO

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:19 proteins

1 MSGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

J— — — i Meth
——] o Oxidz
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2(33.93(2911 1 81 93 | Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173|1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96| 1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5/1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|AOA182IZV6|A0A182IZV6_9DIPT back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

— — — i Meth
——] o Oxidz
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K. TVTAM(+15.99)DVVYALK.R Y | 33.79 [1325.6901| 747.8| 664.3480(2|35.27|3070 1 81 | 92 [Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96|1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|B4JH62|B4JH62_DROGR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTGRGKGGKG LGKGGAKRHR KVLRDNIQGI TKPAIRRLAR RGGVKRISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRK [lDhyd

— — —— i Meth
——] o Oxidz
I ——
85
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y 37.13 |1324.7462| 738.5| 663.8696(2|29.08 (2353 1 25 36

K.TVTAM(+15.99)DVVYALK.R Y | 33.79 [1325.6901| 747.8| 664.3480(2|35.27|3070 1 81 | 92 [Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 [1133.5353(-116.7|1134.4103|1(24.96|1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|AOA194Q0V4|A0A194Q0V4_PAPXU back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:19 proteins

1 MTGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

J— — — i Meth
———— o Oxide
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start| End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982(2(33.93(2911 1 81 93 | Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173|1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97 (2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96|1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|AOA182FBX3|AOA182FBX3_ANOAL back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

— — — i Meth
——] o Oxidz
I ——
85
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 [1133.5353(-116.7|1134.4103|1(24.96| 1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5/1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|AOA151XEG2|AOA151XEG2_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTGRGKGGKG LGKGGAKRHR KVLRDNIQGI TKPAIRRLAR RGGVKRISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRK [lDhyd

— — —— i Meth
——] o Oxidz
I ——
85
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K. TVTAM(+15.99)DVVYALK.R Y | 33.79 [1325.6901| 747.8| 664.3480(2|35.27|3070 1 81 | 92 [Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96| 1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89| 2675 1 47 56

total 9 peptides

tr|AOA034WS42|A0A034WS42_BACDO back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p2/protein.html 12/56



16/03/2023, 15:19

proteins

1 MTGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

I ——] I——
————
I ——
85
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36
K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)
K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982(2(33.93(2911 1 81 93 | Oxidation (M)
R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173|1|34.27|2953 1 97 |103
R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester
R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96| 1888 1 69 78
R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy
R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32
R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|B4LVM7 |B4LVM7_DROVI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

— Methn

o COxidz

back to list

1 MTGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

—— ——
———— 1
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36
K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)
K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)
R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103
R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97 (2339 1 25 | 36 [Methyl ester
R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96|1888 1 69 78
R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy
R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32
R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5/1180.4893|1(31.89|2675 1 47 56
total 9 peptides

tr|AOA226DYY4|AO0OA226DYY4_FOLCA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

I —— Meth

o Oxidz

back to list

1 MTGRGKGGKG LGKGGAKRHR KVLRDNIQGI TKPAIRRLAR RGGVKRISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRK [lDhyd

—— ——
———— 1
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
R.DNIQGITKPAIR.R Y 37.13 |1324.7462| 738.5| 663.8696(2|29.08 (2353 1 25 36
K. TVTAM(+15.99)DVVYALK.R Y | 33.79 [1325.6901| 747.8| 664.3480(2|35.27|3070 1 81 | 92 [Oxidation (M)
K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)
R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103
R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester
R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96| 1888 1 69 78
R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy
R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32
R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56
total 9 peptides

tr|B4ILZ0|B4ILZ0_DROSE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p2/protein.html
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16/03/2023, 15:19 proteins

1 MTGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLSR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

J— — — i Meth
———— o Oxide
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start| End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982(2(33.93(2911 1 81 93 | Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173|1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96|1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|Q7PCX0|Q7PCX0_ANOGA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

— — — i Meth
——] o Oxidz
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97 (2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 [1133.5353(-116.7|1134.4103|1(24.96| 1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5/1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|AOA023GDJ7|A0A023GDJ7_9ACAR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGKGGKG LGKGGAKRHR KVLRDNIQGI TKPAIRRLAR RGGVKRISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRK [lDhyd

— — —— i Meth
——] o Oxidz
I ——
85
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K. TVTAM(+15.99)DVVYALK.R Y | 33.79 [1325.6901| 747.8| 664.3480(2|35.27|3070 1 81 | 92 [Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96| 1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|AOA132ACK5|A0A132ACK5_SARSC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p2/protein.html 14/56



16/03/2023, 15:19

proteins

1 MSGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

I ——] I——
————
I ——
85
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36
K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)
K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2(33.93(2911 1 81 93 | Oxidation (M)
R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173|1|34.27|2953 1 97 |103
R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester
R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96| 1888 1 69 78
R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy
R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32
R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5/1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|AOA1BOD251|AOA1BOD251_PHLPP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

— Methn

o COxidz

back to list

1 MTGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

—— ——
———— 1
I ——
85
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36
K. TVTAM(+15.99)DVVYALK.R Y | 33.79 [1325.6901| 747.8| 664.3480(2|35.27|3070 1 81 | 92 [Oxidation (M)
K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)
R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103
R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97 (2339 1 25 | 36 [Methyl ester
R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96|1888 1 69 78
R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy
R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32
R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5/1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr| AOAOASWMXO0|AOAOA9WMXO_LYGHE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

I —— Meth

o Oxidz

back to list

1 MTGRGKGGKG LGKGGAKRHR KVLRDNIQGI TKPAIRRLAR RGGVKRISGL IYEETRGVLE AFLENVIRDA VTYTEHAKRK [lDhyd

—— ——
———— 1
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
R.DNIQGITKPAIR.R Y 37.13 |1324.7462| 738.5| 663.8696(2|29.08 (2353 1 25 36
K.TVTAM(+15.99)DVVYALK.R Y | 33.79 [1325.6901| 747.8| 664.3480(2|35.27|3070 1 81 | 92 [Oxidation (M)
K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)
R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103
R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester
R.DAVTYTEHAK.R Y 24.64 [1133.5353(-116.7|1134.4103|1(24.96|1888 1 69 78
R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy
R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32
R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|E2A0J1|E2A0J1_CAMFO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p2/protein.html

I —— Meth

o Oxidz

back to list
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16/03/2023, 15:19 proteins

1 MTGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

J— J— J— [ Methy
———— o Oxide
I ——
85
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982(2(33.93(2911 1 81 93 | Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173|1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96| 1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|Q4PM69|Q4PM69_IXOSC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

— — — i Meth
——] o Oxidz
I ——
85
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97 (2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96|1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5/1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|AOA1S3DDY8|AO0OA1S3DDY8_DIACI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTGRGKGGKG LGKGGAKRHR KVLRDNIQGI TKPAIRRLAR RGGVKRISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRK [lDhyd

— — —— i Meth
——] o Oxidz
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y 37.13 |1324.7462| 738.5| 663.8696(2|29.08 (2353 1 25 36

K. TVTAM(+15.99)DVVYALK.R Y | 33.79 [1325.6901| 747.8| 664.3480(2|35.27|3070 1 81 | 92 [Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 (1133.5353(-116.7|1134.4103|1(24.96| 1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077|1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713(-116.8| 888.3749|1(26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|AOA182WXV7|AOA182WXV7_ANOQN back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:19 proteins

1 MTGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

J— J— J— [ Methy
———— o Oxide
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start| End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982(2(33.93(2911 1 81 93 | Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173|1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97|2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 |1133.5353|-116.7(1134.4103|1|24.96 | 1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077(1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713|-116.8| 888.3749(1|26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5|1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr| AOA1V9XAM9|AOA1VIXAM9_9ACAR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGKGGEG LGKGGAKRHR EVLRDNIQGI TKPAIRRLAR RGGVERISGL IYEETRGVLE VFLENVIRDA VTYTEHAKRE Elvhyd

— — — i Meth
——] o Oxidz
I ——
25
=)
51 TVTAMDVVYA LKRQGRTLYG FGG
— ) — e ! —
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM

R.DNIQGITKPAIR.R Y | 37.13 [1324.7462| 738.5| 663.8696(2|29.08|2353 1 25 | 36

K.TVTAM(+15.99)DVVYALK.R Y 33.79 |1325.6901| 747.8| 664.3480(2|35.27 (3070 1 81 92 |Oxidation (M)

K.TVTAM(+15.99)DVVYALKR.Q| Y 30.97 |1481.7911 -6.3| 741.8982|2|33.93|2911 1 81 93 |Oxidation (M)

R.TLYGFGG Y 30.03 | 713.3384| -39.9| 714.3173(1|34.27|2953 1 97 |103

R.DNIQGITKPAIR(+14.02).R Y | 26.53 [1338.7620| -83.7| 670.3322(2|28.97 (2339 1 25 | 36 [Methyl ester

R.DAVTYTEHAK.R Y 24.64 |1133.5353|-116.7(1134.4103|1|24.96 | 1888 1 69 78

R.TLY(+31.99)GFGG Y 22.56 | 745.3282| -37.3| 746.3077(1|34.44|2973 1 97 | 103 |Dihydroxy

R.DNIQGITK.P Y 21.75 | 887.4713|-116.8| 888.3749(1|26.60|2071 1 25 32

R.ISGLIYEETR.G Y 15.23 [1179.6135(-111.5/1180.4893|1(31.89|2675 1 47 56

total 9 peptides

tr|Q7IN37|Q7IN37_ARTSF back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQIEVETLTG KTITLEVEPS DTIENVKAKI QDKEGIPPDQ QRLIFAGKQL EDGRTLSDYN IQEESTLHLV LRLRGG

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.TITLEVEPSDTIENVK.A| Y 48.84 [1786.9200(-126.9|894.3539 (2|34.45|2974 1 12 27
K.IQDKEGIPPDQQR.L Y 44.17 [1522.7739| 44.5|762.4281(2|24.94 (1885 1 30 | 42
total 2 peptides

tr|AOA034WV44|A0A034WV44_BACDO back to list

Protein Coverage:

1 MQIFVETLTG KETITLEVEPS DTIENVKAKI QDKEGIPPDQ QRILIFAGKEQL EDGRTLSDYN IQKESTLHLV LRLRGGMQIF

21 VETLTGKTIT LEVEPSDTIE NVEAEIQDEE GIPPDQQRLI FAGEKQLEDGR TLSDYNIQKE STLHLVLRLR GGMQIFVETL
161 TGKTITLEVE PSDTIENVEA KIQDE

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z |z| RT |[Scan|#Spec|Start | End |PTM
K.TITLEVEPSDTIENVK.A| Y 48.84 [1786.9200(-126.9(894.3539 (2|34.45|2974 1 12 27
K.IQDKEGIPPDQQR.L Y 44.17 [1522.7739| 44.5|762.4281(2|24.94 (1885 1 30 | 42
total 2 peptides

tr| AOAOA9Z4T5|AOAOA9Z4T5_LYGHE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:19 proteins

1 MQIFVETLTG KTITLEVEPS DTIENVKAKI QDKEGIPPDQ QRLIFAGKQL EDGRTLSDYN IQKESTLHLV LRLEGGAEER

21 EKEENYSTPEE IKHEEEKKIEL AVLEYYKVDE NGKISRLRRE CPSEQCGAGV FMAAMEDRHY CGKCSYTLVE NEFPEEE

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z |z| RT |[Scan|#Spec|Start | End |PTM
K.TITLEVEPSDTIENVK.A| Y 48.84 (1786.9200(-126.9|894.3539 (2|34.45|2974 1 12 27
K.IQDKEGIPPDQQR.L Y 44,17 [1522.7739 44.5|762.4281|2|24.94 (1885 1 30 42
total 2 peptides

tr|Q1W2C4|Q1W2C4_9HEMI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQIEVETLTG KTITLEVEPS DTIENVKAKI QDKEGIPPDQ QRLIFAGKQL EDGRTLSDYN IQKESTLHLV LELRGGAEKER

21 FKEENYSTPEK IKHEEEEKIEL AVLEYYKVDE NGKISRLRRE CPSEQCGAGV FMAAMDDRHY CGKCSYTLVFE SEPEDE

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.TITLEVEPSDTIENVK.A| Y 48.84 [1786.9200(-126.9(894.3539 (2|34.45|2974 1 12 27
K.IQDKEGIPPDQQR.L Y 44,17 [1522.7739 44.5|762.4281|2|24.94 (1885 1 30 42
total 2 peptides

tr|[AOA182QI60|AOA182QI60_9DIPT back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQIEVETLTG KTITLEVEPS DTIENVKAKI QDKEGIPPDQ QRLIFAGKQL EDGRTLSDYN IQKESTLHLV LELRGGAKER

21 FKEENYSTPEEK IKHEREEVEL AVLEYYKVDE NGKIHRLRRE CTSESCGAGV FMAAHEDRHY CGKCHLTLVY SEQEEE

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.TITLEVEPSDTIENVK.A| Y 48.84 |1786.9200(-126.9(894.3539 (2|34.45|2974 1 12 27
K.IQDKEGIPPDQQR.L Y 44.17 [1522.7739| 44.5|762.4281(2|24.94 (1885 1 30 | 42
total 2 peptides

tr|D7RF65|D7RF65_ERISI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQIFVETLTG KTITLEVEPS DTIENVKAKI QDKEGIPPDQ QRLIFAGKQL EDGRTLSDYN IQKESTLHLV LERLRGGAKER

21 FKERENYTTPEK IKHEHEEVEL AMLEFYEVDD NGKITRQRRE CPSDECGAGV FMANMFDRQY CGRCHLTYVFE NKPE

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.TITLEVEPSDTIENVK.A| Y 48.84 [1786.9200(-126.9(894.3539 (2|34.45|2974 1 12 27
K.IQDKEGIPPDQQR.L Y 44,17 |1522.7739| 44.5|762.4281|2|24.94 (1885 1 30 | 42
total 2 peptides

tr|E3UKG7 | E3UKG7_ERISI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQIFVETLTG KTITLEVEPS DTIENVKAKI QDKEGIPPDQ QRITFAGEKQL EDGRTLSDYN IQKESTLHLV LRLRGGVIEP

21 SLELLAEEYN CNEMICRECY ARLHPRATNC RKEKCGHTSN IRPEKKIEG

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.TITLEVEPSDTIENVK.A| Y 48.84 (1786.9200(-126.9|894.3539 (2|34.45|2974 1 12 27
K.IQDKEGIPPDQQR.L Y 44,17 |1522.7739| 44.5|762.4281|2|24.94 (1885 1 30 | 42
total 2 peptides

tr|AOA182IKK6|AOA182IKK6_9DIPT back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQIFVETLTG KTITLEVEPS DTIENVKAKI QDKEGIPPDQ QRIIFAGKQL EDGRTLSDYN IQKESTLHLV LRLRGGIIEP

1 SLRILAQEYN CDEMICRECY ARLHPRATNC RKKKCGHTNN LRPEEKLE

Supporting Peptides:
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16/03/2023, 15:19 proteins
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.TITLEVEPSDTIENVK.A| Y 48.84 [1786.9200(-126.9(894.3539 (2|34.45|2974 1 12 27
K.IQDKEGIPPDQQR.L Y 44.17 [1522.7739| 44.5|762.4281(2|24.94 (1885 1 30 | 42
total 2 peptides

tr|[R4G4B9|R4G4B9_RHOPR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQIFVETLTG KTITLEVEPS DTIENVKAKI QDKEGIPPDQ QRITFAGEQL EDGRTLSDYN IQEESTLHLV LRLRGGVIEP

21 TLRILAQKEYN CDEMICRECY ARLHPRATNC RKKKCGHTNN IRPEEEKIE

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.TITLEVEPSDTIENVK.A| Y 48.84 |1786.9200(-126.9(894.3539 (2|34.45|2974 1 12 27
K.IQDKEGIPPDQQR.L Y 44,17 |1522.7739| 44.5|762.4281|2|24.94 (1885 1 30 | 42
total 2 peptides

tr|E3UKGS8|E3UKGS8_ERISI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQIFVETLTG ETITLEVEPS DTIENVKAKI QDKEGIPPDQ QRLIFAGKQL EDGRTLSDYN IQKESTLHLV LRLRGGMQIF
81 VEKTLTGKTIT LEVEPSDTIE NVEKAKIQDEE GIPPDQQRLI FAGEQLEDGR TLSDYNIQKE STLHLVLRLR GGMQIFVETL
161 TGETITLEVE PSDTIENVEA KIQDEEGIPP DQQRLIFAGK QLEDGRTLSD YNIQKESTLH LVLRLRGGMQZ IFVETLTGET
247 ITLEVEPSDT IENVEAKIQD KEGIPPDQQR LIFAGEKQLED GRTLSDYNIQ KESTLHLVLE LRGGM
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z |z| RT |[Scan|#Spec|Start | End |PTM
K.TITLEVEPSDTIENVK.A| Y | 48.84 |1786.9200 (-126.9|894.3539(2(|34.45(2974| 1 12 | 27
K.IQDKEGIPPDQQR.L Y | 44.17 [1522.7739| 44.5|762.4281(2|24.94|1885| 1 30 | 42
total 2 peptides
tr|AOA1S3DBX7|AO0A1S3DBX7_DIACI back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MQIFVETLTG KTITLEVEPS DTIENVKAKI QDKEGIPPDQ QRLIFAGEQL EDGRTLSDYN IQKESTLHLV LRLRGGMQIF
21 VEKTLTGKTIT LDVEPSDTIE NVEAKIQDEE GIPPDQQRLI FAGEQLEDGR TLSDYNIQKE STLHLVLELR GGMQIFVETL
16l TGETITLEVE PSDTIENVEA KIQDEKEGIPP DQQRLIFAGK HLEDGRTLSD YNIQKESTLH LVLRLRGGMQ IFVETLTGET
241 ITLEVEPSDT IENVEAKIQD KEGIPPDQQR LIFAGKQLED GRTLSDYNIQ KESTLHLVLR LRGGF
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.TITLEVEPSDTIENVK.A| Y | 48.84 |1786.9200 (-126.9|894.3539(2(34.45(2974| 1 12 | 27
K.IQDKEGIPPDQQR.L Y | 44.17 [1522.7739| 44.5|762.42812|24.94|1885| 1 30 | 42
total 2 peptides
tr|AOA1E1W9H3|AOA1E1W9H3_PECGO back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MQIFVETLTG KETITLEVEPS DTIENVKAKI QDKEGIPPDQ QRILIFAGKEQL EDGRTLSDYN IQKESTLHLV LRLRGGMQIF
51 VEKTLTGKTIT LEVEPSDTIE NVEAKIQDEE GIPPDQQRLI FAGEQLEDGR TLSDYNIQEE STLHLVLELR GGMQIFVETL
16l TGETITLEVE PSDTIENVEA KIQDEEGIPP DQQRLIFAGK QLEDGRTLSD YNIQKESTLH LVLRLRGGMQ IFVETLTGET
24 ITLEVEPSDT IENVEARIQD KEGIPPDQQR LIFAGEQLED GRTLSDYNIQ KESTLHLVLR LRGGMQIFVE TLTGKTITLE
321 VEPSDTIENV KAKIQDEKEGI PPDQQRLIFA GEQLEDGRTL SDYNIQKEST LHLVLRLRGG MQIFVETLTG KTITLEVEPS
401 DTIENVEAKI QDEEGIPPDQ QRLIFAGEQL EDGRTLSDYN IQEESTLHLV LRLRGGM
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.TITLEVEPSDTIENVK.A| Y | 48.84 |1786.9200 (-126.9|894.3539(2(|34.45(2974| 1 12 | 27
K.IQDKEGIPPDQQR.L Y | 44.17 [1522.7739| 44.5|762.4281(2|24.94|1885| 1 30 |42
total 2 peptides
tr| AOAOQ5U3G2|AOAO0Q5U3G2_DROER back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
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1

81
lel
241
321
401
81
el

641

(=

wn

MQIFVETLTG

VKTLTGKTIT
TGKTITLEVE
ITLEVEPSDT
VEPSDTIENV
DTIENVKAKI
NVKAKIQDKE
KIQDKEGIEP
KEGIPPDQOQR

Supporting Peptides:

KETITLEVEPS

DTIENVEKRAKI

QDKEGIPPDQ

proteins

QRLIFAGKQL

LEVEPSDTIE
PSDTIENVEKA
IENVKAKIQD
KAKIQDKEGI
QDKEGIPPDQ
GIPPDQORLI
DQQORLIFAGK
LIFAGKQLED

NVEAKIQDKE
KIQDKEGIPP
KEGIPPDQOR
PPDQQRLIFA
QRLIFAGKQL
FAGKQLEDGR
QLEDGRTLSD
GRTLSDYNIQ

GIPPDQQRLI
DQQRLIFAGK
LIFAGKQLED
GKQLEDGRTL
EDGRTLSDYN
TLSDYNIQKE
YNIQKESTLH
KESTLHLVLR

FAGEKQLEDGR
QLEDGRTLSD
GRTLSDYNIQ
SDYNIQEEST
IQFKESTLHLV
STLHLVLRLR
LVLELRGGMQ
LRGGMQA

Peptide

Uniq

-10IgP

Mass

ppm

m/z z

RT |Scan|#Spec

Start

PTM

K.TITLEVEPSDTIENVK.A| Y

48.84 (1786.9200

-126.9

894.3539 |2

34.45

2974 1

12 | 27

K.IQDKEGIPPDQQR.L Y

44.17 [1522.7739

44.5(762.4281 |2

24.94

1885 1

30 |42

total 2 peptides

tr|AOA0872QI5|AOA087ZQI5_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1

=

81

MALLSLELVS
LENIQADEMWV

SIARQLFENTT
EFSSGLKGMA

KLRFRIGTEA
VAIGQERSTV
LLRRPPGREA
AINVGLSVSR

VIYCGVRGYL

Supporting Peptides:

PGIIPRVSVR
AQIVERLTDS
YPGDVFEYLHS
VGSAAQTKAM

DEMEFTEITA

IQVEWPLSIS
LNLEFPDNVGV

EPMQTGIKAV
GAMDYTIIVS
RLLERAAKMN
KQVAGSMKLE

FERKEFLAHIR

SCEKYHVSCSR
VVEFGNDEHIEK

DSLVFPIGRGQ
ATASDAAPLQ
ESLGGGSLTA
LAQYREVAAF

TSQRDLLNTI

RSAEISSILE
EGDIVERTGA

RELIIGDRQT
YLAPYSGCAM
LEVIETQAGD
AQFGSDLDAA

AFDNTISEAS

Peptide

Uniq

-10igP Mass

ppm

m/z z

RT |[Scan|#Spec

Start

PTM

K.NIQADEMVEFSSGLK.G| Y

61.14 (1666.7872

-81.2

834.3333(2

35.84

3137 1

83 | 97

R.LTELLK.Q

N

17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

461 | 466

total 2 peptides

tr| AOAONOBIY2|AOAONOBIY2_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1

81

=3

MALLSLELAS
LENIQADEMV

SIARQLPNNS
EFSSGLKGMA

KLRFRIGTEA
VAIGQKRSTV
LLRRFPPGREA
ATINVGLSVSR

VIYCGVRGYL

Supporting Peptides:

PGIIPRVSVR
AQIVERLTDS
YPGDVFEYLHS
VGSAAQTEAM

DEMEPTEITA

IQIEWPLCIA
LNLEFDNVGV

EPMQTGIKAV
GAINYTIIVS
RLLERAAKMN
KQVAGSMELE

FEFRKEFLAHIR

SCEYHVSCSR
VVEFGNDERHIR

DSLVFPIGRGQ
ATASDAAPLQ
ESLGGGSLTA
LAQYREVAAF

TNQRDLLNTI

RSAEISSILE
EGDIVERTGA

RELIIGDRQT
YLAPYSGCAM
LEVIETQAGD
AQFGSDLDAA

AFKDNTISEAS

Peptide

Uniq

-10IgP Mass

ppm

m/z z

RT |[Scan|#Spec

Start

PTM

K.NIQADEMVEFSSGLK.G| Y

61.14 (1666.7872

-81.2

834.3333|2

35.84

3137 1

83 | 97

R.LTELLK.Q

N

17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

461 | 466

total 2 peptides

tr|V9IFD6|V9IFD6_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
g1

MALLSLELVS
LENIQADEMWV

SIARQLFENTT
EFSSGLKGMA

ELRFRIGTFA
VAIGQEKRSTV
LLRRPPGREA
ATINVGLSVSR

VIYCGVRGYL

PGIIFRVSVR
AQIVERLTDS
YPGDVEYLHS
VGSRAAQTEAM

DFEMEFTEITA

IQVEWPLSIS
LNLEFPDNVGV

EFMQTGIKAV
GAMDYTIIVS
RLLERAARMN
KQVAGSMKLE

FEKEFLAHIR

SCKYHVSCSR
VVEGNDEHIE

DSLVFIGRGQ
ATASDAAPLQ
ESLGGGSLTA
LAQYREVAAF

TSQRDLLNTI

RSAEISSILE
EGDIVERTGA

RELIIGDRQT
YLAPYSGCAM
LEVIETQAGD
AQFGSDLDAA

AFDNTISEAS

EDGRTLSDYN

TLSDYNIQEE
YNIQEESTLH
KESTLHLVLR
LHLVLRLRGG
LELRGGMQIF
GGMQIFVEKTL
IFVETLTGET

ERILGASPFA
IVDVPVGEEL

GKTALAIDTI
GEFFRDNGKH
VSAYIPTNVI
TQQLLNRGVR

DARKLEQVVTD

ERILGSAPFRA
IVDVEVGEEL

GKTALAIDTI
GEFFRDNGKH
VSAYIPTNVI
TQQLLNRGVR

DAKLEQVVTD

ERILGATPEA
IVDVEPVGEEL

GKTALAIDTI
GEFFRDNGKH
VSAYIPTNVI
TQQLLNRGVR

DAKLEQVVTD

IQEESTLHLV

STLHLVLELR
LVLRLRGGMQ
LEGGMQIFVEK
MQIFVETLTG
VETLTGETIT
TGKTITLEVE
ITLEVEFPSDT

NLEETGRVLS
LGRVVDALGN

INQERFNDAG
ALIIYDDLSK
SITDGQIFLE
LTELLKQGQOY
—

FLASFSG

NLEETGREVLS
LGRVVDALGN

INQKRENDAG
ALIIYDDLSE
SITDGQIFLE
LTELLKQGQY
—

FLASFSG

NLEETGRVLS
LGRVVDALGN

INQERFNDAG
ALTIIYDDLSEK
SITDGQIFLE

LTELLKQGQY
I —

FLASFSG

LRLRGGMQIF

GGMQIFVKTL
IFVETLTGET
TLTGETITLE
KTITLEVEFS
LEVEFSDTIE
PSDTIENVEA
IENVEARIQD

back to list

IGDGIARVYG
PIDGEGFLNS

EEKKKLYCIY
QAVAYRQMSL
TELFYKGIRP
VPMAIEEQVA

back to list

IGDGIARVYG
FIDGEGELNS

DEEEELYCIY
QAVAYRQMSL
TELFYKGIRP
VPEMAIEEQVA

back to list

IGDGIARVYG
PIDGEGFLNS

EEKKKLYCIY
QAVAYRQMSL
TELFYKGIRP
VEPMAIEEQVA
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16/03/2023, 15:19 proteins
Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.NIQADEMVEFSSGLK.G| Y 61.14 (1666.7872| -81.2|834.3333(2|35.84|3137 1 83 | 97
R.LTELLK.Q N 17.53 | 715.4480(-109.0|716.3773|1|29.89( 2445 1 461 | 466
total 2 peptides
tr|AOAOJ7N062|AOAO0I7NO062_LASNI
| Protein Coverage | Supporting_Peptides |
Protein Coverage:

1 MALLSLRLAS SLVEHLPNAT AQITWPATAV ASCEYHVSCS RRSVEISSIL

21 GLENIQADEM VEFSSGLKGM ALNLEPDNVG VVVEFGNDRHI EEGDIVERTG
161 NELRFRIGTEK APGIIPRESV REPMQTGIEA VDSLVPIGRG QRELIIGDRQ
24 YVAIGQEERST VAQIVEELTD SGAINYTIIV SATASDAAPL QYLAPYSGCA
321 LLLERFPGRE AYPGDVFYLH SELLERAAFM NETLGGGSLT ALEVIETQAG
40 PATNVGLSVS RVGSARAQTKA MEQVSYVAGS MELELAQYRE VAAFAQFGSD
481 EQVAVIYCGV RGYLDEMDPT KITAFEEEFL AHIRSTQQDL LATIAKENII

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.NIQADEMVEFSSGLK.G| Y 61.14 (1666.7872| -81.2|834.3333(2|35.84|3137 1 84 | 98
R.LTELLK.Q N | 17.53 | 715.4480(-109.0|716.3773|1|29.89|2445| 1 465 | 470
total 2 peptides
tr|AOA1A9SWYG7|AOA1A9WYG7_9MUSC
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MSMISARLAT SVARSLPEAR QQVAAKAAYP VATLAARKLH VSSSQRGAEI
21 ARVYGLNNIQ ADEMVEFSSG LKGMALNLEP DNVGVVVEFGN DELIKQGDIV
161 GAINTKDRFR VGIKAPGIIP RVSVREPMQT GIKAVDSLVP IGRGQRELII
241 LYCIYVAIGQ KRSTVAQIVE RLSDAGAMDY TIIVSATASD AAPLQYLAPY
321 REOMSLLLERP PGREAYPGDV FYLHSELLEER AAFMSPAMGG GSLTALPVIE
4a0c EGIRPAINVG LSVSEVGSAA QTEAMEQVAG SMELELAQYR EVAAFAQFGS
421 EDQVAVIYCG VRGHLDEMDP AKITEKFEEEF LQHIKTSEQS LLSQIAQEGEK

Supporting Peptides:

Peptide Uniq [-10IgP Mass ppm m/z z| RT ([Scan |#Spec|Start|End|PTM
N.NIQADEMVEFSSGLK.G| Y 61.14 |1666.7872| -81.2(834.3333|2|35.84(3137 1 88 | 102
R.LTELLK.Q N 17.53 | 715.4480(-109.0|716.3773(1|29.89 2445 1 466 | 471
total 2 peptides
tr| AOA1B6KWM9|AOA1B6KWM9_9HEMI
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 PIRRLFSCSP SSSRFRAGGKE MAQLSVRLAS ALAKQLSVAV PQVVWPTAQV
51 ADLEETGRVL SIGDGIARVY GLENIQADEM VEFSSGLKGM ALNLEPDNVG
161 LLGRVVDALG NTIDGEGPLE NVTRARVGVEK APGIIPRISV REPMQTGIEA
241 IINQQRFNNA EDEEKKELYCI YVAIGQKRST VAQIVKRLTD SGSMEYTIIV
321 HALIIYDDLS KQAVAYRQMS LLLRRPPGRE AYPGDVFYLH SRLLERAAKM
401 ISITDGQIFL ETELFYKEGIR PAINVGLSVS RVGSRAAQTRA MEQVAGSMEL
481 RLTELLKQGQ YVEMATEEQV AVIYCGVRGH LDELDPAKIT AFEKEFLAHV
—
561 SFLSSFTAS
Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.NIQADEMVEFSSGLK.G| Y 61.14 |1666.7872| -81.2|834.3333|2|35.84| 3137 1 104 | 118
R.LTELLK.Q N 17.53 | 715.4480|-109.0(716.3773|1(29.89| 2445 1 482 (487
total 2 peptides

tr|B4QHNO|B4QHNO_DROSI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

EERILGSAFQ
ATIVDVPVGEE

TGKTALAIDT
MGEFFRDNGR
DVSAYIPTNV
LDAATQQLLN

NEASDAFLEK

SSILEERIMG
KRTGAIVDVP

GDRQTGKTAL
SGCAMGEYFR
TQAGDVSAYT
DLDAATQQLL

ISEGADAKLEK

ASRELHVSCS
VVVEGNDELI

VDSLVPIGRG
SATASDAAPL
SEANGGGSLT
ELAQYREVAA
KASHEDVLAS

TNLEETGRVI
LLGRVVDALG

IINQERFNDA
HALIIYDDLS
ISITDGQIFL

EGVELTELLK
—

IVTDFLSSFS

VAFFADLEET
VGSEILGRVV

AIDTIINQER
DEGEHALITIY
PTNVISITDG
NRGVRLTELL

back to list

SIGDGIARVY
NPIDGEGPLN

GEEKKKLYCT
KQAVAYRQMS
ETELFYRGIR
QGQOYVEMATE

A

back to list

GEVLSIGDGI
DALGNAIDGE

FNDGQDETKK
DDLSKQAVAY
QIFLETELFY
KQGBQYVPMST

—

EVVTEFLSTF

QRARETISSIL
EEGDIVERTG

QRELIIGDRQ
QYLAPYSGCA
ALPVIETQAG

QG

back to list

EDRILGNAFPE
ATVDVEVGED

TGETALAIDT
MGEFFRDNGEK
DVSAYIFTNV

FAQFGSDLDA ATQQLLNRGV

IAKEGEINEE

TDAFMEGIVQ

back to list
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1

MSIFSARLAS SVARNLFEAA NQVACEFAAYP
ARVYGLNNIQ ADEMVEFSSG LKGMALNLEP

GAINTEDRFR VGIFAPGIIF RVSVREFMQT

LYCIYVAIGQ ERSTVAQIVE RLTDSGAMGY
LETELFYEGI RPAINVGLSV SEVGSAAQTE

QYVPMATIEDQ VAVIYCGVRG HLDEMDFAEKI

Supporting Peptides:

AASTAARKLH
DNVGVVVEGN

GIEAVDSLVP
SVIVSATASD
AMEQVAGSME

TEFEEEFLQH

proteins

VASTQRSAET
DELIEQGDIV

IGRGQRELII
MSPAMGGGSL
LELAQYREVA

IETSEQALLD

Peptide

Uniq

-10IigP Mass

ppm

m/z z

RT |[Scan |#Spec

Start|End [PTM

N.NIQADEMVEFSSGLK.G| Y

61.14 |1666.7872

-81.2

834.3333(2

35.84 (3137 1

88 | 102

R.LTELLK.Q N

17.53 | 715.4480

-109.0

716.3773|1

29.89(2445 1

393 (398

total 2 peptides

tr|AOA182TCO6|A0A182TCO06_9DIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel
247
321
401

81

(=

VAKIAVFEAVS

MALNLEPDNV
VREPMQTGIK
MGEYFRDNGK
DVSAYIPTNV
ATQQLLNRGV

ADAFKLESVVT

Supporting Peptides:

VAARNFHVST

GVVVEGNDEL

AVDSLVPIGE GQRELIIGDR

HALIIYDDLS

ISITDGQIFL ETELFYKGIR
RLTELLKQGQ YVEMAIEEQV
I —

SFLSTESA

ANRGAEISAT

IEKEGDIVERT

KQAVAYROMS

LEERILGSAF

GAIVDVEVGD
QTGETALAID
LLLRRPFGRE
PAINVGLSVS
AVIYCGVRGY

FADLEETGRV

EILGRVVDAL
TIINQERFND
AYPGDVFYLH
RVGSAAQTFEA
LDEMDPGKIT

Peptide

Uniq

-10igP Mass

ppm

m/z z

RT |Scan|#Spec

Start

PTM

K.NIQADEMVEFSSGLK.G| Y

61.14 |1666.7872

-81.2

834.3333|2

35.84

3137 1

65 [ 79

R.LTELLK.Q

N

17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

412 (417

total 2 peptides

tr|AOA182YNR5|AOA182YNR5_ANOST

| Protein Coverage | Supporting Peptides |

Protein Coverage:

81

(=

MNWTVAKIAV
GLKGMALNLE
—

PRVSVREPMQ
KRLTDAGAMN
VFYLHSRLLE
AQTKAMKQVA

PGKITEFEEE

Supporting Peptides:

PAVSVAARNE

PDNVGVVVEG

TGIKAVDSLV
YTIIVSATAS
RAAFMSPTLG
GSMELELAQY

FLAHVETNEK

HVSTANRGAE
NDELIKEGDI

PIGRGQRELI
DAAPLOQYLAP
GGSLTALEVI
REVAAFAQFG

ALLQQIASEG

ISAILEERIL

VERTGAIVDV

IGDRQTGKTA
YSGCAMGEYF
ETQAGDVSAY
SDLDAATQQL

KISDDADAEL

GSAPRADLEE

PVGDEILGRV

LAIDTIINQEK
RDNGEKHALII
IPTNVISITD
LNRGVELTEL

SNILEERILG
ERTGAIVDVE

GDRQTGETAL
TALPVIETQA
AFAQFGSDLD

TIAFKDGAISE

LSIGDGIARV

GNAIDGEGEI
GQDESEELYC
SELLERAAFM
MEQVAGSMEL
KFEEEFLAHV

TGRVLSIGDG
VDALGNAIDG

RENDGQDESK
YDDLSKQAVA
GQIFLETELF
LKQGQYVEMA

—

ESVVTSFMST

Peptide

Uniq

-10igP Mass

ppm

m/z z

RT |Scan|#Spec

Start

PTM

K.NIQADEMVEFSSGLK.G| Y

61.14 (1666.7872

-81.2

834.3333(2

35.84

3137 1

69 | 83

R.LTELLK.Q

N

17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

447 | 452

total 2 peptides

tr|AOA1BOC955|A0A1B0C955_LUTLO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1

(=

g1

MSLLSARLARA
VYGLKNIQAD

SVARNLFRTS
EMVEFSSGLK

ITSETREFRVG
CIYVAIGQER
MSLLLREPFG
IRPAINVGLS

RGHLDEMDFEQ

Supporting Peptides:

IFAPGIIPRI
STVAQIVERL
REAYPGDVEY
VSRVGSAAQT

KITEKFEEEET

SQVAKILYPA
GMALNLEPDN

SVREPMQTGI
TDTGAMNYSI
LHSRLLERAA
FEAMEQVAGSM

EHVESNEEKAL

TSLAAREKFHV
VGVVVEGNDE

EAVDSLVPIG
IVSATASDAA
EMSPAMGGGS
ELELAQYREV

LQQIATDGKI

SSQRNAEISA
LIKEGDIVER

RGQRELIIGD
PLOQYLAFPYSG
LTALFVIETQ
ARFAQFGSDL

TEQTDAELEE

FSA

ILEERILGAA
TGAIVDVPVG

RQTGKTSLAI
CAMGEFFRDN
AGDVSAYIPT
DAATQQLLNR

IVTEFLATET

VAPEADLEET
VGDELLGREVV

AIDTIINQER
GDVSAYIPTN
AATQQLLNRG

SSDAKLEDIV

YGLENIQADE

GEVLSIGDGI
DALGNAIDGE

FNEAQDESEE
VISITDGQIF

VRLTELLKQG
I —

AFKFMSTFEQG

back to list

MVEFSSGLKG

KTKQREFRVGI
IYVAIGQKRS
SPTLGGGSLT
ELAQYREVAA
KTNEKALLQQ

IARVYGLENI

EAPGIIFRVS
TYLAFPYSGCA
ALFVIETQAG
FAQFGSDLDA
IASEGKISDE

back to list

QADEMVEFESS

——

EGEIKTEQRF

ELYCIYVAIG
YROMSLLLEE
YEGIRFATINV
IEEQVAVIYC

PEADLDETGR
EELLGRVVDA

DTITINQERFN
GEHALIIYDD
NVISITDGQI

GVRLTELLKQ
I —

G

RVGIEAFGITI

QERSTVAQIV
PPGREAYPGD
GLSVSRVGSA
GVRGYLDKMD

back to list

VLSIGDGIAR
LGNPIDGKGA

DGQDETRKLY
LSKQAVAYRQ
FLETELEFYEKG
GQLLSSIAVV
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16/03/2023, 15:19 proteins

Peptide Uniq
K.NIQADEMVEFSSGLK.G| Y
R.LTELLK.Q N
total 2 peptides

-10IgP
61.14
17.53

RT
35.84
29.89

Start
86
464

End
100
469

Mass Scan PTM
1666.7872

715.4480

m/z z
834.3333|2
716.3773|1

ppm
-81.2
-109.0

#Spec
3137 1
2445 1

tr|AOA1513J3L9|A0A151]13L9_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MGLLSLRLAS ALIRHLPNAT
21 LENIQADEMV EFSSGLKGMA

SHEYHVSCSR
VVEFGNDEHIE

RSAEISAILE
EGDIVERTGA

QINWFATATIA
LNLEPDNVGV

ELRFRIGTEA PGIIPRVSVR
VAIGQERSTV AQIVERLTDS
LLRRFPPGREA YPGDVFYLHS
AINVGLSVSE VGSAAQTEAM

EPMQTGIEKAV
GAINYTIIVS
RLLERAAKMN
KQVAGSMKLE

DSLVFPIGRGQ
ATASDAAPLQ
ENLGGGSLTA
LAQYREVAAF

RELIIGDRQT
YLAPYSGCAM
LEVIETQAGD
AQFGSDLDAA

81

(=

VIYCGVRGYL DEMDPTEITG FEEEFLAHIR STQQDLLATI AKENVISEAS

Supporting Peptides:

RT
35.84
29.89

Mass Scan
1666.7872

715.4480

Start
83
461

Peptide Uniq PTM
K.NIQADEMVEFSSGLK.G| Y

R.LTELLK.Q N

-10IgP
61.14
17.53

m/z z
834.3333(2
716.3773|1

ppm
-81.2
-109.0

#Spec
3137 1
2445 1

97
466

total 2 peptides

tr|AOA151XGV4|AO0A151XGV4_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MALLSLRLAS FLTRHLPNTT
GLENIQADEM VEFSSGLKGM

AQINWPVTAI
ALNLEPDNVG

ASREYHVSCS
VVVEGNDRHI

RHSAEISAIL
FKEGDIVERTG

NELRFRIGTE APGIIPRVSV
IVAIGQERST VAQIVERLTD
LLLREFPPGRE AYPGDVFYLH
PATNVGLSVS RVGSAAQTEA

REPMQTGIFA
SSAINYTIIV
SELLERAAFM
MEQVAGSMEL

VDSLVPIGRG
SATASDAAPL
NENLGGGSLT
ELAQYREVAA

QRELIIGDRQ
QYLAPYSGCA
ALPVIETQAG
FAQFGSDLDA

(=

21 AVIYCGVRGY LDEMDPTEIT GFEKEFLAHI RSTQQDLLAT IAKENVISEA

Supporting Peptides:

RT
35.84
29.89

Mass
1666.7872
715.4480

Peptide Uniq
K.NIQADEMVEFSSGLK.G| Y
R.LTELLK.Q N
total 2 peptides

-10IgP
61.14
17.53

m/z z
834.3333(2
716.3773|1

Scan | #Spec
3137 1
2445 1

Start
84
462

ppm PTM
-81.2

-109.0

98
467

tr|AOA195CV10|A0A195CV10_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MALLSLRLAS SLARHLENTT
21 GLENIQADEM VEFSSGLKGM

GQINWSVTTI
ALNLEPDNVG

ASREYHVSCN
VVVEGNDRHI

RRESAEISATL
EEGDIVERTG

NELRFRIGTE APGIIPRVSV
YVAIGQERST VAQIVERLTD
LLLREPPGRE AYPGDVFYLH
401 PAINVGLSVS RVGSAAQTEA

REPMQTGIFA
SGAINYTIIV
SELLERAAFM
MEQVAGSMEL

VDSLVPIGRG
SATASDAAPL
NENLGGGSLT
ELAQYREVAA

QRELIIGDRQ
QYLAPYSGCA
ALPVIETQAG
FAQFGSDLDA

81

(=

AVIYCGVRGY LDEMDPSKIT SFERKEFLAHI RATQQDLLAT IAKENVISEA

Supporting Peptides:

Peptide Uniq
K.NIQADEMVEFSSGLK.G| Y
R.LTELLK.Q N
total 2 peptides

-10igP
61.14
17.53

RT
35.84
29.89

Mass Scan
1666.7872

715.4480

Start
84
462

m/z z PTM
834.3333|2

716.3773|1

ppm
-81.2
-109.0

#Spec
3137 1
2445 1

98
467

tr|B4LIVO|B4LIVO_DROVI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

ERILGSAPFA
IVDVPVGEQL

GKTALAIDTI
GEFFRDNGEH
VSAYIPTNVI
TQQLLNRGVR

DAKLEEVVTD

EERILGSAFK
ATIVDVEVGEQ

TGKTALAIDT
MGEFFRDNGK
DVSAYIPTNV
ATQQLLNRGV

SDTELEEVVI

EERILGSAFK
AIVDVPVGEQ

TGKTALAIDT
MGEFFRDNGK
DVSAYIPTNV
ATQQLLNRGV

SDAELEEVVT

NLEETGRVLS
LGRVVDALGN

INQKRENDGG
ALIIYDDLSK
SITDGQIFLE
LTELLKQGQY
—

FLSSFSG

ANLEETGRVL
LLGRVVDALG

IINQERENDG
HALIIYDDLS
ISITDGQIFL
RLTELLKQGQ
—

DEFLSSESG

ANLEETGRVL
LLGRVVDALG

IINQKRENDG
HALIIYDDLS
ISITDGQIFL
RLTELLKQGQ
—

DFL3SFS3S

back to list

IGDGIARVYG
PIDGEGFLNS

EEKKKLYCIY
QAVAYRQMSL
TELFYKGIRP
VPMAIEEQVA

back to list

SIGDGIARVY
NFIDGEGFPLN

GEEKRKRLYCI
KQAVAYRQMS
ETELFYKGIR
YVPMAIEEQV

back to list

SIGDGIARVY
NPIDGEGPLN

GEEKKKLYCI
KQAVAYRQMS
ETELFYKGIR
YVEMATIEEQV

back to list
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=3

1

81

MISABRLASSV
VYGLNNIQAD

ARNLPEAARQ
EMVEFSSGLK

INTEDREFRVG
CIYVAIGQER
MSLLLREPFG
IRPAINVGLS

QVAVIYCGVR

Supporting Peptides:

IFAPGIIPRV
STVAQILERL
REAYPGDVEY
VSRVGSAAQT

GHLDEMDPSK

VACEAAYPAT
GMALNLEADN

SVREPMQTGI
TDSGAMGYTI
LHSRLLERAA
FAMEQVAGSM

ITEFEEEFLQ

SLAARKLHVA
VGEVVVEGNDE

EAVDSLVPIG
IVSATASDRAA
EMSPAMGGGS
ELELAQYREV

HIETSEQGLL

proteins

STQRSAEISS
LIEQGDIVER

RGQRELIIGD
PLOYLAFPYSG
LTALFVIETQ
ARFAQFGSDL

DGIARKDGQIS

Peptide

Uniq

-10IgP Mass

ppm

m/z z

RT |[Scan |#Spec

Start|End [PTM

N.NIQADEMVEFSSGLK.G| Y

61.14 |1666.7872

-81.2|834.3333|2

35.84

3137 1

86 | 100

R.LTELLK.Q

N

17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

464 | 469

total 2 peptides

tr| AOAOM4EW76 | AOAOM4EW76_DROBS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

(=

1
g1

81

MISARLASSV
VYGLNNIQAD

ARNLPEAASQ
EMVEFSSGLK

INTEDREFRVG
CIYVAIGQER
MSLLLRRPFPG
IRPAINVGLS

QVAVIYCGVR

Supporting Peptides:

IFAFPGIIPRV
STVAQIVERL
REAYPGDVEY
VSRVGSAAQT

GHLDEMDPAK

VACFAAYPAA
GMALNLEPDN

SVRDFMQTGI
TDSGAMDYSV
LHSRLLERAA
FAMEQVAGSM

ITKFEEEFLQ

TLAARKFHVA
VGVVVEGNDE

FAVDSLVPIG
IVSATASDAA
EMSPAMGGGS
ELELAQYREV

HIETTEQGLL

STQRSAEISN
LIEKQGDIVER

RGQRELIIGD
PLOQYLAFPYSG
LTALFPVIETQ
ARFAQFGSDL

DTIARKEGQIS

Peptide

Uniq

-10lgP| Mass

ppm

m/z z

RT |[Scan |#Spec

Start| End |PTM

N.NIQADEMVEFSSGLK.G| Y

61.14 |1666.7872

-81.2

834.3333(2

35.84

3137 1

86 | 100

R.LTELLK.Q

N

17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

464 | 469

total 2 peptides

tr|AOA1L8S8E154|AOA1L8E154_ 9DIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

(=

1
81

81

MSLLSARLAR
VYGLENIQAD

SVARNLFRTS
EMVEFSSGLK

ITSETRERVG
CIYVAIGQER
MSLLLREPFPG
IRPAINVGLS

QVAVIYCGVR

Supporting Peptides:

IFAPGIIPRI
STVAQIVERL
REAYPGDVEY
VSRVGSAAQT

GHLDEMDPQK

SQVAKIIYPA
GMALNLEPDN

SVREPMQTGI
TDSGAMGYSV
LHSRLLERAA
FEAMEQVAGSM

ITKFEEEFTE

TSLAARFKFHL
VGVVVEGNDE

FEAVDSLVPIG
IVSATASDAA
EMSPAMGGGS
ELELAQYREV

HVESSEFALL

SSQRNAEISA
LIEKEGDIVER

RGQRELIIGD
PLOQYLAFPYSG
LTALFVIETQ
AAFAQFGSDL

SQIAADGQIT

Peptide

Uniq

-10igP Mass

ppm

m/z z

RT |[Scan|#Spec

Start PTM

K.NIQADEMVEFSSGLK.G| Y

61.14 |1666.7872

-81.2(834.3333|2

35.84

3137 1

86 | 100

R.LTELLK.Q

N

17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

464 | 469

total 2 peptides

tr|AOA182XJA6|A0A182XIA6_ANOQN

| Protein Coverage | Supporting Peptides |

Protein Coverage:

=

1

81

MSMISARLAA
RVYGLENIQA

SVARSLFRTA
DEMVEFSSGL

TQVAKIAVFEA
KGMALNLEPD

EIKTEQRFRV
YCIYVAIGQK
OMSLLLERPP
GIRPAINVGL

EQVAVIYCGV

Supporting Peptides:

GIEKAFPGIIFR
RSTVAQIVER
GREAYPGDVFE
SVSREVGSAAQ

RGYLDEMDFES

VSVREPMQTG
LTDSGAMNYT
YLHSRLLERA
TFAMEQVAGS

KITEFEREFL

VSVAARNFHV
NVGVVVEGND

IFKAVDSLVPI
IIVSATASDA
AFMSPTLGGG
MELELAQYRE

AHVETNEERAL

STANRGAEIS
ELIFKEGDIVE

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFGSD

LOQIASEGKI

VLEERILGVA
TGAIVDVEVG

RQTGKTALAT
CAMGEFFRDK
AGDVSAYIPT
DASTQQLLNR

EAADAFKLEDI

ILEERILGVA
TGAIVDVEVG

RQTGKTALAT
CAMGEYFRDK
AGDVSAYIPT
DAATQQLLNR

QASDAKLEKDV

ILEERILGAA
TGAIVDVPVG

RQTGKTSLAI
CAMGEFFRDN
AGDVSAYIPT
DAATQQLLNR

EQTDAKLEKDV

AILEERILGA
RTGAIVDVEV

DRQTGKTALA
GCAMGEYFRD
QAGDVSAYIP
LDAATQQLLN

SDDADAKLES

FEADLEETGR
NELLGEVVDA

DTITINQERFN
GEHALIIYDD
NVISITDGQI

GVRLTELLKQ
I —

VQKFMSTFQG

PEADLEETGR
DELLGRVVDA

DTIINQERFN
GEHALIIYDD
NVISITDGQI

GVRLTELLKQ
I —

VITEFMATFQG

PEADLDETGR
EELLGRVVDA

DTIINQERFN
GEHALIIYDD
NVISITDGQRI

GVRLTELLKQ
I —

VAEKFLATFAG

APRKADLEETG
GDEILGRVVD

IDTIINQERF
NGEKHALIIYD
TNVISITDGQ

EGVRLTELLK
—

VVTSEFMSTES

VLSIGDGIAR
LGNATDGEGA

DGQDESKELY
LSKQAVAYRQ
FLETELFYEKG
GQYVPMAIED

back to list

VLSIGDGIAR
LGNAIDGRGA

DGQDDTKKLY
LSKQAVAYRQ
FLETELEFYKG
GQYVEMSIED

back to list

VLSIGDGIAR
LGNPIDGKGA

DGQDESKKLY
LSKQAVAYRQ
FLETELFYEG
GQYVEMAIEE

back to list

RVLSIGDGIA
ALGNAIDGEG

NDGQDESKKL
DLSKQAVAYR
IFLETELFYK
QGQYVEMATE

A
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16/03/2023, 15:19

proteins

Peptide Uniq |-10IgP Mass

ppm

m/z z

RT |[Scan|#Spec

Start| End | PTM

K.NIQADEMVEFSSGLK.G| Y 61.14 |1666.7872

-81.2

834.3333|2

35.84

3137 1

87 |101

R.LTELLK.Q N 17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

465 | 470

total 2 peptides

tr|AOA182FH95|A0A182FH95_ANOAL

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSMISARLAA SVARSLFRTA
21 RVYGLENIQA DEMVEFSSGL

GQVAEKIAVFA
KGMALNLEPD

EIKTEQRFRV GIEKAPGIIPR
YCIYVAIGQE RSTVAQIVER
OMSLLLRRPP GREAYPGDVE
401 GIRPAINVGL SVSRVGSARQ

81

(=

EQVAVIYCGV RGYLDEMDPES

Supporting Peptides:

VSVREPMQTG
LTDSGAMNYT
YLHSRLLERA
TFAMEQVAGS

KITEFEREFL

VSVAARNFHV
NVGVVVEGND

IFAVDSLVPI
IIVSATASDA
AFMSPALGAG
MELELAQYRE

AHVETNEEAL

ATPNRGAEIS
ELIFKEGDIVE

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFGSD

LOQIASEGKI

Peptide Uniq|-10IgP Mass

ppm

m/z z

RT |[Scan|#Spec

Start PTM

K.NIQADEMVEFSSGLK.G| Y 61.14 (1666.7872

-81.2

834.3333(2

35.84

3137 1

87 | 101

R.LTELLK.Q N 17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

465 | 470

total 2 peptides

tr|W5J4R5|W534R5_ANODA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSMISARLAA SVARSLFRTA
RVYGLENIQA DEMVEFSSGL

GQVAEKIAVEA
KGMALNLEPD

EIKTEQRFRV GIKAPGIIFPR
YCIYVAIGQE RSTVAQIVER
OMSLLLRRPF GREAYPGDVE
GIRPAINVGL SVSREVGSARAQ

=

51 EQVAVIYCGV RGYLDEMDPS

Supporting Peptides:

VSVREPMQTG
LTDSGAMNYT
YLHSRLLERA
TFAMEQVAGS

KITEFEREFL

VSVAARNEFHV
NVGVVVEGND

IFKAVDSLVPI
IIVSATASDA
AFMSFALGAG
MELELAQYRE

AHVETNEEAL

ATPNRGAEIS
FELIEKEGDIVEK

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFGSD

LOQIASEGKI

Peptide Uniq |-10IgP Mass

ppm

m/z z

RT |[Scan|#Spec

Start PTM

K.NIQADEMVEFSSGLK.G| Y 61.14 |1666.7872

-81.2

834.3333|2

35.84

3137 1

87 | 101

R.LTELLK.Q N 17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

465 (470

total 2 peptides

tr|AOA1J1J483|A0A1]111483_9DIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSMLSARLAA SVARNLPRSA
21 RVYGLENIQA DEMVEFSSGL

QQVARAVIPA
KGMALNLEPD

EIETGQRFRV GIEAPGIIPR
YCIYVAIGQE RSTVAQIVER
OMSLLLRRPFP GREAYPGDVE
401 GIRPAINVGL SVSRVGSARQ

81

(=

EQVAVIYCGV RGHLDEMDPA

Supporting Peptides:

VSVREPMQTG
LTDAGAMDYT
YLHSRLLERA
TFAMEQVAGS

KITSFEEEFL

SQIVAREIHL
NVGVVVEGND

IFAVDSLVPI
IIVSATASDA
AFMSPALGGG
MELELAQYRE

AHITTNEQGL

STPARKGAEIS
RLIREGDIVE

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFGSD

LEQIATEGEKI

Peptide Uniq |-10IgP Mass

pPpm

m/z z

RT |Scan|#Spec

Start PTM

K.NIQADEMVEFSSGLK.G| Y 61.14 |1666.7872

-81.2

834.3333|2

35.84

3137 1

87 |101

R.LTELLK.Q N 17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

465 (470

total 2 peptides

tr|AOA182N7Z7|A0A182N7Z27_9DIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

SILEERILGS
RTGAIVDVEV

DRQTGKTALA
GCAMGEYFRD
QAGDVSAYIP
LDAATQQLLN

SDDADAKLES

SILEERILGS
RTGAIVDVEV

DRQTGKTALA
GCAMGEYFRD
QAGDVSAYIP
LDAATQQLLN

SDDADAKLES

TILEERILGA
RTGAIVDVEV

DRQTGKTALA
GCAMGEYFRD
QAGDVSAYIP
LDAATQQLLN

SDEVDAELES

APFADLEETG
GDEILGRVVD

IDTIINQERE
NGKHALIIYD
TNVISITDGQ

REGVRLTELLK
—

IVTSFMSTFES

APFKADLEETG
GDEILGRVVD

IDTIINQERF
NGEKHALIIYD
TNVISITDGQ

EGVRLTELLK
—

IVTSFMSTES

APEADLEETG
GDEILGREVVD

IDTIINQERF
NGKHALIIYD
TNVISITDGQ

EGVRLTELLK
—

IVITNFLSTFET

back to list

RVLSIGDGIA
ALGNAIDGEG

NDGQDESKEL
DLSKQAVAYR
IFLETELFYK
QGQYVEMATE

G

back to list

RVLSIGDGIA
ALGNAIDGEG

NDGQDESKKL
DLSKQAVAYR
IFLETELEYK
QGQYVEMAIE

G

back to list

RVLSIGDGIA
ALGNAIDGRG

NDGQDESKKL
DLSKQAVAYR
IFLETELEYK
QGQYVEMAIE

G

back to list
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=3

1

81

MSMISARLAA SVARSLFRTA
REVYGLENIQA DEMVEFSSGL

SQVARKIAVFA VSVAAENFHV
KGMALNLEPD NVGVVVEGND

EIETEQRFRV GIEAPGIIPR
YCIYVAIGQE RSTVAQIVER
OMSLLLRRPFP GREAYPGDVE
GIRPAINVGL SVSREVGSARAQ

EQVAVIYCGV RGYLDEMDFES

VSVREPMQTG IFKAVDSLVPI

LTDAGAMNYT
YLHSRLLERA
TFAMEQVAGS

KITEFEREFL

IIVSATASDA
AFMSPTLGGG
MELELAQYRE

AHVETNERAL

proteins

STANRGAEIS
ELIEEGDIVE

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFGSD

LOQIASEGKI

Supporting Peptides:

RT
35.84
29.89

Start
87
465

Mass Scan PTM
1666.7872

715.4480

Peptide Uniq
K.NIQADEMVEFSSGLK.G| Y
R.LTELLK.Q N
total 2 peptides

-10IgP
61.14
17.53

m/z z
834.3333(2
716.3773|1

#Spec
3137 1
2445 1

ppm
-81.2
-109.0

101
470

tr|Q7PHI8 | Q7PHI8S_ANOGA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

(=

1
g1

81

MSMISVRLAA SVARSLPRTA
RVYGLENIQA DEMVEFSSGL

TQVARIAVPA VSVAARNFHV
KGMALNLEPD NVGVVVEGND

EIKTEQRFRV GIEKAPGIIFR
YCIYVAIGQE RSTVAQIVER
OMSLLLRRPFP GREAYPGDVE
GIRPAINVGL SVSREVGSARAQ

VSVREPMQTG IFKAVDSLVFPI

LTDSGAMNYT
YLHSRLLERA
TFAMEQVAGS

KITKFEREFL

IIVSATASDA
AFMSPTLGGG
MELELAQYRE

AHVETNEEAL

STAHRGAEIS
ELIFEGDIVEK

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFGSD

EQVAVIYCGV RGYLDEMDPS LOQIASEGEI

Supporting Peptides:

RT
35.84
29.89

Start
87
465

Peptide Mass PTM
1666.7872

715.4480

Uniq
K.NIQADEMVEFSSGLK.G| Y
R.LTELLK.Q N
total 2 peptides

-10IgP
61.14
17.53

m/z z
834.3333|2
716.3773|1

Scan | #Spec
3137 1
2445 1

ppm
-81.2
-109.0

101
470

tr|AOA069DZ92|A0A069DZ92_ 9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

(=

1
81

81

MALISARVLS SVARQFTSSV
RVYGLENIQA DEMVEFSSGL

PQVGNLSWAG SQNTFRALHV
KGMALNLEPD NVGVVVEGND

PLATENEMRV GIKAPGIIFR
YCIYVAIGQE RSTVAQIVER
OMSLLLRRPP GREAYPGDVEF
GIRPAINVGL SVSRVGSAAQ

EQVAVIYCGV RGHLDELDFES

Supporting Peptides:

ISVREPMQTG IKAVDSLVPI
LTDTGSMQYT IIVSATASDA
YLHSRELLERA AEKMNDANGGG
TFAMEQVAGS MELELAQYRE

KITAFEEEFL QHIEKSSHRDL

SCSHRAAEIS
ELISEGDIVEK

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFEGSD

LASTAKEGEI

RT
35.84
29.89

Start
87
465

Mass Scan PTM
1666.7872

715.4480

Peptide
K.NIQADEMVEFSSGLK.G| Y
R.LTELLK.Q N
total 2 peptides

Uniq |-10IgP
61.14

17.53

m/z z
834.3333|2
716.3773|1

#Spec
3137 1
2445 1

ppm
-81.2
-109.0

101
470

tr|[AOA067QI29|AOA067QI29_ZOONE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MALLSLRLAT SVARHFFPSAA

=

81

RVYGLENIQA DEMVEFSSGL

PQVANLTWPA AQVASRELHV
KGMALNLEAD NVGVVVEGND

PFEKSVTRARV GVEAPGIIFPR
YCIYVAIGQE RSTVAQIVER
OMSLLLRRPP GREAYPGDVE
GIRPAINVGL SVSRVGSARQ

EQVAVIYCGV RGHLDELDFPA

Supporting Peptides:

ISVREPMQTG IKAVDSLVPI
LTDSGAIGYT IIVSATASDA
YLHSELLERA AEKMNETNGGG
TRAMEQVAGS MELELAQYRE

KITAFEEEFL QHIKTSHEDL

SCSQRAAEIS
ELIFKEGDIVE

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFGSD

LATTAREGEKI

SILEERILGA
RTGAIVDVEV

DRQTGKTALA
GCAMGEYFRD
QAGDVSAYIP
LDAATQQLLN

SDDADAKLES

ATILEERILGA
RTGAIVDVEV

DRQTGKTALA
GCAMGEYFRD
QAGDVSAYIP
LDAATQQOLLN

SDDADAEKLES

SILEERILGS
RTGAIVDVEV

DRQTGKTALA
GCAMGEHFRD
QAGDVSAYIP
LDAATQQOLLA

TDDVDGELEE

SILEERILGS
RTGAIVDVEV

DRQTGKTALA
GCAMGEFFRD
QAGDVSAYIP
LDAATQQLLN

NEDADAEKLEK

AFPFKADLEETG
GDEILGRVVD

IDTIINQERF
NGKHALIIYD
TNVISITDGQ

EGVRLTELLK
—

VVTSEFMSTFES

APEADLEETG
GDEILGRVVD

IDTIINQERF
NGKHALIIYD
TNVISITDGQ

RGVRLTELLK
—

VVITSEFMSTES

APKTDLEETG
GEDLLGRVVD

IDTIINQERFE
NGKHALIIYD
TNVISITDGQ

RGVRLTELLK
—

IVISFIAGFQ

APRKADLEETG
GADLLGRVVD

IDTIINQERF
NGEKHALIIYD
TNVISITDGQ

EGVRLTELLK
—

IVSEFLISFET

REVLSIGDGIA
ATGNAIDGEG

NDGQDESKKL
DLSKQAVAYR
IFLETELEYK
QGQYVEMAIE

n

back to list

RVLSIGDGIA
ALGNAIDGEG

NDGQDESKKL
DLSKQAVAYR
IFLETELEYK
QGQYVEMAIE

A

back to list

RVLSIGDGIA
ALGNFIDGEG

NEGDEEKKKL
DLSKQAVAYR
IFLETELEYK
QGQYVEMAIE

G

back to list

RVLSIGDGIA
ALGNFPIDGEG

NEGDDEKKKL
DLSKQAVAYR
IFLETELFYK
QGQYVEMATE

S
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16/03/2023, 15:19

proteins

Peptide Uniq|-10IgP Mass

ppm

m/z z

RT |Scan|#Spec

Start| End | PTM

K.NIQADEMVEFSSGLK.G| Y 61.14 |1666.7872

-81.2

834.3333|2

35.84

3137 1

87 |101

R.LTELLK.Q N 17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

465 | 470

total 2 peptides

tr|S4VDE6|S4VDE6_LOCMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MALLSFRLAS AVAKHLPAAT
21 RVYGLENIQA DEMVEFSSGL

PQISGLTWFPA
KGMALNLEPD

PLEASERERV
YCIYVAIGQK
OMSLLLERPP
401 GIRPAINVGL

GIEAFPGIIFR
RSTVAQIVER
GREAYPGDVFE
SVSEVGSAAQ

81

(=

EQVAVIYCGV RGHLDELDFPES

Supporting Peptides:

ISVREPMQTG
LTDSGAIGYS
YLHSRLLERA
TRAMEQVAGS

KITAFEEEFL

AQITNRNIHV
NVGVVVEGND

IFAVDSLVPI
IIVSATASDA
AFMNDAHGGG
MELELAQYRE

QHIKTSEAAL

SCSQRAAEIS
RLIEKEGDIVE

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFGSD

LANTAKEGEI

Peptide Uniq|-10IgP Mass

ppm

m/z z

RT |[Scan|#Spec

Start PTM

K.NIQADEMVEFSSGLK.G| Y 61.14 (1666.7872

-81.2

834.3333(2

35.84

3137 1

87 | 101

R.LTELLK.Q N 17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

465 | 470

total 2 peptides

tr|AOA182MRL5|AO0OA182MRL5_9DIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSMISARLAA SVARSLFRTA
RVYGLENIQA DEMVEFSSGL

TQVAEKIAVEA
KGMALNLEPD

EIKTEQRFRV GIKAPGIIFPR
YCIYVAIGQE RSTVAQIVER
OMSLLLRRPF GREAYPGDVE
GIRPAINVGL SVSREVGSARAQ

=

g1 EQVAVIYCGV RGYLDEMDPG

Supporting Peptides:

VSVREPMQTG
LTDAGAMNYT
YLHSRLLERA
TFAMEQVAGS

KITEFEEEFL

VSVAARNEFHV
NVGVVVEGND

IFKAVDSLVPI
IIVSATASDA
AFMSFPTLGGG
MELELAQYRE

AHVETNEEAL

STANRGAEIS
FELIEKEGDIVEK

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFGSD

LOQIASEGKI

Peptide Uniq |-10IgP Mass

ppm

m/z z

RT |[Scan|#Spec

Start PTM

K.NIQADEMVEFSSGLK.G| Y 61.14 |1666.7872

-81.2

834.3333|2

35.84

3137 1

87 | 101

R.LTELLK.Q N 17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

465 (470

total 2 peptides

tr|AOA1ASTPM8|AOA1A9TPM8_ANOST

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSMISARLAA SVARSLPERTA
21 RVYGLENIQA DEMVEFSSGL

TQVAEIAVFEA
KGMALNLEPD

EIETEQRFRV GIEAPGIIPR
YCIYVAIGQE RSTVAQIVER
OMSLLLRRPFP GREAYPGDVE
401 GIRPAINVGL SVSRVGSARQ

81

(=

EQVAVIYCGV RGYLDEMDPG

Supporting Peptides:

VSVREPMQTG
LTDAGAMNYT
YLHSRLLERA
TFAMEQVAGS

KITKFEEEFL

VSVAARNFHV
NVGVVVEGND

IFAVDSLVPI
IIVSATASDA
AFMSPTLGGG
MELELAQYRE

AHVETNEEAL

STANRGAEIS
ELIFKEGDIVE

GRGQRELIIG
APLQYLAPYS
SLTALPVIET
VAAFAQFGSD

LQQIASEGKI

Peptide Uniq |-10IgP Mass

pPpm

m/z z

RT |Scan|#Spec

Start PTM

K.NIQADEMVEFSSGLK.G| Y 61.14 |1666.7872

-81.2

834.3333|2

35.84

3137 1

87 |101

R.LTELLK.Q N 17.53 | 715.4480

-109.0

716.3773|1

29.89

2445 1

465 (470

total 2 peptides

tr| AOAOJ9RIM8|AOA0J9RIM8_DROSI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

SILEERILGA
RTGAIVDVEV

DRQTGKTALA
GCAMGEFFRD
QAGDVSAYIP
LDAATQQLLN

TDEIDVELEK

AILEERILGS
RTGAIVDVEV

DRQTGKTALA
GCAMGEYFRD
QAGDVSAYIP
LDAATQQLLN

SDDADAKLES

AILEERILGS
RTGAIVDVEV

DRQTGKTALA
GCAMGEYFRD
QAGDVSAYIP
LDAATQQLLN

SDDADAELES

APFADLEETG
GEELLGRVVD

IDTIINQERE
NGKHALIIYD
TNVISITDGQ

REGVRLTELLK
—

IVTDEVANEFQ

APFKADLEETG
GDEILGRVVD

IDTIINQERF
NGEKHALIIYD
TNVISITDGQ

EGVRLTELLK
—

VVITSEFMSTES

APEADLEETG
GDEILGREVVD

IDTIINQERF
NGKHALIIYD
TNVISITDGQ

EGVRLTELLK
—

IVTSFMSTFS

back to list

RVLSIGDGIA
ALGNFPIDGEG

NDGEDEKKEL
DLSKQAVAYR
IFLETELFYK
QGQYVEMATE

G

back to list

RVLSIGDGIA
ALGNAIDGEG

NDGQDESKKL
DLSKQAVAYR
IFLETELEYK
QGQYVEMAIE

A

back to list

RVLSIGDGIA
ALGNAIDGEG

NDGQDESKKL
DLSKQAVAYR
IFLETELEYK
QGQYVEMAIE

A

back to list
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1

81

=3

MSIFSARLAS SVAERNLFEARA
ARVYGLNNIQ ADEMVEFSSG

NQVACKAAYP
LKGMALNLEP

GAINTEDRFR VGIFAPGIIF
LYCIYVAIGQ KRSTVAQIVE
ROMSLLLRERRF PGREAYPGDV
KGIRPAINVG LSVSRVGSAA

EDQVAVIYCG VRGHLDEMDFE

Supporting Peptides:

RVSVREPMQT
RLTDSGAMGY
FYLHSRLLER
QTKAMEQVAG

ARKITEKFERKEF

AASTAARKLH
DNVGVVVEGN

GIEAVDSLVP
SVIVSATASD
ARFMSPAMGG
SMELELAQYR

LOHIKTSEQA

proteins

VASTQRSAET
DELIEQGDIV

IGRGQRELII
ARPLQYLAPY
GSLTALFVIE
EVAAFAQFGS

LLDTIAEKDGA

Mass

Peptide Uniq [-10IgP ppm m/z z

RT |[Scan |#Spec

Start|End [PTM

N.NIQADEMVEFSSGLK.G| Y 61.14 |1666.7872| -81.2(834.3333(2

35.84

3137 1

88 | 102

R.LTELLK.Q N 17.53 | 715.4480(-109.0|716.3773|1

29.89

2445 1

466 | 471

total 2 peptides

tr|AOA232FBT4|AOA232FBT4_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
g1
lel
241
321

401

481

s6l

MALLTVRLAA
ENIQADEMVE

SVARQLPSTQ
FSSGLKGMAL

LRFRIGTKAP
AVGQRRSTVA
SKQAVAYRQM
LETELFYKGI

QYERSISNGF
VIDFLSSEGA

Supporting Peptides:

GIIPRESVRE
QIVERLTDAG
SLLLRRFPGR
RPAINVGLSV

VLSVPMAIEE

VSWPAAVVAS
NLEPDNVGIV

PMQTGIEKAVD
AINYSIIVSA
EAYPGDVEYL
SEVGSAAQTEK

QVAVIYCGVR

REYHVSCSRR
VEGNDRHIEE

SLVPIGRGQR
TASDAAFPLQY
HSRLLERAAK
AMEQVAGSME

GYLDEMDPAEK

SAEISSILEE
GDIVERTGAI

ELIIGDEQTG
LAPYSGCAMG
MNESLGGGSL
LELAQYREVA

ITAFEEEFLA

Peptide Uniq |-10IgP Mass ppm m/z z

RT |[Scan|#Spec

Start

PTM

61.14 (1666.7872| -81.2|834.3333|2|3

K.NIQADEMVEFSSGLK.G| Y

5.84|3137 1

82 | 96

R.LTELLK.Q

N

17.53 | 715.4480

-109.0

716.3773| 1|2

9.89( 2445 1

473 (478

total 2 peptides

tr|AOA1BOD1L3|AOA1BOD1L3_PHLPP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAHLARVAAS VARSLPETSS QUVTRILYPAT SLAARKFHVS SQENAEISAT
21 YGLENIQADE MVEFSSGLKG MALNLEPDNV GVVVEGNDEL IKEGDIVERT
161 TSKTRFRVGL KAPGIIPRIS VREPMQTGIK AVDSLVPIGR GQRELIIGDR
241 IYVAIGQERS TVAQIVERLT DTGAMNYSII VSATASDAAP LQYLAPYSGC

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z

RT

Scan | #Spec

Start

PTM

61.14 |(1666.7872(-81.2(834.3333|2|35

K.NIQADEMVEFSSGLK.G| Y

.84(3137 1

85 | 99

total 1 peptides

tr|AOA1U9X0H4|AOA1U9X0H4_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

SNILEERILG
ERTGAIVDVE

GDRQTGKTAL
SGCAMGEYFR
TQAGDVSAYI
DLDAATOQQLL

ISESSDAKLK

RILGASSKTN
VDVPVGNELL

KTALAIDTII
EFFRYDIAEF
TALEPVIETQA
AFAQFGSDLD

HIKATQQDLL

LEERILGAAP
GAIVDVEVGE

QTGETALAID

AMGEYHSHLN

VAPEADLEET
VGDELLGREVV

ATIDTIINQER
DEGEHALIIY
PTNVISITDG
NEGVRLTELL

GEVLSIGDGI
DALGNAIDGE

FNEAQDESEK
DDLSKQAVAY
QIFLETELFY
KQGQYVEMAT

—

DIVARKFMSTFEF

LEETGRVLSI
GERVVDALGNP

NQKRENEAGD
NDLKSIVDNG
GDVSAYIPTN
AATQQLLNRG

ATIAFKENIIS

KADLDETGREV
ELLGRVVDAL

TIINQERFND
TFFPEFSYLPI

fole]

back to list

GDGIARVYGL
IDGEGPLNNEK

ENEELYCIYV
FHALIIYDDL
VISITDGQIFE

VRLTELLKQG
I —

EASDAKLKEV

back to list

LSIGDGIARV
GNPIDGEGATL

GQDESKELYC
SDSLQEV

back to list

1 GEVKGKAKSR SSRAGLQFPV GRIHRLLRKG NYAERVGAGA PVYLAAVMEY LAAEVLELAG NAARDNEKKTR ITPRHLQLAT

— —

Z1 RNDEELNKLL SGVTIAQGGV

—
Supporting Peptides:

Peptide Uniq|-10igP| Mass | ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N | 41.93 (943.5239|-98.1(472.7230|2(32.83|2784 2 14 | 22
R.KGNYAER.V Y 29.28 |836.4141(609.6|419.4692|2(12.13| 864 2 29 35
R.NDEELNK.L Y 20.95 |860.3876| -79.3(861.3267(1|23.01| 1669 1 82 88
total 3 peptides

tr|AOA1L2C7D6|AO0A1L2C7D6_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p2/protein.html

back to list

28/56



16/03/2023, 15:19 proteins

1 GGEKVKGESES RSSRAGLQFP VGRIHRLLRK GNYAERVGAG APVYLAAVME YLAAEVLELA GNAARDNEKT RIIPRHLQLA

21 IRNDEELNKL LSGVTIAQGG VL
—

Supporting Peptides:

Peptide Uniq|-10IigP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 15 23
R.KGNYAER.V Y 29.28 |836.4141(609.6|419.4692|2(12.13| 864 2 30 36
R.NDEELNK.L Y 20.95 | 860.3876| -79.3|861.3267|1(23.01| 1669 1 83 89
total 3 peptides

tr|AOA1L2C7CO|AOA1L2C7CO_9NEOP back to list

Protein Coverage:

1 GGEKVEGKSES RSSRAGLQFP VGRIHRLLEK GNYAERVGAG APVYLAAVME YLAAEVLELA GNAARDNEKT RITIPRHLQLA

21 IRNDEELNKL LSGVTIAQGG VL
—

Supporting Peptides:

Peptide Uniq|-10igP| Mass | ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 15 23
R.KGNYAER.V Y 29.28 |836.4141(609.6|419.4692|2(12.13| 864 2 30 36
R.NDEELNK.L Y 20.95 |860.3876| -79.3(861.3267(1|23.01| 1669 1 83 89
total 3 peptides

tr|AOA076G3V3|A0OA076G3V3_9HEMI back to list

Protein Coverage:

1 GGEVEGKSKS RSSRAGLQFP VGRIHRLLEK GNYAERVGAG APVYLAAVME YLAAEVLELA GNAARDNEKT RIIPRHLQLA

21 IRNDEELNKL LSGVTIAQGG VLP
—

Supporting Peptides:

Peptide Uniq|-10igP| Mass | ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 |943.5239| -98.1|472.7230(2|32.83| 2784 2 15 23
R.KGNYAER.V Y 29.28 |836.4141(609.6|419.4692|2(12.13| 864 2 30 36
R.NDEELNK.L Y 20.95 |860.3876| -79.3(861.3267(1|23.01| 1669 1 83 89
total 3 peptides

tr|T1IUL1|T1IUL1_STRMM back to list

Protein Coverage:

1 MSGRGEGGET KSKSESRSSR AGLQFPVGRI HRLLRKGNYA ERVGAGAPVY LAAVMEYLGA EVLELAGNAZA RDNEKTRIIP
I—] I —

21 RHLQLAIEND EELNKLLSGV TIAQGGVLPN IQAVLLPEKT EEK
—

Supporting Peptides:

Peptide Uniq|-10igP| Mass | ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N | 41.93 (943.5239|-98.1(472.7230|2(32.83|2784 2 21 | 29
R.KGNYAER.V Y 29.28 |836.4141(609.6|419.4692|2(12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3(861.3267(1|23.01| 1669 1 89 95
total 3 peptides

tr|B41Z46|B431Z46_DROGR back to list

Protein Coverage:

1 MSGRGEGGEV EGKAESRSNR AGLQFPVGEI HRLLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAZA RDNEKTRIIP
I—] I—

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPKKT EERKA
—

Supporting Peptides:

Peptide Uniq|-10igP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N | 41.93 (943.5239| -98.1(472.7230|2(32.83|2784 2 21 | 29
2
1

R.KGNYAER.V Y 29.28 |836.4141|609.6(419.4692 12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 | 860.3876| -79.3(861.3267 23.01(1669 1 89 95
total 3 peptides

tr|Q7PD33|Q7PD33_ANOGA back to list

| Protein Coverage | Supporting Peptides |
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Protein Coverage:

1 MSGRGEGGEV KGFKAKSRSNR AGLQFPVGRI HRELLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAA RDNEKTRIIP
— —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPKET ERKEKA
—

Supporting Peptides:

Peptide Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y | 29.28 |836.4141(609.6|419.4692(2|12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
total 3 peptides

tr|B4LVM8|B4LVM8_DROVI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEV KGKAKSRSNR AGLQFPVGRI HRLLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAA RDNEKTRIIP
— I —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPKET ERFA
—

Supporting Peptides:

Peptide Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y 29.28 |836.4141(609.6|419.4692|2(12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
total 3 peptides

tr|Q7Q2C6|Q7Q2C6_ANOGA back to list

Protein Coverage:

1 MSGRGEGGEV KGKAESRSNR AGLQFPVGERI HRLLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAA RDNEKTRIIP
— I —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPKES ERFA
—

Supporting Peptides:

Peptide Uniq|-10igP| Mass | ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y 29.28 |836.4141(609.6|419.4692|2(12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 | 860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
total 3 peptides

tr|Q7Q2C4|Q7Q2C4_ANOGA back to list

Protein Coverage:

1 MSGRGEGGEV KGKAEKSRSNR AGLQFPVGERI HRLLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAZA RDNEKTRIIP
— I —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPKET EERNA
—

Supporting Peptides:

Peptide Uniq|-10igP| Mass | ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 |943.5239| -98.1|472.7230(2|32.83| 2784 2 21 29
R.KGNYAER.V Y 29.28 |836.4141(609.6|419.4692|2(12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3(861.3267(1|23.01| 1669 1 89 95
total 3 peptides

tr|AOA182XUN7|A0OA182XUN7_ANOQN back to list

Protein Coverage:

1 MSGRGEGGEV EGKAEKSRSNR AGLQFPVGRI HRLLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAZA RDNEKTRIIP
— I —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPKET ERFKA
—

Supporting Peptides:

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

z

R.AGLQFPVGR.I| N | 41.93 [943.5239(-98.1|472.7230|2|32.83|2784 2 21 | 29
2
1

R.KGNYAER.V Y 29.28 |836.4141|609.6(419.4692 12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 | 860.3876| -79.3|861.3267 23.01(1669 1 89 95
total 3 peptides

tr|AOA1S3DA94|A0A1S3DA94_DIACI back to list
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| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEA KTESKTRSSR AGLQFPVGRI HELLERKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAA RDNEKTRIIP
— —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPEET EEFA
—

Supporting Peptides:

Peptide Uniq|-10IigP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y 29.28 |836.4141|609.6(419.4692(2(12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
total 3 peptides

tr|AOA132ACK3|AO0OA132ACK3_SARSC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEV KESKAKSRSSR AGLQFPVGRI HELLERKGNYA ERVGAGAPVY LAAVLEYLAA EVLELAGNAA RDNEKTRIIP
— —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN INAVLLPEET EETA
—

Supporting Peptides:

Peptide Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y 29.28 |836.4141|609.6(419.4692(2(12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
total 3 peptides

tr|E2A0I8|E2A0I8_CAMFO back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEA KGKAKSRSNR AGLQFPVGRI HELLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAZA RDNEKTRIIP
— —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPEET EEEL
—

Supporting Peptides:

Peptide Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y 29.28 |836.4141(609.6|419.4692|2(12.13| 864 2 36 | 42
R.NDEELNK.L Y | 20.95 [860.3876| -79.3|861.3267|1|23.01| 1669 1 89 | 95
total 3 peptides

tr|B4K329|B4K329_DROGR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEV KGFKARSRSNR AGLQFPVGRI HRLLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAA RDNEKTRIIP
— —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPKET ERKEKA
—

Supporting Peptides:

Peptide Uniq|-10IigP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y | 29.28 |836.4141(609.6|419.4692(2|12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
total 3 peptides

tr|AOA1BOD249|A0A1B0D249_PHLPP back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEV KGFKAKTRSNR AGLQFPVGRI HRLLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAA RDNEKTRIIP
— —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPKET EERKT
—

Supporting Peptides:

Peptide Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y | 29.28 |836.4141(609.6|419.4692(2|12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
total 3 peptides
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tr|AOA182GOA8|A0A182G0OA8_ANOAL back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEV KGEKAKSRSNR AGLQFPVGRI HELLERKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAA RDNEKTRIIP
— —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPEET EEFA
—

Supporting Peptides:

Peptide Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y 29.28 |836.4141|609.6(419.4692(2(12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
total 3 peptides

tr|B7PSI5|B7PSI5_IXOSC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEV KGESKTRSSR AGLQFPVGRI HELLRKGNYA ERVGAGAPVY LAAVLEYLAA EVLELAGNAZA RDNEKTRIIP
— —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPEKT EEES
—

Supporting Peptides:

Peptide Uniq|-10IigP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y 29.28 |836.4141(609.6|419.4692|2(12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
total 3 peptides

tr|AOA182KSYO|AOA182KSYO_9DIPT back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEV KGKAKSRSNR AGLQFPVGRI HELLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAZA RDNEKTRIIP
— —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPEKET EEEL
—

Supporting Peptides:

Peptide Uniq|-10IigP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y | 29.28 |836.4141(609.6|419.4692(2|12.13| 864 2 36 | 42
R.NDEELNK.L Y | 20.95 [860.3876| -79.3|861.3267|1|23.01| 1669 1 89 | 95
total 3 peptides

tr|AOA1S3DIS4|A0A1S3DIS4_DIACI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEA FKAKSKTRSSR AGLQFPVGRI HRLLRKGNYA ERVGAGAPVY LAAVMEYLAA EVLELAGNAA RDNEKTRIIP
— —

21 RHLQLAIRND EELNKLLSGV TIAQGGVLPN IQAVLLPKET ERKEKA
—

Supporting Peptides:

Peptide Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y | 29.28 |836.4141(609.6|419.4692(2|12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
total 3 peptides

tr|AOA1S4E9L2|AOA1S4E9L2_DIACI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGEGGEA KTESKTRSSR AGLQFPVGRI HRLLRKGNYA ERVGAGAPVY LAAVLEYLVA EVLELAGNAA RDNEKTRIIP
— —

21 RHIQLAIEND EELNKLLNGV TIAQGGVLFN IQAVLLPEKS ETAKGKSNSQ EY
—

Supporting Peptides:

Peptide Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I| N 41.93 (943.5239( -98.1|472.7230|2|32.83| 2784 2 21 29
R.KGNYAER.V Y | 29.28 |836.4141(609.6|419.4692(2|12.13| 864 2 36 | 42
R.NDEELNK.L Y 20.95 |860.3876| -79.3|861.3267|1(23.01| 1669 1 89 95
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Peptide |Uniq|-10IgP| Mass |ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
total 3 peptides

tr|AOA182JIT9|AO0A182JIT9_9DIPT back to list

Protein Coverage:

1 MAGGEAGEDS GKAFAKAVSR SARAGLQFPV GRIHRHLENR TTSHGRVGAT AAVYSAAILE YLTAEVLELA GNASKDLEVE

—
21 RITPRHLQLA IRGDEELDSL IKATIAGGGV IPHIHESLIG EKGGPE
I ——
Supporting Peptides:
Peptide Uniq|-10igP| Mass | ppm m/z |z| RT |Scan|#Spec|Start|End|PTM

R.AGLQFPVGR.I N 41.93 (943.5239( -98.1|472.7230|2(32.83| 2784 2 24 32
K.ATIAGGGVIPH.I| Y 35.32 |991.5450(437.5(496.9967|2(30.30| 2492 1 103 | 113
total 2 peptides

tr|AOA182F532|A0A182F532_ANOAL back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAAGKAGEDS GFAKAKAVSR SARAGLQFPV GRMHRHLKHR TTNHGRVGAT AAVYSAAILE YLTAEVLELA GNASEDLEVE

——
21 RITPRHLQLA IRGDEELDGL IKATIAGGGV IPHIHESLIG EEGGPE
——————
Supporting Peptides:
Peptide Uniq |-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM

R.AGLQFPVGR.M N 41.93 (943.5239( -98.1|472.7230|2(32.83| 2784 2 24 32
K.ATIAGGGVIPH.I| Y 35.32 |991.5450|437.5(496.9967(2|30.30| 2492 1 103 | 113
total 2 peptides

tr|Q7QF50|Q7QF50_ANOGA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAGGEAGEDS GKAKAKAVSR SARAGLQFPV GRIHRHLENR TTSHGRVGAT AAVYSAATILE YLTAEVLELA GNASKDLEVE

——
21 RITPRHLQLA IRGDEELDSL IKATIAGGGV IPHTHKSLIG KEGGPE
——
Supporting Peptides:
Peptide Uniq |-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I N 41.93 |943.5239( -98.1|472.7230(2|32.83| 2784 2 24 | 32
K.ATIAGGGVIPH.I| Y 35.32 |991.5450(437.5|496.9967|2(30.30| 2492 1 103 | 113

total 2 peptides

tr| AOAOASYWS58|AOAOA9YWS5S58_LYGHE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAGGEAGEDS GKAKAFKAVSR SARAGLQFPV GRIHRHLENR TTSHGRVGAT AAVYSAATILE YLTAEVLELA GNASKEDLEVE

——
21 RITPRHLQLA IRGDEELDSL IKATIAGGGV IPHIHKSLIG EEGSQEPV
I ——
Supporting Peptides:
Peptide Uniq |-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM

R.AGLQFPVGR.I N 41.93 |943.5239( -98.1|472.7230(2|32.83| 2784 2 24 32
K.ATIAGGGVIPH.I| Y 35.32 |991.5450|437.5(496.9967(2|30.30| 2492 1 103 | 113
total 2 peptides

tr|J3JTRO|J3IJTRO_DENPD back to list

Protein Coverage:

1 MAGGEAGEDS GKAFAKAVSR SARAGLQFPV GRIHRHLENR TTSHGRVGAT AAVYSAAILE YLTAEVLELA GNASKDLEVE

—
21 RITPRHLQLA IRGDEELDSL IKATIAGGGV IPHIHKSLIG EEGAGHSQPS
I ——
Supporting Peptides:
Peptide Uniq|-10igP| Mass | ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I N 41.93 |943.5239( -98.1|472.7230(2|32.83| 2784 2 24 32
K.ATIAGGGVIPH.I| Y 35.32 |991.5450(437.5|496.9967|2(30.30| 2492 1 103 | 113

total 2 peptides

tr|AOA132A5C4|A0A132A5C4_SARSC back to list
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16/03/2023, 15:19

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

1 MEQSESGRRA KFEENESSRT VREQSEIVENE MSTFVAGGKA GEDSGKAKAK AVSRSARAGL QFPVGRIHRH LENETTSHGR
—

21 VGATAAVYSA ATLEYLTAEV LELAGNASKED LEVERITPRH LQLATRGDEE LDSLIKATIA GGGVIPHIHK YLIGEEGNAP
———

lel

QKPA

Supporting Peptides:

Peptide Uniq|-10igP| Mass | ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.AGLQFPVGR.I N 41.93 |943.5239( -98.1|472.7230(2|32.83| 2784 2 58 66
K.ATIAGGGVIPH.I| Y 35.32 |991.5450(437.5|496.9967|2(30.30| 2492 1 137 | 147
total 2 peptides
tr| AOAOM9A898| AOAOM9A898_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MADDEANNTC EDSLGPGDAN TAFAKKIRGR KGALEEKEKNVY VVENHSFMPR
51 VVHERCHEYV TFTCPGADKG ADSDDTRTEH QFEQHTYNSP TFCDHCGSLL
161 CDHTERRGRI NLHISCSGSK LTVEVEQGRN LIFPMDPNGLS DPYVELELIP
247 EVWDWDRTSE NDFMGSLSFG ISELIKAPAT GWFELLTQEE GEFYNVEVPE
321 HNMGEKESDLIR ASDFHFLMVL GEGSFGEVML AEREKGTDELY AIKILEEDII
401 CFQTMDRLYF VMEYVNGGDL MYQIQQCGKF KEPVAVFYAS EIAIGLFYLH
481 KEGITGDETT KTFCGTPDYI APEIILYQPY GESVDWWAYG VLLYEMLVGQ
561 REICKAFLTEK NPVEKRLGCGL RGEEDVRSHA FFRRIDWEKI ENREVQPPFK
£41 MMNLDQTEFM GFSFLNPEFV QHV
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z |z| RT |Scan |#Spec|Start|End|PTM
R.NDFMGSLSFGISELIK.A| Y 53.03 |1756.8705|468.2|879.8538(2(42.78| 3931 1 251 | 266
total 1 peptides
tr| AOAOP5W4V7 | AOAOP5W4V7_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MADEEETNGG GSGHGNHNPD SSEGPGTGDL NTVEFGMEQRG REGALKEENI
21 EKQGYQCHICS FVVHERCHEY VSFTCPGVTE GVECEDSRTT HEFEPYTYSS
161l RCTESVPHLC GCDHTERRGR IEIKISCTRD KLILEVRQGK NLMPMDPENGL
241 WNETLTFDLEK AEDKDRRILV EVWDWDRLSG NDFMGSLSFG ISEIIKSPVE
321 IRQEASIISV AKPEEPSRFE TEIPHNMSRK DITIRATDFNF LMVLGEGSFEG
401 ECTLVEEHVL ALASKPPFLV QLHSCFQTMD RLYFVMEYVN GGDLMFQIQQ
421 RDLELDNILL DQDGHIKIAD FGMCEKEGIDG ERKVTKTFCGT PDYIAPEIIL
561 DEEELFAAIT DQNVSYPESL SKEAEKEICEG LLTEQPAKRL GCTPEGEEDV
©41 RMAENFDPIF TRAKVELTPP DENALMILEKH LNPGDFAEFD WVNPYYEPII
721 AASTTSLPLT KEFKLEIESR EVQPPFEPEI KHREDVSNFD EKQFTSEELDL
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
G.NDFMGSLSFGISEIIK.S| Y 53.03 [1756.8705(468.2|879.8538(2(42.78| 3931 1 271 | 286

total 1 peptides

tr| AOAON7ZKUG6 | AOAON7ZKUG6_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

FFEQPTFCSH
YGVIHQGMEC
DSDNVEEKTEK
EGVDLAELEM

IQDDDVECTM
GRGIVYRDLK
PPFDGEDEEE
PEIEHREDVS

YIVEDHEFIP
PTFCDHCGSL
SDPEFVEARLI
GWFELLSEEE

EVMLAERKGT
CGKFEEFVAV
YQPYGRSVDW
RTHPFFRRID
DFPLIEHLFL
TEFTDELFMMN

CEDFIWGFGK
QACDMNVHER
TIKSSLNPEK
EVRETSVTRK

VEERVLALSS
LDNVLLDQDG
LFAATITEHNV
NEDEQETSEK

REFEQPTFCS
LYGVIHQGME
PDTDNVEMET
GEFYNVEVSD

DELYAIEILK
FYAARETIAVGL
WAYGVLLYEM
WLEIESREVQ
VSTTSAFQRS
LDQNEFLGES

back to list

QGYQCQVCSFE
CEESVPNLCG
PEDKDRRLLI
TTTTQDKEVE

EPPFLVQLHS
HIKIADEGMC
SYPESLSKEA
TDLTFTDELE

back to list

HCEDEFIWGEG
CEACDMNVHE
KTIKASLNFPE
GIDTEVEREQ

EDIIIQDDDV
FFLHSRGIIY
LVGQFPFDGE
PPFEPEIENP
GPNSFRSANS
FLNPEEVQHV

back to list
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16/03/2023, 15:19 proteins
1 MERLCTRERR LSADSEWCRV ESAVCQSEMA DEKETNGGGS GHGNHNPDSS EGPGTGDLNT VEGMEQRGRE GALEKENIYI
51 VEDHEFIPRF FEKQPTFCSHC KDFIWGFGEQ GYQCHICSFV VHERCHEYVS FTCPGVTEGV ECEDSRTTHK FEPYTYSSPT
161 FCDHCGSLLY GVIHQGMKCE ACDMNVHERC TESVPHLCGC DHTERRGRIE IKISCTRDEL ILEVRQGENL MPMDPNGLSD
241 PFVEARLIPD TDNVEMETKT IKASLNPEWN ETLTFDLEAE DEDRRILVEV WDWDRLSGND FMGSLSFGIS EIIKSPVEGW
321 FELLSEEEGE FYNVPVSDGI DTEVFREQIR QKASIISVAEK PEEPSRFETE IPHNMSREDI IRATDEFNFLM VLGEGSEGEV
401 MLAERKGTDE LYAIKILEKD IIIQDDDVEC TLVEEHVLAL ASKFPFLVQL HSCFQTMDRL YFVMEYVNGG DLMFQIQQCG
481 KFEEPVAVFY AAETAVGLFF LHSRGIIYRD LELDNILLDQ DGHIKIADFG MCEEGIDGEK VTETEFCGTPD YIAPEIILYQ
561 PYGRSVDWWA YGVLLYEMLV GQPPFDGEDE EELFAAITDQ NVSYPKSLSK EAKEICKGLL TEQPAEKRLGC TPEGEEDVRT
£41 HPFFRRIDWL KIESREVQPP FEKPEIKNPEM AENFDPIFTR AEKVELTPPDR NALMILEKHLN PGDFAEFDWV NPYYEPIIDP
721 PLIEHLFLVS TTSAPQRSGP NSPRSANSAA STTSLPLTEE FESALEVYSF DENEK
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
G.NDFMGSLSFGISEIIK.S| Y 53.03 (1756.8705(468.2|879.8538(2(42.78| 3931 1 299 (314
total 1 peptides
tr| AOAOP5D7F8|AOAOP5D7F8_9CRUS back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MADEEETNGG GSGHGNHNPED SSEGPGTGDL NTVFGMKQRG REGALKKENI YIVEDHEFIP RFFEQPTFCS HCEDFIWGEG
21 EKQGYQCHICS FVVHERCHEY VSFTCPGVTE GVECEDSRTT HEFEPYTYSS PTFCDHCGSL LYGVIHQGME CEACDMNVHE
161 RCTESVPHLC GCDHTEREGR IEIKISCTRD KLILEVRQGK NLMPMDPNGL SDPFVEARLI PDTDNVEMEKT KTIKASLNPE
241 WNETLTFDLE AEDEDRERILV EVWDWDRLSG NDFMGSLSFG ISEITIKSPVE GWFELLSEEE GEFYNVEVSD GIDTEVFREQ
321 IRQEASIISV AKPKEPSRFE TEIPHNMSRE DIIRATDFNF LMVLGEGSFG EVMLAERKGT DELYAIKILK KDIIIQDDDV
401 ECTLVEEHVL ALASKFPFLV QLHSCFQTMD RLYFVMEYVN GGDLMFQIQQ CGKFEEPVAV FYAAETAVGL FFLHSRGIIY
421 RDLELDNILL DQDGHIKIAD FGMCEEGIDG EEVTKTFCGT PDYIAPEIIL YQPYGRSVDW WAYGVLLYEM LVGQPPFDGE
5¢1 DEEELFAAIT DENVSYPESL SKEAKEICEG LLTEQPAERL GCTPEGEEDV RTHPFFRRID WLEIESREVQ PPFEPKIENP
©41 RMAENFDPIF TRAEVELTPP DRNALMILEKH LNPGDFAEFD WVNPYYEPII DPFPLIEHLFL VSTTSAPQRS GPNSPRSANS
721 AASTTSLPLT KEFESALXXX XXXXXXHHNKK XHHRSTVSIE TRSDVEKT
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
G.NDFMGSLSFGISEIIK.S| Y 53.03 (1756.8705(468.2|879.8538(2(42.78| 3931 1 271 | 286
total 1 peptides
tr| AOAOP6FB91|AOAOP6FB91_9CRUS back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSEWCRVESA VCQSEMADEEK ETNGGGSGHG NHNPDSSEGP GTGDLNTVFG MEQRGREGAL EEENIYIVED HEFIPREFFEQ
21 PTFCSHCEDF IWGFGKQGYQ CHICSFVVHE RCHEYVSFTC PGVTKGVECE DSRTTHKFKP YTYSSPTFCD HCGSLLYGVI
161 HQGMKCEACD MNVHERCTES VPHLCGCDHT ERRGRIEIKI SCTRDELILE VRQGENLMFM DPNGLSDPFV KARLIPDTDN
247 VEMKTETIEA SLNPEWNETL TFDLEAEDED RRILVEVWDW DRLSGNDFMG SLSFGISEII KSPVEGWFEL LSEEEGEFYN
3221 VPVSDGIDTE VFREQIRQKA SIISVAKPKE PSRFETEIPH NMSREEKDIIRA TDENFLMVLG KGSEGEVMLA ERKGTDELYA
401 IRKILKEDIII QDDDVECTLV ERKHVLALASK PPFLVQLHSC FQTMDRLYFV MEYVNGGDLM FQIQQCGEFK EPVAVEYAAE
481 TIAVGLFFLHS RGIIYRDLKL DNILLDQDGH IKIADFGMCE EGIDGEEVTE TFCGTPDYIA PEIILYQPYG RSVDWWAYGV
561 LLYEMLVGQP PFDGEDEEEL FAATITDQNVS YPESLSEKEEAK EICKGLLTEQ PAKRLGCTPK GEEDVRTHPF FRRIDWLEIE
©41 SREVQPPFEP KIENPRMAEN FDPIFTRAKV ELTPPDRNAL MILEHLNPGD FAEFDWVNPY YEPIIDPPLI EHLFLVSTTS
721 APQRSGPNSP RSANSAASTT SLPLTEEFKS ALKVYSFDEN EE
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
G.NDFMGSLSFGISEIIK.S| Y 53.03 (1756.8705(468.2|879.8538(2(42.78| 3931 1 286 | 301
total 1 peptides
tr| AOAOP5BRK4|AOAOP5BRK4_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:19 proteins
1 MPKTVFESPV PGPSDEKETN GGGSGHGNHN PDSSEGPGTG DLNTVFGMKQ RGREGALKEK
51 CSHCEDFIWG FGEQGYQCHI CSFVVHEKRCH EYVSFTCPGV TEGVECEDSR TTHEFEPYTY
161 MECEACDMNV HERCTESVPH LCGCDHTERR GRIEIKISCT RDELILEVRQ GENLMPMDPN
24 KETKTIKASLN PEWNETLTFD LEAEDEDRRI LVEVWDWDRL SGNDFMGSLS FGISEIIKSP
321 SDGIDTEVFR KQIRQEKASII SVAKPKEPSR FETEIPHNMS REDITRATDF NFLMVLGEGS
401 LEEDIIIQDD DVECTLVEEH VLALASKPPF LVQLHSCFQT MDRLYFVMEY VNGGDLMFQI
481 GLFFLHSRGI IYRDLELDNI LLDQDGHIKI ADFGMCEEGI DGEKVTETFC GTPDYIAPEI
561 EMLVGQFPFD GEDEEELFAA ITDQNVSYPK SLSKEAKEIC KGLLTEQPAK RLGCTPEGEE
£41 VQPPFEPEIEK NPEMAENFDP IFTRAKVELT PPDRNALMIL KHLNEGDFAE FDWVNEYYEP
721 RSGPNSPRSA NSAASTTSLP LTEKEFKSALK VYSFDENEK
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
G.NDFMGSLSFGISEIIK.S| Y 53.03 (1756.8705(468.2|879.8538(2(42.78| 3931 1 283 | 298
total 1 peptides
tr| AOAOP4ZIP3|AOAOP4ZIP3_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MADEEETNGG GSGHGNHNPD SSEGPGTGDL NTVEFGMKQRG REGALKKENI YIVEDHEFIP
21 EKQGYQCHICS FVVHERCHEY VSFTCPGVTE GVECEDSRTT HEFEPYTYSS PTFCDHCGSL
161 RCTESVPHLC GCDHTERRGR IEIKISCTRD KLILEVREQGK NLMPMDPNGL SDPEVEARLI
24 WNETLTFDLE AEDEDRRILV EVWDWDRLSG NDFMGSLSFG ISEIIKSPVE GWFELLSEEE
321 IRQEASIISV AKPKEPSRFE TEIPHNMSRK DITRATDFNF LMVLGKGSFG KVMLAEREGT
401 ECTLVEEHVL ALASKPPFLV QLHSCFQTMD RLYFVMEYVN GGDLMFQIQQ CGEFEEFVAV
421 RDLELDNILL DQDGHIKIAD FGMCEEGIDG EKVTKTFCGT PDYIAPEIIL YQPYGRSVDW
561 DEEELFAAIT DENVSYPESL SKEAKEICEG LLTEQPAEKRL GCTPEGEEDV RTHPFFRRID
©41 RMAENFDPIF TRAEVELTPP DRNALMILEKH LNPGDFAEFD WVNPYYEPII DFPLIEHLFL
721 AASTTSLPLT KEFKSALNEE KEIFFFFFFSE SFH
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
G.NDFMGSLSFGISEIIK.S| Y 53.03 (1756.8705(468.2|879.8538(2(42.78| 3931 1 271 | 286
total 1 peptides
tr|AOA151X2L9|A0A151X2L9_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MADDQENNTC EDSLGTGDTN TAFAKKLEGR KGALEEENVY MVENHSFMPR FFEQPTFCSH
21 CHEYVTFTCP GADKGADSDR FGRFVPTIDT RTEHQFEQHT YNSPTFCDHC GSLLYGVIHQ
161 PVIVSQEFDH LGCPNICPGR MIDLTACDMN VHERCEESVP NLCGCDHTER RGRIHLHISC
24 NGLSDEFYVEL ELIPDSDNVE EETETIESCL NPEWNETIIF DLEPEDEDRE LLIEVWDWDR
321 PSSGWYELLT QEEGEFYNVP VPEEGVDLAE LETEMRKTSV TEKTHTTQDE DVPHNMGKSD
401 VLLAEREGTD ELYATIKILEEK DIIIQDDDVE CTMVEKRVLA LSSKPPFLVQ LHSCFQTMDR
481 GEFEEPVAVF YSSEIAIGLF FLHSRGIVYR DLELDNVLLD QDGHIKIADF GMCEEGITGD
561 QPYGKSVDWW AYGVLLYEML VGQPPFDGED EDELFSAITD HNVSYPKSLS KEAEEVCEAF
©41 SHAFFRRIDW EKIENREVQP PFEPKIQHREK DVSNFDEQFT SEKTDLTPTD KLFMMNLDQT
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.NDFMGSLSFGISELIK.A| Y | 53.03 |1756.8705(468.2|879.8538(2(|42.78(3931| 1 304 | 319

total 1 peptides

tr| AOAOP5DL28|AOAOP5DL28_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

NIYIVEDHEF
SSPTEFCDHCG
GLSDPEVEAR
VEGWEFELLSE

FGKVMLAERK
QOCGKFKEEV
ILYQPYGRSV
DVRTHPFFRR
IIDPPLIEHL

REFEQPTFCS
LYGVIHQGME
PDTDNVEMET
GEFYNVEPVSD

DELYAIRILK
FYAAETAVGL
WAYGVLLYEM
WLEIESREVQ
VSTTSAFQRS

CEDEFICWEEFR
GMECQDISHI
AGSEKLSIQVR
TSENDFMGSL

IPRFFEQPTE
SLLYGVIHQG
LIPDTDNVEM
EEGEFYNVEV

GTDELYAIEKI
AVFYAREIAV
DWWAYGVLLY
IDWLKIESRE
FLVSTTSAPQ

back to list

HCEDFIWGEG
CEACDMNVHE
KTIFASLNFE
GIDTEVEREQ

EDIIIQDDDV
FFLHSRGIIY
LVGQFPEFDGE
PFFEPEIENP
GPNSFRSANS

back to list

SLCSFVVHER
NPAPFPLPLI
EGRNLIFMDF
SFGISELIKA

LIRASDFNFL
LYFVMEYVNG
ETTETECGTP
LTENPSERLG
EFMGESYLNP

MVLGKGSFGK
GDLMYQIQQC
DYIAPEIILY
CGMRGEDDVR
EFVQHV

back to list
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16/03/2023, 15:19 proteins
1 MSRWCRVESA VCQSEMADEEK ETNGGGSGHG NHNPDSSEGP GTGDLNTVEG MEQRGREKGAL KEKNIYIVED
51 PTFCSHCEDF IWGFGEQGY(Q CHICSFVVHE RCHEYVSFTC PGVTKGVECE DSRTTHEFEP YTYSSPTECD
161 HQGMKCEACD MNVHERCTES VPHLCGCDHT ERRGRIEIKI SCTRDELILE VRQGENLMPM DENGLSDEPEV
241 VEMETKTIEA SLNPEWNETL TFDLEAEDED RRILVEVWDW DRLSGNDFMG SLSFGISEII KSPVEGWFEL
321 VPVSDGIDTE VFREQIRQKA SIISVAKFPEE PSRFETEIPH NMSREDIIRA TDFNFLMVLG KGSEFGEVMLA
401 IKILKKEDIII QDDDVECTLV EKHVLALASK PPFLVQLHSC FQTMDRLYFV MEYVNGGDLM FQIQQCGEFK
481 IAVGLFFLHS RGIIYRDLEL DNILLDQDGH IKIADFGMCEK EGIDGEKVTEK TFCGTPDYIA PEIILYQPYG
561 LLYEMLVGQP PFDGEDEEEL FAATITDQNVS YPESLSKEAK EICKGLLTEQ PAKRLGCTPK GEEDVRTHPF
£41 SREVQPPFEP KIKHRKDVSN FDEQFTSEKL DLTPTDELFM MNLDQNEFLG FSFLNPEFVQ HV
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
G.NDFMGSLSFGISEIIK.S| Y 53.03 (1756.8705(468.2|879.8538(2(42.78| 3931 1 286 | 301
total 1 peptides
tr| AOAOA9X7]5|AOAO0A9X7I5_LYGHE
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 PRGALGSSGL ASVLLSLGLT ADMAEDEAST NDDSTGDETQ LGGFGARGEEK GALEKENVYN VEGHEFIPRF
21 EKDFIWGFGEQ GFQCQVCSFV VHERCHEYVS FTCPGADEGP DSDAEFSKHE FEVYTYLAPT FCDHCGSMLH
16l ACDMNVHERC KESVPNLCGC DHTERRGRIE LEKITCANNHL SADIRQGENL IPMDPNGLSD PYVELELIPD
247 IFANLNPVWN ETLNFELKAE DEDRRLLIEV WDWDRTSEND FMGSLSFGIS ELIKAPVEGW FELLTQEEGE
321 ADLAQLESQM RQTSITKEAP VVTDEDVPHN MNEEDVIRAS DFEFNFLMVLGK GSEGEVMLAE REGTDELYAT
401 DDDVECTMVE KRVLALSHEP PFLVQLHSCF QTMDRLYFVM EYVNGGDLMF QIQQCGKFEKE PVAVEFYSAET
481 GIIYRDLELD NVLLDQDGHI KIADFGMCEE GISGEKTTKT FCGTPDYIAP EIILYQPYGK SVDWWAYGVL
561 FDGEDEEELF AAITDHSVSY PEKGLSKEAEKE ACEGFLTENP SERLGCGARG EEDVRGHSFF RRIDWERIEA
©41 IEKHREDVSNF DEQFTSEKETD LTPTDELFMM NLDQTEFMGEF SYLNPEFIQH V
Supporting Peptides:
Peptide Uniq|-10igP| Mass ppm m/z |z| RT |Scan |#Spec|Start(End|PTM
R.NDFMGSLSFGISELIK.A| Y 53.03 |1756.8705|468.2(879.8538|2(42.78| 3931 1 279 | 294
total 1 peptides
tr|Q7Q042|Q7Q042_ANOGA
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 GTGRGEMADD DNTLEEIPEA ENEMALRNRG REGALEKENV YNVEDHRFIP REFEQPTFCS HCEDEFICGEQ
51 QGFQCQVCSF VVHERCHEYV TFECPGADEG ADSDDTRTEH EFEEWTYSSP TFCDHCGSLL YGLIHQGLEC
161 CEESVPNLCG CDHTERERGRI QLTITYAAGK LNIEVEQGRN LIPMDPNGSS DPYVEIKLIP DADNVEEETE
247 NETLIFDLEP EDKDRRLLIE VWDWDRTSEN DFMGSLSFGI SEILKNPVDG WEFKLLTQEEG EYYNVPVPEE
321 MREIPMMGDE DVPHNMTEKD VIEATDFNFL MVLGKGSFGK VMLAERKGTD ELYAIKILEK DIIIQDDDVE
401 LSSEPPFLVQ LHSCFQTMDR LYFVMEYVNG GDLMFQIQQC GEFEEPVAVA ITPIANNAAR TMTQRTRVAR
481 DNTSERAKER EQTEIADFGM CKEGILGDET TEKTFCGTPDY IAPEIILYQP YGKSVDWWAY GVLLYEMLVG
561 ELFAAITDHN VSYPESLSKE AKDVCKGLLT KENPQKRLGCG ARGEEDVEAH AFFRRIDWEK IENREVQPPF
£41 SNFDRQFTSE KTDLTPTDEL FMMNLDQTEF NGFSYLNPEF VQYV
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT (Scan|#Spec|Start| End|PTM

R.NDFMGSLSFGISEILK.N| Y

53.03 |1756.8705

468.2

879.8538|2

42.78

3931 1

270 | 285

total 1 peptides

tr|vV918Q4|V9I8Q4_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

HEFIPRFFEQ
HCGSLLYGVI
FARLIPDTDN
LSEEEGEFYN
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EPVAVEFYAAE
RSVDWWAYGV
FRERIDWLEIE
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FKQPTFCSHC
GLTQQGLKCS
SDNVEKKTET
FYNVEVPEEG
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ATIGLEYLHVR
LYEMLVGQFF
REVQFPFKFE

back to list

AVFCHLGFGK
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CTMVEERVLA
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16/03/2023, 15:19 proteins
1 MADDQEANNT CEDSLGPGDA NTAFAKKIRG REGALEKENV YVVENHSFMP
51 FVVHERCHEY VTFTCPGADK GADSDMSTAH EKEWEVEFTYLTP TEFCDHCGSML
161 CDHTERRGRI NLYISCSGSK LTVEVEQGRN LIPMDPNGLS DEYVELELIP
247 EDKEDRELLIE VWDWDRTSEN DFMGSLSFGI SELIKAPANG WFELLTQEEG
321 TTTQDEEVPH NMGEKSDLIRA SDFNFLMVLG KGSFGKVMLA EREGTDELYA
401 PPFLVQLHSC FQTMDRLYFV MEYVNGGDLM YQIQQCGEFK EPVAVFYASE
481 IKIADFGMCE EGISGDKTTK TFCGTPDYIA PEIILYQPYG KSVDWWAYGV
561 YPESLSKEAR EICKAFLTEN PVERLGCGLR GEEDVRSHAF FRRIDWEKIE
£41 DLTPTDELFM MNLDQTEFMG FSFLNPEFVQ HV
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start End|PTM
R.NDFMGSLSFGISELIK.A| Y 53.03 |1756.8705|468.2(879.8538|2(42.78| 3931 1 260 | 275
total 1 peptides
tr| AOA146MGA7 | AOA146MGA7_LYGHE
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MAEDEASTND DSTGDKTQLG GFGARGREGA LEKENVYNVE GHEFIPRFFK
21 EKRCHEYVSFT CPGADKGPEDS DAEFSKHEFE VYTYLAPTFC DHCGSMLHGL
161 TERRGRIELK ITCANNHLSA DIRQGENLIP MDPNGLSDPY VELKLIPDSD
247 DRRLLIEVWD WDRTSENDFM GSLSFGISEL IKAFPVEGWFEK LLTQEEGEFY
321 TDEDVPHNMN KEDVIRASDF NFLMVLGEGS FGEVMLAERK GTDELYAIKI
401 LVQLHSCFQT MDRLYFVMEY VNGGDLMFQI QQCGKFEEPV AVFYSAEIAT
481 ADFGMCEEGI SGEKTTETFC GTPDYIAPEI ILYQPYGESV DWWAYGVLLY
561 GLSEEAKEAC KGFLTENPSKE RLGCGARGEE DVRGHSFFRR IDWERIEARE
©41 PTDELFMMNL DQTEFMGESY LNPEFIQHV
Supporting Peptides:
Peptide Uniq|-10igP| Mass ppm m/z |z| RT |Scan |#Spec|Start(End|PTM
R.NDFMGSLSFGISELIK.A| Y 53.03 |1756.8705|468.2(879.8538|2(42.78| 3931 1 257 | 272
total 1 peptides
tr| AOA023GLQ5|A0OA023GLQ5_9ACAR
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 PIGHGDDGEE LSEQFSSGFR LRARKGALKE ENVFEVENHE FIPRFFEQPT
51 HEFVTFECPG KDEGVDSDDA RTEHQFQLQT YTSPTFCDHC GSLLYGLIHQ
161 RGRIHLEVSA TPTRLTCEVR QARENLIPMDP NGLSDPYVEL KELIPDIGDSA
24 RLLIELWDWD RTSENDEFMGS LSFGISEILK APAEGWFELL TAEEGEFYNV
321 PHNMGEQDVI RASDFNFLLV LGEGSFGEVL LAERRGTDEL YAVEVLEEDV
401 SCFQTMERLY FVMEYVNGGD LMFQIQQCGK FEEPVAVFYA AEIAVGLFFL
481 CEEGIQGDET TKTFCGTPDY IAPEIILYQP YGKSVDWWAY GVLLYEMLVG
561 AREACKGFLT KNPVRRLGCG LSGEEDVRTH PFFRRIDWDK IENREVQPPF
£41 VMENLTGNEF QGFTFVNSQF GGVCSF
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.NDFMGSLSFGISEILK.A| Y 53.03 |1756.8705|468.2(879.8538|2(42.78| 3931 1 255 | 270

total 1 peptides

tr|U5QO0I7|U5Q0I7_ANOST

| Protein Coverage | Supporting Peptides |

Protein Coverage:

RFFEQFTFCS
HGIAHQGLEC
DSDTVEEETE
EYYNVEVPEE

IKILEEDIII
IATIGLFFLHG
LLYEMLVGQP
NEREVQPFPFEP

QPTFCSHCKD
TQQGLKCSAC
NVEKKTETIK
NVPVPEEGAD

LEKDIIIQDD
GLEYLHVRGI
EMLVGQFPFD
VQPPFEFEIEK

FCSHCEDEIW
GYKCFKACDMN
KRKTETIKAC
PVPPEDFALA

ITIQDDDVECA
HARSIVYRDL
QFPFDGEDEE
KFRIENFRSG

HCEDFIWGEG
SACDMNVHER
TIESSLNPEW
GVDLAELEME

QDDDVECTMV
RGIVYRDLEL
PFDGEDEEEL
KEIKHREDVSN

FIWGFGKQGF
DMNVHERCKE
ANLNPVWNET
LAQLKSQMRQ

DVECTMVEER
IYRDLELDNV
GEDEEELFAA
HEKDVSNFDK

GEGKQGYQCQ
VHKRCQESVE
LNPEWNETLT
ATHHPTARVR

MVEERVLALA
ELDNILLDQD
ELFASITDHN
ENFDEVETQA

KQGYQCQVCS
CEESVENLCG
NETIIFDLEP
MREKTSVTKKT

EERVLALSTEK
DNVLLDQDGH
FAATTEHNVS
FDEQFTSEET

back to list

QCQVCSEVVH
SVPNLCGCDH
LNFELRAEDK
TSITKKAPVV

VLALSHEPFF
LLDQDGHIET
ITDHSVSYFK
QFTSEKTDLT

back to list

ICSEVVHERC
NLCGCDHTER
FDLEPVDEDR
STPQASSDLI

AFFPFLVQLH
GHIKIADFGM
VSYPEALSEE
FMTLSPGDFL

back to list
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16/03/2023, 15:19 proteins
1 MADDDNTLEE IPEAENKNAL RNRGRKGALKE KENVYNVEDH RFIPRFFEQP TFCSHCEDFI XXXXXKXKXX
51 VCSFVVHERC HEYVTFECPG ADKGADSDAQ NPHEWQGYTF ITPTEFCDHCG SMLHGIAHQG LESCDMNVHEK
161 GCDHTERRGR IQLTITHSVG KELNIEVEQGR NLIPMDENGS SDPYVEKIKLI PDADNVEEET KTIRASLNEV
241 AEDEDRRLLI EVWDWDRTSR NDFMGSLSFG ISEILKNPVD GWFELLTQEE GEYYNVEVPE EGADLVQLES
321 FKDVPHNMTEEK DVIRATDFNF LMVLGKGSFG KVMLAEREGT DELYAIKILE KDIIIQDDDV ECTMVEERVW
401 NCIPDRLYFV MEYVNGGDLM FQIQQCGEFK EPVAVFYASE IAIGLFYLHA RGIVYRDLEL DNVLLDMDGH
481 EGILGDETTEKE TFCGTPDYIA PEIILYQPYG KSVDWWAYGV LLYEMLVGQP PFDGEDEEEL FAAITDHNVS
561 DVCEGLLTEN PQERLGCGAR GEEDVRAHAF FRRIDWEEIE NREVQPPFEP KIKHREDVSN FDRQFTSEKT
£41 MNLDQTEFNG FSYLNPEFVQ YV
Supporting Peptides:
Peptide Uniq|-10igP Mass ppm m/z |z| RT |Scan|#Spec|Start| End|PTM
R.NDFMGSLSFGISEILK.N| Y 53.03 |1756.8705|468.2(879.8538|2(42.78| 3931 1 261 | 276
total 1 peptides
tr| AOA0O69DWB7|AOA069DWB7_9HEMI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 EVGSGDTNTE FGLGVRGREG ALEKEKENVYNV KGHEFIPRFF KQPTFCSHCK DFIWGFGEQG FQCQVCSEVV
21 TCPGADKGPD SDAEISKHEF EVYTYLTPTF CDHCGSMLHG LTSQGLECTA CDMNVHKRCE ESVPNLCGCD
16l KISCVSNELS AEVRQGENLI PMDPNGSSDP YVELKLIPDA DNVEEKTKETI KSSLNPVWNE TLSFELESED
247 DWDRTSENDF MGSLSFGISE IIKAFPVEGWEF ELLTQEEGEF YNVEPFVPEEGA DLAQLESQMR KTSITEEAFPV
321 SEKEDVIRASD FNFLMVLGEG SFGEVMLAER KGTDELYAIK ILEKDIIIQD DDVECTMVEK RVLALSQEPP
401 TMDRLYFVME YVNGGDLMFQ IQQCGKFEEP VAVFYSAEIA IGLFYLHVRG IIYRDLELDN VLLDQDGHIEK
481 ISGDKTTETF CGTPDYIAPE IILYQPYGES VDWWAYGVLL YEMLVGQPPF DGEDEEELFA AITDHSVSYP
561 CEGFLTENPS KRLGCGMREGE EDVRGHSFFR RIDWERIEAR EVQPPFEPEI KHREDVSNFED KQFTSEETDL
©41 LDQTEFMGES YLNPEFIQHV
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End |PTM
R.NDFMGSLSFGISEIIK.A| Y | 53.03 [1756.8705|468.2|879.8538|2(42.78(3931| 1 248 | 263
total 1 peptides
tr|W5JP71|W53JP71_ANODA
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MHDHSVTEAT ELAEQQQQQQ KDGEIEGEFP FRSVPFEVPY ARIRETTLND TRTEHEFEEW TYSSPTFCDH
51 QGLECTACDM NVHERCEESV PNLCGCDHTE RRGRIQLTIT HMGGEKLNIEV KQGRNLIPMD PNGSSDFPFYVEK
161 EKEETKTIRAS LNPVWNETLI FDLEAEDEDR RLLIEVWDWD RTSENDFMGS LSFGISEILK NEFVDGWFELL
241 PVPEEGADLV QLESQMEKTS ITKEKIPMMGD KDVPHNMTEKE DVIRATDFNF LMVLGEKGSFG KVMLAEREGT
221 EKDIIIQDDDV ECTMVEKRVL ALSSEPPFLV QLHSCFQTMD RLYFVMEYVN GGDLMFQIQQ CGEFKEPVAV
401 FYLHARGIVY RDLELDNVLL DQDGHIKIAD FGMCEEGIMG DETTETFCGT PDYIAPEIIL YQPYGESVDW
481 LVGQRFPPFDGE DEEELFAAIT DHNVSYPKSL SKEAKDVCKG LLTKNPQERL GCGARGEEDV FAHAFYRRID
561 PPFEPKIEHR KDVSNFDRQF TSEKTDLTPT DELFMMNLDQ TEFNGFSYLN PEFVQYV
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.NDFMGSLSFGISEILK.N| Y 53.03 |1756.8705|468.2|879.8538(2(42.78| 3931 1 205 | 220
total 1 peptides
tr| AOAOA9WKY4 | AOAOA9WKY4_LYGHE
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MLHGLTQQGL KCSACDMNVH KRCEESVPNL CGCDHTERRG RIELEITCAN NHLSADIRQG ENLIPMDPNG
21 IPDSDNVEEE TKTIKANLNP VWNETLNFEL EAEDEDRRLL IEVWDWDRTS RNDFMGSLSF GISELIKAPV
1€l EGEFYNVPVP EEGADLAQLE SQMRQTSITK KAPVVTDEDV PHNMNKKDVI RASDFNFLMV LGEGSFGEVM
24 YATEILEEDI IIQDDDVECT MVEERVLALS HEPPFLVQLH SCEQTMDELY FVMEYVNGGD LMFQIQQCGE
321 AETAIGLFYL HVREGIIYRDL KLDNVLLDQD GHIKIADFGM CEEGISGEKT TETFCGTPDY IAPEIILYQP
401 GVLLYEMLVG QPPFDGEDEE ELFAAITDHS VSYPKGLSKE AEKEACKGFLT KNPSKRLGCG ARGEEDVRGH
481 IEAREVQPPF KPEIKHRKDV SNFDEQFTSE KTDLTPTDKL FMMNLDQTEF MGESYLNPEF IQHV

Supporting Peptides:

GFGKQGFQCQ
RCEESVPNLC
WNETLIFDLK
QMRE I PMMGD

HCRVSHHEWC
IETADEGMCEK
YPESLSKEAK
DLTPTDELEM

back to list

HERCHEYVSF
HTERRGRIEL
EDRELLIEVW
MTDEDVFHNM

FLVQLHSCFQ
IADFGMCKEG
KGLSKEAKEA
TPTDKLEMMN

back to list

CGSLLYGLIH
IELIFDADNV
TQEEGEYYNV

DELYAIEFILEK
FYSSEIAIGL
WAYGVLLYEM
WEKIENEEVQ

back to list

LSDPYVELEL
EGWFELLTQE

LAFEREGTDEL
FEEFVAVEYS
YGESVDWWAY
SFFRRIDWER
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proteins

Peptide

Uniq

-10lgP| Mass

ppm m/z z

RT |Scan|#Spec

Start

End (PTM

R.NDFMGSLSFGISELIK.A

53.03 |1756.8705

468.2|879.8538|2(4

2.78|3931 1

132

147

total 1 peptides

tr|V9I8A6|V9I8A6_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MECQACDMNV HERCEESVEN

81

lel
241
321
401

e

s

(=

Supporting Peptides:

KTKTIESSLN PEWNETIIFED

PEEGVDLAEL KMEMRETSVT
ITIQDDDVEC TMVEERVLAL
LHGRGIVYRD LELDNVLLDQ
GQPPFDGEDE EELFAAITEH
FEPEIEKHRED VSNFDEQFTS

LCGCDHTERR
LEPEDEDEEL

EETTTTQDEE
STEPPFLVQL
DGHIKIADFEG
NVSYPESLSK
EETDLTFTDEK

GRINLYISCS
LIEVWDWDRT

VPHNMGESDL
HSCFQTMDRL
MCEEGISGDEK
EAREICEAFL
LEMMNLDQTE

GSELTVEVEQ
SENDFMGSLS

GENLIPMDFN
FGISELIKAP

IRASDFNFLM
YEVMEYVNGG
TTETFCGTFD
TENFPVERLGC
FMGFSFLNPE

Peptide

Uniq

-10IigP Mass

ppm m/z z

RT |Scan |#Spec

Start

PTM

R.NDFMGSLSFGISELIK.A| Y

53.03 |1756.8705

468.2|879.8538|2(4

2.78|3931 1

123

138

total 1 peptides

tr|[ AOA1W4WLP9|AOA1WAWLP9_AGRPL

| Protein Coverage | Supporting Peptides |

Protein Coverage:

MECAACDMNV
KTKTIRASLN

PEEGVDLAQM
ITIIQDDDVEC
LHHRGIIYRD
GQPFPFDGEDE
FEPEIEHRED

Supporting Peptides:

HERCEESVFEN
PVWNETITFE

EMQMRETSIT
TMVEERVLAL
LELDNVLLDQ
EELFAATITDH
VSNFDEQFTS

LCGCDHTERR
LEPEDKDRRL

KEPSVAADED
SSKPPFLVQL
DGHIEIADFG
NVSYPEGLSK
EETDLTFTDK

GRIQLEINCV
LVEVWDWDRT

VPHNMGEEDV
HSCFQTMERL
MCEKEGIMGDEK
EAREVCEGLL
LFMMNLDQTE

GNELTIEVCQ
SENDFMGSLS

VLGKGSFGKV
DLMYQIQQCG
YIAPEIILYQ
GLRGEEDVRS
FVQHV

GENLIPMDFN
FGISEIIKAP

IRASDFNFLM
YEVMEYVNGG
TTETFCGTFD
TENPNERLGC
FMGFSFLNPE

Peptide

Uniq

-10igP Mass

ppm m/z |z

RT |Scan|#Spec

Start

PTM

R.NDFMGSLSFGISEIIK.A

Y

53.03 |1756.8705

468.2

879.8538 (2|4

2.78 3931 1

123

138

total 1 peptides

tr|T1HII9 | T1HII9_RHOPR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel
321
401

o

iy

(=

SACDMNVHER
TIKSSLNPVW

GADLAQLESQ
QDDDVECTMV
REGIIYRDLEL
PFDGEDEEEL
KIKHRKDVSN

Supporting Peptides:

CEESVPNLCG
NETLTFELEP

MEKTSITEFKA
EFERVLALSQK
DNVLLDQDGH
FAATTDHSVS
FDEQFTSEET

CDHTEREGRI
EDEDRRLLIE

PVMTDEDVFPH
PPFFLVQLHSC
IEKIADFGMCK
YPREGLSEEAK
DLTPTDELEFM

ELKISCLSNEK
VWDWDRTSRN

LSAEVRQGEN
DFMGSLSFGI

VLGRKGSFGKV
DLMFQIQQCG
YIAPEIILYQ
GPEGEENIRV
FVQHV

LIPMDPNGSS
SEIIKAFPVEG

NMSEEDVIRA
FQTMDRLYFV
EGISADETTEK
EACEGFLTEN
MNLDQTEFMG

SDENFLMVLG
MEYVNGGDLM
TEFCGTPDYIA
PSKERLGCGLR
FSYLNFPEFIQ

Peptide

Uniq

-10igP Mass

ppm m/z |z

RT |Scan|#Spec

Start

PTM

R.NDFMGSLSFGISEIIK.A

Y

53.03 |1756.8705

468.2

879.8538 |2

42.78

3931 1

120

135

total 1 peptides

tr|AOA0J7P1D0|AOA0J7P1DO_LASNI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

MDFNGLSDPY VELELIFDSD NVEEKKTKTIK SCLNFEWNET LSFDLEFEDEK

IKAPASGWFE LLTQEEGEFY NVPVPEEGVD LAELKTKMRE TSVTEEKTHAA

—

FGEVLLAERE GTDELYAIKI LEFDIIIQDD DVECTMVEER VLALSHEPFF
QQUGEFEEPV AVFYSSEIATI GLFYLHLRGI VYRDLELDNV LLDQDGHIEI
ILYQPYGESV DWWAYGVLLY EMLVGQPPFD GEDEDELFSA ITDHNVSYFPK
DVRSHAFFRE IDWEEKIENEE VQPPFEPEIQ HEEDVSNEFDE QFTSEETDLT

KGSFGKVMLA
FQIQQCGKFK
PEIILYQPYG
GEEDVRGHSF
HV

DERLLIEVWD
QDEDVPHNMG

LVQLHSCFQT
ADFGMCKEGI
SLSKEAKEVC
PTDKLFMMNL

GLSDPYVELE
ANGWEFELLTQ

MLAERKGTDE
EFEKEPVAVEY
PYGESVDWWA
HAFFRRIDWE

GSSDPYVELK
ADGWEFELLTQ

MLAERKGTDE
EFEEPVAVEY
PYGESVDWWA
HAFFRRIDWE

DEYVELELIP
WFELLTQEEG

ERKGTDELYA
EFVAVFYSAE
KESVDWWAYGV
FERIDWERIE

WDRTSRENDFM

back to list

LIPDSDTVEE
EEGEYYNVEV

LYATEILKED
ASEIAIGLFF
YGVLLYEMLV
KIENREVQFP

back to list

LIPDTDAVEE
EEGEFYNVEV

LYATEILKED
AAETAIGLFEF
YGVLLYEMLV
KEIENREVQFP

back to list

DADNVEEKTE
EFYNVPVPEE

IEKILEEDIII
IATIGLEYLHV
LLYEMLVGQP
AREVQPEFFEF

back to list

GSLSFGISEL

KSDLIRASDF

MDRLYEFVMEY
TGDETTETEC
KAFLTENPSK
DQTEFMGESY

NFLMVLGKGS

VNGGDLMYQT
GTPDYIAPEI
RLGCGMRGED
LNFEEVQHV
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Supporting Peptides:

proteins

Peptide

Uniq

-10igP

Mass

ppm

m/z

RT |Scan |#Spec|Start|End|PTM

R.NDFMGSLSFGISELIK.A

Y

53.03

1756.8705

468.2

879.8538

42.78|3931 1

67 | 82

total 1 peptides

tr|AOA1A9SW2I3|AOA1A9W2I3_9MUSC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MNVHARCEEN VPSLCGCDHT ERRGRINLEL IVEENTLTAQ

51 KNPANGWFEL

-

161 EKVLLAEREGS
241 FYAAETASGL

LTQDEGEYYN VPFCADATQDL LELESQMRES

EELYATKILE KDVIIQDDDV ECTMIEEKRVL
FFLHTKGILY RDLELDNVLL DADGHVEIAD

321 WAYGVLLYEM LVGQPPFDGE DEEELFAAIT DHNVSYPKSL
PFFEFKIEHR KDVSNFDEQFE TSEETDLTET

401 WEERKIENREVQ

Supporting Peptides:

SNELEPEDED

SQEKPLVMRT

ALSDEPFFLD
FGMCEENVVG
SEEARKEACEG
DEVEMMNLDQ

Peptide

Uniq

-10IgP

Mass

ppm

m/z

RT |Scan |#Spec|Start|End|PTM

R.NDFMGSLSFGISEIIK.N

Y

53.03

1756.8705

468.2

879.8538

42.78| 3931 1

66 | 81

total 1 peptides

tr|AOA182Y1W2|AOA182Y1W2_ANOST

| Protein Coverage | Supporting Peptides |

Protein Coverage:

REVLIEVWDW

ETNAQAQSRK

RLFEVMEFVN
DETTETFCGT
FLTEQPSKRL
TEFVGESYVN

back to list

DRTSRNDFMG SLSFGISEII

DMLRTSDEFNF IEKVLGEGSEG

GGDLMFQIQQ FGEFEKEPVAV
PDYIAPEIIL YQPYGESVDW
GCGATGEEDV RLHFFFERID

back to list

1 MNVHERCEES VPNLCGCDHT ERRGRIQLTI THSVGELNIE VEQGRNLIPM DPNGSSDPYV EIKLIPDADN VEEKKTETIRA
21 SLNPVWNETL IFDLEAEDED RRLLIEVWDW DRTSRNDFMG SLSFGISEIL KNPVDGWFKL LTQEEGEYYN VPVPEEGADL

161 VQLESQMRDR LYFVMEYVNG GDLMFQIQQC GKFEEPVAKH REDVSNFDRQ FTSEETDLTP TDELEMMNLD QTEFNGESYL
241 NPEFVQYV

Supporting Peptides:

Peptide

Uniq

-10IgP

ppm

m/z

RT |Scan|#Spec|Start|End |PTM

R.NDFMGSLSFGISEILK.N

Y

53.03

1756.8705

468.2

879.8538

42.78 3931 1

116 (131

total 1 peptides

tr|AOA1BOCD14|A0A1BOCD14_LUTLO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MNVHERCEES VPNLCGCDHT ERRGRIQLATI SCTANKLTAT VEQGRNLIPM DPNGLSDPYV KLELIPDTDN VEEEKTETIRS
21 TLNPEWNETL AFDLEAEDED RRLLIEVWDW DRTSRNDFMG SLSFGISEII KNPADGWYKL LTQEEGEFYN VPVEDEAADL

161 AQIKSQMRDR LYFVMEFVNG GDLMFQIQQC GEKFEEPVAVL KEEKINKFEFH EDRLYFVMEF VNGGDLMFQI QQCGEFKEPV

241 AVIIVEC

Supporting Peptides:

Peptide

Uniq

-10IgP

Mass

ppm

m/z

RT |Scan |#Spec|Start|End|PTM

R.NDFMGSLSFGISEIIK.N

Y

53.03

1756.8705

468.2

879.8538

42.78| 3931 1

116 | 131

total 1 peptides

tr|AOA182SKO05|A0A182SK05_9DIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MDPNGSSDPY VKIKLIPDAD NVEEETKTIR ASLNPVWNET LIFDLEAEDE DRRLLIEVWD WDRTSRENDFM GSLSFGISEI

21 LENPVDGWFE LLTQEEGEYY NVEVPEEGAD LVQLESQMREK TSITKKIPMM GDEDVPHNMT KEDVIRATDF NFLMVLGEGS
—

lél F

Supporting Peptides:

Peptide

Uniq

-10IgP

ppm

m/z

RT |Scan|#Spec|Start|End |PTM

R.NDFMGSLSFGISEILK.N

Y

53.03

1756.8705

468.2

879.8538

42.78|3931 1

67 | 82

total 1 peptides

tr|[FAW666 | F4AW666_ACREC

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:19 proteins
1 MAKAPAVGID LGTTYSEVGV FQHGKVEIIA NDQGNRTTPS YVAFTETERL IGDAAKNQVA MNPNNTIFDA KRLIGRRFED [ Carbz

51 PTILADMEHW PFTVINDSGEK PRIQVQYEGE TKTFFPEEVS SMVLVEMEET AEAYLGKTVT NAVITVPAYF NDSQRQATED
16l AGTISGLNVL RIINEPTAAA TAYGLDEKAT GERNVLIFDL GGGTFDVSIL TIEDGIFEVE STAGDTHLGG EDFDNEMVNH
24 FVOQEFEREYEK KDLTSNERAL RRLRTACERA KRTLSSSTQA SIEIDSLYEG IDEYTSITRA RFEELCADLE RGTLEPVEES
321 LRDAKMDEAQ IHDIVLVGGS TRIPEIQELL QDFFNGEELN KSINPDEAVA YGAAVQAATL HGDKESEEVQD LLLLDVTPLS
401 LGIETAGGVM TALIKRNTTI PTEQTQTFTT YADNQPGVLI QVYEGERAMT KDNNLLGEFE LSGIPPAPRG VEQIEVTFEDI
481 DANGILNVSA VDESTGEENE ITITNDEGRL SKEDIERMVN EAEKYRSEDE EKQKETISAEN GLESYCFNMEKE STVEDEEKLED
561 KISASDEQTI LDECNDIIKW LDANQLADKE EYEHEQEELE AICNPIVTEL YQGAGGMPGG MPGGFPGAGG ATPGGAPSSG
£41 GASGPTIEEV D

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.APAVGIDLGTTYSC(+57.02)VGVFQHGK.V| Y 48.97 [2276.1260(516.0|760.1074 |3 |35.85|3139 1 4 25 |Carbamidomethylation

total 1 peptides

tr| AOAOP6CG63|AOAOP6CG63_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MRAFLLLLWL AARGSALYFH IGETEEKCFI EEIPDETMVI GNYRTQLYDE QREEYQPATP GLGMEFVEVED PEDEVILARQ

81 YGSEGRFTFT SHTPGEHQIC LHSNSTKFSL FAGGMLRVHL DIQVGEHAND YAETAAKDKL SELQLRVEQL VEQVEQIQKE
161 QNYQRWREEE FRQTSESTNQ RVLWWSILQT LILVAIGVWY MRHLESFFEA KKLV
—

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.QLVEQVEQIQK.E| Y 30.54 (1340.7300 49.1|671.4052|2(30.76 | 2545 1 149 [159
K.DKLSELQLR.V Y 18.02 (1100.6189|1026.6|551.8817(2(30.67 | 2534 1 138 | 146
K.SFFEAK.K Y 16.47 | 727.3541| -55.1|728.3213|1|29.79|2433 1 206 |211
total 3 peptides

tr|AOAOP5ZY70|AOAOP5ZY70_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MERAFLLLLWL AARGSALYFH IGETEEKKCFI EEIPDETMVI GNYRTQLYDE QREEYQPATP GLGMEVEVED PEDEVILARQ

21 YGSEGRFTFT SHTPGEHQIC LHSNSTKFSL FAGGMLREVHL DIQVGEHAND YAEIAAKDKL SELQLRVEQL VEQVEQIQKE
16l QNYQRWREER
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.QLVEQVEQIQK.E| Y 30.54 [1340.7300 49.1(671.4052(2(30.76| 2545 1 149 [159
K.DKLSELQLR.V Y 18.02 (1100.6189|1026.6|551.8817(2(30.67|2534 1 138 | 146
total 2 peptides

tr|T1PG74|T1PG74_MUSDO back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MVDAEKPINLG LWDTAGQEDY DRLRPLSYPQ TDVFLICFSL VNPASFENVR AEWYPEVRHH CPNTPIILVG TKLDLRDDEKI 8 Oxd:
21 TIEKLEDEEL TPITYPQGLA MAKEIGAVKY LECSALTQKG LKTVFDEAIR SVLCPVLQPE SERECTLL
|
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start End |PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y | 39.60 [1518.8115(-46.6|760.3776|2|33.41(2851| 1 90 | 103 |Oxidation (M)
total 1 peptides
tr|T1IPDL5|T1PDL5_MUSDO back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MVDAEPINLG LWDTAGQEDY DRLRPLSYPQ TDVFLICFSL VNPASFENVR AEWYPEVRHH CPNVPIILVG TELDLRDDEZA [0 Oxd:
21 TIEELKDEEL TPITYPQGLA MAKEIGAVEY LECSALTQKG LETVFDEAIR SVLCPVMRAFP EKKRRCAIL
—————————— ) —
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y | 39.60 [1518.8115|-46.6|760.3776(2|33.41|2851| 1 90 103 |Oxidation (M)
total 1 peptides
Prepared with PEAKS ™ (bioinfor.com)
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tr| WSAQG8|W8S8AQGS8_CERCA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MARSLRPLEI TIVGDGMVGE TCLLITYTQN EFPEEYIPTV FDNHACNITV DGNEYNLTLW DTAGQEDYDR LRPLSYPQTD B Oxide

81 VFLICFSLVN PASFENVEAK WYPEVRHHCP NVPIILVGTK LDLRDDEATI ERLEEKKLTP ITYPQGLAMA KEIGAVEYLE
—— ]

161 CSALTQEGLE TVFDEAIRSV LCPVMRVERS RECALL

Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776(2(33.41| 2851 1 138 | 151 |[Oxidation (M)
total 1 peptides
tr|B4ML79|B4ML79_DROWI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI @ Oxide

21 CFSLVNPASF ENVEAKWFPE VRHHCPNVPI ILVGTKLDLR DDEQTIEELK DEELTPITYP QGLAMAKFETIA AVEYLECSAL
— —

16l TQRGLKTVEFD EAIRSVLCPV MRGNVSEKCS LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776(2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr| B4QKES8|B4QKES8_DROSI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQATIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI o Oxd:

21 CFSLVNPASF ENVRAKWFPE VEHHCPSVPI ILVGTKLDLR DDEQTIEKLK DEELTPITYP QGLAMAKFETIA AVEYLECSAL
o ——— ]

16l TQEGLETVED EAIRSVLCPV VRGPKRHEKCA LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776|2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr|B43295|B43295_DROGR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIRCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFELI [0 Oxide

21 CFSLVNPASF ENVRAKWFPE VEHHCNNVPI ILVGTKLDLR DDEFTIEKLK DEELTPITYP QGLAMAKEIA AVEYLECSAL
———

161 TQEGLETVFD EAIRSVLCPP SRERPHERGCV LL

Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E[ Y 39.60 |1518.8115|-46.6|760.3776|2(33.41|2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr| AOAOK8VMJ4|AOAOK8VMI4_BACLA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIKCVVVG DGAVGKTCLL ISYTTNAFFG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI [0 Oxde

21 CFSLVNPASF ENVEAKWYPE VRHHCPNVPI ILVGTKLDLR DDEATIEEKLE ERKLTPITYP QGLAMAKEIV AVEYLECSAL
—— —

161 TQEGLETVEFD EAIRSVLCPV TRIRRTRKCA LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776|2(33.41|2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr|B4LDX8|B4LDX8_DROVI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1 MQATIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI o Oxd:

21 CFSLVNPASF ENVRAEKWFPE VEHHCNNVPI ILVGTKLDLE DDEQTIEKLK DEELTPITYP QGLAMAKFEIA AVEYLECSAL
o ——— ]

16l TQEGLETVEFD EAIRSVLCPP IRNTRERKCI LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E[ Y 39.60 |1518.8115|-46.6|760.3776|2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr| AOA1A9SWD10|AOA1A9WD10_9MUSC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIRCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFELI [0 Oxide

21 CFSLVNPASF ENVRAKWYPE VEHHCPNVPI ILVGTKLDLR DDEATIEKLK DEELTPITYP QGLAMAKEIG AVEYLECSAL
———

161 TQEGLEKTVEFD EAIRSVLCPV MRVERSRKCI LL

Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E[ Y 39.60 |1518.8115|-46.6|760.3776|2(33.41|2851 1 134 | 147 |Oxidation (M)
total 1 peptides
tr|AOA1I8Q976|A0A1I8Q976_STOCA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIKRCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRFL SYPQTDVFLI [0 Oxids

21 CFSLVNPASF ENVEAKWYPE VRHHCPNTPI ILVGTKLDLR DDENTIEEKLR DEELTPITYP QGLAMAKEIG AVEYLECSAL
—— —

161 TQEGLETVEFD EAIRSVLCPV LQPESKREKCT LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776(2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr|B4HV68|B4HV68_DROSE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFELI @ Oxde

21 CFSLVNPASF ENVRAKWFPE VEHHCPSVPI ILVGTKLDLR DDEQTIEKLK DEELTPITYP QGLAMAKFETIA AVEYLECSAL
e

16l TQEGLKTVEFD EAIRSVLCPV VRGPKRHKCA LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776|2(33.41| 2851 1 134 | 147 |Oxidation (M)
total 1 peptides
tr| AOA0O34W5H7|A0OA034W5H7_BACDO back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQATIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI o Oxd:

21 CFSLVNPASF ENVRAEKWYPE VEHHCPNVPI ILVGTKLDLE DDEATIEKLK EEELTPITYP QGLAMAKFEIG AVEYLECSAL
———

16l TQEGLETVEFD EAIRSVLCPV MRVERSRKCA LL

Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start| End |PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776|2(33.41| 2851 1 134 | 147 |Oxidation (M)
total 1 peptides
tr| AOA1W4WMW4|AOA1W4WMW4_AGRPL back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIRCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDGKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI [0 Oxde

g1 CFSLVNPASF ENVEAKWYPE VRHHCPSTPI ILVGTKLDLR DDRATIEKLEK DEELTPITYP QGLAMAKFETIS AVEYLECSAL
—— —

161 TQEGLETVEFD EAIRAVLCPV MPVRPEREKCV IL
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Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E[ Y 39.60 |1518.8115|-46.6|760.3776|2(33.41| 2851 1 134 |147 |Oxidation (M)

total 1 peptides

tr|AOA1LSEGWS8|AOA1LS8EGWS8_HAEIR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQATKCVVVG DGAVGETCLL ISYTTNAFPG

back to list

EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLEPL SYPQTDVEFLI @ Oxid:

21 CFSLVNPASF ENVRAKWYPE VEHHCPNTPI ILVGTKLDLR DDENTIEKLR DEELTPITYP QGLAMAKEIG AVEYLECSAL
I ————————— ) —
161 TQRGLKTVFD EAIRSVLCPV LQPKSKREKCT LL
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E[ Y 39.60 |1518.8115|-46.6|760.3776(2(33.41| 2851 1 134 |147 |Oxidation (M)

total 1 peptides

tr| B4KYQ8|B4KYQS_DROMO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MQAIKECVVVGE DGAVGETCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI [0 Oxd:
21 CFSLVNPASF ENVRAKWFPE VEHHCNNVPI ILVGTELDLR DDEQTIEKLK DEELTPITYP QGLAMAKETIA AVEYLECSAL
I —— ) —
161 TQRGLKTVFD EAIRSVLCPP IRNTEKREKCL IL
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y | 39.60 [1518.8115|-46.6|760.3776(2|33.41 2851 1 134 | 147 | Oxidation (M)
total 1 peptides
tr|AOA1I8N4Z1|A0A1I8N4Z1_MUSDO back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MQAIKCVVVGE DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI (8l Oxd:
21 CFSLVNPASF ENVRAKWYPE VEHHCPNTPI ILVGTKLDLR DDEITIEKLR DEELTPITYP QGLAMAKEIG AVEYLECSAL
———
161 TQEGLETVFD EAIRSVLCPV LQPKSERKCT LL
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y | 39.60 [1518.8115(-46.6|760.3776|2|33.41 (2851 1 134 | 147 |Oxidation (M)
total 1 peptides
tr| AOAOLOCPU9|AOAOLOCPU9_LUCCU back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MQATIECVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFELI o Oxd:
21 CFSLVNPASF ENVRAKWYPE VEHHCPQVPI ILVGTKLDLE DDEATIEKLK EEELTPITYP QGLAMAKFIG AVEYLECSAL
) —
16l TQRGLKTVFD EAIRSVLCPV MERMPERREKCM IL
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y | 39.60 [1518.8115(-46.6|760.3776|2|33.41 (2851 1 134 | 147 |Oxidation (M)
total 1 peptides
tr|AOA1W4U733|A0A1W4U7313_DROFC back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MQAIECVVVGE DGAVGETCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLERPL SYPQTDVFLI [0 Oxd:
81 CFSLVNPASF ENVEAKWFPE VRHHCPSVPI ILVGTKLDLR DDEQTIEKLK ERELTPITYP QGLAMAKFETA AVEYLECSAL
———————— ) —
161 TQRGLEKTVFD EAIRSVLCPV VRGPERHEKCA LL
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y | 39.60 [1518.8115(-46.6|760.3776|2|33.41 (2851 1 134 | 147 |Oxidation (M)
total 1 peptides
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tr|AOA1I8MG34|A0A1IS8MG34_MUSDO back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFELI @ Oxde

21 CFSLVNPASF ENVEAKWYPE VRHHCPNVPI ILVGTKLDLR DDEATIEEKLKE DEELTPITYP QGLAMAKFEIG AVEYLECSAL
— —

16l TQEGLETVFD EAIRSVLCPV MRAPEERRCA IL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776(2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr| AOAOM4EYM2|AOAOM4EYM2_DROBS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQATIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI o Oxd:

21 CFSLVNPASF ENVRAEKWFPE VEHHCNNVPI ILVGTKLDLE DDEQTIEKLK DEELTPITYP QGLAMAKFEIA AVEYLECSAL
———

16l TQEGLETVEFD EAIRSVLCPP IRHGHERKCQ LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E[ Y 39.60 |1518.8115|-46.6|760.3776|2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr|D3TPEO|D3TPEO_GLOMM back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIRCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFELI [0 Oxde

21 CFSLVNPASF ENVRAKWYPE VEHHCPNVPI ILVGTKLDLR DDEATIEKLK DEELTPITYP QGLAMAKEIG AVEYLECSAL
—— —

161 TQEGLEKTVEFD EAIRSVLCPV MRVERSRKCI LL

Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E[ Y 39.60 |1518.8115|-46.6|760.3776(2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr|AOA1A9VE20|AOA1A9VE20_GLOAU back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIKRCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRFL SYPQTDVFLI [0 Oxids

21 CFSLVNPASF ENVEAKWYPE VRHHCPNVPI ILVGTKLDLR DDEATIEKLE DEELTPITYP QGLAMAKEIG AVEYLECSAL
—— —

161 TQRGLETVFD EAIRSVLCPV MRVERSRKCI LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776(2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr| AOA1A9XE80|AOA1A9XE80_GLOFF back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFELI @ Oxide

21 CFSLVNPASF ENVRAKWYPE VEHHCPNVPI ILVGTKLDLR DDEATIEKLK DEELTPITYP QGLAMAKEIG AVEYLECSAL
e

16l TQEGLKTVEFD EAIRSVLCPV MRVKRSRKCI LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776|2(33.41| 2851 1 134 | 147 |Oxidation (M)
total 1 peptides
tr|B3NFD1|B3NFD1_DROER back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1 MQATIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI o Oxd:

21 CFSLVNPASF ENVRAEKWFPE VEHHCPSVPI ILVGTKLDLE DDEQTIEKLK DEELTPITYP QGLAMAKFEIA AVEYLECSAL
o ——— ]

16l TQEGLETVEFD EAIRSVLCPV VRGPKRHEKCA LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E[ Y 39.60 |1518.8115|-46.6|760.3776|2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr| AOA1BOBHTZ7 | AOA1BOBHT7_9MUSC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIRCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFELI [0 Oxde

21 CFSLVNPASF ENVRAKWYPE VEHHCPNVPI ILVGTKLDLR DDEATIEKLK DEELTPITYP QGLAMAKEIG AVEYLECSAL
—— —

161 TQEGLEKTVEFD EAIRSVLCPV MRVERSRKCI LL

Supporting Peptides:

Peptide Uniq|-10IigP Mass ppm m/z |z| RT |[Scan|#Spec|Start| End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776(2(33.41| 2851 1 134 | 147 |Oxidation (M)
total 1 peptides
tr|B5DQJ0|B5DQI0_DROPS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIKRCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRFL SYPQTDVFLI [0 Oxids

21 CFSLVNPASF ENVEAKWYPE VRHHCPSVPI ILVGTKLDLR DDEATIEKLE DEELTPITYP QGLAMAKEIG AVEYLECSAL
—— —

161 TQRGLETVFD EAIRSVLCPV VRRPPRERMCEK LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776(2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr|B3M5S1|B3M5S1_DROAN back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFELI @ Oxde

21 CFSLVNPASF ENVRAKWFPE VEHHCPSVPI ILVGTKLDLR DDEATIEKLK DEELTPITYP QGLAMAKFETIA AVEYLECSAL
e

16l TQEGLKTVEFD EAIRSVLCPV VRSPRRHKCT LL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776|2(33.41| 2851 1 134 | 147 |Oxidation (M)
total 1 peptides
tr| AOA1LS8EHO1|AOA1LS8EHO1_HAEIR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQATIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFLI o Oxd:

21 CFSLVNPASF ENVRAKWYPE VEHHCPNVPI ILVGTKLDLE DDEATIEKLK DEELTPITYP QGLAMAKFIG AVEYLECSAL
———

16l TQEGLETVEFD EAIRSVLCPV MRVSKEKRKCA IL

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E| Y 39.60 |1518.8115|-46.6|760.3776|2(33.41|2851 1 134 | 147 |Oxidation (M)
total 1 peptides
tr|[MO9PBU2|M9PBU2_DROME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQAIKCVVVG DGAVGKTCLL ISYTTNAFPG EYIPTVFDNY SANVMVDAKP INLGLWDTAG QEDYDRLRPL SYPQTDVFELI [0 Oxide

81 CFSLVNPASF ENVEAKWFPE VRHHCPSVPI ILVGTKLDLR DDEQTIEKLK DEELTPITYP QGLAMAKFETA AVEYLECSAL
—— —

161 TQEGLETVEFD EAIRSVLCPV VRGPEKRHEKCA LL
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Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LTPITYPQGLAM(+15.99)AK.E[ Y 39.60 |1518.8115|-46.6|760.3776|2(33.41| 2851 1 134 |147 |Oxidation (M)
total 1 peptides
tr| AOAOP5VEM3|AOAOP5VEM3_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MIELILGQPV LDPGSPIKIP VGPETLGRIM NVIGEPIDER GPIVTDKFAA IHAEDPEFVE MNDAQEILIT GIRSSTCSHP [0 Oxde

] ——
21 TPREAELGLF GGAGVGETVL IMET
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT ([Scan|#Spec|Start|End|PTM

R.IM(+15.99)NVIGEPIDER.G| Y 35.37 |1400.6969| 9.0|701.3621|2(31.59|2639 1 29 | 40 |Oxidation (M)

total 1 peptides

tr| AOAOP6D933|A0AOP6D933_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 AAVAAAPVPC AGAPLRPSFL ATIACSPHSAR TSPVRVRPRR SFSSRSAAGN RAEATESAME REKEQFRELF IGGLSFETTE @ Oxide
21 ESLENYYEQW GEKLTDCVVMER DPASERSRGF GEVTFSSMAE VDAAMAARPH SIDGRVVEPEK RAVAREESGE PGAHVTVEEL

239
(=]

161 FVGGIKEDTE EHHLRDYFEE YGEIDTIEII TDRQSGEKERG FGFVTFDDHD PVDEIVLQKY HTINGHNAEV REALSRQEMOQ

[
241 EVQSSRSGRG GNFGLGILVV AVAI
—
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM

R.QEM(+15.99)QEVQSSR.S| Y 35.26 |1236.5404| 12.3(619.2851|2(22.98| 1666 1 237 | 246 | Oxidation (M)

total 1 peptides

tr| KOFA39 | KOFA39_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 SAPATGGVEEK PHRYRPGTVA LREIRRYQES TELLIRKLPF QRLVREIAQD FKTDLRFQSS AVMALQEASE AYLVGLFEDT
— —

21 NLCATIHAERV T

Supporting Peptides:

Peptide |Uniq|-10IgP| Mass ppm m/z |[z| RT |Scan|#Spec|Start|End|PTM
K.STELLIR.K Y 19.16 (830.4861(-111.2|831.4011|1|30.72| 2540 1 30 36
R.EIAQDFK.T| Y 15.85 (849.4232| -40.5(850.3961|1|27.56(2179 1 46 52
total 2 peptides

tr|[D6NTM1|D6NTM1_MARJA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 MCDDEVAALV VDNGSGMCEKA GFAGDDAPRA VFPSIVGRPR HQGVMVGMGQ KDSYVGDEAQ SKRGILTLKY PIEHGIVTNW 8 Oxd:
21 DDMEKIWHHT FYNELRVAPE EHPVLLTEAF LNPEANREEM TQIMFGTFNT PAMYVAIQAV LSLYASGRTT GIVLDSGDGV

16l SHTVPIYEGY ALPHATLELD LAGRDLTDYL MKILTERGYT FTTTAEREIV RDIEEKLCYV ALDFEQEMTT AASSSSLEES
—— ]

YELPDGQVIT IGNERFECPE ALFQPSFLGM ESCGIHETTY NSIMECDVDI REDLYANTVL SGGTTMYPGI ADRMQEEITA
LAPSTMEIEI TAPPEREKYSV WIGGSILASL STFQOMWISE QEYDESGPSI VHRECFEF

%)
W

1
1

]

[¥¥]

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.DLTDYLM(+15.99)K.I| Y 25.86 [1013.4739(-85.0(1014.3950(1|33.54| 2866 2 185 | 192 | Oxidation (M)
total 1 peptides

tr| AOAOP5IP74|AOAOP5IP74_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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proteins

1 AEHLPNGQTW RKATAYFTGN DGFVVLKASYV HVDYFWSRPE LSSDIKLIWE

81
lel

]

321

—

KEXKFXKXKE, KXXKXXXFAVD GTWCLAMEKA ENCLMDLIEQ RLDSRAGPFF
SGNILIFGDF EVAELCDFGV AMALEEANG() AEKPDQFYIGT QAWSAPEVID
LCVPHADLLQ DEEEDEEDDE EKSYGSDCPDL AYQEALGTRF PLPDLPEVFED

LSN

Supporting Peptides:

Peptide

Uniq|-10IigP

Mass

ppm| m/z

Scan

#Spec

Start| End

PTM

N.DGFWLK.A| Y

23.82

776.4432

-8.3

777.4441|1

33.81|2896

1 21 | 27

total 1 peptides

tr| AOAOP5X9B5|AOAOP5X9B5_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSFDNFRTFM ENRLHSLVLG QNGGFEASPG REITVPASPS LERLGYGTGV
21 QEHQDFSKERL LEEADILEKL EHPNIIGFRT LTEAVDGTWC LAMEKAENCL
161l LEYLHTEELL MHGDMESGNI LIFGDFEVAK LCDFGVAMAL EEANGQAKPD
24 FROGOGOONET FOOOOGEGEN XER0GE0EIVI GHEFWNVWOWER SSSQSFLQIG
321 LKASVHVDYF W
—
Supporting Peptides:
Peptide |Uniq(-10lgP| Mass |ppm| m/z |z| RT |Scan|#Spec|Start|End | PTM
N.DGFVVLK.A| Y 23.82 |776.4432| -8.3|777.4441|1|33.81 (2896 1 316 | 322
total 1 peptides
tr| AOAOP5N7W8|AOAOP5N7WS8_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MNFDNFRTPM ENRLHSLVLG QNGGFEASPG REITVPASPS LERLGYGTGV
21 QEHQDFSKRL LEEADILEKL EHPNIIGFRT LTKAVDGTWC LAMEKAENCL
161 LEYLHTEELL MHGDMESGNI LIFGDFEVAK LCDFGVAMATL EKEANGQAKPD
247 FOOGOGOOAN XoOOOGEGAN, XNONGNNGENL M0ONNGNNE XGDOOHWE
321 REATAYFTGN DGEFVVLKASV HVDYEW
—
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |(ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
N.DGFVVLK.A| Y 23.82 |776.4432| -8.3|777.4441|1|33.81 (2896 1 331 | 337
total 1 peptides
tr|AOA182MJI2|A0A182MII2_9DIPT
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MVNIEPASKT TMADILTEPE LLEILCEQFY ESRDALRREVE AERKVLYHEFQD
51 LVTENIQVLR MQQRVDIENY VLNYLATEPN LOQPFVIQALI SLLVKITELC
161 IGVQILSQLT VEMNQQSEAA CNLTFPEHLR ITSLYRDEML YDIFILACTL
241 RNCLSYDEVG ATADESSDDI ATVQIPTNWR PAFLDSESDS LELFFDLYHM
321 KFLTELVEGA TDILKTSHGL SDPDNYHEFC RLLARLESNY QLSELVIVEN
401 SLWQRLIASL PYVESPEPHY LETYTPEVTK AFITSKLDAV PVIVREGLED
481 VQLFDQTANE YQEILSSPSA ANHIDLQICE GQLTWLVYII GASIGGRIAT
561 CGCEKLELAF MYFLAHVEKI YITEHMQELK MFPRLSEILG VSDDDMTMLT
£41 TLICSSVEEL IKLDEIQFML NNRTREHFSF LGSGTVAATR CRSMFYTCLG
721 MNFPSEEAEK ELIGLSREDLR GLALAFNAEM PYMMLFDWIY PDYSPILIRA
501 FDVSSPNGIL LFRETSEKLIC CYGESMLSLN VPNEQMYPMEK LEGISVCFQM
281 AKLILTIPHE DILVYPELSL SYYTLIQCLA QDHISYLSTL EPPLFLYILE
¢l KVMELHPEIL QGLLSTMMNI VMFEDCEHHW SMSRPLLVLI LLYEDCFRRI
1041 LLIQNRDEFT QNLLQFRRDV NASLEITPQP NSTANEMVVY CARNDH
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
F.VIQALISLLVK.I| Y 23.61 [1195.7904|112.9|598.9700(2|33.71| 2885 1 115 | 125

total 1 peptides

GLAIGFLECH

PHQIEKCVGID
MDGSFENDEA
YSTAIAVFIA

SVYLMERAPI
MDLIEQRLDS
QFYIGTQAWS
VRHTKAEHLP

SVYLMERAPI
MDLIEQRLDS
QFYIGTQAWS
VWQWRSSSQS

DFEALSECQT
WIDMYEHEYV

LSQAKDSVCK
LPTHLSSLAL
YPEATIQLIAK
PVDDTDMVQQ
PSLDDHDVLE
VTSRKIITNL
RLLMMDLGED
VQMWAHDPTV
LKQILSGNYV
SISQGLNALV
RETFIQSQPV

SNAKITQFGH

IARALEYLHT
VITCEADIFS
TTEYDPEEKRP

SGGGYRSFPWA
RAGPFPPHQI
APEVIDMDGS
NGQTWREATA

SGGGYRSPWA
RAGPFPPHQI
APEVIDMDGS
FLQIGVEHTE

LLDRANSSFS
FONILQDVKE

NONCLDEAQQ
SCLAQITSIR
FTVQSLQOMWGQ
QLEQFATIGR
CDIIIRVLQOL
KYLGNSEPVL
VERFNTFMLE
TTPVLELFTE
NFGVFKLYGD
STFPNKKHRQ
ARQONIARLF

FEIPENXXXX

EFLLMHGDME
YGLTIWEMLS
LASEVMNIWN

back to list

VEEVAKERFAN
KECVGIDIARA
FENDEAVITX

YFTGNDGEVV
—

back to list

VEEVAKEFAN
ECVGIDIARA
FENDEAVITX
AEHLFPNGQTW

back to list

QLFATTVLTE
FLGGSVEHCV

GLFTHLLELA
RSIFSNVERI
SAPNSIHYLL
CEYDETCALL
MTLTDSELEQ
RETLALLNDL
LTETIENIIM
LVYNRSQRLV
NALDNVLNMT
AVPPENNMFL
DLLMDGIERN
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tr| AOAOP5UVM6 | AOAOP5UVM6_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSFWYTMTHS IQVHLIYALP DSRFTGATHL SSSLSEKAHRG LVELSLSHCG
81 NVAEDDINTI CSFLAQPNVL TFLNLSSTDI ALEPIFGALL RGGTTYLRHL
161l TIILSHCEIT PEALENLLLG LACNESIDNV TLDLSNNILG NGGCHVLESC
247 NESMEELILN ENFQNMESKH ATTVIDAFVH LLQEEDCVIE ALSLVDCELE
321 ARLLSKALQI NTSLEALSID RNSITVHGYS DIAYALESNR TLRCLSYPLH
401 IGPSPNGTSA SVRSHQEGET THNTSQNQLL DRLIIQVNEA IRTLQRRQGSE
481 EVAQDNISLS SATKPMVEEL QALLTSHLQS IGDNLWHCAL QHCNTVMSNS
—
561 LQLTEKFDEL STALCRTVSE NVMDEVVQSL TNIFKTLAGD SNVTLDCEER
£41 DQQSDRSPVA TPVASKRENL LSEELRPEST VGMGQGASAD DIFPDLVPPLN
721 VSRESAPLEH LGLSRPEKPE TELPTRSAAR LRVGNSETAS QESLDVEGDL
801 GSLGSVSSAE LGSPSLESMS AESSPMHESV AGDELGEEVG SSSREELTLD
281 MGVRLLSSIF GENPSPSPTG DGSPSPAPSK SPVAKTELAS VTEEPESESK
961l EMEARQERRI SGILHEKQNSE ESDFSERGME KFPEANKANNL SPNPLGGIRL
1041 EVESDENEFA NPLTGFELEH RGGADEFETA ELEDESNALN QIRLRATSTV
1121 TDPLKSPNNG DSNAENEKSDS RNSLTELEFPP PLAPEPRPWS IVGSDEKTDD
1201 NNSGSDVVRR SNEHSHEEQD GLPVEFLESK DGEVEQAYGQ DSLSSIAFLT
1281 DAVDV
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start End|PTM
E.LLGKLVSSVEVAQD.N| Y 22.84 |1456.8137|145.7(729.5203|2(41.19| 3752 1 472 | 485
total 1 peptides
tr|W5JLB6|W5IJLB6_ANODA
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MATTVWMMTV VAVATTATFS NVCQTDDYAR EQLAGILSSI YLSESRSSTV
21 GASGNDTPSM VQLAELDAYL LELGNRDEQT EQIEQQHQQP TSYGSAEAVH
161 ARVFSRNAPF NPAYSDREVSA ECKRQSAHFL RSYRSSQLWA FRMHDASAKL
24 GGSGTPAIVG RYCMAEVQPT VEPNTVMLQOY LFDLVQAHEM LESNLHDFPGH
321 LAEYIAGTGI ETEVEVNPAL CQTRHQLWQD YFTDRTLLVW AGFALYGLLV
401 VCLEEERNDI SCVHGIRFLN AMLLLIAHES MALFFNPYVN RTEMSEILGQ
481 RLORGQRVRL HQEYVGRLLR IMPPLGALIL FCTFVLPFLG TGPLWNLVVT
561 THHVGIDTEL FLIAPLFIYL VWREWPRPGIA ALAATASLTT VHREFYTTYHL
£41 TVYLMGVILG YVCSEYKTIK LSVRQIKIGW YLSSLSIAVA FFGPAPMGSI
721 AHLGYRNMVI DFFSWRGFRV TTRISYAVYL TQFPIFFYNV GRTRAPQYFE
201 INLEKLLFPS KSRTALQAET IRPLISGACS VR
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM

G.IAALAAIASLTT.V

Y

22.03

1114.6598| 66.9

558.3745(2

28.85(2325

1

589

600

total 1 peptides

tr|AOA1E1X293|AOA1E1X293_9ACAR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

LTGEGVVQIG
DLSENYFSTK
IHGVERCVSTL
SELYSLINAV
DIMVAAETGT
GRAGDIEIAR

CVSDQLREKSI

SSTPDVLKSR
EQLSGIHHQG
SQGLDTFFHT
EDAVKSKEKR
PVEDEAEPAV
RPTPHTPEEQ
VDDSPSPDPS
IDARADAAKEN

NQOATLPQQQ

PAPDWGTSSN
QQITIHRIPEY
SHGILNGNIN
RVPRFSTVHW
LGATVYDYRM
PWTVIGRAAA
NHGTICKRYW
RLANYVYFGT

HYVYDPMHAA
FIPAVIFNTN

HALVLNKCMA
KCGKELPPSFK
DISDNGIDVE
GSNQSLQHLD
DRVDILWEQI
NLLVDAHSAK

ESQSFFPVSV

TRINSEMNTQ
EDPDANEEEP
TTMATTTGGS
KSEDDLSSVT
PKRSAVESKL
EPPKLPERNN
GDAKANPLSG
DAKEAVKPSK
QPLISQQSEA

TTSSSRTSSR
VNVARNDTNG
QYGDFDQCVR
ALCVPAGCTA
ATGRAEWLTA
IFTDPFIMFS
WRNMLEIHNY
SVRQLEFDTAD

SYAAFSPIAW
EYLVVFLASF

back to list

SSLQHLDLSN
QYFTSALALR
MAGVLLSISR
LNGNYMGDPG
QEALQRNMSL

ELLGKLVSSV
—

IRKAVMENAT

RGEDESEDTI
GVNVDESQAD
SVSLGSSRMR
KEEKREDSGRG
GIGVGGNVLA
VREFIRPIGLE
VELRSTGINV
VEAMARAVNE
SLILNNFSLE

back to list

QPAVNGSDVG
YMERFIAALN
LQEEQQQQQH
ADVQASLADF
FSLIKNTRSI
GFLTTESEVE
FGFQNMCLTH
HMYTLEYYRV

CLEFFAWTVET
LLTVLFETFF

back to list
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1 PLSVEPPLPV VPRLCTLEFV RLPPEAASYV PFSSVPPVPD GPYVVTEPALD
51 FVEPLPQGIS LATLSPAVDC VISAVTSSVP TFTGSLCAAV RPLDEYAEMI
161 ARTSVVEHRI NTGDAAPLHR RPYRVSSSER NIIQREVDEM LDRDIIEPSS
24 EEDVYPLPRI DDALDCLHGA EYFSSIDLES GYWQIAVDEQ DREETAFVTPE
321 FEWSTCLCYL DDVVVESPTF ATHLERLTSI LEVFRTAGLY LNSSKCTFGS
401 PRTSKDVESF IGLCSYFRRF IQDFAGIARP LTDLLENDAP FTWGPAQENA
481 GYGIGAVLAQ RHQGHDEVIA YASRLLSAAE KENYSITEREC LALVWAVAEF
561 LGREWALRVQE YSYTVVYKSG RLHQDADCLS RYPVDPPDLG EADTVPCLLA
£41 PSLELFVLQD GILYRENLHP DGPPLLLVVP QRLRSSVLEE LHDLPTAGHL
721 LCQRRETPTT LPAGLLQPID VPLEPFYRIC LDLLGPFPTS QSGNEWIAVA
€01 LHHGAPRQLL TDRGRYFLSR VVDDILRSCS TQHKIATAYH PQTNGLTERL
581 NSSRHDTTGY SPYYLLFGRH PTLPLDTLLP PSAVPTTSYA SDATAHATQRA
96l GSVVLLWSPA RRVGLSEELL CEYSGPFEVV RQVTDVTYEI APLAPSPSFP
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT (Scan|#Spec|Start End|PTM
V.QEYSYTVVYK.S| Y 21.01 |1278.6132|832.0(640.8458|2(30.34| 2497 1 569 (578

total 1 peptides

tr|Q17T64|Q17T64_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

ISLTENIALA
APNLFPFQAN
SEPWASPVVLV
DGLYQFEVMP
RQLTILGHLV
FSTLIHSLTC
REYLFGRTFES
ISALVNIADE

GVSRTYDRVR
TDYATQYATIT
NERTLTDMLAM
RQIARSELHA
RTATDIVHVA

HTVVTMTANR
DLRLLLSSFR
KKKDGSWREC
FGLCNAPATF
DASGVREDPT
PPILAHFDPS
VITDHHALCW
QRODEALRSL

RREFWPGLYR
RAIPTSCATD
YVSPDHRDWD
SQTYQKSAYD
RLKPYVSPAS

AYLPVLNFAS
DIFDFDERFL
VDYRHLNRIT
EEMMDSLLRG
EIQAVRDFFFP
APTEVRTDAS
LSSLEDFIGR
IDGLISGNTN

SVEKRYVTGCD
VADFILQDITI
IALPYVTEAY
REHRFVYYEF
ST

back to list

1 ADCAVLIVAA GTGEFEAGIS ENGQTREHAL LAFTLGVEQL IVGVNEMDST EPPYSETRFE EIKKEVSSYI KKIGYNEVAV

21 AFVPISGWHG DNMLEVSGEM PWFEGWIVER EKEGEVEGKCL IEALDAILPP TRPTDKALRL PLQDVYKIGG IGIVEVGRVE
——

lel

TGVLEPGMVV

Supporting Peptides:

TFAF

Peptide

Uniq

-10IgP

ppm

m/z z| RT |Scan

#Spec

Start

End|PTM

K.IGGIGTVPVGR.V

Y

20.63

1024.6029

282.5

513.4534|2(30.78| 2547

148

158

total 1 peptides

tr| AOAOH3VAG6|AOAOH3VAG6_90DON

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 EAGISENGQT REHALLAFTL GVEQLIVGVN EMDSTEPPYS EARFEEIEKEE VGNYIEKIGY NPAAVAFVPI SGWHGDNMLE

21 ASDEMPLFEG WEKVERKEGNA DGECLIEALD AILPPSRPTE KPLELPLQDV YRIGGIGTVP VGRVETGVME PGMLVTFAPA
———

lel

Supporting Peptides:

NLTTEVESVE MHHEALQEAL PGDNVGE

Peptide

Uniq

-10IgP

ppm

m/z z| RT |Scan

#Spec

Start

End |PTM

K.IGGIGTVPVGR.V

Y

20.63

1024.6029

282.5

513.4534|2|30.78| 2547

1

133

143

total 1 peptides

tr|AOA221]585|A0A221]585_9MUSC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 DNMLEASTNM PWFEGWTIER KEGNAEGKTL IDALDAILPP THPTEEKRLEL RLODVYKIGG IGIVEVGRVA TGILKPDTVV
——

21 VFAPANITTE VKSVEMHHET LAEAVPGDNV GFEKVENVSVE ELRRGYVAGD SEASPPRGAA DFTAQVIVLN HPGQISNGYT

161 PVLDCHTAHI ACKFAEIKEEK VDRRSGETTE ENPEFIKSGD AAIVNLVPSE PLCVEAFQEF PPLGRFAVED M
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534|2(30.78| 2547 1 58 68

total 1 peptides

tr|D4P281|D4P281_HYPSO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 ERERGITIDI ALWEFETAEY YVTIIDAPGH RDFIENMITG TSQADCAVLI VAAGTGEFEA GISENGQTRE HALLAFTLGV

81
lel

241

DNVG

———

EQLIVGVNEM DSTEPPYSEF RFEEIEKEKEVS SYIKEIGYNF AAVAFVPISG WHGDNMLEPS TEMPWEFEGWQ VEREEGEAEG
ECLIEALDAI LPPARPTDEP LRLPLQDVYK IGGIGTIVPVG RVETGILEPG TIVVFAPANI TTEVESVEMH HEALQEAVEPG
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Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534(2|30.78| 2547 1 191 | 201

total 1 peptides

tr|D4P296|D4P296_9NEOP back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 LDELESERER GITIDIALWE FETAKYYVTI IDAPGHRDFI ENMITGTSQA DCAVLIVTAG TGEFEAGISK NGQTREHALL
21 AFTLGVKQLI VGVNEMDSTE PPYSEPRFEE IKEKEVSSYIK KIGYNPAAVA FVPISGWHGD NMLEPSTEMP WEFEKGWQVEREK
161 EGEAEGECLI EALDATILPPA RPTDEPLRELP LODVYKIGGI GTIVPVGRVET GILEPGTIVV FAPANITTEV KSVEMHHEAL

——
241 QEAVPGDNVG FNVENVS
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM

K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534|2(30.78| 2547 1 197 | 207

total 1 peptides

tr| AOAOC5DATO|AOAOC5DATO_HELNM back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 RERGITIDIA LWEKFETAEYY VTIIDAPGHR DFIENMITGT SQADCAVLIV AAGTGEFEAG ISENGQTREH ALLAFTLGVE
21 QLIVGVNEMD STEPPYNEAR FEEIKKEVSS YIKKIGYNPA AVAFVPISGW HGDNMLEAST KMPWFEGWQV EREEGEADGE
161 CLIEALDAIL PPARPTDKAL RLPLQDVYEI GGIGTVPVGE VETGVLEPGT IVVFAPANIT TEVESVEMHH EALQEAVPGD

——
241 NVGFNVENVS VEELER
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM

K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534|2(30.78| 2547 1 190 | 200

total 1 peptides

tr| DSGRK8|D5GRK8_9NEOP back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 GTGEFEAGIS ENGQTREHAL LAFTLGVEQL IVGVNEMDST EPPYSEPRFE EIEKKEVSSYI EKKIGYNPRAAV AFVPISGWHG

21 DNMLEASTEM PWFKGWQVER KEGKAEGKCL IEALDAILFPFP ARPTDEALRL PLEQDVYKIGG IGTIVPVGRVE TGVLEPGTIV
——

161 VFAPANITTE VKSVEMHHERA LQEAVPGDNV GFNVENVSVE ELRRGYVAGD SENSPPKGAA DFTAQVIVLN HPGQISNGYT
241 PVLDCHSAHT ACKFAEIKEK VDRRSGESTE

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534(2|30.78| 2547 1 138 | 148

total 1 peptides

tr|D7G3Q5|D7GIQ5_9DIPT back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 QYAWVLDELE AERERGITID IALWEFETGR YYVTIIDAPG HRDFIKNMIT GTSQADCAVL IVAAGTGEFE AGISKENGQTR
21 EHALLAFTLG VEQLIVGVNE MDSTDPPFSE PRFEEIKEKEV SSYIKKIGYN PLAVAFVPIS GWHGDMMLEP SEEMPWEEGW
161 AVERKDGNGS GECLIEALDA ILPPSEPTDE ALRLPLQDVY KIGGIGTVPV GRVETGVLEP GMVVVFAPVM LTTEVESVEM

——
241 HHEALQEAVP GDNVGFNVEN VSVKELRRGY VAGDTKT
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM

K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534|2(30.78| 2547 1 202 (212

total 1 peptides

tr|AOA1S6]JYA4|AOA1S6]IYA4_9CUCU back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1 VLDELEAERE RGITIDIALW KFETAKYYVT IIDAPGHRDF IENMITGTSQ

51 LAFTLGVEQL IVGVNEMDST EPPYSEPRFE EIKKEVSSYI KEIGYNFPAAV
161 KEGEAEGECL IEALDAILPP SEPTDKPLRL PLQDVYEIGG IGTVEVGRVE

———
241 LQEAVPGDNV GFNVENVSVE ELRRGYVAGD SENNPPRGAS D

Supporting Peptides:

Start
198

End
208

Mass
1024.6029

RT
30.78

m/z z PTM

513.4534|2

Peptide Uniq
K.IGGIGTVPVGR.V| Y
total 1 peptides

-10IgP
20.63

Scan | #Spec
2547 1

ppm
282.5

tr|Q9US8J1|Q9U8J1_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 DIALWKFETA EYYVTIIDAP GHRDFIEKNMI TGTSQADCAV LIVAAGTGEF

51 EKMDSTEPPYS ESRFEEIEKE VSSYIEKKIGY NPFAAVAFVPI SGWNGDNMLE

161 AILPPSRPTD KALRLPLQDV YEIGGIGTIVP VGRVETGLLK PGMVVVFAPA
I————

Z41 NVSVEELRRG FVAGDTENNP PKGAADFTAQ VIVLNHPGQI SNGYTPVLDC

Supporting Peptides:

RT
30.78

Start
183

End
193

Mass Scan PTM

1024.6029

Peptide Uniq
K.IGGIGTVPVGR.V| Y
total 1 peptides

-10IgP
20.63

m/z z
513.4534|2

#Spec
2547 1

Ppm
282.5

tr| AOAOG2T5E8|AOAOG2T5E8_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 YVTIIDAPGH RDFIENMITG TSQADCAVLI VAAGTGEFEA GISENGQTRE
51 RFEEIKKEVS SYIEKIGYNP AAVAFVPISG WHGDNMLEPS TEMPWFEGWL
161 LRLPLQDVYE IGGIGTVPVG RVETGILEPG TIVVFAPANI TTEVESVEMH
241 AGDSEKNNPPEK GAADFTAQVI VLNHPGQISN GYTPVLDCHT AHIACKFAEI
321 PSEPLCVES
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.IGGIGTVPVGR.V| Y 20.63 |1024.6029(282.5|513.4534|2|30.78 | 2547 1 171 | 181

total 1 peptides

tr|B3FBI9|B3FBI9_9MUSC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 EKCGGIDKRTI EKFEEEAQEM GKGSFEYAWV LDELEAERER GITIDIALWK
21 DCAVLIVAAG TGEFEAGISK NGQTREHALL AFTLGVEQLI VGVNEMDSSE
1€l FVPISGWHGD NMLEPSTNMP WFEGWEVERK EGNAEGKTLI DALDAILPPES
241 GILEPGMVVV FAPANITTEV KSVEMHHEAL PEAVPGDNVG FNVENVSVEE
321 PGQISNGYTP VLDCHT
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534|2(30.78| 2547 1 227 (237

total 1 peptides

tr|AOAOS1NH65|A0OA0S1NH65_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 RTIEEFEEEA QEMGEGSFEY

21 AAGTGEFEAG ISENGQTREH
161 NGDNMLEPSD KEMPWFEGWNI

AWVLDELFAE RERGITIDIA LWEFETAEYY
ALLAFTLGVE QLIVGVNEMD NTEFPQYSEFPR
EREKEGKAEGE TLIEALDAIL PPSRPTEEFPL

&%)
1=

EALQEAVPGD NVGFNVENVS VEELRRGEVA
EKCDRRT

1 VVTFAPANIT TEVKSVEMHH
1 YTPVLDCHTA HIACKFAEIK

N
[

i

Supporting Peptides:

RT
30.78

Start
220

End
230

Mass Scan PTM

1024.6029

Peptide Uniq
K.IGGIGTVPVGR.V| Y

-10IgP
20.63

m/z z
513.4534|2

#Spec
2547 1

PPpm
282.5
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ADCAVLIVAA GTGEFEAGIS ENGQTREHAL
AFVPISGWHG DNMLEPSAFM FWEFEGWNVER
TGVLEPGTVV VFAPANITTE VESVEMHHEA

back to list

EAGISENGQT REHALLAFTL GVEQLIVGVN
VSEFRMSWEFKG WAVEREEGEKA DGECLIEALX
NITTEVESVE MHHEALTEAY PGDNVGENVE

HT

back to list

HALLAFTLGV
VEREEGEAEG
HEALQEAVFEG

EQLIVGVNEM DSTEPPYSEFP
KECLIEALDAI LPPARPTDEF
DNVGEFNVENV SVEELRRGYV

KEEVDRRTGE STEDNPESIE SGDAAIVNLV

back to list

FETARYYVTI
PPYSESRYEE
RETEEPLRLFP

IDAPGHRDFI ENMITGTSQA
IEEKEVSSYIE EIGYNPAAVA

LODVYKIGGI GTVEVGRVET
———

LERGFVAGDS KSNFFRGAAD FTAQVIVLNH

back to list

VTIIDAPGHE DFIENMITGT SQADCAVLIV
FEEIEEEVSN YIEEKIGYNFA AVAFVPISGW

RLPLZDVYKI GGIGTIVPVGR VETGVLEPGM
——

GDSENNPPEA AADFTAQVIV LNHPGQISNG
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Peptide |Uniq|-10IgP| Mass |ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
total 1 peptides

tr|E9IV44|E9IV44_9NEOP back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 IDIALWKFET AKYYVTIIDA PGHRDFIKNM ITGTSQADCA VLIVAAGTGE FEAGISKNGQ TREHALLAFT LGVEQLIVGV
g1 NEMDSTEPPY NEGRFEEIEK EVSSYIKKIG YNPAAVAFVP ISGWHGDNML EASTEMPWFE GWQVEREEGK AEGKCLIEAL

161 DAILPPARPT DEALRLPLQD VYKIGGIGTV PVGRVETGVL KPGTIVVFAP AQITTEVKSV EMHHEALQEA VPGDNVGFNV
I————

247 ENVSVEELRR GYVAGDSENN PPEGAADFTA QVIVLNHPGQ ISNGYTPVLD CHTAHIACEKFE AEIEKEEVDER SGESTEENFPEK

1
321 SIKSGDAAIV NLVPSEKEPLCV ESFQEFPPLG RFAIR

]

[

Supporting Peptides:

Peptide Uniq |-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534|2(30.78| 2547 1 184 | 194
total 1 peptides

tr|DSGR67|D5GR67_9NEOP back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 TIDIALWEFE TAKFYVTIID APGHRDFIEKN MITGTSQADC AVLIVAAGTG EFEAGISENG QTREHALLAF TLGVEQLIVG
21 VNEMDSTEPP YSEPRFEEIK KEVSSYIKKI GYNPAAVAFV PISGWHGDNM LEASTEMPWFE KGWQVEREEG KAEGECLIEA

161 LDAILPPARP TDEALRLPLQ DVYKIGGIGT VPVGRVETGV LEPGTIVVFA PANITTEVES VEMHHEALQE AVEGDNVGEN
I————

VENVSVEELE RGYVAGDSEN SPPEGAADFT AQVIVLNHPG QISNGYTPVL DCHTAHIACK FAEIEKEEVDR RSGESTEDNP
KESIKSGDAAI VNLVPSEKPLC VEAFQEFPFPL GRFAVED

[x%)
W

1
1

]

(V%]

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534(2|30.78| 2547 1 185 | 195
total 1 peptides

tr|D1GKQ7|D1GKQ7_9NEOP back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 QEMGEGSFEY AWVLDELEAE RERGITIDIA LWEFETAKYY VTIIDAPGHR DFIENMITGT SQADCAVLIV AAGTGEFEAG
21 ISKNGQTREH ALLAFTLGVE QLIVGVNEMD STEPAYSEPR FEEIKKEVSS YIKKIGYNPA AVAFVPISGW HGDNMLEPSS

161 EKMPWFKGWNV ERKEGEKAEGK CLIEALDAIL PPARPTDEAL RLPLQDVYKI GGIGTIVPVGR VETGILEPGT IVVFAPANLT
——

TEVESVEMHH EALQEAVPGD NVGEFNVENVS VEELERGYVA GDTFANFPEG ASDFTAQVIV LNHPGQIANG YTPVLDCHTA
HIACEFAEIQ QEVDRRTGKS TEDNPEKSIEKS GDAAIVNLVP SKEFMCV

s8]
1=

1
1

N
s8]

i

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534(2|30.78| 2547 1 210 | 220
total 1 peptides

tr|AOA068]3Y4|AOA068I3Y4_9NEOP back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 IYKCGGIDER TIEKFEEKEAQ EMGEKGSFKYA WVLDKLKAER ERGITIDIAL WEFETAKYYV TIIDAPGHRD FIENMITGTS
51 QADCAVLIVA AGTGEFEAGI SENGQTREHA LLAFTLGVEQ LIVGVNEMDS TEPPYSESRF EEIKKEVSSY IEKKIGXKXPAA

161 VXFVXITGWH GDNMLEPSTE MPWFEGWQVE REEGKAEGKC LIEALDAILP PARPTDKALER LPLQDVYKEIG GIGTVEVGRV
———

1 XTGVLEPGTI VXFAPANITT EVESVEMHHE ALQEAVPGDN VGFNVENVSV KELRRGYXXG DSKNNPPKGA ADFTAQVIVL
1 NHPGQISNGY TPVLDCHTAH TACKFAEIKE EKVDRRTGEKST EDNPKSIKSG DAAIVNLVPS KEPLCVESFQE FPPLGRFAVR

]
(=

[x%)

Supporting Peptides:

Peptide Uniq |-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IGGIGTVPVGR.V| Y 20.63 |1024.6029|282.5(513.4534|2(30.78| 2547 1 229 (239
total 1 peptides

tr|Q2VKY2|Q2VKY2_TITHA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1 GHLIYRCGGI
21 GTSQADCAVL
18l PRAVAFVPIS
241 GRVETGVLEP
—

221 IVLNHPGQIS

401 &

Supporting Peptides:

proteins

DERTIEKFEE EAQEMGEGSF KYAWVLDELEK AERERGITID IALWKFETSK FYVTIIDAPG HRDFIENMIT
IVAAGTGEFE AGISENGQTR EHALLAFTLG VEQLIVGVNE MDSTEPPYSE SRFEEIFEEV PSYIEKEIGYN
GWHGATMLEP SPEMPWFKGW PVERKEGEAD GECLIEALDA ILPPARPTDK ALRLPLQDVY KIGGIGIVEV

—

GTIVVFAPAN ITTEVESVEM HHEALQEAVP GDNVGEFNVEN VSVEELRRGY VAGDSENSFP EKGAADFXAQV

NGYTFVLDCH TAHIACEFAE IKEEVDRRSG ESTEDNPESI KSGDAAIVNL VFSEFLCVEA FQEFPPLGRFE

Peptide

Uniq

-10IgP

Mass

ppm

m/z

RT

Scan

#Spec

Start

End

PTM

K.IGGIGTVPVGR.V

Y

20.63

1024.6029

282.5

513.4534

30.78

2547

232

242

total 1 peptides

tr|Q2LB41|Q2LB41_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Covera
1
81

ge:

——

Supporting Peptides:

KSTTTGHLIY KCGGIDERTI EKFEREADEM
ENMITGTSQA DCAVLIVAAG TGEFEAGISK
KIGYNPAAVA FVPISGWHGD NMLEASTEMP

GIVEVGRVET GVLEKPGTVVV FAPANITTEV

FTAQVIVLNH PGQISNGYTF VLDCHTAHIA
PLGRFAVR

Peptide

Uniq

-10IgP

ppm

m/z

RT

Scan

#Spec

Start

End

PTM

K.IGGIGTVPVGR.V

Y

20.63

1024.6029

282.5

513.4534

30.78

2547

237

247

total 1 peptides

tr| B5LXT8|B5LXT8_COETU

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81

—

Supporting Peptides:

KSTTTGHLIY KCGGIDERTI EKFEKEAQEM
ENMITGTSQA DCAVLIVAAG TGEFEAGISK
KIGYNPAAVA FVPISGWHGD NMLEPSTEMP

GIVEVGRVET GVLEPGTIVV FAPANITTEV

FTAQVIVLNH PGQISNGYTP VLDCHTAHIA
PFLGFFAVER

Peptide

Uniq

-10IgP

ppm

m/z

RT

Scan

#Spec

Start

End

PTM

K.IGGIGTVPVGR.V

Y

20.63

1024.6029

282.5

513.4534

30.78

2547

1

237

247

total 1 peptides

tr| AOAOKOMVAG6 | AOAOKOMVAG6_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel
241

——

Supporting Peptides:

Peptide

Uniq

-10igP

Mass

ppm

m/z

RT

Scan

#Spec

Start

End

PTM

K.IGGIGTVPVGR.V

Y

20.63

1024.6029

282.5

513.4534

30.78

2547

1

242

252

total 1 peptides

tr| AOAOKOMU56 | AOAOKOMU56_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

GEGSFKYAWV LDEKLKAERER
NGQTREHALL AFTLGVEQLI
WFEGWQVERE EGEKAEGECLI

ESVEMHHEAL SEAVPGDNVG

CEFAEIKEEKV DRRSGESTED

GEGSFEKYAWV LDELKAERER
NGQTREHALL AFTLGVEQLI
WEFEGWQVERE EGEAERECLI

KSVEMHHEAL SEAVPGDNVG

CEFAEIKEEKV DRRSGESTEE

HVDSGESTTT GHLIYEKCGGI DERTIEKRKFEEK EAQEMGEGSEF KYAWVLDELEK
HEDFIENMIT GTSQADCAVL IVAAGTGEFE AGISENGQTE EHALLAFTLG
SSYIEKIGYN PAAVAFVPIS GWHGDNMLEA STEMPWFEGW AVEREKEGKAD
FIGGIGIVPV GRVETGVLEP GTVVVFAPAN ITTEVESVEM HHEALQEAVP

KGAADFTAQV IVLNHPGQIS NGYTPVLDCH TAHIACKFAE IEKEEKVDRRSG
01 FQEFPPLGRF AVR

GITIDIALWE FETAKYYVTI
VGVNEMDSTE PPYSEPRFEE
EALDAILPPA RSTDEALRLFP

FNVENVSVEE LRRGYVAGDS

NPESIKSGDA AIVNLVEPSEFP

GITIDIALWE FETAKYYVTI
VGVNEMDSTE PXYSDLRFEE
EALDAILPPA RPTDEPLRLP

FNVENVSVEE LRRGYVAGDS

NPESIKESGDA AIVNLVPSEP

AERERGITID IALWKFETAK
VEQLIVGVNE MDSTEPFPYSE
GECLIEALDA ILPPARPTDEK
GDNVGEFNVEN VSVEELERGY

KSTEENPESI ESGDAAIVNL

back to list

IDAPGHRDFI
IEKEVSSYIK

LODVYRIGGI
—

ENNPFEGAAD

LCVEAFQEFP

back to list

IDAPGHREDII
ITKEVSSYIK

LQDVYKIGGI
—

ENNPFEGAAD

LCVEAFQEFP

back to list

YYVTIIDAFG
SEFEEIEKEV
ALRLFLQDVY
VAGDSENNEFP

QPSKFLCVEA

back to list
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1
81

HVDSGESTTT GHLIYECGGI
HERDFIENMIT GTSQADCAVL
SSYIEKIGYN PAAVAFVPIS

KIGGIGTVEV GRVETGVLEP
———

KGAADFTAQV IVLNHPGQIS
FQEFPPLGRF AVR

Supporting Peptides:

DERTIEKFEK EAQEMGEGSF EKYAWVLDELEK
IVAAGTGEFE AGISENGQTRE EHALLAFTLG
GWHGDNMLEP STEMPWFEGW AVEREEGEAD
GTVVVFAPAN ITTEVESVEM HHEALQEAVP

NGYTFVLDCH TAHIACEFAE IEKEEVDRRSG

Peptide

Uniq |-10IgP Mass ppm

m/z z| RT

Scan

#Spec

Start

End

PTM

K.IGGIGTVPVGR.V| Y

20.63 |1024.6029|282.5

513.4534|2

30.78

2547

242

252

total 1 peptides

tr|Q58GU4|Q58GU4_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81

HVDSGESTTT GHLIYECGGI DERTIEEFEE EAQEMGEGSFE
HEDFIEKNMIT GTSQADCAVL IVAAGTGEFE AGISEKNGQTR
SSYIFKEKIGYN FAAVAFVPIS GWHGDNMLEV STEMPWEFEGW
EIGGIGTVPV GRVETGILEP GTIVVFAPAN ITTEVEKSVEM

———

KGAADFTAQV IVLNHPGAIS NGYTPVLDCH TAHIACEFAE

FQEFPPLGRF AVR

Supporting Peptides:

Peptide

Uniq |-10IgP Mass ppm

m/z z| RT

Scan

#Spec

Start

End

PTM

K.IGGIGTVPVGR.V| Y

20.63 |1024.6029(282.5

513.4534|2

30.78

2547

1

242

252

total 1 peptides

tr|B8Y157|B8Y157_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel
241

proteins

EYAWVLDELE
EHALLAFTLG
NVEREKEGEKAD
HHEALQEAVP

IKERKVDRRTG

HVDSGESATT GHLIYKCRGI DERTIEKRKFEEK EAQEMGEGSEF KYAWVLDELEK
HEDFIENMIT GTSQADCAVL IVAAGTGEFE AGISENGQTE EHALLAFTLG

SSYIEKIGYN PAAVAFVPIS GWHGDNMLEP STEMPWFEGW QVEREKEGKAE

——

FQEFPPLGRF AVR

Supporting Peptides:

Peptide

Uniq|-10IigP Mass ppm

m/z z| RT

Scan

#Spec

Start

End

PTM

K.IGGIGTVPVGR.V| Y

20.63 |1024.6029|282.5

513.4534|2

30.78

2547

1

242

252

total 1 peptides

KIGGIGTIVPV GRVETGVLEP GTIVVFAPAN ITTEVESVEM HHEALQEAVP

KGAADFTAQV IVLNHPGQIS NGYTPVLDCH TAHIACKFAE IEEEVDRRTG

AERERGITID
VEQLIVGVNE
GECLIEALDA
GDNVGEFNVEN

KSTEENFPKSI

AERERGITID
VEQLIVGVNE
GECLIEALDA
GDNVGEFNVEN

KSTEENPKSI

AERERGITID
VEQLIVGVNE

GECLIEALDA
GDNVGENVEN

KESTEENPESI

IALWKFETAK YYVTIIDAFG
MDSTEPFPYSE PRFEEIERKEKEV
ILPPARPTDE ALRLPLQDVY
VSVKELRRGY VAGDSENNPP

KESGDAAIVIL QPSEPLCVEA

back to list

IALWEFETAE YYVTIIDAFG
MDSTEPPYSE SRFEEIEKKEV
ILPPARPTDE ALRLPLQDVY
VSVEELRRGY VAGDSENNPP

KSGDAAIVNL VPSKPLCVES

back to list

IALWEFETSE YYVTIIDAFG
MDSTEPPYSE SRFEEIEEKEV
ILPPARPTDE ALRLPLQDVY
VSVEELRRGY VAGDSENNFEPP

KESGDAAIVNL VPSEPLCVES
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