16/03/2023, 15:18 proteins

Summary

1. Notes
2. Result Statistics

Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) being kept. Y axis is the
corresponding FDR. @
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Figure 2. PSM score distribution. (a) Distribution of PEAKS peptide score; (b) Scatterplot of PEAKS peptide score versus precursor mass
error. @

()
B e
LR 1 e | T ———————————-
=
o
e 300 | R
T
E 00 e I e
3
[ =
100 B 1 1SS
0d- lll____-____ P ———
20 a0 40 s0 e 70 80 10 20 30 40 50 60 7O 80
PEAKS peptide score (-101gP) PEAKS peptide scare (-1010P)
B Decoy W Target o Decay © Target

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. @
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Table 1. Statistics of data. Table 4. PTM profile.
# of MS Scans 1718 Name AMass #PSM Position
# of MS/MS Scans 3696 .
Carbamidomethyl 57.02 4 C
Table 2. Result filtration parameters. Carbamylation 43.01 2 N-term
Peptide -101gP 215 Deamidation .98 2 N
Protein -101gP >20 Hvdroxvlati | | P
Proteins unique peptides >0 ydroxylation 399
De novo ALC Score >50% Oxidation 15.99 1 M
Carbamidomethyl 57.02 1 N-term
Table 3. Statistics of filtered result. o
Peptide-Spectrum Matches 117 Ubiquitin 114.04 ! ¢
Peptide Sequences 109 Phosphorylation 79.97 1 T
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16/03/2023, 15:18 proteins
Protein Groups 32 CarbamidomethylDTT 209.02 1 C
Proteins 218

Proteins (#Unique Peptides) 53 (>2); 11 (=2); 154 (=1);
FDR (Peptide-Spectrum Matches) 41.9%

FDR (Peptide Sequences) 44.0%
FDR (Protein) 3.2%
De Novo Only Spectra 52

3. Experiment Control
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 0 109

4. Other Information

Table 7. Instrument parameters.

Fractions: IT douglas 1 20170921 Ol.raw
Ion Source: ESI(nano-spray)
Fragmentation Mode: CID/ECD

MS Scan Mode: Linear Ion Trap

MS/MS Scan Mode: Linear Ion Trap

Table 6. Search parameters.
Query Type: Homology Match
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: 85

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
1 11608 |tr|AOAOS7ZTAG|AOAOS7ZTA6 APIME  |195.71 14 9 9 Y | 115302|Sedium/potassium-transporting ATPase subunit alpha OS=Api
s mellifera PE=3 SV=1
Sodium/potassium-transporting ATPase subunit alpha OS=Api
1 11607 |[tr|VOI6A9|VII6A9 APICE 195.71 14 9 9 Y 112642 s cerana GN=ACCB00027.11 PE=2 SV=1
Sodium/potassium-transporting ATPase subunit alpha OS=Api
1 11606 |tr|VOI6B8|VOI6B8 APICE 195.71 14 9 9 Y 112686 s cerana GN=ACCB00027.12 PE=2 SV=1
Sodium/potassium-transporting ATPase subunit alpha OS=Api
1 11605 |tr|V9I7I5|V9I7I5 APICE 195.71 15 9 9 Y 107666 s cerana GN=ACCB00027.17 PE=2 SV=1
Sodium/potassium-transporting ATPase subunit alpha OS=Api
1 11604 |tr|VOI7X6|V9I7X6 APICE 195.71 15 9 9 Y 107710 s cerana GN=ACCB00027.20 PE=2 SV=1
3 4600 |tr|AOA1317VO0|AOAI31ZV00 SARSC [138.70| 17 5 5 Y | 50028 Jabulin elpha chain OS=Sarcoptes scabiel GN=QR98 0010090
2 4505 |tr|T1GUQ6|T1GUQ6 MEGSC 117.75 16 6 6 Y 42846 | Tubulin beta chain OS=Megaselia scalaris PE=3 SV=1
2 4516 |tr|AOA0I7L622|AOA0I7L622 LASNI | 117.75 8 6 6 v | 8sg1z|ubulin beta-1 chain OS=Lasius niger GN=RF55_1586 PE=3 S
2 11640 |tr|AOA1BILYT4|AOAIBILYT4 ONEOP  |117.75 15 6 6 v | 4ss07|updiin beta chain (Fragment) OS=Thitarodes armoricanus PE
2 4508 |tr|AOAO23FK66|A0A023FK66 9ACAR 117.75 14 6 6 Y 49838 | Tubulin beta chain 0S=Amblyomma cajennense PE=2 SV=1
2 4511 tr|B4QE31[B4QE31 DROSI 117.75 14 6 6 v 50147 Igb:[lfiz;zt\e;zcrain 0OS=Drosophila simulans GN=Dsim\GD253
2 4510  |tr|VOIK78|VOIK78 APICE 117.75 14 6 6 v 50175 'I='ubulin beta chain OS=Apis cerana GN=ACCB10461 PE=2 SV
total 218 proteins
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Protein | Protein - _ Coverage - - Avg. .
Group D Accession 10IgP (%) #Peptides| #Unique | PTM Mass Description
2 11641 |tr|AOAOMAEEVS|AOAOM4EEVS DROBS |117.75 14 6 6 ¥ | 50147/ Jabulin beta chain OS=Drosophila busckil GN=Dbus_chr2Rg22
2 11642 |tr|AOA1ASWAB8|AOA1A9WAB8 9MUSC |117.75 14 6 6 Y 50161 | Tubulin beta chain OS=Glossina brevipalpis PE=3 SV=1
2 11643 |tr|C7SAW9|C7SAW9 9MUSC 117.75 14 6 6 Y 50136 | Tubulin beta chain OS=Anastrepha suspensa PE=3 SV=1
2 4513 |tr|AOAOPSESN2|AOAOPSESN2 9CRUS  [117.75 14 6 6 v | 50179 L5 bsta chain OS=Daphnia magna GN=APz42_016801 P
2 11644 |tr|AOA151X2S9|AOA151X2S9 OHYME |117.75 7 6 6 v | o7182|Tubulin beta-1 chain OS=Trachymyrmex zeteki GN=ALC60_06
337 PE=3 SV=1
6 11661 |tr|AOAO88ASI8|AOAO88ASI8 APIME 117.06 13 4 4 Y 66565 | Pyruvate kinase OS=Apis mellifera PE=3 SV=1
Glyceraldehyde-3-phosphate dehydrogenase OS=Apis cerana
4 11712 |tr|VOIK50|V9IK50 APICE 115.31 24 4 4 Y 35840 GN=ACCB10847 PE=2 SV=1
Glyceraldehyde-3-phosphate dehydrogenase OS=Apis mellifer
4 11711 |tr|AOAO88AHC8|AOAO88AHC8 APIME 115.31 24 4 4 Y 35883 a GN=Gapdh PE=3 SV=1
Glyceraldehyde-3-phosphate dehydrogenase OS=Apis cerana
4 11713 |tr|AOA2A3ES509]|A0A2A3E509 APICC 115.31 22 4 4 Y 39233 cerana GN=APICC_00732 PE=4 SV=1
5 11646 |tr|V9IS8Q3|VOI8Q3 APICE 115.02 23 4 4 Y 28076 %051\;1;31—3 protein zeta OS=Apis cerana GN=ACCB00245.3 PE=
5 11645 |tr|G9I551|G9I551 9HYME 115.02 23 4 4 Y 28092 14-3-3 zeta (Fragment) OS=Megachile rotundata PE=3 SV=1
5 11647 |tr|G9I553|G9I1553 9HYME 115.02 23 4 4 Y 28083 14-3-3 zeta OS=Megachile rotundata PE=3 SV=1
5 11648 |tr|G9I552|G91552 9HYME 115.02 23 4 4 Y 28090 14-3-3 zeta OS=Megachile rotundata PE=3 SV=1
5 11649 |tr|AOAO88AHGS5|AOA088AHGS APIME 115.02 14 4 4 Y 45145 | Uncharacterized protein OS=Apis mellifera PE=3 SV=1
14 11669 |tr|AOAO88AST9|AOAO88AST9 APIME 110.18 10 2 2 N 39789 | Enolase OS=Apis mellifera PE=4 SV=1
Synaptic vesicle membrane protein VAT-1 OS=Apis cerana cer
12 11666 |tr|AOA2A3E8V4|AOA2A3E8V4 APICC 109.14 7 2 2 N 53334 ana GN=APICC_08337 PE=4 SV=1
Synaptic vesicle membrane protein VAT-1-like OS=Apis cerana
12 11664 |tr|VOIAR8|VIOIAR8 APICE 109.14 7 2 2 N 51304 GN=ACCB00697.1 PE=2 SV=1
12 11665 |tr|ADAQBBA347|AOAQBBA347 APIME | 109.14 7 2 2 N | 51304 Ucharacterized protein OS=Apis mellifera GN=L0C409207 PE
Synaptic vesicle membrane protein VAT-1-like protein-like prot
12 11663 |tr|AOA026WY44|A0A026WY44 OOCBI |109.14 9 2 2 N 40240| ein (Fragment) OS=0oceraea biroi GN=X777_08174 PE=4 SV
Delta-aminolevulinic acid dehydratase OS=Trichomalopsis sarc
9 11657 |tr|AOA232ETH5|A0A232ETHS5 9HYME 101.64 4 3 3 N 105753 ophagae GN=TSAR_003676 PE=3 SV=1
9 11678 |tr|FS5BYH9|F5BYH9 HELAM 101.64 7 3 3 N 73030 | Heat shock protein OS=Helicoverpa armigera PE=2 SV=1
9 11679 |tr|14DIU0|I4DIUO PAPXU 101.64 7 3 3 N 72996 | Heat shock protein cognate 3 OS=Papilio xuthus PE=2 SV=1
9 11677 |tr|VOIGA1|VOIGAL APICE 101.64 7 3 3 N 72866 Slzu;:cgs\tle;rlegulated protein OS=Apis cerana GN=ACCB02326 P
9 11676 |tr|AOA1A9WZF3|AOA1A9WZF3 9MUSC |101.64 7 3 3 N 72720 | Uncharacterized protein OS=Glossina brevipalpis PE=3 SV=1
Heat shock cognate 70 protein OS=Danaus plexippus plexippu
9 11675 |tr|AOA212FBA7|A0A212FBA7 DANPL 101.64 7 3 3 N 72732 s GN=KGM_208844 PE=3 SV=1
Heat shock 70 kDa protein cognate 3 OS=Papilio xuthus GN=
9 11674 |tr|A0OA194PQY8|A0A194PQY8 PAPXU 101.64 7 3 3 N 72637 RR46_08832 PE=3 SV=1
Heat shock 70 kDa protein cognate 3 OS=Melipona quadrifasci
9 11672 |tr| AOAOMOA8F3|AOAOM9A8F3 9HYME 101.64 7 3 3 N 72650 ata GN=WN51_09203 PE=3 SV=1
9 11673 |tr|AOAO88ACF4|AOA088ACF4 APIME 101.64 7 3 3 N 72478 | Uncharacterized protein OS=Apis mellifera PE=3 SV=1
13 11786 |tr|E4AW6B4|EAW6B4 PROCL 98.77 9 3 3 M 55914 ?TP synthase subunit beta OS=Procambarus clarkii PE=2 SV=
ATP synthase subunit beta (Fragment) OS=Heliconius melpom
13 4519 |tr|D8VIPO|D8VIPO HELME 98.77 14 3 3 Y 37534 ene melpomene PE=4 SV=1
ATP synthase subunit beta (Fragment) OS=Heliconius numata
13 4517  |tr|G3KAY5|G3KAY5 HELNM 98.77 14 3 3 Y 36677 silvana GN=ATPs PE=4 SV=1
ATP synthase subunit beta (Fragment) OS=Heliconius numata
13 4518 |tr|G3KAV3|G3KAV3 HELNM 98.77 14 3 3 Y 36677 arcuella GN=ATPs PE=4 SV=1
13 11781 |tr|AOA182YSV3|ADA182YSV3 ANOST | 98.77 11 3 3 Y 47035| ATP synthase subunit beta OS=Anopheles stephensi PE=3 SV
13 11787 |tr|EOW6VOIEOWEVO MARIA 98.77 s 3 3 v | 55854 ATP SYnthase subunit beta OS=Marsupenaeus japonicus PE=2
13 4533 |tr|Q1HPT1|Q1HPT1 BOMMO 98.77 9 3 3 Y 54988 /;Ez;ysn\siafe subunit beta OS=Bombyx mori GN=Atpsyn-beta
13 11785 |tr|VOLIZ2|VoLIZ2 APICE 98.77 9 3 3 Y 55130 é:gngihlase subunit beta OS=Apis cerana GN=ACCB10178 P
13 4532 |tr|I4DIUS|I4DIUS PAPXU 98.77 10 3 3 Y 54872 QT;ES:y;tSh\fi subunit beta OS=Papilio xuthus GN=RR46_1481
13 4531  |tr|AOA1BOCLT6|AOALBOCLT6 LUTLO | 98.77 10 3 3 v | 54969 ATP synthase subunit beta OS=Lutzomyia longipalpis PE=3 SV
13 11783 |tr|AOAOM4F807|AOAOM4F807 DROBS | 98.77 10 3 3 Y 54273| ATP synthase subunit beta 0S=Drosophila busckii GN=Dbus_c
hr4g20 PE=3 SV=1
13 11782 |tr|ADA182T1X0|AOA182TIX0 ODIPT | 98.77 10 3 3 v | 53945|ATP synthase subunit beta OS=Anopheles maculatus PE=3 SV
ATP synthase subunit beta OS=Anopheles darlingi GN=AND_0
13 4528 |tr|E3XEC7|E3XEC7 ANODA 98.77 10 3 3 Y 53768 06288 PE=3 SV=1
13 4529 |tr|AOA182FTY6|AOA182FTY6 ANOAL | 98.77 10 3 3 Y 53768 ﬂp synthase subunit beta OS=Anopheles albimanus PE=3 SV
13 4530 |tr|AOALISNT76|AOALISNT76 STOCA | 98.77 10 3 3 Y | s544gs|ATP synthase subunit beta OS=Stomoxys calcitrans GN=1060
84826 PE=3 SV=1
13 4740  |tr|Q7PZV3|Q7PZV3 ANOGA 92.38 13 2 2 N 23962| AGAPO12106-PA (Fragment) OS=Anopheles gambiae GN=128
0570 PE=4 SV=4
13 4739  |tr|QZPKD7|Q7PKD7 ANOGA 92.38 13 2 2 N 22608 | AGAPO12081-PA (Fragment) OS=Anopheles gambiae GN=128
0592 PE=4 SV=2
13 4541 |tr|AOAO23FND3|AOA023FND3 9ACAR | 92.38 6 2 2 N 56225 | ATP synthase subunit beta (Fragment) OS=Amblyomma cajen
nense PE=2 SV=1
11 11698 |tr|ADAOBBACZ3|AOAOBBACZ3 APIME | 95.47 17 3 3 v | 30482|Yncharacterized protein OS=Apis mellifera GN=porin PE=4 SV
Voltage-dependent anion-selective channel OS=Apis cerana G
11 11699 |tr|VOIK96|VOIK96 APICE 95.47 17 3 3 Y 30482 N=ACCB10957 PE=2 SV=1
7 11680 |tr|AOA087ZPQ8|AO0A0877ZPQ8 APIME 91.89 14 3 3 Y 41713 Fructose-bisphosphate aldolase OS=Apis mellifera PE=3 SV=1
10 11709 |018330|MRIP1 APIME 90.77 6 P > N 48886 I‘sllsjzor royal jelly protein 1 OS=Apis mellifera GN=MRJP1 PE=1
10 11710 |tr|C6K481|C6K481 APIME 90.77 6 2 2 N 48886 | Major royal jelly protein 1 OS=Apis mellifera PE=2 SV=1
total 218 proteins
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2?;2:‘ Pr(;:)ein Accession -10IgP Co\(l:/:?ge #Peptides| #Unique | PTM Ia;gs Description
26 50841 |tr|AOAIWAWYGO|AOAIWAWYGO AGRPL| 76.10 3 1 1 N | 60897|3rainine kinase Ieoform X1 0S=Agrilus planipennis GN=LOC10
26 50840 |tr|AOA1B6I0GO|AOAIBEIOGO OHEMI | 76.10 3 1 1 N | 58337|gneharacterized protein OS=Homalodisca liturata GN=g.1447
26 50839 |tr|AOAO84W974|A0A084W9Z4 ANOSI | 76.10 4 1 1 N 45177 éfgggfgggg';’f;gkg\f;ﬁtei” OS=Anopheles sinensis GN=ZHA
26 50838 |tr|Q7PIQ5|Q7PIQ5 ANOGA 76.10 4 1 1 N 43773 232;005627'” OS=Anopheles gambiae GN=1276313 PE=3
26 50837 |tr|AOA1B6K7L4|AOALB6K7LA OHEMI | 76.10 4 1 1 N 41972 ;";,CEhjgag,e:f'Ed protein OS=Homalodisca liturata GN=g.1447
26 50836 |tr|AOA1B6IHK2|AOAIB6IHK2 OHEMI | 76.10 4 1 1 N 39981 gr:,thjgag/effed protein OS=Homalodisca liturata GN=g.1448
26 50835 |tr|A7UTSO|AZUTSO ANOGA 76.10 4 1 1 N | 39775 AGAP005627-PC OS=Anopheles gambiae GN=1276313 PE=3
26 50834 |tr|B3GCX2|B3GCX2 9COLE 76.10 6 1 1 N | 28108|}roinine kinase (Fragment) OS=Tenomerga cinerea PE=3 SV=
26 50833 |tr|B3GCX8|B3GCX8 9COLE 76.10 6 1 1 N 28141 irginine kinase (Fragment) OS=Dineutus sublineatus PE=3 SV
26 50831 |tr|J4H7X4|)4H7X4 9DYTI 76.10 6 1 1 N 27476 /s*erkpézggsncfflt) 0S=Sternopriscus wehnckei GN=arginine kina
26 50832 |tr|J4H166|J4H166 9DYTI 76.10 6 1 1 N 27462 Q;Z E,FErigngf,”:t)l 0S=Sternopriscus mundanus GN=arginine kin
26 50829 |tr|B3GCX9|B3GCX9 METCO 76.10 6 1 1 N 27379 ?rginine kinase (Fragment) OS=Metrius contractus PE=3 SV=
26 50830 |tr|B3GCY8|B3GCY8 9CARA 76.10 6 1 1 N 27302 irginine kinase (Fragment) OS=Bembidion inaequale PE=3 SV
26 50828 |tr|F4YILO|F4YILO 9CUCU 76.10 6 1 1 N 27078 érg{/rinle kinase (Fragment) OS=Xyleborus artespinulosus PE=
26 50826 |tr|AOAOAORIO3|AOAOAORIO3 9CARA 76.10 6 1 1 N 26714 ?rgi”i"e kinase (Fragment) OS=Paussus damarinus PE=3 SV=
26 50827 |tr|AOAOAORPF2|AOAQAORPF2 9CARA | 76.10 6 1 1 N | 26772|Arginine kinase (Fragment) 0S=Paussus dohrni PE=3 SV=1
26 50823 |tr|B3FA28|B3FA28 9CARA 76.10 7 1 1 N 25167 @E’ﬂgi’s]f{‘ase (Fragment) OS=Bembidion rathfelsi GN=ArgK
26 50824 |tr|B3FOZ8|B3F9Z8 OCARA 76.10 7 1 1 N | 25167|k"ginine kinase (Fragment) OS=Bembidion chalceum GN=Arg
26 50825 |tr|B3FOY1|B3FOY1 OCARA 76.10 7 1 1 N | 25167|k"ginine kinase (Fragment) OS=Bembidion arenobilis GN=Arg
26 50819 |tr|J7EQ35|J7EQ35 9COLE 76.10 7 1 1 N | 25234 frginine kinase (Fragment) OS=Chrysobothris shawnee PE=3
26 50820 |tr|J7EPA5|7EPA5 9COLE 76.10 7 1 1 N | 2s188|5rguine kinase (Fragment) OS=Chrysobothris rugosiceps PE=
26 50821 |tr|J7EN85|7ENS5 9COLE 76.10 7 1 1 N 25220 é{/gzinine kinase (Fragment) OS=Chrysobothris femorata PE=3
26 50822 |tr|J7EQ70]17EQ70 9COLE 76.10 7 1 1 N 25220 irginine kinase (Fragment) OS=Chrysobothris wintu PE=3 SV
26 50818 |tr|F4YIL3|F4YIL3 9CUCU 76.10 7 1 1 N | 24965 hrainine kinase (Fragment) OS=Xyleborus aff. impexus AIC-2
26 50817 |tr|M1XFD9|M1XFD9 9DYTI 76.10 7 1 1 N | 24816 5rgine kinase (Fragment) OS=Carabdytes upin GN=ark PE=
26 50816 |tr|AOAOAOQTY4|AOAOAOQTY4 IPSTY | 76.10 8 1 1 N | 22343 Agiine kinase (Fragment) OS=Ips typographus GN=Argk PE
26 50813 |tr|AOAOU3BYRO|AOAQU3BYRO 9SCAR | 76.10 8 1 1 N | 21627 ﬁf;?;"f fnase (Fragment) OS=Dynastes hercules hercules G
26 50814 |tr|AOAOU2RDA7|AOAQU2RDA7 9SCAR | 76.10 8 1 1 N | 21627 é’,\’fi:”;?gKk:,”Eajg (Fragment) OS=Dynastes hercules paschoall
26 50815 |tr|AOAOU3CB64|AOAOU3CB64 9SCAR | 76.10 8 1 1 N | 21627|Arginine kinase (Fragment) OS=Dynastes hercules GN=argk P
26 50812 |tr|ADAOU3BCD2|AOAOU3BCD2 9SCAR | 76.10 8 1 1 N | 21555 ’:rg:\‘”i:”aergkéngée:gFgf/g:"l‘e”t) 0S=Dynastes hercules occidentall
19 11818 |tr|ADAO67QIP9|AOAQ67QIP9 ZOONE | 62.08 3 1 1 N | 66600 PrOSeI ROP OS=Zootermopsis nevadensis GN=L798 02248 P
19 11806 |tr|AOA1B6GVIO|AOAIBEGVIO OHEMI | 62.08 3 1 1 N | 50526 gocharacterized protein (Fragment) 0S=Cuerna arida GN=g.3
19 11835 |tr| AOAONOBCKO|AOAONOBCKO 9HYME | 62.08 2 1 1 N | 77801 Protein ROP OS=Melipona quadrifasciata GN=WN51_06176 PE
19 11834 |tr|E2AAS2|E2AA52 CAMFO 62.08 2 1 1 N | 73998| Erotein ROP OS=Camponotus floridanus GN=EAG 11820 PE=
19 11833 |tr|ADA195DWY9|AOA195DWY9 OHYME | 62.08 2 1 1 N | 73738 PTOteIn ROP OS=Trachymyrmex coretzi GN=ALC7_10375 PE
19 11832 |tr|AOA195FYQ4|AOALOSFYQ4 OHYME | 62.08 2 1 1 N | 73246 P:ff‘éigssggl(;éagg%”ts)vcislﬂr“hymyrmex septentrionalis GN
19 11831 |[tr|F4WGN1|FAWGN1 ACREC 62.08 2 1 1 N | 72621 B0t ROP OS=Acromyrmex echinatior GN=G51_04816 PE=3
19 11830 |tr|AOA1511BCS|AOAISIIBCS OHYME | 62.08 2 1 1 N | 72469|Proteln ROP OS=Cyphomyrmex costatus GN=ALC62 12408 P
19 11829 |tr|AOA154PJES|AQALS4PIES OHYME | 62.08 2 1 1 N | 72016 E[%‘SL@S%EL?Z%”E”” 0S=Dufourea novacangliae GN=WN>
19 11828 |tr|AOA195BXB7|AOA195BXB7 OHYME | 62.08 2 1 1 N | 72023 Fl’mtei“ ROP OS=Atta colombica GN=ALC53_00225 PE=3 SV=
19 11827 |tr|AOA232FGS2|AOA232FGS2 OHYME | 62.08 2 1 1 N | 70865 %Xf_rggie;ézzeglf":rgtgc:ols=T”°h°ma'°p5i5 sarcophagae GN=
19 11826 |tr|AOAOSBACI1|AOAOSBACI1 APIME | 62.08 2 1 1 N |  70236|Uncharacterized protein 0S=Apis mellifera PE=3 SV=1
19 11825 |tr|ADAOA9Z3R2|AOAOA9Z3R2 LYGHE | 62.08 3 1 1 N | 67587|Drotein ROP (Fragment) OS=Lygus hesperus GN=Rop_0 PE=3
19 11823 |tr|AOA1Y1LDV6|AOA1Y1LDV6 PHOPY 62.08 3 1 1 N 67451 | Uncharacterized protein OS=Photinus pyralis PE=3 SV=1
19 11824 |tr|K7IZP4|K71ZP4 NASVI 62.08 3 1 1 N 67690 ll,'g;ggrg(étfgizseej{otein OS=Nasonia vitripennis GN=LOC1001
19 11822 |tr|AOAQI7KU67|AOAQI7KU67 LASNI | 62.08 3 1 1 N | 67157 Protein rop OS=Lasius niger GN=RF55_6075 PE=3 SV=1
19 11820 |tr|AOAO69DWOS|AOAOGODWOS OHEMI | 62.08 3 1 1 N | e6762| P vesia tafficking protein sect OS=panstrongylus me
total 218 proteins
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16/03/2023, 15:18 proteins
2?;2:‘ Pr(;:)ein Accession -10IgP Co\(l:/:?ge #Peptides| #Unique | PTM Ia;gs Description
19 11819 |tr|AOAIB6DP73|AQAIB6DP73 OHEMI | 62.08 3 1 1 N | 66957| dncharacterized protein OS=Clastoptera arizonana GN=g.379
19 11821 |tr|AOAOP4VMN7|AOAOPAVMN7 OHEMI | 62.08 3 1 1 N | 6684g|Putative vesicle trafficking protein secl OS=Rhodnius neglectu
19 11817 |tr|EOVWU1|EOVWU1 PEDHC 62.08 3 1 1 N | 66833 Protein ROP putative 05=Pediculus humanus subsp. corporis
19 11814 |tr|RAWS90[RAWS9I0 RIPPE 62.08 3 1 1 N 66745 \S/inltaxin binding protein-1,2,3 OS=Riptortus pedestris PE=2 S
19 11815 |tr|AOA158NNZ9|AOAIS8NNZ9 ATTCE | 62.08 3 1 1 N | 66826 proafocterized protein OS=Atta cephalotes GN=105622449
19 11816 |tr|AOA151X8A1|AOALS1X8A1 OHYME | 62.08 3 1 1 N | 66806| 5rotein ROP OS=Trachymyrmex zeteki GN=ALC60_04448 PE=
19 11813 |tr|AOAOC9Q2F2|AOAOCOQ2F2 9HYME | 62.08 3 1 1 N 66218 i‘;pggflmtem (Fragment) OS=Fopius arisanus GN=Rop_1 PE
19 11812 |tr|TLIAP1|T1IAPL RHOPR 62.08 3 1 1 N 66519 ggcg\i}ffterized protein (Fragment) OS=Rhodnius prolixus PE
19 11811 |tr|AOAOL7QPT2|AOAOL7QPT2 9HYME | 62.08 3 1 1 N 65885 g;‘gjig”PREiF;(sF\r/?{"e”t) 0OS=Habropoda laboriosa GN=WH47_
19 11810 |tr|VOIAQ1|VOIAQL APICE 62.08 3 1 1 N 65423 Eézt;xsi\'}':bi“ding protein 1 OS=Apis cerana GN=ACCB00715.1
19 11809 |tr|V9ID17|V9ID17 APICE 62.08 3 1 1 N 65502 géif’g\r}ﬂ"di”g protein 1 OS=Apis cerana GN=ACCBO00715.2
19 11808 |tr|E2B6A3|E2B6A3 HARSA 62.08 3 1 1 N 65634 gr\';):elin ROP OS=Harpegnathos saltator GN=EAI_13038 PE=3
19 11807 |tr|AOAOCORMG4|AOAOCORMG4 SHYME | 62.08 3 1 1 N 64355 i‘;pg\zlﬂf’tem (Fragment) OS=Fopius arisanus GN=Rop_2 PE
8 11771 |tr|AOAOAOVCO7|AOAQAQVCO7 9ARAC 60.72 1 1 N 21477 | ATP/ADP translocase OS=Scytodes thoracica PE=2 SV=1
8 11772 |tr|AOAOP6CE35|AOAOP6CE35 9CRUS | 60.72 1 1 N 32931| ADP/ATP translocase 0S=Daphnia magna PE=3 SV=1
8 11773 |tr|AOAIW7ROCO|ADAIW7ZRICY 9SCOR | 60.72 1 1 N 33220 ADP/ATP translocase 3 0S=Hadrurus spadix PE=3 SV=1
8 11774 |tr|VOIK47|VOIK47 APICE 60.72 4 1 1 N 33013 ilgPéQ/TzPlcarrier protein 2 OS=Apis cerana GN=ACCB10355 PE
8 11776 |tr|MONYU2|MONYU2 APICC 60.72 4 1 1 N 32983 ﬁ‘;e,;‘é":ez"su\f'ffﬁde translocase OS=Apis cerana cerana GN=A
8 11777 |tr|ADAO87USM6]|AOAO87U5M6 9ARAC | 60.72 4 1 1 N 33367 ﬁapgf\rfxtg;’;s_'gga;fzlpéirggsr{‘,i”f) 0S=Stegodyphus mimosar
8 11778 |tr|Q6vVQ13|Q6VQL3 APIME 60.72 4 1 1 N 32986 | ADP/ATP translocase OS=Apis mellifera GN=Ant PE=2 SV=1
8 11775 |tr|AOA2A3ELDS5|AQA2A3ELDS APICC | 60.72 4 1 1 N 33013 ng'ﬁgzzag\r}flp“’tem OS=Apis cerana cerana GN=APICC_04
16 11800 |tr|AOAOJ7L3Z2|A0A0I7L3Z2 LASNI 59.67 11 1 1 N 15503 | Myelin p2 OS=Lasius niger GN=RF55_2486 PE=3 SV=1
16 11798 |tr|AOA2A3ERNS|AOA2A3ERNS APICC | 59.67 11 1 1 N 15194 i":?{ggﬁg&g‘g”ﬁzzﬁ’?\ﬂ lm”sc'e OS=Apis cerana cerana GN
16 11799 |tr|AOAOBSAE74|AOAOSBAE74 APIME | 59.67 11 1 1 N 15223 | Uncharacterized protein 0S=Apis mellifera GN=Fabp PE=3 SV
16 11794 |tr|Q76LA4|Q76LA4 APIME 59.67 11 1 1 N | 15035 Fatty acid binding protein OS=Apis mellifera GN=FABP PE=2 5
16 11795 |tr|AOAO23EFS1|AOAO23EFS1 AEDAL | 59.67 11 1 1 N 14795 Z‘f\‘titli‘égif)tztg;;igétj;dsi%g:Fl’r°tei” fabp OS=Aedes albopictus
16 11796 |tr|AOA1L8DZ33|A0A1L8DZ33 9DIPT 59.67 11 1 1 N 14879 E‘éf;“’si/fjfw acid-binding protein fabp OS=Nyssomyia neivai
16 11797 |tr|VOIIS4|VOIIS4 APICE 50.67 1 1 1 N 15007 iaztt%/\;'a:cild binding protein OS=Apis cerana GN=ACCB10883 PE
16 11791 |tr|Q177Y4|Q177Y4 AEDAE 59.67 11 1 1 N 14803 iﬁELOOSQW'PA OS=Aedes aegypti GN=AAEL005997 PE=3 SV
16 11792 |tr|T1E383|T1E383 9DIPT 50.67 1 1 1 N 14770 gkllt:';ive fatty acid bindin protein OS=Psorophora albipes PE=2
16 11793 |tr|AOA1BOEX54|A0A1BOEX54 LUTLO 59.67 11 1 1 N 14909 | Uncharacterized protein OS=Lutzomyia longipalpis PE=3 SV=1
27 11916 |tr|AOA1B6MNRO|AOA1IB6MNRO 9HEMI | 56.39 9 1 1 N 18875 ggggat;agﬁzzg"ggﬁ{;’ée&i’;rasgvrzel”t) 0S=Graphocephala atrop
27 11915 |tr|AOAOKS8TZW2|AOAOKSTZW2 BACLA | 56.39 14 1 1 N 12050 Z:‘: T;Q?rfiﬁZ"(?.‘Gi‘??l;ﬁi"_%fe;s‘fitg?ffta isoform 0S=Bactroc
27 11944 |tr|AOA1A9WIAS|AOAIA9WIAS 9MUSC | 56.39 5 1 1 N 35003 | Uncharacterized protein OS=Glossina brevipalpis PE=4 SV=1
27 11943 |tr|AOA1BOG7Y9|AOAIBOG7Y9 GLOMM | 56.39 5 1 1 N | 34467 chg\af:afterized protein 0S=Glossina morsitans morsitans PE
27 11942 |tr|AOAO67R8Y0|AOAO67R8Y0 ZOONE | 56.39 5 1 1 N | 34477 ﬁ:‘gsggfg‘;'gggi?'Gt,(f:‘gzg%"stg’;a;g';‘z‘g‘\’/fgrlm 0S=Zooter
27 11941 |[tr|AOAON7Z9V5|AOAON7Z9V5 9EUCA 56.39 5 1 1 N 34580 | Uncharacterized protein OS=Scylla olivacea PE=4 SV=1
27 11939 |tr|L7M5S1|L7M551 9ACAR 56.39 5 1 1 N | 32599 z”;jltci‘ézlﬁjhs"lfgrfzﬁg\y,'i:”fs“O' transfer protein OS=Rhipicephalu
27 11940 |tr|AOA224YXRO|AOA224YXR0 9ACAR | 56.39 5 1 1 N | 32599| Phosphatidyliftositol transfer protein OS=Rhipicephalus zambe
27 11938 |tr|L7M5B6|L7M5B6 SACAR 56.39 5 4 1 N 32562 zuptjltci;eell[:Jr;o:Erz\aztig\);li:nlositol transfer protein OS=Rhipicephalu
27 11937 |tr|AOAOL7QKW7|AOAOL7QKW7 SHYME | 56.39 5 1 1 N | 32076 D Wiy 14 PE By or™ OS =Habrop
27 11935 |tr|W8BHP2|W8BHP2 CERCA 56.39 5 1 1 N | 31555 E:sistg?:gd,\‘yig‘l’s,"\fg' Sransfer protein beta isoform OS=Ceratitis
27 11936 |tr|ADAO34W637|A0A034W637 BACDO | 56.39 5 1 1 N | 31632| Phosphatioylinosito transfer protein alpha isoform OS=Bactro
27 11931 |tr|ADA224XUC6|AQA224XUCE OHEMI | 56.39 6 1 1 N | 31728 E;‘ﬁ?;ir‘]’:riﬂ;°§gzitg\‘ﬂnl°5it°' transfer protein OS=Panstrongy!
27 11932 |tr|T1PCPO|T1PCPO MUSDO 56.39 6 1 1 N | 31206 POSPRANdYlinositol transfer protein OS=Musca domestica GN
27 11933 |tr|D3TN38|D3TN38 GLOMM 56.39 6 1 1 N 31511 E:‘;f;’::ﬂ‘é‘;'g‘g}f'l transfer protein 0S=Glossina morsitans m
27 11934 |tr|R4G5F6|R4G5F6 RHOPR 56.39 6 1 1 N 31762 zﬁ)t(itgf",fEf‘2°§‘€/dey'i”°Sit°' transfer protein OS=Rhodnius pr
27 11930 |tr|AOA1ISMLNO|AOALISMLNO MUSDO | 56.39 6 1 1 N 31362 ggiﬁa?\fiﬁzed protein OS=Musca domestica GN=101889625
27 11927 |tr|AOAOSSAUP1|AOAO88AUP1 APIME | 56.39 6 1 1 N 31549 lf”CharaCteriZEd protein OS=Apis mellifera GN=vib PE=4 SV=
total 218 proteins
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z?;ﬁ:‘ Pr(;:)ein Accession -10IgP Co\(l:/:?ge #Peptides| #Unique | PTM Ia;gs Description

27 11928 |tr|AOA1B6IDS7|AOAIBIDS7 OHEMI | 56.39 6 1 1 N | 31376 gheharacterized protein OS=Homalodisca liturata GN=g.4192
27 11924 |tr|AOADI7L2C9|AOAQI7L2C LASNI 56.39 6 1 1 N 31356 ﬁihgfrpgaNﬁ:dggg‘gjiztg;grirésiirSp\';itlem alpha isoform OS=Lasius
27 11925 |tr|ADAOASYWM3|AOAOASYWM3 LYGHE | 56.39 6 1 1 N | 31362 A T peh Sy - Pha fsoform OS=Lygus

27 11926 |tr|AOA1B6FGXO0|AOAIB6FGX0 9HEMI | 56.39 6 1 1 N 31436 g\'}ihlara“e”zed protein OS=Cuerna arida GN=g.40960 PE=4

27 11929 |tr|VOIGAS|VOIGA9 APICE 56.39 6 1 1 N 31549 f_’::asth,\?Si‘g?gg}fﬁrgﬁ?sﬂﬁfm alpha isoform OS=Apis ce
27 11922 |tr|D3PIG7|D3PIG7 LEPSM 56.39 6 1 1 N 31382 ﬁ?ﬁ:iﬁ’_[j‘:t;‘;‘l’r']i%fi;tg,\ﬁfgfgﬁgpggfzmsﬁfﬁ isoform OS=Lepeop
27 11921 |tr|AOAOP4VQ48|A0AOP4VQ48 9EUCA 56.39 6 1 1 N 31557| Uncharacterized protein OS=Scylla olivacea PE=4 SV=1

27 11923 |tr|ADA224Z5P9|A0A22475P9 9ACAR | 56.39 6 1 1 N 31276 Eir;‘:;‘i’:?,giﬁig‘\’/szitf' transfer protein OS=Rhipicephalus zambe
27 11920 |tr|C1C1GO|C1C1GO CALCM 56.39 6 1 1 N 31212 Eg‘;ﬁg:grgﬂf&ﬂmt;gf’zfesrvp:;tei" alpha isoform 0S=Caligus
27 11919 |tr|AOA1IBPUA1|AOAIISPUAL STOCA | 56.39 6 1 1 N 30551 l;;’gh;éi‘j‘tesr\ilz:‘i protein OS=Stomoxys calcitrans GN=106084
27 11918 |tr|AOA232FH25|A0A232FH25 OHYME | 56.39 6 1 1 N | 30760 gﬁ;gg;aétﬁg‘;igi%tf%égrf,gfjnst\),gs:mm"ma'°p5i5 sarco
27 11917 |tr]AOAOK8VNQ1|AOAOKSVNQL BACLA | 56.39 7 1 1 N | 26186 Z:‘;T;’Q?rgg;"i(;‘,‘\ﬁi;?L;;irlslfe;Ep:rztS{;‘zbl‘Eta isoform OS=Bactroc
20 50799 |tr|I1ZEB5|I1ZEB5 9ACAR 51.22 3 1 1 N 62273 ;'?;gi';‘gcgg{,‘;‘ﬂ;‘cg‘g?gaggf3(§(,a§’2“e”” OS=Trochilodectes s
28 11998 |tr|D9IFR6|D9IFR6 9DIPT 48.68 2 1 1 N 69844 | Heat shock protein 70-p1 OS=0xycera pardalina PE=3 SV=1

15 12710 |tr|AOAO26W3N3|AOAO26W3N3 OOCBI | 46.11 1 2 2 N | 278500 SRESHTN @lpha chain OS=Ooceraea birol GN=X777_12199 PE=
29 50843 |tr|AOAIBGENV6|AOAIBEENVE OHEMI | 44.82 3 1 1 N | 43714 gncharacterized protein 0S=Cuerna arida GN=g.43130 PE=4

18 11865 |tr|AOAICOFPZ6|AOAICOFPZ6 OHYME | 43.82 6 1 1 N | 23638 :ggifggg%pgffflis"merase (Fragment) OS=Pristiphora staudi
18 11868 |tr|AOAICOFPZ7|AOAICOFPZ7 OHYME | 43.82 6 1 1 N | 23652| iosephosphate isomerase (Fragment) OS=Pristiphora ruficor
18 11869 |tr|ADA289YXQ1|AOA289YXQL OHYME | 43.82 6 1 1 N | 23680| JioSeRhosphate isomerase (Fragment) OS=Pristiphora brevis
18 11863 |tr|AOAICOFQ23|AOAICOFQ23 OHYME | 43.82 6 1 1 N | 23682| rosephosphate isomerase (Fragment) OS=Pristiphora abietin
18 11864 |tr|AOAICOFPYS5|AOAICOFPYS OHYME | 43.82 6 1 1 N | 23638 riosephosphate isomerase (Fragment) OS=Pristiphora albitibi
18 11866 |tr|AOAICOFPY7|AOAICOFPY7 OHYME | 43.82 6 1 1 N | 23638 iosephosphate isomerase (Fragment) OS=Pristiphora luteipe
18 11867 |tr|AOAICOFQ28|ADAICOFQ28 OHYME | 43.82 6 1 1 N | 23724 JioSgRhosphate isomerase (Fragment) OS=Pristiphora mollis

18 11871 |tr|ADA2897604|A0A2897694 OHYME | 43.82 6 1 1 N | 24290| rioSephosphate isomerase (Fragment) OS=Pristiphora conjug
18 11873 |tr|ADA2897SG2|A0A2897SG2 OHYME | 43.82 6 1 1 N | 24211 iosephosphate jsomerase (Fragment) OS=Pristiphora appen
18 11875 |tr|ADA28975U6]|A0A289Z5U6 OHYME | 43.82 6 1 1 N | 24255 Ig;ﬁfggiipgstflis"merase (Fragment) OS=Pristiphora staudi
18 11876 |tr|AOA2897UV1|AOA2B9ZUVL OHYME | 43.82 6 1 1 N | 24299| fHoSephosphate isomerase (Fragment) OS=Pristiphora condei
18 11882 |tr|AOA289YUBS|AQA289YUSS OHYME | 43.82 6 1 1 N | 24299| rioseposphate isomerase (Fragment) OS=Pristiphora carinat
18 11883 |tr|ADA2897SBS5|AOA289ZSB5 OHYME | 43.82 6 1 1 N | 24290|[TioSePhosPhate isomerase (Fragment) OS=Pristiphora angula
18 11885 |tr|ADA289YUI3|AOA289YUI3 OHYME | 43.82 6 1 1 N | 24281 Tiosepfioshhate isomerase (Fragment) 0S=Cladius compressi
18 11887 |tr|AOA2897121|A0A289Z121 OHYME | 43.82 6 1 1 N 24255 Iggssgzgsg\r}itf isomerase (Fragment) OS=Pristiphora caraga
18 11888 |tr|ADA289ZGX1|AOA289ZGX1 OHYME | 43.82 6 1 1 N | 24255 riosephosphate isomerase (Fragment) OS=Pristiphora subopa
18 11870 |tr|AOA289ZUT5|AOA289ZUTS OHYME | 43.82 6 1 1 N | 24327|Tiosephosphate isomerase (Fragment) OS=Pristiphora punctif
18 11872 |tr|AOA289YXVS|AQA28OYXVS OHYME | 43.82 6 1 1 N | 24290| rioSePhosphate isomerase (Fragment) OS=Pristiphora compr
18 11874 |tr|AOA2897SB4|AOA2897SB4 OHYME | 43.82 6 1 1 N | 24255 foseposphate isomerase (Fragment) OS=Pristiphora bifida

18 11877 |tr|AOA2897SL8|AOA289ZSL8 OHYME | 43.82 6 1 1 N | 24299| riosephosphate isomerase (Fragment) OS=Pristiphora testace
18 11878 |tr|AOA289ZSI3|A0A289ZSI3 OHYME | 43.82 6 1 1 N 24227 Igf’:f,‘éh:‘f%r:f:tﬁ isomerase (Fragment) OS=Pristiphora amphi
18 11879 |tr|AOA289YU32|AOA289YU32 OHYME | 43.82 6 1 1 N 24269 Irci:f:aprr‘,%szpf‘stszisl"merase (Fragment) OS=Pristiphora melan
18 11880 |tr|AOA2897530|A0A2807539 OHYME | 43.82 6 1 1 N | 24297|HioSephosphate isomerase (Fragment) OS=Pristiphora rufipes
18 11881 |[tr|ADA289YFQ4|AOA289YFQ4 OHYME | 43.82 6 1 1 N | 24230 riosephosphate isomerase (Fragment) OS=Pristiphora dedear
18 11884 |tr|AOA2897GZ1|A0A2897GZ1 OHYME | 43.82 6 1 1 N | 24269 riosePhosphate isomerase (Fragment) OS=Pristiphora ruficor
18 11886 |tr|ADA289YUS3|AOA289YUS3 OHYME | 43.82 6 1 1 N | 24207| JioSeRhosphate isomerase (Fragment) OS=Pristiphora cincta

18 11891 |tr|VOIKD3|V9IKD3 APICE 43.82 5 1 1 N | 26885 Iosephosphate isomerase OS=Apis cerana GN=ACCB10042 P
18 11892 |tr|AOAILIZIV2|AOAILIZIV2 APICC | 43.82 5 1 1 N | 26885 Ii°sephosphate isomerase OS=Apis cerana cerana GN=Tpi PE
18 11889 |tr|ADAQI7KLGO|AOAOI7KLGY LASNI | 43.82 5 1 1 N | 26774 iopephosphate isomerase OS=Lasius niger GN=RF55_8905 P
18 11890 |tr|A4ZXCA|A4ZXCA APIME 43.82 5 1 1 N 26899 Trlosephosphate isomerase OS=Apis mellifera GN=Tpi PE=2 S

total 218 proteins
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Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit be
25 53070 |tr|AOAOL7R8Y4|AOAOL7REY4 QHYME | 37.12 7 1 1 Y | 33611ta-1 (Fragment) OS=Habropoda laboriosa GN=WH47_00158 P
E=4 SV=1
25 53076 |tr|AOAOBSAROS|ADAOBBAROS APIME | 37.12 7 1 1 v | 37370 Uncharacterized protein OS=Apis mellifera GN=L0C410497 PE
25 53077 |tr|VOL130|V9LI30 APICE 37.12 7 1 1 Y 37370 Sa“%”,\i‘”:eAr(‘:‘écéel%t;%%’giggizr'g\s’;"ltei” subunit beta OS=Apis cera
Uncharacterized protein OS=Drosophila mojavensis GN=Dmoj
30 12021 |tr|B4KMS55|B4KM55 DROMO 26.91 1 1 1 N | 105928| {1 o0 PEeg cves
38 51134 |tr|AOA151ILK1|AOAISIILK1 OHYME | 26.89 0 1 1 N | 585668 gy OS=Cyphomyrmex costatus GN=ALC62 03318 PE=3
21 50875 |tr|AOA1B6HTRO|AQALBGHTRO QHEMI | 26.62 2 1 1 N | 43480 gaﬂ‘;_ﬁ?‘;ﬁiﬁrg&i? (Fragment) 05=Homalodisca liturata
31 51019 |tr|AOA212F2D3|A0A212F2D3 DANPL | 26.37 4 1 1 N | 18076 Fieromoene binding protein OS=Danaus plexippus plexippus G
31 51025 |tr|AQAOL7KX54|AOAOL7KX54 ONEOP | 26.37 2 1 1 N | aseo7| gncharacterized protein OS=Operophtera brumata GN=0BRU
23 51098 |tr|AONE24|AONE24 ANOGA 24.14 0 1 1 N | 430596 ACAPCOBB07-PA (Fragment) OS=Anopheles gambiae GN=Aga
32 51020 |tr|AOA1J1IXA2|AQA1I1IXA2 9DIPT 22.83 5 1 1 N | 26709 CENA-COD16452, Isoform A OS=Clunio marinus GN=CLUMA
36 12067 |tr|AOAO67QWN1|AOAO67QWN1 ZOONE | 20.97 4 1 1 N | 21501 Jrereric hormone OS=zootermopsis nevadensis GN=L798 11
35 12003 |tr|AOA182XX22|A0A182XX22 ANOST 20.96 1 1 1 N 111336 | Uncharacterized protein OS=Anopheles stephensi PE=4 SV=1
35 12004 |tr|AOA1A9U6X3|A0A1A9U6X3 ANOST 20.96 1 1 1 N 149137| Uncharacterized protein OS=Anopheles stephensi PE=4 SV=1
total 218 proteins
tr| AOAO87ZTA6|AOA087ZTA6_APIME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MYKSRRENPK RRIDNLEDLK QELDIDFHKI TPFEELYQRFQ THPENGLSHA KAKENLERDG PNSLTPPKQT PEWVKFCENL ;EBFEE
arbe
o Oxidz
81 FGGFALLLWI GAILCFIAYS IQASTSEDPN DDNLYLGIVL AAVVIVTGIF SYYQESKSSK IMESFENMVP QIAIVIREGE [ Ubiqu
161 KLTLKAEELV LGDVVEVKFG DRIPADIRII ESRGFEVDNS SLTGESEPQS RSPEFTNENP LETENLAFFS TNAVEGTAEG
-
241 NVICCGDQTV MGRIAGLASG LDTGETPIAK EIHHFIHLIT GVAVFLGVTF FIIAFILGYH WLDAVIFLIG IIVANVPEGL
358
321 LATVTVCLTL TAKRMASENC LVENLEAVET LGSTSTICSD KTGTLTQNRM TVAHMWEDNQ ITEADTTEDQ SGLQYDRTSP
&
401 GFEFALAKIAT LCNEAEFEAG QEDKPILKRE VNGDASEAAT LKCMELALGD VMGIRERNKEK VCEIPFNSTN KYQVSIHESD
481 NPDDPRHLLV MERGAPERILD RCSTIFIGGK EEVLDEEMKE AFNNAYLELG GLGERVLGFC DYILPSDEFP IGFEFNCDDP
561 NFPVDGLRFV GLMSMIDPPR AAVPDAVAKC RSAGIKVIMV TGDHPITAKA IAKSVGIISE GNETVEDIAQ RLNIPVSEVN
(=
£41 PREAKAAVIH GTELRELNSD QLDEILRYHT EIVFARTSPQ QRELIIVEGCQ EMGAIVAVTG DGVNDSPALK KADIGVAMGI
—
——— —
721 AGSDVSKQARA DMILLDDNFA SIVTGVEEGR LIFDNLEKSI AYTLTSNIPE ISPFLAFILC DIPLPLGTVT ILCIDLGTDM
——
——
201 VPAISLAYEE AESDIMEKRHP RENPFTDELVP AISLAYEAPE SDIMEERQPRD PYRDNLVNRR LISMAYGQIG MIQAAAGFFEV
281 YFVIMAENGF LPLHLFGIEK QWDSEAINDL RDSYGQEWTY RDRETLEFTC HTAFFVSIVI VQWADLIVCE TRRNSIIHQG
261 MRNWALNFGL IFETALAAFL SYTPGMDEGL RMFPLEFVWW LPALPFMFAI FIYDETRRFY LERENPGGWLE QETYY
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.KADIGVAMGIAGSDVSK.Q Y | 83.33 [1617.8396| -15.4| 809.9146|2|31.50|2414] 1 | 711|727
K.LTLKAEELVLGDVVEVK.F Y | 79.02 |1854.0713| 661.7| 928.6564|2|37.32|3067| 2 | 162|178
K.KADIGVAM(+15.99)GIAGSDVSK.Q| Y | 78.72 |1633.8345| 47.7| 817.9635|2|31.62|2428| 1 | 711 |727|Oxidation (M)
R.MGAIVAVTGDGVNDSPALK.K Y | 77.71 [1813.9243| -48.5| 907.9255(|2|33.41|2628| 1 | 692 |710
K.SVGIISEGNETVEDIAQR.L Y | 73.56 [1915.9486| 525.9| 959.4854|2[34.39|2738| 2 | 614|631
R.TDNLEDLKQELDIDFHK.I Y | 54.10 [2072.0061| 7.8|1037.0184|2|36.08[2928| 1 | 13 | 29
K.NLEAVETLGSTSTIC(+57.02)SDK.T | Y | 41.97 [1923.9095| 117.0| 642.3855|3(33.20{2604| 1 | 344 |361|Carbamidomethylation
K.S(+43.01)VGIISEGNETVEDIAQR.L | Y | 41.36 [1958.9545| 561.7| 981.0347|2|36.91|3020| 1 | 614 |631|carbamylation
K.GVVIC(+114.04)CGDQTVMGR.I Y | 33.79 |1550.7003| -72.9| 776.3009|2|30.63|2321| 1 | 240 | 253 ubiguitin
R.EVNGDASEAALLK.C Y | 31.11 [1315.6619 856.3| 659.4015(|2|30.12[2268| 1 | 430 |442
R.LNIPVSEVNPR.E v | 18.31 [1236.6826-237.8| 619.2015(2(31.77{2444| 1 | 632 |642
total 11 peptides

tr|V9I6A9|VOI6A9_APICE

Protein Coverage:

back to list
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16/03/2023, 15:18 proteins
1 MASKGELATE SRRERENFPKRRT DNLEDLKQEL DIDFHKITPE ELYQRFQTHP ENGLSHAKAK ENLERDGPNS LTPPEKQTPEW ECE"‘;E
Carbz
o Oxidz
21 VEKFCENLFGG FALLLWIGAI LCFIAYSIQA STSEDPNDDN LYLGIVLAAV VIVTGIFSYY QESESSEIME SFENMVEQIA [ Ubiqu
161 IVIREGEELT LKAEELVLGD VVEVKFGDRI PADIRIIESE GFEVDNSSLT GESEPQSRSP EFTNENPLET ENLAFFSTNA
241 VEGTARKGVVI CCGDQTVMGR IAGLASGLDT GETPIAKEIH HFIHLITGVA VFLGVTFFII AFILGYHWLD AVIFLIGIIV
385
[]
321 ANVPEGLLAT VIVCLTLTAK RMASENCLVE NLEAVETLGS TSTICSDKTG TLTQNEMTVA HMWFDNQIIE ADTTEDQSGL
g
401 QYDRTSPGFE ALARTIATLCN RAEFEAGQED KPILEREVNG DASEAALLKC MELALGDVMG IRKRNEEVCE IPFNSTNEYQ
481 VSIHESDNPD DPRHLLVMKEG APERILDRCS TIFIGGKEKV LDEEMEKEAFN NAYLELGGLG ERVLGFCDYI LPSDKFPIGFE
561 KFNCDDPNFF VDGLRFVGLM SMIDPPRAAV PDAVAKCRSA GIKVIMVTGD HPITAKATIAK SVGIISEGNE TVEDIAQRLN
I[=
£41 TIPVSEVNPRE AKAAVIHGTE LRELNSDQLD EILRYHTEIV FARTSPQQKEL ITIVEGCQRMG AIVAVTGDGV NDSPALKKAD
——
—
721 IGVAMGIAGS DVSKQAADMI LLDDNFASIV TGVEEGRLIF DNLEESIAYT LTSNIPEISP FLAFILCDIP LPLGTVTILC
201 IDLGTDMVPA ISLAYEEAES DIMKRHPENP FTDELVNERL ISMAYGQIGM IQAAAGFFVY FVIMAENGFL PLHLFGIREQ
281 WDSEKAINDLE DSYGQEWTYR DRETLEFTCH TAFFVSIVIV QWADLIVCET RRNSITIHQGM RNWALNEFGLI FETALAAFLS
961 YTPGMDEGLE MFPLEFVWWL PALPFMFAIF IYDETRRFYL RRNPFGGWLEQ ETYY
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.KADIGVAMGIAGSDVSK.Q Y | 83.33 [1617.8396| -15.4| 809.9146|2|31.50|2414| 1 718 | 734
K.LTLKAEELVLGDVVEVK.F Y | 79.02 |1854.0713| 661.7 | 928.6564|2|37.32|3067| 2 169 | 185
K.KADIGVAM(+15.99)GIAGSDVSK.Q| Y | 78.72 (1633.8345| 47.7| 817.9635(2(31.62(2428| 1 718 | 734 | Oxidation (M)
R.MGAIVAVTGDGVNDSPALK.K Y | 77.71 |1813.9243| -48.5| 907.9255|2|33.41|2628| 1 699 | 717
K.SVGIISEGNETVEDIAQR.L Y | 73.56 [1915.9486| 525.9| 959.4854(2|34.39|2738| 2 621 | 638
R.TDNLEDLKQELDIDFHK.I Y | 54.10 [2072.0061 7.8(1037.01842|36.08|2928| 1 20 | 36
K.NLEAVETLGSTSTIC(+57.02)SDK.T| Y | 41.97 [1923.9095| 117.0| 642.3855(3(33.20(2604| 1 351 | 368 | Carbamidomethylation
K.S(+43.01)VGIISEGNETVEDIAQR.L | Y 41.36 [1958.9545| 561.7| 981.0347(2|36.91| 3020 1 621 | 638 | Carbamylation
K.GVVIC(+114.04)CGDQTVMGR.I Y | 33.79 [1550.7003| -72.9| 776.3009(2|30.63|2321| 1 247 | 260 | Ubiquitin
R.EVNGDASEAALLK.C Y | 31.11 [1315.6619| 856.3| 659.4015(2|30.12|2268| 1 437 | 449
R.LNIPVSEVNPR.E Y | 18.31 [1236.6826(-237.8| 619.2015(2|31.77|2444| 1 639 | 649
total 11 peptides
tr|vo16B8|V916B8_APICE back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MASKGELATE SRREENFKRRT DNLEDLKQEL DIDFHKITPE ELYQRFQTHF ENGLSHAKAK ENLERDGPNS LTPFPEKQTPEW EEEFEE
arbe
o Oxidz
81 VEKFCENLFGG FALLLWIGAI LCFIAYSIQA STSEDPNDDN LYLGIVLAAV VIVTGIFSYY QESKESSKIME SFENMVEQIA [ Ubiqu
161 IVIREGEELT LKAEELVLGD VVEVKFGDRI PADIRIIESE GFEVDNSSLT GESEPQSRESP EFTNENPLET ENLAFFSTNA
241 VEGTRAKGVVI CCGDQTVMGR IAGLASGLDT GETPIAKEIH HFIHLITGVA VFLGVTFFII AFILGYHWLD AVIFLIGIIV
g
321 ANVPEGLLAT VTVCLTLTAK RMASENCLVE NLEAVETLGS TSTICSDKTG TLTQNEMTVA HMWFDNQIIE ADTTEDQSGL
S
401 QYDRTSPGFE ALARIATLCN RAEFEAGQED KPILKREVNG DASEAALLKC MELALGDVMG IRKRNEEVCE IPFNSTNEYQ
481 VSIHESDNPD DPRHLLVMEG APERILDECS TIFIGGEEEV LDEEMEEAFN NAYLELGGLG EREVLGFCDYI LPSDKFPIGF
561 KFNCDDENFP VDGLRFVGLM SMIDPPRAAV PDAVAKCRSZA GIKVIMVTGD HPITAKATAK SVGIISEGNE TVEDIAQRLN
(=
£41 IPVSEVNPRE AKAAVIHGTE LRELNSDQLD EILRYHTEIV FARTSPQQEL IIVEGCQRMG AIVAVIGDGV NDSPALKKAD
—
—
721 IGVAMGIAGS DVSKQAADMI LLDDNFASIV TGVEEGRLIF DNLEEKSIAYT LTSNIPEISP FLAFILCDIP LPLGTVTILC
201 IDLGTDMVPA ISLAYEAPES DIMKRQPREDP YREDNLVNRRL ISMAYGQIGM IQAAAGFFVY FVIMAENGFL PLHLFGIREQ
281 WDSKAINDLE DSYGQEWTYR DRETLEFTCH TAFFVSIVIV QWADLIVCET RRNSITHQGM RNWALNFGLI FETALAAFLS
961 YTPGMDEGLE MFPLEFVWWL PALPFMFAIF IYDETRRFYL RRNEGGWLEQ ETYY
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.KADIGVAMGIAGSDVSK.Q Y | 83.33 [1617.8396| -15.4| 809.9146|2|31.50|2414| 1 718 | 734
K.LTLKAEELVLGDVVEVK.F Y | 79.02 |1854.0713| 661.7| 928.6564|2|37.32|3067| 2 169 | 185
K.KADIGVAM(+15.99)GIAGSDVSK.Q| Y | 78.72 |1633.8345| 47.7| 817.9635|2(31.62|2428| 1 718 | 734 | Oxidation (M)
total 11 peptides
file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p1/protein.html 8/66
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16/03/2023, 15:18 proteins
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.MGAIVAVTGDGVNDSPALK.K Y 77.71 [1813.9243| -48.5| 907.9255|2(33.41|2628 1 699 | 717
K.SVGIISEGNETVEDIAQR.L Y 73.56 |1915.9486 | 525.9| 959.4854|2(34.39|2738 2 621 | 638
R.TDNLEDLKQELDIDFHK.I Y 54.10 |2072.0061 7.8(1037.0184|2|36.08| 2928 1 20 36
K.NLEAVETLGSTSTIC(+57.02)SDK.T | Y 41.97 [1923.9095| 117.0| 642.3855|3|33.20( 2604 1 351 | 368 | Carbamidomethylation
K.S(+43.01)VGIISEGNETVEDIAQR.L | Y 41.36 [1958.9545| 561.7| 981.0347|2|36.91| 3020 1 621 | 638 | Carbamylation
K.GVVIC(+114.04)CGDQTVMGR.I Y 33.79 |1550.7003| -72.9| 776.3009|2|30.63| 2321 1 247 | 260 | Ubiquitin
R.EVNGDASEAALLK.C Y 31.11 [1315.6619| 856.3| 659.4015|2(30.12|2268 1 437 | 449
R.LNIPVSEVNPR.E Y 18.31 |1236.6826|-237.8| 619.2015(2|31.77| 2444 1 639 | 649
total 11 peptides
tr|V91715|V9I1715_APICE
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MASKGELATE SRRERENPKRRT DNLEDLKQEL DIDFHKITPE ELYQRFQTHP ENGLSHAKAK ENLERDGPNS LTPPEKQTPEW
21 VEKFCENLFGG FALLLWIGAI LCFIAYSIQA STSEDPNDDN LYLGIVLAAV VIVTGIFSYY QESKSSKIME SFENMVEQIA
161 IVIREGEELT LKAEELVLGD VVEVKFGDRI PADIRIIESE GFEVDNSSLT GESEPQSESP EFTNENPLET ENLAFFSTNA
241 VEGTAEGVVI CCGDQTVMGR IAGLASGLDT GETPIAKEIH HFIHLITGVA VFLGVTFFII AFILGYHWLD AVIFLIGIIV
385
[-]
321 ANVPEGLLAT VTIVCLTLTAK RMASKENCLVEK NLEAVETLGS TSTICSDKTG TLTQNRMTVA HMWEDNQIIE ADTTEDQSGL
S
401 QYDRTSPGFE ALARTIATLCN RAEFEAGQED KPILKREVNG DASEAALLKC MELALGDVMG IRKRNEEVCE IPFNSTNEYQ
481 VSIHESDNPD DPRHLLVMEG APERILDRCS TIFIGGEEKV LDEEMEKEAFN NAYLELGGLG ERVLGFCDYI LPSDKFPIGE
561 KFNCDDPNFP VDGLRFVGLM SMIDPPRAAV PDAVAKCRSA GIKVIMVTGD HPITAKATAK SVGIISEGNE TVEDIAQRLN
(o]
£41 IPVSEVNPRE AKAAVIHGTE LRELNSDQLD EILRYHTEIV FARTSPQQEL IIVEGCQEMG AIVAVIGDGV NDSPALKKAD
——
J—
721 IGVAMGIAGS DVSKQAADMI LLDDNFASIV TGVEEGRLIF DNLEKSIAYT LTSNIPEISP FLAFILCDIP LPLGTVTILC
IDLGTDMVFEA ISLAYEEAES DIMEKRHPENP FTDELVNERL ISMAYGQIGM IQAAAGFEVY FVIMAENGEFL PLHLEGIREQ
WDSEAINDLR DSYGQEWTYR DRETLEFTCH TAFFVSIVIV QWADLIVCET RRNSITHQGM RNWALNFGLI FETALAAFLS
96l YTPGMDEGLE MFPLEK
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.KADIGVAMGIAGSDVSK.Q Y 83.33 [1617.8396| -15.4| 809.9146(2|31.50( 2414 1 718 | 734
K.LTLKAEELVLGDVVEVK.F Y 79.02 [1854.0713| 661.7 | 928.6564|2(37.32| 3067 2 169 | 185
K.KADIGVAM(+15.99)GIAGSDVSK.Q| Y 78.72 |1633.8345| 47.7| 817.9635|2(31.62|2428 1 718 | 734 | Oxidation (M)
R.MGAIVAVTGDGVNDSPALK.K Y 77.71 |1813.9243| -48.5| 907.9255|2(33.41| 2628 1 699 | 717
K.SVGIISEGNETVEDIAQR.L Y 73.56 [1915.9486| 525.9| 959.4854|2(34.39|2738 2 621 | 638
R.TDNLEDLKQELDIDFHK.I Y 54.10 (2072.0061 7.8|1037.0184|2|36.08| 2928 1 20 36
K.NLEAVETLGSTSTIC(+57.02)SDK.T | Y 41.97 [1923.9095| 117.0| 642.3855(3|33.20( 2604 1 351 | 368 | Carbamidomethylation
K.S(+43.01)VGIISEGNETVEDIAQR.L | Y 41.36 [1958.9545| 561.7| 981.0347|2|36.91| 3020 1 621 | 638 | Carbamylation
K.GVVIC(+114.04)CGDQTVMGR.I Y 33.79 [1550.7003| -72.9| 776.3009|2(30.63| 2321 1 247 | 260 | Ubiquitin
R.EVNGDASEAALLK.C Y 31.11 |1315.6619| 856.3| 659.4015|2(30.12| 2268 1 437 | 449
R.LNIPVSEVNPR.E Y 18.31 |1236.6826|-237.8| 619.2015(2|31.77|2444 1 639 | 649
total 11 peptides

tr|V917X6|V9I7X6_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

C Carbz

|8 Carb:

o Oxidz
Ul Ubigu

back to list
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16/03/2023, 15:18 proteins
1 MASKGELATE SRRERENFPKRRT DNLEDLKQEL DIDFHKITPE ELYQRFQTHP ENGLSHAKAK ENLERDGPNS LTPPEKQTPEW ECEFEE
Carbz
o Oxidz
21 VEKFCENLFGG FALLLWIGAI LCFIAYSIQA STSEDPNDDN LYLGIVLAAV VIVTGIFSYY QESESSEIME SFENMVEQIA [ Ubiqu
161 IVIREGEELT LKAEELVLGD VVEVKFGDRI PADIRIIESE GFEVDNSSLT GESEPQSRSP EFTNENPLET ENLAFFSTNA
241 VEGTARKGVVI CCGDQTVMGR IAGLASGLDT GETPIAKEIH HFIHLITGVA VFLGVTFFII AFILGYHWLD AVIFLIGIIV
385
[]
321 ANVPEGLLAT VTVCLTLTAE RMASENCLVE NLEAVETLGS TSTICSDKTG TLTQNEMTVA HMWEFDNQIIE ADTTEDQSGL
g
401 QYDRTSPGFE ALARTIATLCN RAEFEAGQED KPILEREVNG DASEAALLKC MELALGDVMG IRKRNEEVCE IPFNSTNEYQ
481 VSIHESDNPD DPRHLLVMKEG APERILDRCS TIFIGGKEKV LDEEMEKEAFN NAYLELGGLG ERVLGFCDYI LPSDKFPIGFE
561 KFNCDDPNFF VDGLRFVGLM SMIDPPRAAV PDAVAKCRSA GIKVIMVTGD HPITAKATIAK SVGIISEGNE TVEDIAQRLN
I[=
£41 TIPVSEVNPRE AKAAVIHGTE LRELNSDQLD EILRYHTEIV FARTSPQQKEL ITIVEGCQRMG AIVAVTGDGV NDSPALKKAD
——
—
721 IGVAMGIAGS DVSKQAADMI LLDDNFASIV TGVEEGRLIF DNLEESIAYT LTSNIPEISP FLAFILCDIP LPLGTVTILC
201 IDLGTDMVPA ISLAYEAPES DIMEKRQPRDP YRDNLVNRRL ISMAYGQIGM IQAAAGFFVY FVIMAENGFL PLHLFGIREQ
281 WDSEKAINDLE DSYGQEWTYR DRETLEFTCH TAFFVSIVIV QWADLIVCET RRNSITIHQGM RNWALNEFGLI FETALAAFLS
961 YTPGMDEGLE MFPLE
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.KADIGVAMGIAGSDVSK.Q Y | 83.33 [1617.8396| -15.4| 809.9146|2|31.50|2414| 1 718 | 734
K.LTLKAEELVLGDVVEVK.F Y | 79.02 |1854.0713| 661.7 | 928.6564|2|37.32|3067| 2 169 | 185
K.KADIGVAM(+15.99)GIAGSDVSK.Q| Y | 78.72 (1633.8345| 47.7| 817.9635(2(31.62(2428| 1 718 | 734 | Oxidation (M)
R.MGAIVAVTGDGVNDSPALK.K Y | 77.71 |1813.9243| -48.5| 907.9255|2|33.41|2628| 1 699 | 717
K.SVGIISEGNETVEDIAQR.L Y | 73.56 [1915.9486| 525.9| 959.4854(2|34.39|2738| 2 621 | 638
R.TDNLEDLKQELDIDFHK.I Y | 54.10 [2072.0061 7.8|1037.0184|2(36.08( 2928 | 1 20 | 36
K.NLEAVETLGSTSTIC(+57.02)SDK.T| Y | 41.97 [1923.9095| 117.0| 642.3855(3(33.20(2604| 1 351 | 368 | Carbamidomethylation
K.S(+43.01)VGIISEGNETVEDIAQR.L | Y | 41.36 [1958.9545| 561.7| 981.0347(2(36.91({3020| 1 621 | 638 | Carbamylation
K.GVVIC(+114.04)CGDQTVMGR.I Y | 33.79 [1550.7003| -72.9| 776.3009(2|30.63|2321| 1 247 | 260 | Ubiquitin
R.EVNGDASEAALLK.C Y | 31.11 [1315.6619| 856.3| 659.4015(2|30.12|2268| 1 437 | 449
R.LNIPVSEVNPR.E Y | 18.31 [1236.6826(-237.8| 619.2015(2|31.77|2444| 1 639 | 649
total 11 peptides
tr|AOA131ZVO00|A0A131ZV00_SARSC back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MRECLSIHLG QAGVQMGNAC WELYCLEHGI QFDGQMPSDE TVGGGDDSFN TFFSETCSGK HVFRAVEVDL EPTVVDEVRT =EEFEE
arbe
21 GTYRQLFHPE QLITGKEDAA NNYARGHYTI GEKEIVDLVMD RIRKLADECS GLQGFLIFHS FGGGTGSGFT SLLMERLSVD Carbz
=] Mutat
1&l YGKKSKLEFS IYPAPQVSTA VVEPYNSVLT THTTLEHSDC AFMVDNEAIY DICRRENLDIE RPTYTNLNRL IGQIVSSITA
I ———
241 SLRFDGALNV DLTEFQTNLV PYPRIHFPLA TYAPVISTEE AYHEQLTVGE ITNACFEPQN QMVKCDPFEHG KYMAVCLLYR
—
321 GDVVPEDVNA ATAATKTERS IQFVDWCPTG FEVGINYQPP TVVEGGDLAEK VQRAVCMLSN TTATIAEAWAR LDHEFDLMYA
&
=
[ =
401 KRAFVHWYVG EGMEEGEFSE AREDLAALEK DYEEVAIEST DADGDAGDEY
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.AFVHWYVGEGMEEGEFSEAR.E Y | 73.99 [2329.0110| 2.2(1165.5154|2(35.96|2914| 1 403 (422
R.LIGQIVSSITASLR.F Y | 60.25 [1456.8613(372.6| 729.7094|2(40.36|3407 | 1 230 | 243
R.AVC(+57.02)MLSNTTAIAEAWAR.L | Y | 50.61 (1863.8971| 17.0| 932.9717(2(37.77(3117| 1 374 | 390 | Carbamidomethylation
R.AVCMW(sub L)SNTTAIAEAWAR.L Y | 42.44 [1879.8710(629.3| 941.5343|2(37.84|3124| 1 374 | 390 |Mutation
K.AYHEQLTVGEITNACFEPQNQMVK.C | Y | 35.49 (2749.2839|392.3| 917.7948(3|35.40(2851| 2 281 | 304
R.A(+57.02)VCMLSNTTAIAEAWAR.L | Y | 19.84 [1863.8971|423.1| 622.5692(3(37.76(3115| 1 374 | 390 | Carbamidomethylation (DHKE, X@N-term)
R.AVC(+209.02)MLSNTTAIAEAWAR.L| Y | 16.76 [2015.8937|509.9|1009.4680(2(37.89(3130| 1 374 | 390 | Carbamidomethylated DTT modification
total 7 peptides
tr|T1GUQ6|T1GUQ6_MEGSC 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-p1/protein.html 10/66
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Supporting Peptides:
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12

NWAKGHYTEG AELVDSVLDV VRKEAESCDC LQGFQLTHSL GGGIGSGMGT LLISKIREEY PDRIMNTYSV VESPEVSDTV
——)

VEPYNATLSV HQLVENTDET YCIDNEALYD ICFRTLELTT PTYGDLNHLV SLTMSGVTTC LEFPGQLNAD LEELAVNMVE
FPRLHFFMPG FAPLTSEGSQ QYRALTVPEL TQQOMFDAENM MAACDPRHGR YLTVAATFRG QQLIFVEWIP NNVEKTAVCDI
I—

PPRGLEMSAT FIGNSTAIQE LFKRISEQFT AMFRRKAFLH WYTGEGMDEM EFTEAESNMN DLVS

FWEIISDEHG IDATGAYHGD SDLQLERINV YYNEASGGKY VPRAVLVDLE PGTMDSVRSG PFGQIFRPDN FVFGQSGAGN [EPhos

back to list

FEWIGTITGP RDTVYAGLTY Phast

SGTIWTDFEFP QIENLNTDEL
STYPESIRRM VVEFGANAYIH
SEIKCPTLII HGAEDAIVFEF

LERINVYYNE ASGGKYVPRA
———

451
AESCDCLQGF QLTHSLGGGT
——l)

NEALYDICFER TLELSTPTYG
LSVPELTQQM FDAENMMAAC
SATFIGNSTA IQELFKRISE

Peptide Uniq |-10IgP Mass ppm m/z |[z| RT |Scan|#Spec|Start|End|PTM
K.MSATFIGNSTAIQELFK.R Y 68.73 |1856.9342 53.0(929.5236|2(39.45| 3304 1 327 | 343
R.YLTVAAIFR.G Y 45.92 [1052.6018| 449.0|527.5445|2|37.51|3088 1 291 | 299
K.GHYTEGAELVDSVLDVVR.K Y 30.47 |1957.9745| 628.1(654.0754(3|39.24|3281 1 85 [102
K.GHYTEGAELVDSVLDVVRK.E| Y 30.25 |2086.0693| 407.1(696.6468|3|38.14|3158 1 85 [103
R.INVYYNEASGGK.Y Y 26.20 |1313.6251 59.7|657.8591(2(28.85|2158 1 28 39
H.SLGGGT(+79.97).G Y 18.60 | 570.2051|2000.2|572.3529(1(50.38|4546 1 119 | 124 |Phosphorylation (STY)
total 6 peptides
tr|AOA0J7L622|A0A0]70L622_LASNI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MAQNVNFPFESS TQNTPTKAAE EKQSLPEDNH AVSERLQEEL MVLMMNTEQG VSAFPEGENL
21 ELTLEFPHSY PYSAPIVRFA TPCFHPNVDT GGNICLDILK DEWSALYDVR TILLSIQSLL
16l TIVAWDPPGY GKSEPPDRTF PDDFFQRDAA WAHSLMQTLG YSKFSLIGWS NGGITSLLLA
24 PDEAEKIYENI RDIDEWSERM RTSMIQVYGE DYFRETWSNW IDAKLRELYEEK QNGNVCEEVL
321 EHPTYLEQNI ANSNLHILEEK GAHNLHLRYF EEFNNLFWEI ISDEHGIDPT GTYHGDSDLQ
401 ILVDLEPGTM DSVESGPFFGQ IFRPDNEVFG QSGAGNNWAK GHYTEGAELV DSVLDVVRKE
481 GSGMGTLLIS KIREEYPDRI MNTYSVVESP KVSDTVVEPY NATLSVHQLV ENTDETYCID
561 DLNHLVSLTM SGVTTCLRFP GQLNADLREL AVNMVPFPRL HEFFMPGFAPL TSRGSQQYRA
©41 DPRHGRYLTV AATFRGEMSM KEVDEQMLNI QNENSSYFVE WIPNNVETAV CDIFPPRGLEM
——
721 QFTAMFREREA FLHWYTGEGM DEMEFTEAES NMNDLVSEYQ QYQEATADED AEFDEEQEAE
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.MSATFIGNSTAIQELFK.R Y 68.73 |1856.9342 53.0(929.5236|2(39.45| 3304 1 700 | 716
R.YLTVAAIFR.G Y 45.92 (1052.6018| 449.0|527.5445|2|37.51|3088 1 647 | 655
K.GHYTEGAELVDSVLDVVR.K Y 30.47 |1957.9745| 628.1(654.0754|3|39.24 (3281 1 441 | 458
K.GHYTEGAELVDSVLDVVRK.E| Y 30.25 |2086.0693| 407.1|696.6468|3|38.14 (3158 1 441 | 459
R.INVYYNEASGGK.Y Y 26.20 |1313.6251 59.7|657.8591|2(28.85| 2158 1 384 [ 395
H.SLGGGT(+79.97).G Y 18.60 | 570.2051|2000.2|572.3529(1(50.38|4546 1 475 | 480 | Phosphorylation (STY)
total 6 peptides

tr|AOA1B1LYT4|AOA1B1LYT4_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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Supporting Peptides:
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DLVSEYQQYQ EATADEDAEF EEEEQEGEIE N

VDEN

back to list

AGNNWAKGHY TEGAELVDSV LDVVEKEAES CDCLQGFQLT HSLGGGTGSG MGTLLISKIR EEYPDRIMNT YSVVPSPEVS
L — ]

DTVVEFYNAT LSVHQLVENT DETYCIDNEA LYDICFRTLE LSTPTYGDLN HLVSLTMSGV TTCLRFPGQL NADLEELAVN
MVPFPRLHFF MPGFAPLTSE GSQQYRALTV PELTQQMFDA KNMMAACDPR HGRYLTVAAT FRGEMSMEEV DEQMLNIQNE

—

Peptide

Uniq

-10IgP

ppm m/z

RT |Scan

#Spec

Start PTM

K.MSATFIGNSTAIQELFK.R

68.73

1856.9342

53.0(929.5236

39.45|3304

347 | 363

R.YLTVAAIFR.G

45.92

1052.6018

449.0|527.5445

37.51|3088

294 | 302

K.GHYTEGAELVDSVLDVVR.K

30.47

1957.9745

628.1|654.0754

39.24 (3281

88 | 105

K.GHYTEGAELVDSVLDVVRK.E

<|=<|=<

30.25

2086.0693

407.1|696.6468

38.14|3158

e

88 |106

total 6 peptides

NSSYFVEWIP NNVETAVCDI PPRGLEMSAT FIGNSTAIQE LFKRISEQFT AMFRRKAFLH WYTGEGMDEM EFTEAESNMN

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p1/protein.html
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16/03/2023, 15:18 proteins

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.INVYYNEASGGK.Y Y 26.20 |1313.6251 59.7|657.8591|2(28.85| 2158 1 31 42
H.SLGGGT(+79.97).G Y | 18.60 | 570.2051|2000.2|572.3529(1|50.38 (4546 1 122 | 127 |Phosphorylation (STY)
total 6 peptides

tr|AOA023FK66 | AOAO023FK66_9ACAR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MREIVHIQAG QCGNQIGAKF WEVISDEHGI DPTGSYHGDS DLQLERINVY YNEASGGKYV PRAILVDLEP GTMDSVRSGP [HPhos

I ——
143
21 FGQLFRPDNF VFGQSGAGNN WAKGHYTEGA ELVDSVLDVV RKEAEGCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP
——
16l DRIMNTFSVV PSPEVSDTVV EPYNATLSVH QLVENTDETF CIDNEALYDI CFRTLKLTTP TYGDLNHLVS ATMSGVTTCL
241 RFPGQLNADL RELAVNMVPF PRLHFFMPGF APLTARGSQQ YRALTVPELT QQMFDAKNMM AACDPRHGRY LTVAATIFRGR

—
321 MSMREVDEQM LNVQNENSSY FVEWIPNNVE TAVCDIPPRG LEMSATFIGN STAIQELFKR ISEQFTAMFER REAFLHWYTG

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA DEEGEFEDEP EADAEA

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.MSATFIGNSTAIQELFK.R Y | 68.73 |1856.9342| 53.0|929.5236(2|39.45|3304 1 363 379
R.YLTVAAIFR.G Y 45.92 (1052.6018| 449.0|527.5445|2|37.51|3088 1 310 | 318
K.GHYTEGAELVDSVLDVVR.K Y 30.47 |1957.9745| 628.1(654.0754(3|39.24|3281 1 104 | 121
K.GHYTEGAELVDSVLDVVRK.E| Y 30.25 |2086.0693| 407.1|696.6468|3|38.14 (3158 1 104 (122
R.INVYYNEASGGK.Y Y 26.20 |1313.6251 59.71657.8591(2(28.85|2158 1 47 58
H.SLGGGT(+79.97).G Y 18.60 | 570.2051(2000.2|572.3529|1|50.38 4546 1 138 | 143 |Phosphorylation (STY)
total 6 peptides
tr|B4QE31|B4QE31_DROSI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MREIVHIQAG QCGNQIGAKF WEIISDEHGI DATGAYHGDS DLQLERINVY ¥YNEASGGKYV PRAVLVDLEP GTMDSVRSGP [EPhos
——————]

143
81 FGQIFRPDNF VFGQSGAGNN WAKGHYTEGA ELVDSVLDVV RKEAESCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP
——)

161 DRIMNTYSVV PSPEVSDTVV EPYNATLSVH QLVENTDETY CIDNEALYDI CFRTLELTTP TYGDLNHLVS LTMSGVTTCL

241 RFPGQLNADL RELAVNMVEPF PRLHFFMPGF APLTSRGSQQ YRALTVPELT QQMFDAKNMM AACDPRHGRY LTVAATFEGR
I—]

221 MSMEEVDEQM LNIQNENSSY FVEWIPNNVEK TAVCDIPPRG LEMSATFIGN STAIQELFKR ISEQFTAMFER REKAFLHWYTG

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA DEDAEFEEEQ EAEVDEN

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z |[z| RT |Scan|#Spec|Start|End|PTM
K.MSATFIGNSTAIQELFK.R Y 68.73 |1856.9342 53.0(929.5236|2(39.45| 3304 1 363 [ 379
R.YLTVAAIFR.G Y 45.92 (1052.6018| 449.0(527.5445|2(37.51|3088 1 310 | 318
K.GHYTEGAELVDSVLDVVR.K Y 30.47 |1957.9745| 628.1(654.0754(3|39.24|3281 1 104 | 121
K.GHYTEGAELVDSVLDVVRK.E| Y 30.25 |2086.0693| 407.1(696.6468|3|38.14|3158 1 104 |122
R.INVYYNEASGGK.Y Y 26.20 |1313.6251 59.7|657.8591(2(28.85|2158 1 47 58
H.SLGGGT(+79.97).G Y 18.60 | 570.2051|2000.2|572.3529(1(50.38|4546 1 138 | 143 |Phosphorylation (STY)
total 6 peptides
tr|VO9IK78|V9IK78_APICE back to list

Protein Coverage:

1 MREIVHIQAG QCGNQIGAKF WEIISDEHGI DPTGTYHGDS DLQLERINVY ¥YNEASGGKYV PRAILVDLEP GTMDSVRSGP [& Phost
e
143
FGQIFRPDNF VFGQSGAGNN WAEKGHYTEGA ELVDSVLDVV RKEAESCDCL QGFQLTHSLG GGIGSGMGTL LISEIREEYP
——

[5%)
iy

-
o

DRIMNTYSVV PSPEVSDTVV EPYNATLSVH QLVENTDETY CIDNEALYDI CFRTLELSTP TYGDLNHLVS LTMSGVTTCL

RFPGQLNADL RELAVNMVEF PRLHFFMPGF APLTSRGSQQ YRALSVPELT QOMFDAKNMM AACDPRHGRY LTVAATIFRGR
—]

MSMEEVDEQM LNIQNENSSY FVEWIPNNVE TAVCDIPPRG LEMSATFIGN STAIQELFKR ISEQFTAMFR REAFLHWYTG

-

&%)
=

[¥%)
[x%)
=

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA DEDAEFDEEQ EAEVDEN

Supporting Peptides:
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16/03/2023, 15:18 proteins

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.MSATFIGNSTAIQELFK.R Y 68.73 |1856.9342 53.0(929.5236|2(39.45|3304 1 363 [ 379
R.YLTVAAIFR.G Y 45.92 (1052.6018| 449.0(527.5445|2(37.51|3088 1 310 | 318
K.GHYTEGAELVDSVLDVVR.K Y 30.47 |1957.9745| 628.1(654.0754|3|39.24 (3281 1 104 (121
K.GHYTEGAELVDSVLDVVRK.E| Y 30.25 |2086.0693| 407.1(696.6468|3|38.14|3158 1 104 |122
R.INVYYNEASGGK.Y Y 26.20 |1313.6251 59.7|657.8591|2(28.85| 2158 1 47 58
H.SLGGGT(+79.97).G Y 18.60 | 570.2051|2000.2|572.3529(1(50.38|4546 1 138 | 143 |Phosphorylation (STY)
total 6 peptides
tr| AOAOM4EEV8|AOAOM4EEVS8_DROBS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MREIVHIQAG QCGNQIGAKF WEIISDEHGI DATGAYHGDS DLQLERINVY ¥NEASGGKYV PRAVLVDLEP GTMDSVRESGP [ Phosr
———

143

21 FGQIFRPDNF VFGQSGAGNN WAKGHYTEGA ELVDSVLDVV RKEAESCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP
——

DRIMNTYSVV PSPEVSDTVV EPYNATLSVH QLVENTDETY CIDNEALYDI CFRTLELTTP TYGDLNHLVS LTMSGVTTCL

RFPGQLNADL RELAVNMVPE PRLHFFMPGF APLTSRGSQQ YRALTVPELT QQMFDAKNMM AACDPRHGRY LTVAAIFRGE
—

321 MSMEEVDEQM LNIQNENSSY FVEWIPNNVE TAVCDIPPRG LEMSATFIGN STAIQELFKR ISEQFTAMFR REAFLHWYTG

.
o
S

%)
=

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA DEDAEFEEEQ EAEVDEN

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.MSATFIGNSTAIQELFK.R Y 68.73 |1856.9342 53.0/929.5236(2(39.45|3304 1 363 | 379
R.YLTVAAIFR.G Y 45.92 (1052.6018| 449.0|527.5445|2|37.51|3088 1 310 | 318
K.GHYTEGAELVDSVLDVVR.K Y 30.47 |1957.9745| 628.1(654.0754|3|39.24 (3281 1 104 (121
K.GHYTEGAELVDSVLDVVRK.E| Y 30.25 |2086.0693| 407.1|696.6468|3|38.14 (3158 1 104 (122
R.INVYYNEASGGK.Y Y 26.20 |1313.6251 59.7|657.8591|2(28.85| 2158 1 47 58
H.SLGGGT(+79.97).G Y 18.60 | 570.2051(2000.2|572.3529|1|50.38 4546 1 138 | 143 |Phosphorylation (STY)
total 6 peptides
tr| AOA1A9WABS8|AOA1A9WABS8_9MUSC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MREIVHIQAG QCGNQIGAKF WEIISDEHGI DATGAYHGDS DLQLERINVY YNEASGGKYV PRAVLVDLEP GTMDSVRSGP [EPhos
——
143
FGQIFRPDNF VFGQSGAGNN WAKGHYTEGA ELVDSVLDVV RKEAESCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP
——

ow
s

fun
o

DRIMNTYSVV PSPEVSDTVV EPYNATLSVH QLVENTDETY CIDNEALYDI CEFRTLELTTP TYGDLNHLVS LTMSGVTITCL

RFPGQLNADL RELAVNMVPEF PRLHFFMPGF APLTSRGSQQ YRALTVPELT QQMFDAKNMM AACDFRHGRY LTVAAIFRGR
—

[

%)
(=

[¥5)
&%)
oy

MSMEEVDEQM LNIQNKNSSY FVEWIPNNVE TAVCDIPPRG LEMSATFIGN STAIQELFKR ISEQFTAMFR REAFLHWYTG

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA DEDAEFEEEQ EAEVEEN

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.MSATFIGNSTAIQELFK.R Y | 68.73 |1856.9342| 53.0|929.5236(2|39.45(3304 1 363 379
R.YLTVAAIFR.G Y 45.92 (1052.6018| 449.0(527.5445|2(37.51|3088 1 310 | 318
K.GHYTEGAELVDSVLDVVR.K Y 30.47 |1957.9745| 628.1(654.0754(3|39.24|3281 1 104 | 121
K.GHYTEGAELVDSVLDVVRK.E| Y 30.25 |2086.0693| 407.1(696.6468|3|38.14 (3158 1 104 (122
R.INVYYNEASGGK.Y Y 26.20 |1313.6251 59.7|657.8591(2(28.85|2158 1 47 58
H.SLGGGT(+79.97).G Y 18.60 | 570.2051(2000.2|572.3529|1|50.38|4546 1 138 | 143 |Phosphorylation (STY)
total 6 peptides
tr|C7SAW9|C7SAW9_9MUSC back to list

Protein Coverage:
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16/03/2023, 15:18

1 MREIVHIQAG

21 FGQIFRPDNF
161 DRIMNTYSVV
241 RFPGQLNADL
321 MSMEEVDEQM
401 EGMDEMEFTE

Supporting Peptides:

QCGNQIGAKF

VEGQSGAGNN

PSPEVSDTVV

RELAVNMVEF

LNIQNENCSY

AESNMSDLVS

WEIISDEHGI DATGAYHGDS DLQLERINVY ¥YNEASGGKYV PRAVLVDLEFP GTMDSVRSGPE

proteins

————————]

143

Phosr

WAKGHYTEGA ELVDSVLDVV RKEAESCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP
——

EPYNATLSVH QLVENTDETY CIDNEALYDI CFRTLELTTP TYGDLNHLVS LTMSGVTTCL

PRELHFFMPGF APLTSRGSQQ YRALTVPELT QQMFDAKNMM AACDPRHGRY LTVAATFRGR
—]

FVEWIPNNVE TAVCDIPPRG LEMSATFIGN STAIQELFKER ISEQFTAMFR REAFLHWYTG

EYQQYQEATA DEDAEFEEEQ EAEVDEN

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

K.MSATFIGNSTAIQELFK.R Y 68.73 |1856.9342 53.0(929.5236|2(39.45|3304 1 363 [ 379

R.YLTVAAIFR.G Y 45.92 [1052.6018| 449.0|527.5445|2|37.51|3088 1 310 | 318
K.GHYTEGAELVDSVLDVVR.K Y 30.47 |1957.9745| 628.1(654.0754(3|39.24|3281 1 104 (121
K.GHYTEGAELVDSVLDVVRK.E| Y 30.25 |2086.0693| 407.1(696.6468|3|38.14|3158 1 104 (122

R.INVYYNEASGGK.Y Y 26.20 |1313.6251 59.7|657.8591|2(28.85| 2158 1 47 58

H.SLGGGT(+79.97).G Y | 18.60 | 570.2051|2000.2|572.3529(1|50.38 (4546 1 138 | 143 | Phosphorylation (STY)
total 6 peptides

tr| AOAOP5E5N2|AOAOP5ES5N2_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MREIVHIQAG

21 FGQLFRPDNF
161 DRIMNTYSVV
241 RFPGQLNADL
321 MSMEEVDEQM
401 EGMDEMEFTE

Supporting Peptides:

back to list

QCGNQIGAKF WEIISDEHGI QPNGTYHGES ELQLERINVY YNEASGGKYV PERAVLVDLEP GTMDSVESGP [ Phosr
———

143

VFGQSGAGNN WAKGHYTEGA ELVDSVLDVV RKEAESCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP
——

PSPEVSDTVV EPYNATLSVH QLVENTDETY CIDNEALYDI CFRTLELTTP TYGDLNHLVS LTMSGVTTCL

RELAVNMVPEF PRLHFFMPGF APLTARGSQQ YRALTVPELT QQMFDAKNMM AACDPRHGRY LTVAAIFRGER
—

LNIQNENSSY FVEWIPNNVE TAVCDIPPRG LEMSATFIGN STAIQELFKR ISEQFTAMEFR REAFLHWYTG

AESNMNDLVS EYQQYQEATA DDEADFEEDG DHADQDAA

Peptide

Uniq

-10IgP Mass

ppm m/z

RT |Scan

#Spec

Start PTM

K.MSATFIGNSTAIQELFK.R

68.73

1856.9342

53.0(929.5236

39.45|3304

1

363 | 379

R.YLTVAAIFR.G

45.92

1052.6018

449.0|527.5445

37.51|3088

310 | 318

K.GHYTEGAELVDSVLDVVR.K

30.47

1957.9745

628.1|654.0754

39.24 (3281

104 (121

K.GHYTEGAELVDSVLDVVRK.E

30.25

2086.0693

407.1|696.6468

38.14|3158

104 (122

R.INVYYNEASGGK.Y

26.20

1313.6251

59.7|657.8591

28.85(2158

47 | 58

H.SLGGGT(+79.97).G

<|=<|=<|=<|=<

18.60

570.2051

2000.2(572.3529

RINv[wlw|[Nv|NN

50.38|4546

A

138 (143

Phosphorylation (STY)

total 6 peptides

tr|AOA151X2S9|A0A151X2S9_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLQEFWEIISD

AGNNWAKGHY

EHGIDPTGTY

TEGAELVDSV

HGDSDLQLER

LDVVRKEAES

DTVVEPYNAT
MVPFFRLHFF

NSSYEVEWIP

DLVSEYQQYQ
DLEPGTMDAV
MGTLLISKIR
HLVSLTMSGV
HGRYLTVAAV
AMFRREAFLH

Supporting Peptides:

LSVHQLVENT
MPGFAPLTSR

NNVETAVCDI

EATADEDAEF
RSGAYGELFR
EEYPDRIMNT
TTCLRFFGQL
FRGRMSMEEV
WYTGEGMDEM

DETYCIDNEA
GSQQYRALSV

PPRGLEMSAT

INVYYNEASG GKYVPRAILV
——————]

CDCLQGFQLT

LYDICFRTLK
PELTQQMEDA

FIGNSTAIQE

||
HSLGGGTGSG
——lE)

LSTPTYGDLN
ENMMAACDFER

LFKRISEQFT

DEEQEAEFWE
PDNEVFGQSG
YSVMPSPKVS
NADLRKLAVN
DEQMLSVONK
EFTEAESNMN

VISEEHGIDQ
AGNNWAKGHY
DTVVEPYNAT
MVPFPRLHEFF
NSSYFVEWIP
DLVSEYQQYQ

SGIYHGDSDL
TEGAELVDMV
LSVHQLVENT
MPGFAPLTSR
NNVETAVCDI
EATAEEDFEA

DLEPGTMDSV

MGTLLISKIR

HLVSLTMSGV
HGRYLTVAAT

RSGPFGQIFR

EEYPDRIMNT

TTCLREPGQL
FRGRMSMEEV

I—]

AMFRRFAFLH

QLERISVYYN
LDVVREECEN
DETYCIDNEA
SMQQYSALSV
PPKGLEMSST
EECADDFETC

Peptide

Uniq

-10lgP| Mass

ppm | m/z

RT |Scan

#Spec

Start PTM

K.MSATFIGNSTAIQELFK.R

68.73

1856.9342

53.0|929.5236

39.45| 3304

1

347 | 363

total 6 peptides

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p1/protein.html

WYTGEGMDEM

EASVATSTNG
CDCLQGEFQLT
LYDICFRTLK
PELTQQMFDA
FIGNTTAIQE
EQEN

back to list

PDNEVFGQSG [EPhos

YSVVFSFEVS

NADLRKLAVN
DEQMLNIQNK

EFTEAESNMN

GEYVFRAILL
HSLGGGTGSG
VSNPSYGDLN
ENMMAACDFER
LFERISEQFET
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16/03/2023, 15:18 proteins
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.YLTVAAIFR.G Y 45.92 [1052.6018| 449.0|527.5445|2|37.51|3088 1 294 | 302
K.GHYTEGAELVDSVLDVVR.K Y 30.47 |1957.9745| 628.1(654.0754|3|39.24 (3281 1 88 | 105
K.GHYTEGAELVDSVLDVVRK.E| Y 30.25 |2086.0693| 407.1|696.6468|3|38.14 (3158 1 88 | 106
R.INVYYNEASGGK.Y Y 26.20 |1313.6251 59.7|657.8591|2(28.85| 2158 1 31 42
H.SLGGGT(+79.97).G Y 18.60 | 570.2051(2000.2|572.3529|1|50.38 4546 1 122 | 127 |Phosphorylation (STY)
total 6 peptides
tr| AOAOSSASI8| AOAOS8SASI8_APIME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
74
1 MSLEPQFLLEKE CERISLRISV SALFVDLLLI KEFDFNFENFE KPAEMVWVTV YDEMVSGETI SHALYAQTQL DHVCALDIDA & Carb:
o
21 PIGAVRLSGI ICTIGPASRS IDMLEEMIDT GMNIARLNFS HGTHEYHAET IANVEQAQEN VSSEAGLSIP VGIALDTKGP
—
1¢l EIRTGLLEGG GAAEVELKKD QLFKLSTDEA YAEEKGTSSIV YVDYENITKV LKPNSEVEVD DGLISLEVTA ILSLEYVLCV
Z41 SNPELVVTVV ENGGMLGSEK GVNLPGTPVD LPAVSEKDKS DLIFGVEHEV DMIFASFIRD AHALTEIRTI LGEEGENIEV
2] ISKIENHQGVY VNIDEIIDAS DGIMVARGDL GIEIPPEEVE LAQEKSATISEC NEVGEPIICA TQMLESMVEEK PRATRAESSD
40 VANAILDGAD CVMLSGETAK GDYPLECVLT MANICKEAES AIWQTQLFHE LSMEAIPPID ATHAVAIAVV EASVKCLASA
481 TIIVITTTGHS AYLISEYRPR CPIITVTEHS QTARQSHLYR GILPLHFEEP RLADWVKDVD VEVQFGMKFG KNQGFIKPGD
561 AVIVVTGWRE GAGFTNSLRI VYVDIEIPEE QTASVERATSD TDSYEYMNI
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.GTSSIVYVDYENITK.V Y 71.73 |1687.8304(596.8| 845.4261|2|34.45|2745 1 195 | 209
R.TGLLEGGGAAEVELKK.D Y 53.71 |1570.8566| 85.9| 786.5031|2|31.36(2399 1 164 | 179
K.AIPPIDATHAVAIAVVEASVK.C Y | 32.74 [2071.1677| -58.4|1036.5306(2|39.10| 3265 1 455 |475
K.TISHALYAQTQLDHVC(+57.02)ALDIDAPIGAVR.L| Y 30.21 |3047.5498(391.8|1017.2552|3|35.85( 2902 1 59 86 | Carbamidomethylation
total 4 peptides
tr|VO9IK50|V9IK50_APICE back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSKIGINGFG RIGRLVFRAS IEFGAQVVAI NDPFIGLEYM AYMLEYDSTH GEKFEGDVEKIE NDQLIVNGNA IAVFSEREAK dDeam
21 NIPWTEAGAE YIVESTGVYT TKERKASGHLQ AGAKEVVITA PSADAPMEFVC GVNLDAYDPS YTIVSNASCT TNCLAPLAEV
-
&
161 IHDNFEIVEG LMTTVHAVTA TQKVVDAPSA KLWRDGRGAC QNIIFAATGA AKAVGEVIFA LDGEKLTGMAF EVEVHNVSVV
o d
—
241 DLTVRLGEGA DYKTIKAKVE EASEGPLEGI LGYTEDEVVS SDFIGDDHAS IFDAKAGIAL NNNEVELISW YDNEYGYSCR
—
—
321 VIDLIKYMQS KEK
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan |#Spec|Start|End|PTM
K.AGAEYIVESTGVYTTK.E Y 80.18 |1687.8304| -14.2| 844.9105|2|32.73|2552 1 87 |102
K.VIHDNFEIVEGLMTTVHAVTATQK.V Y 38.63 |2652.3582|367.9| 885.4519(3|40.43 3415 1 160 | 183
R.VPVHN(+.98)VSVVDLTVR.L Y 32.30 |1533.8514|729.7| 768.4926(2|32.53 (2530 1 232 | 245 |Deamidation (NQ)
R.VPVHNVSVVDLTVR.L Y 30.21 |1532.8674|420.3| 512.1779|3|32.64 (2542 1 232 (245
K.GILGYTEDEVVSSDFIGDDHASIFDAK.A| Y 20.19 |2899.3398|289.0(1451.0962(2|38.63 (3212 1 269 |295
total 5 peptides
tr| AOAOSSAHCS8|AOAO088AHCS8_APIME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

MSEIGINGEG RIGRLVFRAS IEFGAQVVAI NDPFIGLEYM AYMLEYDSTH GEFEGDVEIE NDQLVVNGNE IAVESEREAFK dDeam
NIPWTEAGAE YIVESTGVYT TKEKASGHLQ AGAKEKVVITA PSADAPMFEVC GVNLDAYDPS YTIVSNASCT TNCLAPLAEV

[
23

d
IHDNFEIVEG LMTTVHAVTA TQKVVDAPSA KLWRDGRGAC QNIIPAATGA AFKAVGEVIPA LDGELTGMAF RVPVHNVSVV

e |
—

DLIVRLGEGA DYETIKAKVEK EASEGPLEGI LGYTEDEVVS SDEFIGDDHAS IFDAKAGIAL NNNEVELISW YDNEYGYSCR

1

81

16l

241
—
—

321

VIDLIEYMQS KEK

Supporting Peptides:
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16/03/2023, 15:18 proteins

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan |#Spec|Start|End|PTM
K.AGAEYIVESTGVYTTK.E Y 80.18 |1687.8304| -14.2| 844.9105(|2|32.73|2552 1 87 |[102
K.VIHDNFEIVEGLMTTVHAVTATQK.V Y 38.63 |2652.3582|367.9| 885.4519(3|40.43 3415 1 160 | 183
R.VPVHN(+.98)VSVVDLTVR.L Y 32.30 |1533.8514|729.7| 768.4926(2|32.53(2530 1 232 | 245 |Deamidation (NQ)
R.VPVHNVSVVDLTVR.L Y 30.21 |1532.8674|420.3| 512.1779(3|32.64 2542 1 232 (245
K.GILGYTEDEVVSSDFIGDDHASIFDAK.A| Y 20.19 |2899.3398|289.0(1451.09622|38.63 (3212 1 269 (295
total 5 peptides
tr|AOA2A3E509|A0A2A3E509_APICC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSKIGINGFG RIGRLVFRAS IEFGAQVVAI NDPFIGLEYM AYMLEYDSTH GKFEGDVEIE NDQLIVNGNA IAVFSEREAK dDeam
21 NIPWTFAGAE YIVESTGVYT TKEFKASGHLQ AGAKEKVVITA PSADAPMEVC GVNLDAYDPS YTIVSNASCT TNCLAPLAEV
-

235
o
1¢1 TIHDNFEIVEG LMTTVHAVTA TQKVVDAPSA KLWRDGRGAC QNIIPAATGA AKAVGEVIPA LDGELTGMAF RVEVHNVSVV
e d
——
241 DLTVRLGEGA DYKTIFKAKVK EASEGPLEGI LGYTEDEVVS SDFIGDDHAS IFDAKAGIAL NNNEVELISW YDNEYGYSCR
—
—
321 VIDLIKYMQS KEEYQSEEVQ KKTVFKLHIE YAKIILVLYI N
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan |#Spec|Start|End|PTM
K.AGAEYIVESTGVYTTK.E Y 80.18 |1687.8304| -14.2| 844.9105(2|32.73|2552 1 87 |[102
K.VIHDNFEIVEGLMTTVHAVTATQK.V Y 38.63 |2652.3582|367.9| 885.4519(3|40.43|3415 1 160 | 183
R.VPVHN(+.98)VSVVDLTVR.L Y 32.30 |1533.8514|729.7| 768.4926(2|32.53(2530 1 232 | 245 |Deamidation (NQ)
R.VPVHNVSVVDLTVR.L Y 30.21 |1532.8674|420.3| 512.1779(3|32.64 2542 1 232 [245
K.GILGYTEDEVVSSDFIGDDHASIFDAK.A| Y 20.19 |2899.3398|289.0(1451.0962|2|38.63 (3212 1 269 |295
total 5 peptides
tr|V9I8Q3|V9I8Q3_APICE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSVDEEELVQ RAKLAEQAER YDDMAAAMKA VTETGVELSN EERNLLSVAY KNVVGARRSS WRVISSIEQE TEGSERKQQM [B Carb:

=

21 AKEYREKVEEK ELREICYDVL GLLDEYLIPE ASNAESEVEY LEMEGDYYRY LAEVATGETR NAVVDDSQEKA YQDAFEISES
——

161 EKMQPTHPIRL GLALNFSVFY YEILNSPDEA CQLAKQAFDD ATAELDTLNE DSYKDSTLIM QLLRDNLTLW TSDTQGDADE

241 AQEGGDN
——

Supporting Peptides:

Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.DNLTLWTSDTQGDADEAQEGGDN | Y 64.42 |2450.9946 4.3(1226.5099(2|35.53| 2866 1 225 (247
K.AVTETGVELSNEER.N Y 51.66 |1532.7318| 11.6| 767.3821|2|28.40(2113 2 30 43
R.YLAEVATGETR.N Y 47.53 [1208.6036|104.2| 605.3721(2|28.49|2121 1 130 | 140
K.A(+43.01)VTETGVELSNEER.N Y 37.75 |1575.7375| -44.4| 788.8411|2|32.51|2528 1 30 43 | Carbamylation
K.AVTETGVELSNEERNLLSVAYK.N Y 35.69 |2421.2388(398.8(1212.1095|2|36.66 2992 1 30 51
total 5 peptides
tr|G9I551|G9I551_9HYME back to list

Protein Coverage:

1 MSVDKEELVQ RARKLAEQAER YDDMAASMKA VTETGVELSN EERNLLSVAY KNVVGARRSS WRVISSIEQK TEGSERKQQM & Carb:

(=]

21 AKEYREKVEEK ELREICYDVL GLLDEYLIPE ASNAESEVEFY LEMEGDYYRY LAEVATGETR NAVVDDSQKA YQDAFEISES
——

1lel EKMQPTHPIRL GLALNFSVFEY YEILNSPDKEA CQLAKQAFDD ATAFELDTLNE DSYKDSTLIM QLLRDNLTLW TSDTQGDADE

241 AQEGGDN
—

Supporting Peptides:

Peptide Uniq |[-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.DNLTLWTSDTQGDADEAQEGGDN | Y 64.42 |2450.9946 4.3[1226.5099(2|35.53| 2866 1 225 (247
K.AVTETGVELSNEER.N Y 51.66 |1532.7318| 11.6| 767.3821(2|28.40(2113 2 30 43
R.YLAEVATGETR.N Y 47.53 [1208.6036|104.2| 605.3721(2|28.49|2121 1 130 | 140
K.A(+43.01)VTETGVELSNEER.N Y 37.75 |1575.7375| -44.4| 788.8411(2|32.51|2528 1 30 43 | Carbamylation
K.AVTETGVELSNEERNLLSVAYK.N Y 35.69 |2421.2388|398.8(1212.1095(2|36.66 2992 1 30 51
total 5 peptides
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tr|G9I553|G9I553_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSVDEEELVQ RAKLAEQAER YDDMAASMKA VIETGVELSN

proteins
back to list

C Carbz

EERNLLSVAY KNVVGARRSS WRVISSIEQK TEGSEREKQQOM

I3

81 AKEYREKVEEK ELREICYDVL GLLDEYLIPE ASNAESEVEY
1¢l EKMQPTHPIRL GLALNFSVEFY YEIINSPARA CHLAKQAFDD
241 AQEGGDN

—

Supporting Peptides:

LEMEGDYYRY LAEVATGETR NAVVEDSQEA YQEAFDIAKS
————

ATAELDTLNE DSYEDSTLIM QLLRDNLTLW TSDTIQGDADE

Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.DNLTLWTSDTQGDADEAQEGGDN | Y 64.42 | 2450.9946 4.3|1226.5099|2(35.53 2866 1 225 | 247
K.AVTETGVELSNEER.N Y 51.66 |1532.7318| 11.6| 767.3821(2|28.40(2113 2 30 43
R.YLAEVATGETR.N Y 47.53 |1208.6036|104.2| 605.3721|2|28.49|2121 1 130 | 140
K.A(+43.01)VTETGVELSNEER.N Y 37.75 |1575.7375| -44.4| 788.8411|2|32.51|2528 1 30 43 | Carbamylation
K.AVTETGVELSNEERNLLSVAYK.N Y 35.69 |2421.2388(398.8(1212.1095|2|36.66 2992 1 30 51
total 5 peptides

tr|G9I552|G9I1552_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSVDEEELVQ RAKLAEQAER YDDMAASMKA VIETGVELSN

back to list

c Carbez

EERNLLSVAY KNVVGARRSS WRVISSIEQK TEGSERKQQOM

I3

81 AKEYREKVEK ELREICYDVL GLLDEYLIPE ASNAESEVFEY
161 EKMQPTHPIRL GLALNFSVFY YEILNSPDEA CQLAKQAFDD
241 RAQEGGDN

——

Supporting Peptides:

LEMEGDYYRY LAEVATGETR NAVVEDSQEA YQEAFDIAKS
I————

ATAFLDTLNE DSYEDSTLIM QLLRDNLTLW TSDTQGDADE

Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.DNLTLWTSDTQGDADEAQEGGDN | Y 64.42 | 2450.9946 4.3/1226.5099|2(35.53 2866 1 225 | 247
K.AVTETGVELSNEER.N Y 51.66 |1532.7318| 11.6| 767.3821|2|28.40(2113 2 30 43
R.YLAEVATGETR.N Y 47.53 |1208.6036|104.2| 605.3721|2|28.49|2121 1 130 | 140
K.A(+43.01)VTETGVELSNEER.N Y 37.75 |1575.7375| -44.4| 788.8411(2|32.51|2528 1 30 43 | Carbamylation
K.AVTETGVELSNEERNLLSVAYK.N Y 35.69 |2421.2388(398.8(1212.1095|2|36.66 2992 1 30 51
total 5 peptides

tr| AOAOS8SAHGS5|AOAO88AHGS5_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSVDEEELVQ RAKLAEQAER YDDMAAAMEA VTETGVELSN

back to list

C Carbz

EERNLLSVAY KNVVGARRSS WRVISSIEQK TEGSEREQQOM

=

€1 AKEYREEKVEEK ELREICYDVL GLLDEYLIPE ASNAESEVEY
16l EKMQPTHPIRL GLALNFSVEFY YEILNSPDEA CQLAKQKRHF
241 EAFDIAKSEM QPTHPIRLGL ALNFSVFEYYE IINSPDKACQ
321 GLALNFSVFEY YEIINSPARA CHLAKQAFDD AIAELDTLNE

Supporting Peptides:

LEMKGDYYRY LAEVATGETR NAVVDDSQKA YQDAFEISES
——

CSLYSCSGGS FCEFHDRIVHT FTNTVTTEFS VVEDSQEAYQ
LARKQERCSSE ETVVEDSQEA YQEAFDIAKS KMQPTHPIRL
DSYEDSTLIM QLLRDNLTLW TSDIQGDADE AQEGGDN

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.DNLTLWTSDTQGDADEAQEGGDN | Y 64.42 |2450.9946 4.3(1226.5099(2|35.53| 2866 1 375 397
K.AVTETGVELSNEER.N Y 51.66 |1532.7318| 11.6| 767.3821(2|28.40(|2113 2 30 43
R.YLAEVATGETR.N Y 47.53 [1208.6036|104.2| 605.3721(2|28.49|2121 1 130 | 140
K.A(+43.01)VTETGVELSNEER.N Y 37.75 |1575.7375| -44.4| 788.8411(2|32.51|2528 1 30 43 | Carbamylation
K.AVTETGVELSNEERNLLSVAYK.N Y 35.69 |2421.2388|398.8(1212.1095(2|36.66 2992 1 30 51
total 5 peptides

tr| AOAOSSAST9|AOAO088AST9_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1

81

=

o

=

[§%]

&l
1
21

3L

MEEILTSLFL
IHEALELRDN
——

AAFEEEPLYR
DATSVGDEGG
QFIKEFPIVS

Supporting Peptides:

ISKYSTRSTT

DESEKYHGEKSV

YIADLAGNTN
FAPNILDNEE
IEDFFDQDDW

SSTTTSSTTS

FEAISNINNT

IILEVPAFNV
ALNLIIDSIEK
SSWITLTSST

proteins

FTRTSSRMSS IKSIKARQIFE

IGPELIKSNL DVISQSDIDN

DSEGNPTVEV DLVTDDGLER

FLLKLDGTPN KSNLGANATL

INGGSHAGNE LAMQEFMILP
TAGYDGEVEI GMDVAASEFY
DIQIVGDDVT VTNFNR

Peptide un

iq|-10IgP Mass

ppm| m/z

RT |Scan|#Spec|Start PTM

K.SNLDVTSQSDIDNFLLK.L

76.36

1907.9476

-0.7|954.9805

37.29|3063 1 118

R.SEVPSGASTGIHEALELR.D

67.63

1851.9326

-45.8(926.9312

33.17|2601 1 71

total 2 peptides

tr|AOA2A3E8V4|AOA2A3E8V4_APICC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81

MNRQYDKIQH
PVSIIGQRKK

FLITGLNEQD
DCSTLRQKIS

LMARQGATIDS
CGVGDRVVAL

PGENLLLHSA GGGVGQAVVQ LAKTVEDVTI

ECNEGYALLK

VFALWNEGET
EGEEKEEKEPEL

Supporting Peptides:

PMGEYILYGS

SNVVIGETKS

EPVVDSTWAL
TNGTSEDKSD

EDVPEAMQEM
SECEKTVEIEN

PPETPFIMGS ECAGDIEQVG
PDHEAWAELV AVPATSVFAL
FGVCSKSKHE ALFKATGTIDH

FFSAARSWWQ VDEVSPIELFE

HDRENIGEIV LDPSLEPEFPK
FADEDLHLLE YTTLDYYVLM

TGASSFSDAM FMGTEIYHHL
ENGEYDLNFE NEEKSDPSTYL

EGVENFEIFI HEHHHTRYEE
PAGMSYLDAA ATITMNYTVAY
ILERGADYSN EVREISFEGV

DENETLSGLN LEHLMYQHGS

PATPAEKGETE DEEAASQESQ
SANYRVDNEL IWETKTENYM

Peptide

Uniq|-10igP

Mass

ppm m/z

RT |[Scan |#Spec|Start PTM

K.NLLLHSAGGGVGQAVVQLAK.T

74.90

1931.0952

-69.1

966.4882

34.70(2773 2 164 | 183

K.YILYGSSNVVTGETK.S

68.46

1629.8250

-44.1

815.8838

32.54|2531 1 255 | 269

total 2 peptides

tr|V9IAR8|V9IARS_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81

MAEDENETSP
ALRKFEFTLS
LVAVPATSVE

HEALEATGTI

WOVDEVSFIE
IVLDESLEFE

Supporting Peptides:

SAEGEEKFPPQE
EGEVLIRVEA
ALPAGMSYLD

DHILERGADY

LFDENETLSG
FPEFATFAEGE

ALPSEQEEKEE
CGLNFQDLMA
ARATTMNYTV

SNEVREISPE

LNLEHLMYQH
TEDEFEAASQRE

PEENEEEEEK
RQGAIDSPFK
AYILLFELAN

VEENGDGDKFP KENGEEEPTFP EPEKDMRAIVL
TPFIMGSECA GDIEQVGEGV ENFEVGDRVV

LTPGENLLLH SAGGGVGQAV VQLAKTVEDV

GVDIVLDCLC

GSHAFVERAV
SQEEFEASSVE

Peptide

Uniq|-10IigP

ppm| m/z

RT |Scan |#Spec|Start PTM

K.NLLLHSAGGGVGQAVVQLAK.T

74.90

1931.0952

-69.1/966.4882

34.70(2773 2 206 | 225

K.YILYGSSNVVTGETK.S

68.46

1629.8250

-44.1)|815.8838

32.54(2531 1 297 | 311

total 2 peptides

tr|AOAOS8A347|AOAO8SA347_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81

MAEDENETSP
ALRKFEFTLS
LVAVPATSVFE

HEALEFATGTI

WQVDEVSFPIEK
IVLDPSLEPK

Supporting Peptides:

SAEGEKFPPQE
EGEVLIEVEA
ALPAGMSYLD

DHILERGADY

LFDENEKTLSG
PEPATPAKGK

ARLPSKQEKEE
CGLNFQDLMA
ARATTMNYTV

SNEVREISPE

LNLEHLMYQH
TEDEEAASQE

PEENKEEEEK
RQGAIDSPFK
AYILLFELAN

GEECNEGYAL LEPMGEYILY GSSNVVTGET

SEVPSGASTG
—

GVSLAVCEKAG

ENGIESRFGL
DSDSLENLYL

back to list

KEPSEKEEKISEP
ILLFELANLT
DIVLDCLCGE

HAFVRRAVER

EKKASSVESE
KQQDMNKN

back to list

NGFGGLESVE
ALPDHEKAWAE
TIFGVCSKSEK

KSFFSAARSW

ERVFALWNEG EIKPFVVDSTW ALEDVPEAMQ
SEEGEEEEEF ELTNGTSEDE SDSDSEEEES

VEENGDGDKFP KENGEEKPTFP EPKDMRAIVL
TPFIMGSECA GDIEQVGEGV ENFEVGDRVV
LTPGENLLLH SAGGGVGQAV VQLAKTVEDV

GVDIVLDCLC

GSHAFVERAV
SQEFKKASSVE

Peptide

Uniq|-10igP

Mass

ppm m/z

RT |Scan |#Spec|Start PTM

K.NLLLHSAGGGVGQAVVQLAK.T

74.90

1931.0952

-69.1|966.4882

34.70(2773 2 206 (225

K.YILYGSSNVVTGETK.S

68.46

1629.8250

-44.1|815.8838

32.54|2531 1 297 (311

total 2 peptides

tr|[AOA0O26WY44|A0A026WY44_0OO0CBI

| Protein Coverage | Supporting Peptides |

GEECNEGYAL LEPMGEFYILY GSSNVVIGET

KMHDRENIGEK
S5

back to list

NGFGGLESVE
ALFPDHEAWAE
TIFGVCSKSEK

KSFFSARRSW

ERVFALWNEG KIKFVVDSTW ALEDVPEAMQ
SEEGEKEKEP ELTNGTSEDE SDSDSEEKES S

FMHDRENIGEK

back to list

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p1/protein.html

18/66



16/03/2023, 15:18 proteins

Protein Coverage:

1 SGLNFQDLMA RQGAIDSPPK TPFIMGSECA GDIEQVGEGV ENFEVGDRVV ALPDHEAWAE QVAVPATSVE ALPNGMSYLD
21 AARATITMNYTV AYILLFELAH LTPGENLLLH SAGGGVGQRAV VQLAKTVEDV TIFGVCSESKE HESLKATGSI DHLLERGTDY
16l TNEVRKISPE GVDIVLDCLC GEECNEGYAL LEPMGEYILY GSSNVVTGET KSEFFSAARSW WQVDEVSPIE LFDENETLSG
241 LNLRHLMYQH GSHAFVRRAV NQVYTLWSEG KIKPVVDSTW ALEDVPEAMQ EMHDRENIGK IVLDPFNLEPE PEPATPAKGEK
321 AFDEKSANQE EKKASSVESE EGEKEKEPEL TNGTSEDKSD SDSKEEKESS
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.NLLLHSAGGGVGQAVVQLAK.T| Y 74.90 [1931.0952(-69.1(966.4882(2|34.70| 2773 2 106 | 125
K.YILYGSSNVVTGETK.S Y 68.46 |1629.8250|-44.1|815.8838|2(32.54| 2531 1 197 | 211
total 2 peptides
tr|AOA232ETH5|AO0A232ETH5_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MEIESENILH SGYFHPVLEQ WQAPNVGITA ENLMFPIFVL DEPNAVTEIQ SMPGVNRYGI NELEKGLLEPL IAKGLESILL
21 FGVANNLPED EIASAADSPA NPIIQALPLL REEKWFPSLIIA CDVCLCPYSS HGHCGMLNDD GTIDNEPSIEK RIADIAVAYA
161 KAGAHIVAPS DMMDGRIKAT KHGLAAAGLS NEVAVLSYSV KFASGFYGPF RDASKESAPEF GDRQCYQLPS GSNGLAARARA
241 ARDIEEGADM LMVEPGLAYL DIVEKETENAH PEYPMFIYQV SGEYAMLYHG AQNGAINLEA VLEETEMEGA TALLLLGLVA
321 ATIAASKEEEE DEDDIGTVIG IDLGTTYSCV GVYENGRVEI IANDQGNRIT PSYVAFTADG ERLIGDAAKN QLTTNPENTV
401 FDAERLIGRE WTDATVQHDV KFFPFKVIEK NSEPHIEVST SQGDKIFAPE EISAMVLGEM KETAEAYLGK KVTHAVVTVPE
———————
481 AYFNDAQRQA TEKDAGIISGL QVMRIINEPT AAATIAYGLDE EKDGEENVLVFE DLGGGTFDVS LLTIDNGVFE VVATNGDTHL
561 GGEDFDQRVM DHFIKLYEKKK KGEDIRKDNR AVQELREEVE KAKRALSASH QVRIEIESFF EGEDFSETLT RAKFEELNMD
64 LFESTMEEFVQ EKVLEDADMSK KDVDEIVLVG GSTRIPEVQQ LVEEFFGGEE PSRGINPDEA VAYGAAVQAG VLSGEQDTDA
721 IVLLDVNPLT MGIETVGGVM TELIPRENTVI PTEESQIFST ASDNQHTVTI QVYEGERFPMT KDNHLLGKFD LTGIPPAPRG
201 VPQIEVTFEI DANGILQVSA EDEGTGNEEK IVITNDQNRL TPDDIERMIK DAERFADEDK KLKERVEARN ELESYAYSLEK
281 NQLQDKEELG SEVSDSDEAK MEEAIDEKIK WLEENQDTDP EEYKEQEKEL SDIVQPIISE LYQGAGGGVPE PTGGEESDDD
261 LEDEL
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IEIESFFEGEDFSETLTR.A| Y 78.68 |2147.9897| 17.7|1075.0211|2|40.04 (3371 1 614 (631
K.MKETAEAYLGK.K Y 27.81 |1239.6169(126.9| 620.8944|2|27.91|2068 1 460 (470
R.ITPSYVAFTADGER.L Y 27.14 |1525.7412| 93.5| 763.9492|2|33.16(2600 1 369 |382
total 3 peptides
tr|FSBYH9 |F5BYH9_HELAM back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MLEMRWSILA LACVVVAVCA DDEKDEEEDI GTVIGIDLGT TYSCVGVYEN GRVEIIANDQD GNRITPSYVA FTADGERLIG
21 DAARNQLTTN PENTVFDAKR LIGREWGDAT VQHDVEFFPF EVVEKNSKPH VSVMTSQGDE IFAPEEISAM VLIKMKETAE
I —
161 AYLGKKVTHA VVITVPAYFND AQREQATKDAG ATIAGLQVMRI INEPFTAAATA YGLDEEKEGEK NVLVFDLGGG TFDVSLLTID
—
241 NGVFEVVATN GDTHLGGEDF DQRVMEHFIK LYKKKKGEKDI REDNRAVQKL RREVEKAKRA LSSSHQVEIE IESFFEGEDF
—————————
321 SETLTRAKFE ELNMDLFRST LEPVQEVLED ADMNEEDVDE IVLVGGSTRI PEVQQLVEEF FNGEKEPSRGI NPDEAVAYGA
——
401 AVQAGVLSGE @QDTDAIVLLD VNPLTMGIET VGGVMTELIFP RNTVIPTKES QIFSTASDNQ HTVTIQVYEG ERPMTEDNHL
481 LGEFDLTGIP PAPRGIPQIE VTFEIDANGI LQVSAEDKGT GNREKIVITN DQNRLTPEDI ERMIKDAERF ADEDERLEER
561 VEARNELESY AYSIKNQLQD KEELGAEKLSD DEKTEMEEAI DAATEWLEDN QDVDSEEYKK QEEKSLEDVVQ PITARKLYQGQ
©41 GGVPPPGAGG DEEDFEDEL
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start End|PTM
K.IEIESFFEGEDFSETLTR.A| Y 78.68 |2147.9897| 17.7(1075.0211|2|40.04 (3371 1 309 |326
K.MKETAEAYLGK.K Y 27.81 |1239.6169|126.9| 620.8944(2|27.91|2068 1 155 | 165
R.ITPSYVAFTADGER.L Y 27.14 |1525.7412| 93.5| 763.9492(2|33.16|2600 1 64 77
total 3 peptides
tr|I4DIUO|I4DIUO_PAPXU back to list

| Protein Coverage | Supporting Peptides
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16/03/2023, 15:18 proteins
Protein Coverage:

1 MVEMRWYLLG LVCAVALVCA EDEKEEDEKEDI GTVIGIDLGT TYSCVGVYEN

21 DAAKNQLTTN PENTVFDAKR LIGREWTDST VQHDVKFFPF EVVEKNSKPH

161 AYLGKKVTHA VVTVPAYFND AQRQATKDAG VIAGLNVMRI INEPTAAATA
—

241 NGVFEVVATN GDTHLGGEDF DQREVMEHFIK LYKKKEKGEDI REDNRAVQEL

321 SETLTRARFE ELNMDLFRST LEKPVQEVLED ADMNEKDVDE IVLVGGSTRI
—

401 AVQAGVLSGE @QDTDAIVLLD VNPLTMGIET VGGVMTELIP RNTVIPTKES

481 LGKFDLTGIF PAPRGIPQIE VIFEIDANGI LQVSAEDKGT GNREKIVITN

561 VESRNELESY AYSIKNQLQD KEELGAKVSD DDEAEMEEAI DAATKWLEDN

41 GGVPFPPGAGG EDEDFEDEL
Supporting Peptides:

Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IEIESFFEGEDFSETLTR.A| Y 78.68 |2147.9897| 17.7(1075.0211|2|40.04 (3371 1 309 (326
K.MKETAEAYLGK.K Y 27.81 |1239.6169(126.9| 620.8944|2|27.91|2068 1 155 | 165
R.ITPSYVAFTADGER.L Y 27.14 |1525.7412| 93.5| 763.9492|2|33.16(2600 1 64 77
total 3 peptides
tr|V9IGA1|V9IGA1_APICE
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MEEKMEKGVEAL FLLGLITFAF AKEEEQEEDI GTVIGIDLGT TYSCVGVYEN
51 DAAKNQLTTN PENTVFDAKR LIGREWSDPT VQRDIKSFPF KVIEKNSEPH
161 AYLGKEVTHA VVIVPAYFND AQREQATEDAG TISGLVVMRI INEPTAAATIA
—
241 NGVFEVVATN GDTHLGGEDF DLEVMDHFTEK LYEKKEKGEDI REDSRTLQEL
321 SETLTRAKFE ELNMDLFRST LKPVQEVLED SDMNEEDVDE IVLVGGSTRI
——
401 AVQAGVLSGE @QDTDAIVLLD VNPLTMGIET VGGVMTELIFP RNTVIPTKES
481 LGEFDLTGIP PAPRGIPQIE VTFEIDANGI LQVSAEDEGT GNREEKIVITN
56l VEARNELESY AYSLENQLAD KEELGSEVSD SDEKAKMEEAI DEKIEKWLEEN
£41 GGGVFPTGGD DEDLEKDEL
Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IEIESFFEGEDFSETLTR.A| Y 78.68 |2147.9897| 17.7(1075.0211(2|40.04 3371 1 309 |326
K.MKETAEAYLGK.K Y 27.81 |1239.6169(126.9| 620.8944|2|27.91|2068 1 155 | 165
R.ITPSYVAFTADGER.L Y 27.14 |1525.7412| 93.5| 763.9492|2|33.16(2600 1 64 77
total 3 peptides
tr|AOA1A9WZF3|AOA1A9WZF3_9MUSC
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MRLFLILAVM AFVGCTRGEE KEKDKEKEIGT VIGIDLGTTY SCVGVYENGR
21 ARNQLTTNPE NTVFDAERLI GREWSDTNVQ HDIKFFPFEV IEENSKEPHIN
161l LEKEVTHAVV TVPAYFNDAQ RQATEDAGVI AGLNVMRIIN EPTAAATIAYG
—
241 VFEWVVATNGD THLGGEDFDQ RVMDHFIKLH KEKEGEDIRE DNRAVQELERR
321 TLTRAKFEEL NMDLFRSTLK PVQKVLEDAD MNKEKDVHEIV LVGGSTRIPK
—
401 QAGVLSGEQD TDAIVLLDVN PLTLGIETVG GVMTKLIPRN TVIPTEESQI
481 KFDLTGIPPA PRGIPQIEVS FEIDANGILQY VSAEDEGTGN KEKIVITNDQ
561 SENELESYSY SLENQIGDEKED KLGAEKLSEED KIKMEAATIEE TIKWLEQNSD
©41 VPPTEGGEDS DDLEDEL
Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.LEIESFFEGEDFSETLTR.A| Y 78.68 (2147.9897| 17.7|1075.0211(2(40.04|3371 1 307 |324
K.MKETAEAYLGK.K Y 27.81 [1239.6169(126.9| 620.8944(2(27.91|2068 1 153 (163

total 3 peptides

GRVEIIANDQ
VSVMTAQGDK
YGLDKKEGEK
RREVEKAKRA
PKVQQLVKEF

QIFSTASDNQ
DONRLTPEDI
QDTDAEEYKK

GRAEIIANDQ
IRMVINGEEK
YGLDKKDGEK
RREVEKAKRA
PRKVQQLVKEF

QIFSTASDNQ
DQONRLTPDDI
ADTDPEEYRK

VEIIANDQGN
VATSQGNKVE
LDKKEGEKNV
EVEKAKRALS
VQQLVKDFEG

FSTASDNQHT
NELTPEDIER
ADPEEYEEQK

GNRITPSYVA FTADGERLIG

IFAPEEISAM VLTEMKETAE
—

NVLVFDLGGG TFDVSLLTID
LSSGHQVKIE IESFFEGEDF

——
FNGEEPSRGI NPDEAVAYGA

HTVTIQVYEG ERPMTKDNHL
ERMIKDAEKF ADDDKKLKER
QEKSLEDVVQ PIIAKLYQGQ

back to list

GNRITPSYVA FTADGERLIG

VFAPEEISAM
NVLVFDLGGG

LSVSHQVRIE

VLGEMKETAE
—

TFDVSLLTID

IESFFEGEDF

——

FGGEREPSRGI

HTVTIQVYEG
ERMIKDAEKF
QRKELTDIVQ

RITPSYVAFT

NPDEAVAYGA

ERFMTEKDNHFP
ADDDEKLKER
PITIAFKLYQGA

back to list

ADGERLIGDA

APEEISAMVL

LVFDLGGGTF

SAHHVRLEIE

GEMKETAEAY
—

DVSLLTIDNG

SFFEGEDESE

GEEPSRGINP

VITIQVYEGER
MIRDAEEFAD
EKDLETIVQPI

DEAVAYGAAV

PMTEDNHLLG
EDEELEERVE
IAKLYQGAGG

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p1/protein.html

20/66



16/03/2023, 15:18 proteins

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.ITPSYVAFTADGER.L Y 27.14 [1525.7412| 93.5| 763.9492(2(33.16|2600 1 62 75
total 3 peptides
tr|AOA212FBA7|AOA212FBA7_DANPL
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MRERWCILALAC VLAAVYADEK KEEDEDIGTV IGIDLGTTYS CVGVYENGRV
21 ENQLTTNPEN TVFDAKRELIG REWSDSTVQH DVEFFPFEVV EENSKPHVSV
161 GKEVTHAVVT VPAYFNDAQR QATKDAGVIA GLNVMRIINE PTAAATAYGL
—]
241 FEVVATNGDT HLGGEDFDQR VMEHFIKLYK KEKEGKDIRKD NRAVQELERRE
321 LTRAEKFEELN MDLFRSTLEP VQEVLEDADM NEKDVDEIVL VGGSTRIPEV
—
401 AGVLSGEQDT DAIVLLDVNP LTMGIETVGGE VMTELIPRNT VIPTEESQIF
481 FDLTGIFPPAP RGIPQIEVTF EIDANGILQV SAEDKGTGNE EEIVITNDQON
561 RNELESYAYS IRKNQLQDEEK LGSKLSDDEK SEMEEAIDAS IEWLEDNQDA
£41 PPQGAGGEDE EFEDEL
Supporting Peptides:

Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IEIESFFEGEDFSETLTR.A| Y 78.68 |2147.9897| 17.7(1075.0211|2|40.04 (3371 1 306 (323
K.MKETAEAYLGK.K Y 27.81 |1239.6169|126.9| 620.8944(2|27.91|2068 1 152 | 162
R.ITPSYVAFTADGER.L Y 27.14 |1525.7412| 93.5| 763.9492|2|33.16(2600 1 61 74
total 3 peptides
tr|AOA194PQYS8|A0A194PQY8_PAPXU
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MEWYLLGLVC AVALVCAEDE EKEEDEDIGTV IGIDLGTTYS CVGVYENGEV
21 ENQLTTNFEN TVFDAKELIG REWTDSTVQH DVEFFPFEVV EENSKPHVSV
161 GKEVTHAVVT VPAYFNDAQR QATKDAGVIA GLNVMRIINE PTAAATAYGL
—
241 FEVVATNGDT HLGGEDFDQR VMEHFIEKLYK KEKGEDIRKD NRAVQEKLREE
321 LTRAKFEELN MDLFRSTLEP VQEVLEDADM NEKDVDEIVL VGGSTRIPEV
—
401 AGVLSGEQDT DAIVLLDVNP LTMGIETVGG VMTELIPRNT VIPTEKSQIF
481 FDLTGIPPAP RGIPQIEVTF EIDANGILQV SAEDEGTGNE EEIVITNDQON
561 RNELESYAYS IRNQLODKER LGAKVSDDDK AFEMEEAIDAA IEWLEDNQDT
©41 PPPGAGGEDE DFEDEL
Supporting Peptides:

Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.IEIESFFEGEDFSETLTR.A| Y 78.68 |2147.9897| 17.7(1075.0211(2|40.04|3371 1 306 (323
K.MKETAEAYLGK.K Y 27.81 |1239.6169(126.9| 620.8944|2|27.91|2068 1 152 | 162
R.ITPSYVAFTADGER.L Y 27.14 |1525.7412| 93.5| 763.9492|2|33.16(2600 1 61 74
total 3 peptides
tr| AOAOM9ASF3|AOAOM9A8F3_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MEEIKALILL SLVTFAFAKE EKQKEDIGTV IGIDLGTTYS CVGVYENGERA
21 ENQLTTNPEN TVFDAKRLIG REWSDPTVQR DIKFFPFEVI EENSKPHIRM
161 GKEVTHAVVT VPAYFNDAQR QATKDAGTIS GLIVMRIINE PTAAATAYGL
—
241 FEVVATNGDT HLGGEDFDQR VMDHFTELYK KEEKGEDIRKD SRALQELRRE
221 LTRAKFEELN MDLFRSTLEKEP VQEVLEDSDM NEKDVDEIVL VGGSTRIPEV
—
401 AGVLSGEQDT DAIVLLDVNP LTMGIETVGG VMTELIPRNT VIPTREKSQIF
481 FDLTGIPPAP RGIPQIEVTFEF EIDANGILQV SAEDEGTGNR EEIVITNDQON
5&1 RNELESYAYS LENQLADKEK LGSKVSDSDK AFMEEAIEEE IEWLEENADT
©41 VPPTGGDEED LEDEL

ETITIANDQGNR

MTSQGDEIFA

DEKEGEENVL

VERKAKRALSS

QQLVKEFFNG

STASDNQHTV
RLTPEDIERM
DAEDYEEQEK

EITIANDQGNR

MTAQGDEIFA

DEKEGEENVL

VERAKRALSS

QQLVKEFFNG

STASDNQHTV
RLTPEDIERM
DAEEYEEQEK

ETITIANDQGNR

VINGEEEVFA

DEKDGEENVL

VEEAFKRALSV

QQLVKEFFGG

STASDNQHTV
RLTPDDIERM
DFEEYEEQEK

ITPSYVAFTA

back to list

DGERLIGDAA

PEEISAMVLT
VFDLGGGTED

SHQVKIEIES

EMKETAEAYL
—

VSLLTIDNGV

FFEGEDFSET

KEEPSRGINFD

TIQVYEGERP
IEDAEEKFADD
SLEDVVQPII

ITPSYVAFTA

EAVAYGAAVQ

MTEDNHLLGK
DKKLEKERVES
AKLYQGQGGV

back to list

DGERLIGDAA

PEEISAMVLT
VFDLGGGTFED

GHQVKIEIES

FMKETAEAYL
—

VSLLTIDNGV

FFEGEDFSET

KEPSRGINFD

TIQVYEGERP
IEDAEEFADD
SLEDVVQPII

ITPSYVAFTA

EAVAYGAAVQ

MTKDNHLLGK
DKKLKERVES
AKLYQGQGGV

back to list

DGERLIGDAA

PEEISAMVLG
VFDLGGGTED

SHQVRIEIES

FMKETAEAYTL
—

VSLLTIDNGV

FFEGEDFSET

KEEPSRGINFD

TIQVYEGERP
IEDAEEFADD
ELTDIVQPII

EAVAYGARAVQ

MTEDNHLLGE
DEELEERVEA
AFLYQGAGGG
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16/03/2023, 15:18 proteins
Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IEIESFFEGEDFSETLTR.A| Y 78.68 |2147.9897| 17.7(1075.0211|2|40.04 (3371 1 306 |323
K.MKETAEAYLGK.K Y 27.81 |1239.6169|126.9| 620.8944(2|27.91|2068 1 152 | 162
R.ITPSYVAFTADGER.L Y 27.14 |1525.7412| 93.5| 763.9492|2|33.16(2600 1 61 74
total 3 peptides

tr| AOAOSSACF4|AOAO08SACF4_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MEGVEALFLL GLITFAFAKE EKQKEDIGTV IGIDLGTTYS CVGVYKNGRA EIIANDQGNR
21 ENQLTTNPEN TVFDAKRLIG REWSDPTVQR DIKSFPFEVI EENSKPHIRM VINGEEEVFA
16l GKEVTHAVVT VPAYFNDAQR QATEDAGTIS GLVVMRIINE PTAAATAYGL DEEDGEENVL
—
Z41 FEVVATNGDT HLGGEDFDLR VMDHFTELYK KEEKGEDIRKD SRTLQKLRRE VEKAKRALSV
321 LTRARKFEELN MDLFRSTLEP VQEVLEDSDM NEEDVDEIVL VGGSTRIPEV QQLVEEFFGG
—
401 AGVLSGEQDT DAIVLLDVNP LTMGIETVGG VMTELIPENT VIPTEKSQIF STASDNQHTV
481 FDLTGIPPAFP RGIPQIEVTF EIDANGILQV SAEDEGTGNR EEIVITNDQN RLTPDDIEEM
561 RNELESYAYS LENQLADKEK LGSKVSDSDK AFKMEEAIDEE IEWLEENADT DPEEYERQERK
©41 VPPTGGDDED LEDEL
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IEIESFFEGEDFSETLTR.A| Y 78.68 |2147.9897| 17.7(1075.0211|2|40.04 (3371 1 306 (323
K.MKETAEAYLGK.K Y 27.81 |1239.6169(126.9| 620.8944|2|27.91|2068 1 152 | 162
R.ITPSYVAFTADGER.L Y 27.14 |1525.7412| 93.5| 763.9492|2|33.16(2600 1 61 74
total 3 peptides
tr|[EAW6B4 | E4AW6B4_PROCL
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MLGAAARACS SVLEAAKPAV ASLSLQHGGA RTIPAVYAAQ RNYAAKAEARA TQTGVANGEV
21 NSLEVENRTP RLVLEVAQHL GENTVRTIAM DGTEGLVRGN VVREDTGGPIS IPVGPGTLGR
161 STIHAEAPDF VDMSVEQEIL VIGIKVVDLL APYSKGGEIG LFGGAGVGKT VLIMELINNA
241 NDLYHEMIES GVISLEDDTS EVSLVYGQMN EPPGARARVA LTGLTVAEYF RDQEGQDVLL
L
321 RIPSAVGYQP TLATDMGTMQ ERITTTEKGS ITSVQAIYVP ADDLTDPAPA TTFAHLDATT
401 ISRIMDPNII GAEHYNVARA VQEILQDHES LQDIIAILGM DELSEEDKLT VARARKIQEF
481 LEKRTIASFEE ILAGEKYDYLP EAAFYMQGDI QDVLEERKAEQL ATQGS
Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 (1405.6738| 43.2|703.8746|2(30.94|2354 2 223 | 236
R.LVLEVAQHLGENTVR.T Y 44.48 (1676.9209| 672.1|840.0312(2|33.56 | 2645 1 92 | 106
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318|3|38.28 (3173 1 272 | 291 |Hydroxylation
total 3 peptides

tr|DSVIPO|DSVIPO_HELME

| Protein Coverage | Supporting Peptides

Protein Coverage:

back to list

ITPSYVAFTA DGERLIGDAA

FEEISAMVLG
VFDLGGGTFED

SHQVRIEIES

KMKETAEAYT,
—

VSLLTIDNGV

FFEGEDFSET

KEPSRGINFPD

TIQVYEGERP
IEDAEEFADD
ELTDIVQPII

VAVIGAVVDV
IINVIGEPID

AFAHGGYSVFE

EAVAYGAAVQ

MTEDNHFLGE
DEELEERVEA
AFLYQGAGGG

back to list

QFDGELFPIL
ERGPVPTEFY

AGVGERTREG

FIDNIFEREFTQ

VLSRGIAELG
LSQPFQVAEV

RIPVGAETLG
TVLIMELINN

FRDQEGQDVL

1 VQFEDSLPPI LNALEVQNRS PRLVLEVAQH LGENTVRTIA MDGTEGLVRG QPVHDCGSPI
21 DERGPIPTDE TAATHAEAPE FVDMSVQQEI LVTGIKVVDL LAPYAKGGKI GLFGGAGVGK
161 FAGVGERTRE GNDLYHEMIE SGVISLEDET SKVALVYGQM NEPPGARARV ALTGLTVAEY
—— h
241 QAGSEVSALL GRIPSAVGYQ PTLATDMGTM QERITTTEKG SITSVQAIYV PADDLTDPAP
321 GIYPAVDPLD STSRIMDPNI IGAEHYNVAE GV
Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT [Scan|#Spec|Start|End |PTM
K.AHGGYSVFAGVGER.T Y 70.14 (1405.6738| 43.2|703.8746|2(30.94|2354 2 154 (167
R.LVLEVAQHLGENTVR.T Y 44.48 [1676.9209| 672.1|840.0312(2|33.56 (2645 1 23 37
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318|3|38.28 (3173 1 203 | 222 |Hydroxylation
total 3 peptides

ATTFAHLDAT

AGSEVSALLG

IYPAVDFPLDS
FTGYSGEEVS

|l Hydrc

back to list

RIINVIGEPI
VAKAHGGYSV
—

LFIDNIFRET

TVLSRAIAEL
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16/03/2023, 15:18 proteins
tr|G3KAY5|G3KAY5_HELNM back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 EDSLPPILNA LEVQNRSPRL VLEVAQHLGE NTVRTIAMDG TEGLVRGQPV HDCGSPIRIP VGAETLGRII NVIGEPIDER [iHydre

21 GPIPTDKTAA IHAEAPEFVD MSVQQEILVT GIEKVVDLLAP YAKGGEIGLF GGAGVGKTVL IMELINNVAE AHGGYSVFAG
—

1€l NGERTREGND LYHEMIESGV ISLEKDKTSEV ALVYGQMNEP PGARARVALT GLTIVAEYFRD QEGQDVLLEI DNIFREFTQAG
— h

247 SEVSALLGRI PSAVGYQPTL ATDMGTMQER ITTTEEGSIT SVQAIYVPAD DLTDPAPATT FAHLDATTVL SRATAELGIY
321 PAVDPLDSTS RIMDPNIIGA EHYN

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 [1405.6738| 43.2|703.8746|2(30.94|2354 2 151 | 164
R.LVLEVAQHLGENTVR.T Y 44,48 |1676.9209| 672.1|840.0312|2|33.56 (2645 1 20 34
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318|3|38.28 (3173 1 200 | 219 [Hydroxylation
total 3 peptides

tr|G3KAV3|G3KAV3_HELNM back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 EDSLPPILNA LEVQNRSPRL VLEVAQHLGE NTVRTIAMDG TEGLVRGQPV HDCGSPIRIP VGAETLGRII NVIGEPIDER [iHydr

21 GPIPTDKTAA IHAEAPEFVD MSVQQEILVT GIEVVDLLAP YAKGGKEIGLF GGAGVGKTVL IMELINNVAE AHGGYSVFAG
—

1€l NGERTREGND LYHEMIESGV ISLEKDKTSEV ALVYGQMNEP PGARARVALT GLTIVAEYFRD QEGQDVLLEFI DNIFRFTQAG
— h

241 SEVSALLGRI PSAVGYQPTL ATDMGTMQER ITTTEKGSIT SVQAIYVPAD DLTDPAPATT FAHLDATTVL SERATAELGIY
321 PAVDPLDSTS RIMDPNIIGA EHYN

&%)

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 [1405.6738| 43.2|703.8746|2(30.94|2354 2 151 | 164
R.LVLEVAQHLGENTVR.T Y 44,48 |1676.9209| 672.1|840.0312|2|33.56 (2645 1 20 34
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318|3|38.28 (3173 1 200 | 219 [Hydroxylation
total 3 peptides

tr|AOA182YSV3|AOA182YSV3_ANOST back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 LPPILNALEV QGRSARLVLE VAQHLGENTV RTIAMDGTEG LVRGQRVLDT GSPIRIPVGA ETLGRIINVI GEPIDERGPI [iHydr

21 NTNLSAPIHA EAPEFIEMSV EQEILVTGIK VVDLLAPYAK GGEIGLFGGA GVGKTVLIME LINNVAKAHG GYSVFAGVGE

1€l RTREGNDLYN EMIEGGVISL KDESSKVALV YGQMNEPPGA RARVALTGLT VAEYFRDQEG QDVLLFIDNI FRETQAGSEV
= L

247 SALLGRIFSA VGYQPTLATD MGSMQERITT TEEKGSITSVQ AIYVPADDLT DPAPATTFAH LDATTVLSRA TAELGIYPAV
321 DPLDSTSRIM DPNIIGAEHY NIARGVQEIL QDYKSLQDII ATLGMDELSE EDKLTVARAR KIQRFLSQPF QVAEVFTGHA
401 GELVPLEETI KGFTKILNGE LDHLFPEVAFY MVGPIEE

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 |1405.6738| 43.2|703.8746|2(30.94|2354 2 148 | 161
R.LVLEVAQHLGENTVR.T Y 44.48 |1676.9209| 672.1|840.0312|2|33.56 (2645 1 17 31
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318|3|38.28 (3173 1 197 | 216 |Hydroxylation
total 3 peptides

tr|[EOW6V9 |EOW6V9_MARJA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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proteins

1 MLGAAQRACS TILKAAKPAV VSKGLQNVGS KTLPALYTSQ RENYAAKAEAA TQTGVPNGSV VAVIGAVVDV QFDGELPPIL [ Hydre
21 NALEVANRSP RLVLEVAQHL GENTVRTIAM DGTEGLIRGN AVVDTGSPIS IPVGPGTLGR IINVIGEPID ERGPIPTEHF
161l SATHAEAPDF VEMSVEQEIL VTGIEVVDLL APYSEGGEIG LFGGAGVGET VLIMELINNV AFKAHGGYSVF AGVGERTREG
241 NDLYHEMIES GVISLEDDTS KVSLVYGQMN EPPGARARVA LIGLTVAEYF RDOEGQDVLL FIDNIFRFAQ AGSEVSALLG
L
321 RIPSAVGYQP TLATDMGSMQ ERITTTEEGS ITSVQAIYVE ADDLTDPFAPA TTFAHLDATT VLSRGIAELG IYPAVDPLDS
401 ISRIMDANII GHEHYNVARS VQEILQDHES LQDITIATILGM DELSEEDKELT VARARKIQKEF LSQPFQVAEV FTGYSGKEVS
481 LPDTIKSFEE ILAGKYDDLP EAAFYMQGSI EDVVEEAEQL RAQAS
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y | 70.14 |1405.6738| 43.2(703.8746(2|30.94 (2354 2 223 | 236
R.LVLEVAQHLGENTVR.T Y 44.48 |1676.9209| 672.1|840.0312|2|33.56 (2645 1 92 (106
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318 (3 38.28 3173 1 272 | 291 |Hydroxylation
total 3 peptides
tr|Q1HPT1|Q1HPT1_BOMMO back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MLGAISRVGS GILAVESVAE KSLSECGEIV AVNAVNERDY AAKSAGRKGQG KVVAVIGAVV DVQFEDNLPP ILNALEVQNR i Hydre
21 SPRLVLEVAQ HLGENTVRTI AMDGTEGLVR GQPVLDSGSP IRIPVGAETL GRIINVIGEP IDERGPIPTD KTAATHAEAP
161 EFVDMSVQQE ILVTGIEVVD LLAPYAKGGK IGLFGGAGVG KTVLIMELIN NVARAHGGYS VFAGVGERTE EGNDLYHEMI
241 ESGVISLEDE TSEVALVYGQ MNEPPGARAR VALTGLTVAE YFRDQEGQDV LLFIDNIFRF TQAGSEVSAL LGRIPSAVGY
L
221 QPTLATDMGT MQERITTTEEK GSITSVQAIY VPADDLTDPA PATTFAHLDA TTVLSEAIAE LGIYPAVDPL DSTSRIMDPN
401 IIGAEHYNVA RGVQKILQDY KSLQDITAIL GMDELSEEDE LTVARARKIQ RFLSQPFQVA EVFTGHAGKL VPLEETIKGFEF
481 SEILAGDYDH LPEVAFYMVG PIEEVVAEAD TLAENA
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 (1405.6738| 43.2|703.8746|2(30.94|2354 2 215 | 228
R.LVLEVAQHLGENTVR.T Y 44.48 [1676.9209| 672.1|840.0312(2|33.56 (2645 1 84 98
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y | 19.15 |2160.1802|-466.0|720.7318|3(38.28|3173 1 264 | 283 |Hydroxylation
total 3 peptides
tr|V91322|V91JZ2_APICE back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MLNVVSEAARA GALRAVKPSI LQNEITEISG ALSVNSEDYA KARASSKGGAQ GKIVAVIGAV VDVQFDDALP PILNALEVQON il Hydre
21 RTPRLVLEVA QHLGENTVRT IAMDGTEGLV RGQSVLDSGY PIRIPVGAET LGRIINVIGE PIDERGFPIPT DKLAPIHADA
161 PEFVDMSVEQ EILVTGIKVV DLLAPYAKGG KIGLFGGAGV GETVLIMELI NNVAFKAHGGY SVFAGVGERT REGNDLYHEM
241 IESGVISLED KTSEVALVYG QMNEPPGARA RVALTGLTVA EYFRDOQEGQD VLLFIDNIFR FTQAGSEVSA LLGRIPSAVG
R
321 YQPTLATDMG SMQERITTTK KGSITSVQAI YVPADDLTDF APATTFAHLD ATTVLSRAIA ELGIYPAVDFP LDSTSRIMDP
401 NIIGAEHYNV ARGVQEILQD YESLQDIIAI LGMDELSEED KLTVARARKI QRFLSQPFQV AEVFTGHAGK LVPLEETIEG
481 FERILAGDYD HLPEVAFYMV GPIEEVVAEA ESLAKQ
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 |1405.6738| 43.2|703.8746|2|30.94 (2354 2 216 | 229
R.LVLEVAQHLGENTVR.T Y 44.48 [1676.9209| 672.1|840.0312(2|33.56 (2645 1 85 99
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318 (3 38.28 3173 1 265 | 284 |Hydroxylation
total 3 peptides
tr|I14DIU5|I4DIU5_PAPXU back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:18 proteins
1 MFSTAGRAGL LAARTVVNNS LAEKTPLVAG ALANKRDYAA KARGKGQGEV VAVIGAVVDV QFEDNLPPIL NALEVQNRSP [ Hydre
21 RLVLEVAQHL GENTVRTIAM DGTEGLVRGQ PVLDSGSPIR IPVGAETLGR IINVIGEPID ERGPIPTDET AATHAEAPEF
16l VDMSVEQEIL VTGIEVVDLL APYAEGGEIG LFGGAGVGKT VLIMELINNV AKAHGGYSVF AGVGERTREG NDLYHEMIES
241 GVISLEDETS EVALVYGQMN EPPGARARVA LTGLTVAEYF RDQEGQDVLL FIDNIFRFTQ AGSEVSALLG RIPSAVGYQP
L)
321 TLATDMGTMQ ERITTTEKGS ITSVQAIYVP ADDLTDPAPA TTFAHLDATT VLSRATAELG IYPAVDPLDS TSRIMDPNIT
401 GAEHYNVARG VQEILQDYKS LODITIAILGM DELSEEDKLT VARARKIQRF LSQPFQVAEV FTGHAGELVP LEETIKGFESK
481 ILQGEYDHLP EVAFYMVGPI EEVVAKAETL AERNA
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 |1405.6738| 43.2|703.8746|2(30.94|2354 2 213 | 226
R.LVLEVAQHLGENTVR.T Y 44.48 |1676.9209| 672.1|840.0312|2|33.56 (2645 1 82 96
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318 (3 38.28 3173 1 262 | 281 |Hydroxylation
total 3 peptides
tr|AOA1BOCLT6|AOA1BOCLT6_LUTLO back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MFSAINNAVE VATKRETGKF ISGLVQFNRQ YAAKTAAKAG ASNGRVVAVI GAVVDVQFDE NLPPILNALE VEGRKPRLVL fil Hydre
—

21 EVAQHLGENT VRTIAMDGTE GLVRGNKVLD TGSPIKIPVG AETLGRIINV IGEPIDERGP IETNKFAATH AEAPEFVEMS
—————————————]
161 VEQEILVTGI KEVVDLLAPYA KGGKIGLFGG AGVGETVLIM ELINNVAKAH GGYSVFAGVG ERTREGNDLY NEMIESGVIS
241 LEDETSEVAL VYGQMNEPPG ARARVALTGL TVAEYFRDQE GQDVLLFIDN IFRFTQAGSE VSALLGRIPS AVGYQPTLAT
[
321 DMGSMQERIT TTEEGSITSV QAIYVPADDL TDPAPATTFA HLDATTVLSR AIAELGIYPA VDPLDSTSRI MDPNVIGQEH
401 YNVARGVQEI LQDYKSLQDI TAILGMDELS EEDELTVARA RRKIQRFLSQP FQVAEVFTGH AGKLVPLEET IKGFSEILIG
481 EYDHLPEVAF YMVGPIEEVV AKAERLAKEA A
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 (1405.6738| 43.2|703.8746|2(30.94|2354 2 209 | 222
R.LVLEVAQHLGENTVR.T Y 44,48 |1676.9209| 672.1|840.0312|2|33.56 (2645 1 78 92
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y | 19.15 [2160.1802|-466.0|720.7318|3(38.28 (3173 1 258 | 277 |Hydroxylation
total 3 peptides
tr| AOAOM4F807 | AOAOM4F807_DROBS back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MFALRAAAKA DENLLPFLGQ LTRGHAAKAS AKAAAGANGK IVAVIGAVVD VQFDENLPPI LNALEVDNRS PRLVLEVAQH [ Hydr
—
21 LGENTVRTIA MDGTEGLVRG QEVLDTGYPI RIPVGAETLG RIINVIGEFPI DERGPIPTDE TAPIHAEAPE FVEMSVEQET
——
1€l LVTGIKVVDL LAPYAKGGKI GLFGGAGVGK TVLIMELINN VAFKAHGGYSV FAGVGERTRE GNDLYNEMIE SGVISLEDET
Z41 SEVALVYGQM NEPPGARARV ALTGLTVAEY FRDQEGQDVL LFIDNIFRFT QAGSEVSALL GRIPSAVGYQ PTLATDMGSM
h
321 QERITTTEKG SITSVQAIYV PADDLTDPAP ATTFAHLDAT TVLSRAIAEL GIYPAVDPLD STSRIMDPNI IGQEHYNVAR
401 GVQEILEDYE SLQDITATILG MDELSEEDEL TVARARKIQR FLSQPFQVAE VFTGHAGKLV PLEQTIEGFS QILAGEYDHL
481 PEVAFYMVGF IEEVVEKADR LAKERA

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z |z| RT |[Scan|#Spec|Start|End |PTM
K.AHGGYSVFAGVGER.T Y 70.14 (1405.6738| 43.2|703.8746|2(30.94|2354 2 204 | 217
R.LVLEVAQHLGENTVR.T Y 44.48 (1676.9209| 672.1|840.0312(2|33.56 (2645 1 73 87
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318 (3 38.28 3173 1 253 | 272 |Hydroxylation
total 3 peptides

tr|AOA182T1X0|AOA182T1X0_9DIPT 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-p1/protein.html 25/66



16/03/2023, 15:18

proteins

1 MFSSMKTLMT AATRADQIMA RSYAAKARAK ARAGAQGEVV AVIGAVVDVQ FDEQLPPILN
21 ENTIVRTIAMD GTEGLVEGQQ VLDTGSPIRI PVGAETLGRI INVIGEPIDE RGPINTNLSA
—
16l TGIRKVVDLLA PYAKGGKIGL FGGAGVGKTV LIMELINNVA KAHGGYSVFA GVGERTREGN
241 VALVYGQMNE PPGARARVAL TGLTVAEYFR DQEGQDVLLE IDNIFRFTQA GSEVSALLGR
R

321 RITTTEEGSI TSVQAIYVPA DDLTDPAPAT TFAHLDATTV LSRATAELGI YPAVDPLDST

401 QEILQDYESL QDITIATILGMD ELSEEDELTV ARARKIQRFL SQPFQVAEVF TGHAGKLVPL
481 VAFYMVGPIE EVVEEKAERLA KEAA

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 |1405.6738| 43.2|703.8746|2(30.94|2354 2 202 | 215
R.LVLEVAQHLGENTVR.T Y 44.48 [1676.9209| 672.1|840.0312(2|33.56 (2645 1 71 85
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318 (3 38.28 3173 1 251 | 270 |Hydroxylation
total 3 peptides

tr|E3XEC7 | E3XEC7_ANODA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MFSSMETLVS

ALAVRADQVLA RTYAAFAAAR AAGAQGEVVA VIGAVVDVQF DDNLPPILNA

21 NTVRTIAMDG TEGLVRGQRV LDTGSPIRIP VGAETLGRII NVIGEPIDER GPIETNLSAFP
—
161 GIKVVDLLAFP YAKGGEIGLF GGAGVGKTVL IMELINNVAE RHGGYSVFAG VGERTREGND
241 ALVYGQMNEP PGARARVALT GLTVAEYFRD QEGQDVLLFI DNIFRFTQAG SEVSALLGRI
[}
321 ITTTEKGSIT SVQAIYVPAD DLTDPAPATT FAHLDATTVL SRAIAELGIY PAVDPLDSTS
401 EKILQDYESLQ DIIATLGMDE LSEEDELTVA RARKIQRFLS QPFQVAEVFT GHAGKLVPLE
481 AFYMVGPIEE VVEKAERLAK EAA
Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 |1405.6738| 43.2|703.8746|2(30.94|2354 2 201 (214
R.LVLEVAQHLGENTVR.T Y 44,48 |1676.9209| 672.1|840.0312|2|33.56 (2645 1 70 84
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318|3|38.28 (3173 1 250 | 269 |Hydroxylation
total 3 peptides

tr|AOA182FTY6|AOA182FTY6_ANOAL

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MFSSMETLVS AAVREADQVLA RTYARKARAR AAGAQGKVVA VIGAVVDVQF DDNLPPILNA
21 NTVRTIAMDG TEGLVRGQRV LDTGSPIRIP VGAETLGRII NVIGEPIDER GPIETNLSAP
—
161 GIKVVDLLAP YAKGGEIGLF GGAGVGKTVL IMELINNVAE AHGGYSVFAG VGERTREGND
241 ALVYGQMNEP PGARARVALT GLTVAEYFRD QEGQDVLLFI DNIFRFTQAG SEVSALLGRI
L

321 ITTTEEGSIT SVQAIYVFAD DLTDPAPATT FAHLDATTVL SRATIAELGIY PAVDPLDSTS

401 EKILQDYESLQ DITIATLGMDE LSEEDELTVA RARKIQRFLS QPFQVAEVEFT GHAGKLVPLE
481 AFYMVGPIEE VVEKAERLAK EAA

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 [1405.6738| 43.2|703.8746|2(30.94|2354 2 201 | 214
R.LVLEVAQHLGENTVR.T Y 44.48 [1676.9209| 672.1|840.0312(2|33.56 (2645 1 70 84
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318|3|38.28 (3173 1 250 | 269 [Hydroxylation
total 3 peptides

tr|AOA1ISNT76|AOA1IS8NT76_STOCA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

ALEVQGRSAR LVLEVAQHLG
PIHAEAPEFI EMSVEQEILV
DLYNEMIEGG VISLKDKSSK
IPSAVGYQPT LATDMGSMQE

SEIMDPNIIG AEHYNIARGV
EETIEGFTEI LNGELDHLPE

1Al Hydre

back to list

LEVQGRTARL VLEVAQHLGE H Hydr

——

IHAEAPEFIE MSVEQEILVT
LYNEMIEGGV ISLEDESSEV
PSAVGYQFTL ATDMGSMQER

RIMDENIIGA EHYNIARGVQ
ETIEGFTEIL NGELDHLPEV

back to list

LEVQGRTARL VLEVAQHLGE HHydr

———
THAFEAPEFIE MSVEQEILVT

LYNEMIEGGV ISLEDESSEV
PSAVGYQPTL ATDMGSMQER

EIMDPNIIGA EHYNIARGVQ
ETIEGFTEIL NGELDHLFEV

back to list
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16/03/2023, 15:18 proteins
1 MFSAARSALS RSDEEVISLL AQSQREYAKA AAKAAAVGNG KIVAVIGAVV DVQFEDQLPP ILNALEVDNE TPRLVLEVAQ [ Hydre
I—
21 HLGENTVRTI AMDGTEGLVR GHEVIDTGFF IRIPVGAETL GRIINVIGEP IDERGPIPTD KTAPIHAEAF EFVDMSVEQE
—
1el ILVTGIEVVD LLAPYAKGGK IGLFGGAGVGE KTVLIMELIN NVAFKAHGGYS VFAGVGERTR EGNDLYNEMI ESGVISLEDEK
241 TSEVALVYGQ MNEPPGARAR VALTGLTVAE YFRDQEGQDV LLFIDNIFRF TQAGSEVSAL LGRIPSAVGY QPTLATDMGS
R
321 MQERITTTEE GSITSVQAIY VPADDLTDPA PATTFAHLDA TTVLSRAIAE LGIYPAVDPL DSTSRIMDPN IIGSTHYNVA
401 RGVQKILQDY KSLQDIIAIL GMDELSEEDK LTVARARKIQ RFLSQPFQVA EVFTGHAGEL VPLEETIKEGF TQILAGEYDH
481 LPEVAFYMVG PIEEVVEEAE RLAKEARA
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 [1405.6738 43.2(703.8746|2|30.94 (2354 2 205 | 218
R.LVLEVAQHLGENTVR.T Y 44.48 [1676.9209| 672.1|840.0312(2|33.56 (2645 1 74 88
E.P(+15.99)PGARARVALTGLTVAEYFR.D| Y 19.15 |2160.1802|-466.0(720.7318 (3 38.28 3173 1 254 | 273 |Hydroxylation
total 3 peptides
tr|Q7PzZV3|Q7PZV3_ANOGA back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MFSTMESLMT TAVRAEQMMA RSYAAKAAAK AAAGAQGEVV AVIGAVVDVQ FDEQLPPILN ALEVQGRSAR LVLEVAQHLG
—
21 ENIVRTIAMD GTEGLVRGQR VLDTGSPIRI PVGAETLGRI INVIGEPIDE RGPIDTNLSA PIHAEAPEFI EMSVEQEILV
—
16l TGIKVVDLLA PYAERGGEIGL FGGAGVGKTV LIMELINNVA KAHGGYSVFA GVGERTEEVN DLYNEMI
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T | Y 70.14 [1405.6738| 43.2|703.8746|2|30.94| 2354 2 202 | 215
R.LVLEVAQHLGENTVR.T| Y 44.48 [1676.9209(672.1|840.0312|2|33.56| 2645 1 71 85
total 2 peptides
tr|Q7PKD7|Q7PKD7_ANOGA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSAATRPILA RSYAAKAAVN AAAGAQGEVV AVIGAVVDVQ FDEQLPPILN ALEVQGRSAR LVLEVAQHLG ENTVRTIAMD

81
lel

Supporting Peptides:

GTEGLVRGQE VLDTGSPIRI PVGAETLGRI INVIGEPIDE RGPIDTNLSA FIHAEAPEFI EMSVEQEILV TGIEVVDLLA
PYAKGGKIGL FGGAGVGKTV LIMELINNVA KAHGGYSVFA GVGERTREGN DLYNEMI

back to list

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T Y 70.14 [1405.6738| 43.2|703.8746|2|30.94| 2354 2 192 | 205
R.LVLEVAQHLGENTVR.T| Y 44.48 [1676.9209(672.1|840.0312|2|33.56| 2645 1 61 75
total 2 peptides
tr| AOAO23FND3|AOA023FND3_9ACAR
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 TMLSVVGRAC SSVLEAAKPA ASLVEVNGAN SKLLPALCAT HPSSRRHAAA QAGAKAGNGH IVAVIGAVVD VQFDDNLPPI
21 LNALEVEGRE PRLVLEVAQH LGENTVRTIA MDGTEGLVERG QEVEDTQSPI KIPVGPETLG RIMNVIGEPI DERGPIPSDE
16l FLATHQEAPE FVEMSVEQEI LVTGIEVVDL LAPYSKGGKI GLFGGAGVGK TVLIMELINN VAKAHGGYSV FAGVGERTERE
241 GNDLYHEMIE GGVISLEDKS SKVSLVYGQM NEPPGARARV ALTGLSVAEY FRDQEGQDVL LFIDNIFRFT QAGSEVSALL
321 GRIPSAVGYQ PTLATDMGTM QERITTTEEG SITSVQAIYV PADDLTDPAP ATTFAHLDAT TVLSRGIAEL GIYPAVDPLD
401 STSRIMDPNV VGQEHYDIAR GVQKILQDYK SLQDITIAILG MDELSEEDEL TVSRARKIQR FLSQPFQVAE VFTGQAGKFEV
481 PIADTISGFE SILNGEMDHL PEVAFYMVGP IEEVREKAEK LAAEAT
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.AHGGYSVFAGVGER.T | Y 70.14 [1405.6738| 43.2|703.8746|2|30.94| 2354 2 224 | 237
R.LVLEVAQHLGENTVR.T| Y 44.48 [1676.9209(672.1|840.0312|2|33.56| 2645 1 93 | 107

total 2 peptides

tr| AOAOS8SACZ3|AOAO88ACZ3_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list
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16/03/2023, 15:18 proteins

1 MAPPSYNDLG KSARDLFSSG YHFGLIKLDV KTKTKSGVEF SSGGVSNQDT

GKVFGSLETE YNIDDYGLEF SEEWNTDNTL [ Carbe

100

21 ATDITFADEL LEGLTLGYGC TFSPQTGTIKT GKLETAYKHD NVSAAADFDL SLSTGPLVNA STVVGYQGWL AGYQACFEFDTQ
&
161 RNEKLTENNFA LGYTASDFTL HAAVNNGCDF SGLIYHEVKF ELEGAINLEW NSSNNVTQFG IATKYNLDND ASTIRAEVNSN
—
241 LQVGLGYQQOK LEDGVTLTLS TNIDGENFGS GGHEIGLALD LQA
———
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.SGVEFSSGGVSNQDTGK.V Y 56.97 (1654.7434(-111.5|828.2867|2|28.03| 2080 1 36 52
K.GLTLGYGC(+57.02)TFSPQTGTK.T| Y 54.01 [1786.8560| 547.5|894.9244|2|33.78| 2669 1 93 | 109 | Carbamidomethylation
K.VNSNLQVGLGYQQK.L Y 34.50 [1546.8103 2.6(774.4144|2(30.57| 2316 1 237 | 250
total 3 peptides
tr|V9IK96|V9IK96_APICE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAPPSYNDLG KSARDLFSSG YHFGLIKLDV KETKTKSGVEF SSGGVSNQDT

GKVFGSLETK YNIDDYGLKF SEKWNTDNTL & Carb:

100

21 ATDITFADEL LEGLTLGYGC TFSPQTGTKT GEKLETAYKHD NVSAAADFDL SLSTGPLVNA STVVGYQGWL AGYQACFEDTQ
=
161 RNELTENNFA LGYTASDFTL HAAVNNGCDF SGLIYHEVKP ELEGAINLEW NSSNNVTQFG IATKYNLDND ASIRAEVNSN
—
241 LOQVGLGYQQK LREDGVTLTLS TNIDGENFGS GGHEIGLALD LQA
————
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.SGVEFSSGGVSNQDTGK.V Y 56.97 [1654.7434(-111.5|828.2867|2|28.03| 2080 1 36 52
K.GLTLGYGC(+57.02)TFSPQTGTK.T| Y 54.01 (1786.8560| 547.5|894.9244(2|33.78| 2669 1 93 | 109 | Carbamidomethylation
K.VNSNLQVGLGYQQK.L Y 34.50 [1546.8103 2.6(774.4144|2(30.57| 2316 1 237 | 250
total 3 peptides
tr| AOA087ZPQ8|A0A087ZPQ8_APIME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MAAERYDELT PELEQELESI AQQIVAPGKG ILAADESTAT IGKRLEDINV ENTEDNREAY RQLLEFTSAKD AISQHISGVI d Deam
I ——
21 LFHETLYQKA DDGTPFVELL KQRNILPGIEK VDTGVVTLFG TEEETTTQGL DNLQARCIQY KEDGCQFAEKW RCVLEKIRKDC
———
161 PSELAILENA NVLARYASIC QSARIVPIVE PEILPDGDHD LARCQQVTEE VLAAVYKALS DHHVYLEGTL LEPNMVTEGQ
————————
241 SCPNEASPQE IAAATVTALL RTVPPAVPGI TFLSGGQSEE EASVNLDAIN EFPANKEPWAL TFSYGRALQA SVLEAWGGEE
321 EQISAGQEEL IRKRAKANGLA SLGEYEAGSI TGEAAHDANS ESALGKYSGG VVGAAGNATL FVANHAY

d

Supporting Peptides:

Peptide Uniq [-10IgP Mass ppm m/z z| RT |[Scan |#Spec|Start|End|PTM
K.YSGGVVGAAGNATLFVANHAY Y | 58.05 [2037.9908| 64.9(1020.0688|2(37.04|3035| 1 367 | 387
K.LAILENANVLAR.Y Y | 43.02 [1295.7561(231.3| 649.0352|2(35.20{2829| 1 164 | 175
K.YSGGVVGAAGN(+.98)ATLFVANHAY | Y | 42.77 [2038.9749|469.4| 680.9846(3|36.78(3006| 1 367 |387|Deamidation (NQ)
K.DAISQHISGVILFHETLYQK.A Y | 36.99 [2298.2007(419.0(1150.5891|2(36.79|3007 | 1 70 | 89
total 4 peptides
O018330|MRIP1_APIME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MTRLFMLVCL GIVCQGTTGN ILRGESLNES LPILHEWKFF DYDFGSDERR QDAILSGEYD YENNYPSDID QWHDKIFVTM
21 LRYNGVPSSL NVISEEKVGDG GPLLQPYPDW SFAKYDDCSG IVSASKELAID KCDRLWVLDS GLVNNTQPMC SPELLTEDLT
161l TSQLLEKQVEI PHDVAVNATT GKGRLSSLAV QSLDCNTNSD TMVYIADEKG EGLIVYHNSD DSFHRELTSNT FDYDPEFTEM
247 TIDGESYTAQ DGISGMALSP MTNNLYYSPV ASTSLYYVNT EQFRTSDYQQ NDIHYEGVQN ILDTQSSAKV VSKSGVLEFEG
221 LVGDSALGCW NEHRTLERHN IRTVAQSDET LOMIASMKIFK EALPHVPIFD RYINREYILV LSNKMQEMVN NDFNFDDVNE
I ——
401 RIMNANVNEL ILNTRCENPD NDRTPFEISI HL
Supporting Peptides:
Peptide Uniq (-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.TVAQSDETLQMIASMK.I| Y | 78.68 |1751.8434|113.3|877.0282(2(35.84(2901| 2 343 | 358
total 2 peptides
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proteins

Peptide Uniq (-10IgP Mass

ppm m/z z

RT |Scan|#Spec

Start

End|PTM

R.EYILVLSNK.M Y 24.16 [1077.6069

468.2(540.0630|2

33.82

2674 1

376 | 384

total 2 peptides

tr|C6K481|C6K481_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel

<293

321

401

MTRLEMLVCL
LRYNGVESSL
TSQLLKQVEI
TIDGESYTAQ
LVGDSALGCW

RIMNANVNEL

Supporting Peptides:

GIVCQGTTGN
NVISEEKVGDG
PHDVAVNATT
DGISGMALSPF
NEHRTLERHN

ILNTRCENFD

ILRGESLNES
GPLLQPYPDW
GEGRLSSLAV
MTNNLYYSPV

IRTVAQSDET

LPILHEWKFF
SFAKYDDCSG
QSLDCNTNSD
ASTSLYYVNT

LOMIASMKIK

NDRTFFEISI

HL

DYDFGSDERR
IVSASKLAID
TMVYIADEKG
EQFRTSDYQQ
EALPHVPIFD

Peptide

Uniq

-10igP Mass

ppm m/z z

RT |[Scan |#Spec

Start

PTM

R.TVAQSDETLQMIASMK.I| Y

78.68 [1751.8434

113.3|877.0282(2

35.84

2901 2

343 | 358

R.EYILVLSNK.M Y

24.16 [1077.6069

468.2(540.0630( 2

33.82

2674 1

376 | 384

total 2 peptides

tr| AOA1W4WYGO|AOA1WAWYGO_AGRPL

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel
321

401

81

(=

MFTLWYTILG
HIPQPAFIRK
NDPRNSVEDF
SGLENHDSGI
FNPCLTEEQY
KTFLVWVNEE

KLDEVASEEN

Supporting Peptides:

YEEYEAENQR
PARSPSFPHPI
ISIEENSPHN
GIYAFDAEAY
KEMEQEVSST

CLTCERDGEE
RSEAIDMPSE
QERESNEMVDA
TVFADLFDPI
LSGLEGELEG

DHLRIISMOM GGDLGQVYRE

LOQVRGTRGEH

TEAEGGIYDI

SSGNSSNIVK
EESDEGSSEE
AVLDELESGFEF
IEDYHGGFEK
TEYPLTGMSEK
LVTAVNDIEEK

SNERRMGLTE

NTSPQTPKSS
EEEEEDDEEE
KKLEASDSKS
TDKHPPRNWG
EVQQKLIDDH
RLPFSHHDRL

FDAVEEMYDG

Peptide Uniq |-10IgP Mass

ppm m/z z

RT |Scan|#Spec

Start

PTM

R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171

642.21834.9510|2

35.12

2820 1

415 | 429

total 1 peptides

tr| AOA1B6I0GO|AOA1B6I0GO_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel

]

321

401

81

(=

MFALWYLYYG
PEPEFQFTPG
YQRRTPEMVD
AYTTFADLFED
STLSGLEGEL

QMGGDLGQVY

YEKELRVVAEQ
PEFPQAPTPSP
ALTLEELERAG
PITIEDYHGGF
EGAFYPLTGM

RRLVTAVNDI

———

EHTEAEGGVY

Supporting Peptides:

DISNEKERMGL

RGGNVPGSSA
PAQPPPQPKP
FKKLAASDSK
KKTDKHPAKD
TKEVQQKLID

EFRVFFSHND

TEYQAVEEMN

PTPVLFQKEP
QPAKPIDIQR
SLLKKYLTQE
WGDVDTFQNL
DHFLFKEGDR

RLGFLTFCEFPT

DGIAELIKIE

PVPAPPAQPV
PRIPQQSEED
VEDKLKTLKT
DPAGEFIIST
FLOAANACRF

NLGTTIRASV

REL

Peptide

Uniq

-10lgP| Mass

ppm m/z z

RT |Scan |#Spec

Start

PTM

R.LISMQMGGDLGQVYR.R| Y

76.10 |1666.8171

642.2(834.9510(2

35.12

2820 1

397 |411

total 1 peptides

tr|AOAOS4W9Z4|AOA084W9Z4_ANOSI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel

EYE
]

[¥%]
[x%)

[

MGGCASEDEK
EEYLTREVED
AAFGNVDPTG
FEEGDRFLQA

LTFCPTNLGT
EITIKIEKSL

DSEVVENDTA
ALENEKTSFG
EFVVSTEVRC
ANACRFWPTG

TIRASVHIEV

GGTAGGTTDA
STLLDCVQSG
GESMEGYPFN
RGIYHNDNET

PELARKDYAEL

DAANAGEGCV
FENPDSGVGI
PCLTEAQYEE
FLVWCNEEDH

EATADEYNLQ

SNSMVFEFLSEN
YAPDAEAYTL
MEDEVSATLS

LRIISMQMGG

QDAILSGEYD
KCDRLWVLDS
EGLIVYHNSD
NDIHYEGVQN
RYINREYILV

YENNYPSDID
GLVNNTQPMC
DSFHRLTSNT
IILDTQSSAEV
LENKMQRMVN

—]

PLEVPTSLFPP
EEDYDDDINE
LLEEYLTREV
DVSVEFGNLDP
FLEFEEGDRFL
GFLTFCPTNL

IAELIEKIEEE

IRPPPPDVEP
RLMRFDNRFD
PSEGSTLLDV
RVRCGRSMEG
WPTGRGIYHN

HIKVPELAAN

KSDTMVDAAV
FSDLFDFIIE
GLEGELEGEF

DLGQVYRRLV

VEGTRGEHSE

AEGGIYDISN

PPPPPPLNES
HSVIDSSALK
FDELEKTEEKTS
AGEFVVSTREV
QAANACREWP
GTTVRASVHI

L

APFPPFDVEFA
PPSWNPVPTN
IQSGLENHDS
YPFNPCLTEA
DNETFLVWCN

KAKLEEVAGK

LERKMEAGFAK
DYHEGFEETD
YPLTGMDEAV
TAVNDIEEKRI

ERRMGLTEFQ

back to list

QWHDEIEVTM
SFELLTEFDLT
FDYDPEFTEM
VSESGVLFEG
NDFNFDDVNE

back to list

PIGLQRFSHT
TEELLQDTIT
FGSTLLDVIQ
RCGRSLEGYP
TGRGIFHNDN
EVPELASNFA

back to list

PFPVVEFAFP
PEDQLMNPEV
GVGIYAFDAE
QYRKEMEEKVS

EEDHLRLISM
—

FNLQVRGTRG

back to list

LAASDSKSLL
KHPARDFGDV
QQQLIDDHFL
PFSHHDRLGF

AVEEMYDGIS
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Supporting Peptides:

proteins

Peptide Uniq |-10IgP Mass ppm m/z RT |Scan|#Spec|Start|End ([PTM
R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171(642.2|834.9510 35.122820 1 283 | 297
total 1 peptides
tr|Q7PIQ5|Q7PIQ5_ANOGA
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MGGCASKDEE DSEVVENETA AGTGGGTDAE AANGGEGNES DTMVDAAVME
21 ENEKTSEFGST LLDCVQSGFE NPDSGVGIYA PDAEAYSLFA DLFDPIIEDY
161 VVSTRVRCGR SMEGYPFNPC LTEAQYKEME GEVSTTLSGL EGELEGEFYP
247 ACRYWPSGRG IYHNDNKTFL VWCNEEDHLR IISMQMGGDL GQVYRRILVTA
3221 RASVHIEVPE LAKDYAKLEA TADKYNLQVR GTRGEHSEAE GGIYDISNER
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z RT |Scan|#Spec|Start|End [PTM

R.IISMQMGGDLGQVYR.R

Y

76.10 |1666.8171

642.2

834.9510

35.12

2820

1

271 | 285

total 1 peptides

tr|AOA1B6K7L4|AOA1B6K7L4_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTGEKSCARCG KQMIRIPEMV DAATLEKLEA GFEKLAASDS
SGVGIYAPDA EAYTTFADLF DPIIEDYHGG FEETDEHPAEK
AQYKEMEEEV SSTLSGLEGE LEGAFYPLTG MTEEVQQELI
NEEDHLERLIS MOMGGDLGQV YRRLVTAVND IEKRVPFSHN

81
lel

A

)

321

Supporting Peptides:

KFNLQVRGTER GEHTEAEGGV YDISNEKREMG LTEYQAVEEM

ESLLEEYLTQ
DWGDVDTFQN
DDHFLFEEGD
DELGFLTFCP

NDGIAELIEKI

Peptide

Uniq

-10igP Mass

ppm

m/z

RT

Scan

#Spec

Start PTM

Y

R.LISMQMGGDLGQVYR.R

76.10

1666.8171

642.2

834.9510

35.12

2820

1

248 | 262

total 1 peptides

tr|AOA1B6IHK2|AOA1B6IHK2_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel

1

(=

A

A

321

i

MVDAATLEEL
LFDPIIEDYH
GELEGAFYPL

QVYRRLVTAV
—

GVYDISNERR

Supporting Peptides:

EAGFEKLAAS
GGFEKTDEHP
TGMTKEVQQK

NDIEERVPES

MGLTEYQAVE

DSESLLEKYL
AFDWGDVDTFE
LIDDHFLFEE

HNDRLGFLTFEF

EMNDGIAELI

TQEVEDELET
QNLDFAGEFI
GDRFLQAANA

CPFTNLGTTIR

KIEREL

LETPSFGSTL
ISTRVRCGRS
CRFWPTGRGI

ASVHIEVFEL

Peptide

Uniq

-10lgP| Mass

ppm

m/z

RT

Scan

#Spec

Start PTM

R.LISMQMGGDLGQVYR.R

Y

76.10 |1666.8171

642.2

834.9510

35.12

2820

1

230 (244

total 1 peptides

tr|A7UTS9|A7UTS9_ANOGA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
g1
lel

1

=

2

321

MVDAAVMEEM
FDPIIEDYHEK
ELEGEEYPLT

VYRRLVTAVN
—

IYDISNEREM

Supporting Peptides:

EAGFAKLAAS
GFKKTDKHPA
GMDKAVOQOL

DIEKRIFFSH

GLTEFQAVEE

DSESLLEKYL
SDEGDVNAFG
IDDHFLFEEG

HDRLGFLTEFEC

MYDGISEIIE

TEEVEFDALEN
NVDPTGEEVV
DREFLQAANAC

PTNLGTTIRA

IEKSL

EETSFGSTLL
STRVRCGRSM
RYWPSGRGIY

SVHIEVFPELA

Peptide

Uniq

-10igP Mass

ppm m/z z

RT

Scan | #Spec

Start

PTM

R.IISMQMGGDLGQVYR.R| Y

76.10 |1666.8171

642.2

834.9510|2

35.12

2820 1

229

243

total 1 peptides

tr|B3GCX2|B3GCX2_9COLE

| Protein Coverage | Supporting Peptides |

KMEAGFAKLA
HEGFKKTDKH
LTGMDKAVQQ
VNDIEKRIPF

RMGLTEFQAV

EVEFDELETLK
LDPAGEFIIS
RELQAANACR
TNLGTTIRAS

EREL

LDVIQSGLEN
MEGYFFNPCL
YHNDNETFLV

ARNFAFKLEEV

DCVQSGFENP
EGYPFNFPCLT
HNDNETFLVW

KDYAELEATA

ASDSESLLEEK
PASDFGDVNA
QLIDDHFLFK
SHHDRLGFLT

KEMYDGISEI

TPFSEGSTLLD
TEVRCGRSME
FWPTGRGIYH
VHIKVPELAA

HDSGVGIYAP
TEAQYEEMEE
WCNEEDHLERL

back to list

YLTEKEVEDAL
FGNVDPTGEF
EGDRFLQAAN
FCPTNLGTTI

IKIEEKSL

back to list

VIQSGLENHD
GYPFNPCLTE
NDNETFLVWC
NFAKLEEVAG

back to list

DAEAYTTFAD
EVSSTLSGLE

ISMQMGGDLG

—

AGEFNLQVEG

TRGEHTEAEG

back to list

DSGVGIYAPD AFAYSLFADL
EAQYREMEGK VSTTLSGLEG
CNEEDHLRII SMQMGGDLGQ

—
DEYNLQVRGT RGEHSEAEGG

back to list
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Protein Coverage:

proteins

1 VGIYAPDAES YSVFADLFDP IIEDYHGGFE KTDKHPPENW GDVDTLGNLD PTGEYIVSTR VRCGRSLEGY PFNPCLTEEQ
21 YEKEMEQEVSS TLSGLEGELE GTFYPLTGMA EDVQQEKLIDD HFLFEEGDRF LQAANACREW PTGRGIYHND NETFLVWCNE
161 EDHLRIISMQ MGGDLGQVYR RLVTAVNDIE KRLPFSHHDR LGFLTFCPTN LGTTVRASVH IKVPELAANE AKLDEVAGEF

241 NLQVRGTRG

Supporting Peptides:

Peptide

Uniq

-10IgP

ppm

m/z

RT

Scan

#Spec

Start

PTM

R.IISMQMGGDLGQVYR.R

Y

76.10

1666.8171

642.2

834.9510

35.12

2820

1

166

180

total 1 peptides

tr|B3GCX8|B3GCX8_9COLE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 EAYSVFSDLF DPIIEDYHTG FEKTDEHPPK NWGDVDSLGN LDPTGEYVVS TRVRCGRSME GYPENPCLTE EQYKEMEQEV
21 SSTLSGLEGE LEGTFYPLTG MSEKDVQQKELI DDHFLFKEGD REFLQTANACE FWPSGRGIYH NENKTFLVWC NEEDHLRIIS

J—

161 MQMGGDLGQV YRRLVTAVND IEKRVPFSHH DRLGFLTFCP TNLGTTVRAS VHIEVPKLAZ NKAKLDEVAG KFNLQVRGTR
——

241 GEHTEAREG

Supporting Peptides:

Peptide

Uniq

-10IgP

ppm

m/z

RT

Scan

#Spec

Start

PTM

R.IISMQMGGDLGQVYR.R

Y

76.10

1666.8171

642.2

834.9510

35.12

2820

1

158

172

total 1 peptides

tr|J4H7X4|3J4H7X4_9DYTI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 AEAYTLFADI FDPIIEDYHG GFEKTDEHPP ENWGDVDSLG NLDPNGEYVV STREVRCGESM EGYPFNPCLT EEQYKEMEQK
21 VSTTLSGMEG ELKGTFYPLT GMSEKEEVQQKL IDDHFLFKEG DRFLOAANAC RFWPSGRGIY HNENKTFLVW CNEEDHLRLI
—

16l SMQMGGDLGQ VYRRLVTAVN DVEKERVPFSH NDRLGFLTFC PSNLGTTVRA SVHIKVPELA ANRAKLEEIA GEYNLQVRGT

241 RG

Supporting Peptides:

Peptide

Uniq

-10IgP

Mass

ppm

m/z

RT

Scan

#Spec

Start

PTM

R.LISMQMGGDLGQVYR.R

Y

76.10

1666.8171

642.2

834.9510

35.12

2820

159

173

total 1 peptides

tr|J4H166|J4H166_9DYTI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 AFAYTVFADI FDPITEDYHG GFEETDEHPP ENWGDVDSLG NLDPNGEYVV STRVRCGRSM EGYPFNPCLT EEQYEKEMEQE
21 VSTTLSGMEG ELKGTFYPLT GMSKEVQQKL IDDHFLFKEG DRFLQAANAC RFWPSGRGIY HNENKTFLVW CNEEDHLRLI

—

16l SMOMGGDLGQ VYRRLVTAVN DVEERVPFSH NDRLGFLTEC PSNLGTTVRA SVHIEVPKLA ANRAKLEEIA GEYNLQVRGT

241 RG

Supporting Peptides:

Peptide

Uniq

-10IgP

ppm

m/z

RT

Scan

#Spec

Start

PTM

R.LISMQMGGDLGQVYR.R

Y

76.10

1666.8171

642.2

834.9510

35.12

2820

1

159

173

total 1 peptides

tr|B3GCX9|B3GCX9_METCO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 AYTVFSDLFD PIIEDYHAGF EKEKTDEHPPEN WGDVDTFGNL DPAGEYIVST RVRCGRSMEG YPFNPCLTEE QYEKEMEQEVS
21 STLCGLEDEL KGTFYPLTGM SEKDVQQKLID DHFLFKEGDR FLQAANACRF WPTGRGIYHN ENKTFLVWCN EEDHLELISM

—

161 QMGGDLGQVY RERLVTAVNDV EKRIPFSHHD RLGFLTFCPT NLGTTVRASV HIKVPELAAN KAKLEEIASE YSLOQVRGTERG
——

Supporting Peptides:

Peptide

Uniq

-10IgP

Mass

ppm

m/z

RT

Scan

#Spec

Start

PTM

R.LISMQMGGDLGQVYR.R

Y

76.10

1666.8171

642.2

834.9510

35.12

2820

157

171

total 1 peptides
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tr|B3GCY8|B3GCY8_9CARA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 AYSVFAELFD PITEDYHTGF KKTDEHPPEN WGDVDTFGNL DPTGEYVVST RVRCGRSMEG YPFNPCLTEE QYEKEMEQEKVS

21 TTLNGLEGEL KGTFYPLTGM SEDVQQKLID DHFLFKEGDR FLOAANACRF WPSGRGIFHN DTKTFLVWCN EEDHLRLISM
—

161l QMGGDLGQVY RRLVTAVNDI EKRVPFSHHD RLGFLTFCPT NLGTTVRASV HIKVPELAAN KAKLEEVAGK YNLQVRGTRG
——

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.LISMQMGGDLGQVYR.R| Y 76.10 |1666.8171|642.2(834.9510|2(35.12| 2820 1 157 |171
total 1 peptides

tr|F4YJLO|F4YJLO_9CUCU back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 YAPDAEAYTV FADLFDPIIE DYHEGFGRGD EHPPENWGDV SVEGNLDPNN EFVVSTRVRC GRSLEGYPFN PCLTEEQYEE
51 MEQEVSSTLS GLESELKGTF YPLTGMSEDV QQELIDDHFL FEEGDRFLQA ANACRFWPTG RGIFHNENKET FLVWCNEEDH
161 LRIISMQMGG DLGQVYRRLV TAVNDIEKRI PEFSHNDRLGF LTFCPTNLGT TVRASVHIKV PELAANFAKIL EEVASEYN

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171(642.2|834.9510(2(35.12|2820 1 163 (177
total 1 peptides

tr| AOAOAORIO3|AOAOAORIO3_9CARA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 PDADSYTVFA DLFDPIIEDY HGGFEKTDEH PPENWGEVDT FGNLDPAGEF IVSTRVRCGR SLQGYPFNPC LTEEQYKEME
21 QEVSSTLCGL EGELKGTEYP LTGMSEKDVQQ KLIDDHFLFK EGDRFLQAAN ACREFWPSGRG IYHNEAKTFL VWCNEEDHLR
161 LISMOMGGDL GQVYRRLVTA VNDIEKRLPF SHHDRLGFLT FCPTNLGTTV RASVHIKVPK LAANRAKLEE IASEY

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start End|PTM
R.LISMQMGGDLGQVYR.R| Y 76.10 |1666.8171|642.2(834.9510(2|35.12| 2820 1 161 | 175
total 1 peptides

tr| AOAOAORPF2|AOAOAORPF2_9CARA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 PDADSYTVFA DLFDPIIEDY HGGFEKTDEH PPENWGEVDT FGNLDPTGEF IVSTRVRCGR SLQGYPFNPC LTEEQYKEME
21 QRVSTTLCGL EGELEGTFYP LTGMSKEDVQQ KLIDDHFLFEK EGDRFLQAAN ACRFWPTGRG IYHNEAKTFL VWCNEEDHLR
161 LISMQMGGDL GQVYRRLVTA VNDIEKRLPF SHHDRLGFLT FCPTNLGTTV RASVHIKVPK LAANRAKLEE IASEKEY

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.LISMQMGGDLGQVYR.R| Y 76.10 |1666.8171|642.2(834.9510|2(35.12| 2820 1 161 | 175
total 1 peptides

tr|B3FA28|B3FA28_9CARA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 HPPENWGDVD TFGNLDPTGE YVVSTRVRCG RSMEGYPFNP CLTEEQYKEM EQEVSTTLNG LEGELEGTEFY PLTGMSEDVQ
21 QELIDDHFLF KEGDRFLQAA NACRFWPSGR GIFHNDTKTF LVWCNEEDHL RLISMOMGGD LGQVYRRIVT AVNDIEERIP

1€l FSHHDRLGFL TFCPTNLGTT VRASVHIKVFE KLAANKAKLE EVAAKYNLQV RGTRGEHTEA EG

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.LISMQMGGDLGQVYR.R| Y 76.10 |1666.8171|642.2(834.9510|2(35.12| 2820 1 132 | 146
total 1 peptides

tr|B3F9Z8|B3F9Z8_9CARA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1 HPPENWGDVD TEFGNLDPTGE YVVSTRVRCG RSMEGYPFNP CLTEEQYEKEM EQEVSTTLNG LEGELEGTFY PLTGMSEDVQ
21 QELIDDHFLF KEGDRFLQAA NACRFWPSGR GIFHNDTKTF LVWCNEEDHL RLISMOMGGD LGQVYRRIVT AVNDIEERIP

161l FSHHDRLGFL TFCPTNLGTT VRASVHIEKVP KLAANKAKLE EVAAKYNLQV RGTRGEHTEA EG

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.LISMQMGGDLGQVYR.R| Y 76.10 |1666.8171|642.2(834.9510(2|35.12( 2820 1 132 | 146
total 1 peptides

tr|B3F9Y1|B3F9Y1_9CARA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 HPPENWGDVD TFGNLDPTGE YVVSTRVRCG RSMEGYPFNP CLTEEQYKEM EQEVSTTLNG LEGELEGTEFY PLTGMSEDVQ
21 QEKLIDDHFLF KEGDRFLQAA NACRFWPSGR GIFHNDTETF LVWCNEEDHL RLISMQMGGD LGQVYRRLVT AVNDIEERIP

161 FSHHDRLGFL TFCPTNLGTT VRASVHIEKVP ELAANKAKLE EVAAEKYNLQV RGTRGEHTEA EG

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
R.LISMQMGGDLGQVYR.R| Y 76.10 |1666.8171|642.2(834.9510(2|35.12| 2820 1 132 | 146
total 1 peptides

tr|J7EQ35|J7EQ35_9COLE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 DPIIEDYHGG FEKTDEHPPE NWGDVNVEGN LDPCGDYIVS TRVRCGRSLE GYPENPCLTE EQYKEMEQKV SCVLSAFEGE
21 HEGTFYPLTG MSKEVQQELI DDHFLFKEGD RFLOAANACRE FWPTGRGIFH NDNKTFLIWV NEEDHLRIIS MOMGGDLGQV

161 ¥RELVCGVNE IEERLFFSHH ERLGFLTFCP TNLGTTVEAS VHIEVPELALA NEAELEEVAA R
—

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IISMQMGGDLGQVYR.R| Y | 76.10 |1666.8171|642.2|834.9510|2(35.12|2820 1 148 | 162
total 1 peptides

tr|J7EPAS5|J7EPA5_9COLE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 DPVIEDYHGG FEKTDEHPPE NWGDVNVEGN LDPCGDYIVS TRVRCGRSLE GYPEFNPCLTE EQYKEMEQEV SCVLSAFEGE
21 HEGTFYPLTG MSKEVQQELI DDHFLFEKEGD RFLQAANACE FWPTGRGIFH NDNEKTFLIWV NEEDHLRIIS MOMGGDLGQV

161 ¥RELVAGVNE IEERLPFSHH ERLGFLTFCP TNLGTTVRAS VHIKVPELAA NEAELEEVAA R
—

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171(642.2|834.9510(2|35.12 (2820 1 148 [ 162
total 1 peptides

tr|J7EN85|J7EN85_9COLE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 DPVIEDYHGG FEKTDEHPPE NWGDVNVEGN LDPCGDYIVS TRVRCGRSLE GYPEFNPCLTE EQYKEMEQEV SCVLSAFEGE
21 HEGTFYPLTG MSKEVQQELI DDHFLFKEGD RFLQAANACE FWPTGRGIFH NDNEKTFLIWV NEEDHLRIIS MOMGGDLGQV

161 ¥RRLVCGVNE IEERLPFSHH ERLGFLTFCPE TNLGTTVEAS VHIEVPELAL NEAELEEVAA R
—

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171(642.2|834.9510(2|35.12 (2820 1 148 [ 162
total 1 peptides

tr|J7EQ70|J7EQ70_9COLE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1 DPVIEDYHGG FEKKTDEHPPK NWGDVNVEGN LDPCGDYIVS TRVRCGRSLE GYPFNPCLTE EQYEEMEQEV SCVLSAFEGE
21 HEGTFYPLTG MSKEVQQELI DDHFLFKEGD RFLQAANACE FWPTGRGIFH NDNETFLIWV NEEDHLRIIS MQOMGGDLGQV

161 ¥RELVCGVNE IEERELFPFSHH ERLGFLTFCP TNLGTTVEAS VHIEVPELAL NERELEEVAA R
—

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171(642.2|834.9510(2(35.12|2820 1 148 (162
total 1 peptides

tr|F4YJIL3|F4YIL3_9CUCU back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 FADLFDPIIE DYHKGFGRND KHPPENWGDV SVEGNLDPNN EFVVSTRVRC GRSMEGYPFN PCLTEEQYKE MEQEVSSTLS
51 GLDGELEGTF YPLTGMSEDV QQELIDDHFL FEKEGDRFLQA ANACRFWPSG RGIFHNENKT FLVWCNEEDH LRIISMQMGG

——
161l DLGQVYRRLV TAVNDIEEERV PFSHNDRLGF LTFCPTNLGT TVRASVHIEV PEKLAANKAK

——

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

R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171(642.2|834.9510(2(35.12|2820 1 153 [ 167
total 1 peptides
tr|[M1XFD9|M1XFD9_9DYTI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 YHTGFEKTDE HPPENWGDVD TLGNLDPTGE FVVSTRVRCG RSMEGYPFNP CLTEEQYKEM ENKVSTTLSG LEGELEGTFEFE
21 PLTGMSKDVQ QKLIDDHFLF KEGDRFLQAA NACRFWPSGR GIYHNENEKETF LIWCNEEDHL RIISMQMGGD LGQVYRELVT

161 AVNDIEKRIP FSHHDRLGFL TFCPSNLGTT VRASVHIEKVFP KLAANKAEKLE EVASEYNL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z |z| RT |[Scan|#Spec|Start|End |PTM
R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171(642.2|834.9510(2|35.12 (2820 1 142 (156
total 1 peptides

tr| AOAOAOQTY4|AOAOAOQTY4_IPSTY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 PENWGDVSVE GNLDPAGEYV VSTRVRCGRS LEGYPFNPCL TEEQYKEMEQ KVSSTLSGLD GELEGTFEYPL TGMSEEVQQE
21 LIDDHFLFEE GDRFLQAANA CRFWPTGRGI YHNENKTFLV WCNEEDHLRL ISMOMGGDLG QVYRRLVTAV NDIEKRLPFES

161 HHDRLGFLTF CPTNLGTTVR ASVHIKVPEL AANFKAKL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.LISMQMGGDLGQVYR.R| Y 76.10 |1666.8171|642.2(834.9510|2(35.12| 2820 1 130 | 144
total 1 peptides

tr| AOAOU3BYRO|AOAOU3BYRO_9SCAR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 GDVSVEGNLD PANEYIVSTR VRCGRSLEGY PEFNPCLTEEQ YEEMEQKVSS TLSGLEGELEK GTEFYPLTGMS EKDVQQELIDD
21 HFLFEEGDRF LQAANACREW PTGRGIYHND NEKTFLVWCNE EDHLRIISMQ MGGDLGQVYER RLVTAVNDIE KRIPFSHNDR

161 LGFLTECPTN LGTTVRASVH IKVPELASNK A

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171(642.2|834.9510(2(35.12|2820 1 126 | 140
total 1 peptides

tr| AOAOU2RDA7 | AOAOU2RDA7_9SCAR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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GDVSVEGNLD PANEYIVSTR VRCGRSLEGY PFNPCLTEEQ YEEMEQEVSS TLSGLEGELE GTFYPLTGMS EKEDVQQELIDD
HFLFEKEGDRF LQAANACRFW PTGRGIYHND NKTFLVWCNE EDHLRIISMQ MGGDLGQVYR RLVTAVNDIE KRIPFSHNDR

1
81
161 LGFLTFCPTN LGTTVRASVH IKVPELASNE A
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171(642.2|834.9510(2|35.12 (2820 1 126 | 140

total 1 peptides

tr| AOAOU3CB64|AOAOU3CB64_9SCAR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

GDVSVEGNLD PANEYIVSTR VRCGRSLEGY PFNPCLTEEQ YEREMEQEVSS TLSGLEGELK GTFYPLTGMS EDVQQELIDD
HFLFEKEGDRF LQAANACRFW PTGRGIYHND NKTFLVWCNE EDHLRIISMQ MGGDLGQVYR RLVTAVNDIE KRIPFSHNDR

1
81
161 LGFLTFCPTN LGTTVRASVH IKVPELASNE A
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z |z| RT |[Scan|#Spec|Start|End |PTM
R.IISMQMGGDLGQVYR.R| Y 76.10 (1666.8171(642.2|834.9510(2|35.12 (2820 1 126 | 140

total 1 peptides

tr| AOAOU3BCD2|AOAOU3BCD2_9SCAR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81

lel

back to list

GDVSVEGNLD FANEYIVSTR VRCGRSLEGY PFNPCLTEEQ YEEMEQEVSS TLSGLEGELK GTFYFLTGMS KDVQQELIDD
HFLFKEGDRF LQAANACRFW PTGRGIYHND NEKTFLVWCNE EDHLRIISMQ MGGDLGQVYR RLVTAVNDIE KRIPFSHNDR

LGFLTECPTN LGTTVRASVH IEKVPELASNE

Supporting Peptides:

Peptide

Uniq

-10IgP Mass

ppm m/z z

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

R.IISMQMGGDLGQVYR.R| Y

76.10 |1666.8171

642.2

834.9510(2(35.12

2820 1 126 | 140

total 1 peptides

tr| AOA067QIP9|AOA067QIP9_ZOONE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MALEALVGQE IMNEAIENER KPGQGMEWRV LVVDQLAMEM VSACCKMHDI SAEGITIVED IHEEREPLST
21 DSSVEALMAD FPNSNHCMYR AAHVYFTEAC PGEVFNQLCR STAAKYLETV KEINIAFIAY EEQVFSLDSP
161 LSGNRTANME RMAEQIATLC ATLGEYPSVR YRSDFDENVE LAQLVQQKLD AYKADEPTMG EGPEKARSQL
247 SPLLHELTLY AMAYDLLFIE NDVYEYEATA GAPEEEVLLD ENDELWVELE HQHIAVVSQS VIENLEEFIE
321 SMEDLSQMIE EMPQYQEELS KYSTHLHLAE DCMEAYQGYV DELCEVEQDL AMGTDAEGER IKDHMRNIVPE
401 DEMRITIALYI ISENGISDEN LTELVQHAQI SPQDEQTIIN MANLGLNVVV DGNREKIYHG TREERITEQT
421 FKDIMEECIED KLELEKHFPFL AGRAASSGYH APTSARYGHW HEDKGQQTVE NVPRLIVEVV GGVCESEIRC
561 WEVICGSSHI LTPEDFLSNL QELSNQ
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z |z| RT |Scan|#Spec|Start| End | PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2(810.8466 (2 (28.66|2138 1 366 | 380

total 1 peptides

tr|AOA1B6GVI9|AOA1B6GVI9_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSLEALVGQE IMNEVIEQEE KTGEEVEWRV

81
lel
24]
321

A

401

Supporting Peptides:

EESVHALMQD FNSPNRTMYE AAHVYFTEAC
FAGSEVANLE RIAEQIATLC ATLGEYFSVR
SPFLLHELTLQ AMAYDLLPIE NDVYEKYEATA
SMRDLSQMIE FMPQYQFELS EYATHLHLAE

DFEMRIILLYI LSENGISEEN LNELVQHAQT

SAEGITIVED INKEREFLST
MEINVSFIAY ESQVEFSLDSP
FRFDFEENAE LAQLVQQELD AYKADEPTMG EGPEERKARSQL
GSPEEEVLLD ENDELWVDLR HQHIAVVSQN VTENLEEFIE
DCMEAYQGYV DELCEVEQDL AMGTDAEGER IEDHMRNIVP

LVVDQLAMRM VSACCEMHEI
PVGLFETLEE AERVAEKYIQSL

LPQEFKQAIIN MAN

Peptide

Uniq

-10IgP Mass

ppm m/z z

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

K.VEQDLAMGTDAEGER.I

Y

62.08 (1619.7097

-19.2(810.8466 |2|28.66

2138 1 366 |380

back to list

MEAVYLITEC
NTFQYFYNEM
IILDRGEDCV
SKRMPQGDKQ
ILLDQAVSAT

YOMSEWTPVI
AYEVIQAAEN

back to list

MEGVYLITEC
ETFQCVYNPS
IILDRGEDCV
SKRVPQGDKQ
ILLDQAVSNY
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Peptide

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

total 1 peptides

tr| AOAONOBCKO|AOAONOBCKO_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MEIGRTRSYA GRESAEKKEVM LAVSKRGRSA VNPGSSFTIA LTAGSAAISF
51 RILVVDQLAM RMVSACCEMH DISAQGITLV EDINKKREPL PTMEAIYLIT
161 ACPDELFEEL CHSLVAKRIEK TLEEINIAFI PYEEQHVLTM ECIHACTLPV
247 YESQVEFSLDS RETFACFYNA SFSNLRTANM ERTIAEQIATL CATLGEYFSV
321 GEGPEEARSQ LLILDRGFDC VSPLLHELTL QAMAYDLLDI DNDVYRFEAS
401 VTENLEEFTE SEEMPQGDEQ SMEDLSQMIK EMPQYQEELS KYATHLQLAE
481 IKDQMENITP ILLDQTVNHL DELRIIALYV ISENGISEEN LNRLVHHAQT
561 VQREERITEQ TYQMSRWTPI MEDIMEDAIE DELDSKHFPF LAGRAASSGY
©641 VGGVCEFSEIR CAYEVTNALK NWEVIMGSSH IITPESFLDD LSELHV
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z |[z| RT |Scan|#Spec|Start| End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 466 | 480
total 1 peptides
tr|E2AA52|E2AA52_CAMFO
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALEAQVGQE IMNEVIKQEK KTTGGVEWRI LVVDQLAMRM VSACCEMHDI
21 NSSVQKELIDD FSNPARTTYEK VAHVYFTEAC PDELFKELCH SLVSKHIETL
1€l PEELFNEICK SLAAKEKVETL KEINIAFLPY ESQVTKQTKI INAIVVALER
247 NMERTAEQIA TLCATLGEYP SVEYRSDFDE NVELAQLVQQ ELDAYFADEP
321 TLQAMAYDLF EATAGQEKEV LLDENDDLWV ELRHQHIAVV SQNVTENLEE
401 ELSKYATHLQ LAEDCMERYQ GNVDELCEVE QDLAMGTDAE GERIKDHMEN
481 DENLNRLVHH AQVSVDDEQT IVNIANLGIN VVVDSNREKL YTVPREERIT
561 PFLAGRAASS GYHAPTSARY GHWHEDEGQQ TIENVPRLIV FIVGGVCFSE
©41 NDLSEKEVHV
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 429 | 443
total 1 peptides
tr|AOA195DWY9|AOA195DWY9_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MNEVIKQEEEK STGGVEWRIL VVDQLAMEMV SACCEMHDIS AQGITLVEDI
51 SNPTRTTYEV AHVYFTEACP DELFEELCHS LVAEKHIKTLK EINIAFIPYE
161 LFNEICESLA AKEIKTLEEI NIAFLPYESQ VVALEREIYL QVFSLDSRET
247 LGEYPSVRYR SDFDRNVELA QLVQQELDAY FKADEPTMGEG PEFARSQLLI
321 VYRFEATAGQ EEKEVLLDEND DLWVELRHQH IAVVSQNVTE NLEKFTESER
401 THLQLAEDCM KRYQGNVDEL CEVEQDLAMG TDAEGERIKD HMENITPILL
481 LVHHAQVSVD DEQTIVNMAN LGINVVVDSN REELYTVPRK ERITEQTYQM
561 AASSGYHAPT SARYGHWHED KGQQTIENVP RLIVFIVGGM CEFSEIRCAYE
€41 HV
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 423 | 437

total 1 peptides

tr|AOA195FYQ4|AO0A195FYQ4_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

TSNTNAITQW
PCNSSVQELI
CPFEELFNELC
RYRSDFDRNI
AGVQEEVLLD
DCMERYQGNV

SADDEQTIVN
HAPTSARYGH

SAQGITLVED
KEINIAFIFY
ELYNLQVESL
TMGEGPEKAR
FTESERMPQG
ITPILLDQTV

EQTYQMSRWT
IRCAYEVTNA

NKKREPLPTM
EQPFTLFINK
FACEYNPSEF
LDRGEDCVSP
MPQGDKQSMR
DQTVNHLDKL

SEWTPVIEDV
VITNALENWEV

SKIMNEVIKQ
EDFSNPTRTI
KSLAAKKIKT
ELAHMVQQKL
ENDDLWVDLR
DKLCKVEQDL

back to list

KKTGTSGVQW
YKVAHVYFTE
LKEINIAFLP
DAYKADEPTM
HQHIAVVSQON
AMGTDAEGER

MANLGINIVV
WHEDEGSQTI

INKKREPLEPT
EEQHILIIRM
DSRETFACFEY
SQLLILDRGF
DEQSMRDLSQ
NHLDKLRIIA

PITKDVMEDS
LENWEVIIGS

EAIYLITPCN
HILIIRMHSC
NLRSANMERI
LLHELTLQAM
DLSQMIEEMP
RITALYVISK

MEDSIEDELD
IIGSSHIITE

DGGNRRELYT
ENVPRLIVEV

back to list

MEAIYLITEC
HSCLHSMPVC
NPSFSNLRAA
DCVSPLLHEL
MIKEMPQYQK
LYVISKNGIT

IEDELDSEHF
SHIITPESFL

back to list

PSVQKLIDDF
LQLMPVCPEE
AEQIATLCAT
AYDLLDIDND
QYQKELSKYA
NGITDENLNR

SEHFPFLAGR
ESFLNDLSEL

back to list
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1 FSHVTEIMNE VIEKQKEKSTG GVEWRILVVD QLAMEMVSAC CEMHDISAQG
51 QKLIDDFSNP TRTTYEVAHV YFTEACPDEL FEKELCHSLVA EHIKTLEEIN
161 MPVCPEELFN EICKSLAAKE IKTLEEINIA FLPYESQVFS LDSRETFACF
241 PSVRYRSDFD RNVELAQLVQ QKLDAYKADE PTMGEGPEKA RSQLLILDRG
321 EATAGQEEEV LLDENDDLWV ELRHQHIAVV SQNVTENLEEK FTESERMPQG
401 LAEDCMERYQ GNVDELCEVE QDLAMGTDAE GERIKDHMEN ITPILLDQTV
451 AQVSIDDEQT IVNMANLGIN VVVDSNREKL YTVPRKERIT EQTYQMSEWT
561 GYHAPTSARY GHWHEDEGQQ TIEKENVPRLIV FIVGGMCFSE IRCAYEVTNA
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466(2|28.66 (2138 1 419 |433
total 1 peptides
tr|FAWGN1|FAWGN1_ACREC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALEGQVGQE IMNEVIKQEK KSTGGVEWRI LVVDQLAMRM VSACCEMHDI
21 NSSVQKLIDD FSNPTRTTYK VAHVYFTEAC PDELFKELCH SLVAKHIETL
161 PEELFNEICK SLAAKKIKTL KEINIAFLPY ESQVFSLDSR ETFACFYNPS
241 YRSDFDENVE LAQLVQQKLD AYKADEPTMG EGPEKARSQL LILDRGFDCV
321 GQEEEVLLDE NDDLWVELRH QHIAVVSQNV TENLKKFTES EKRMPQGDEQS
401 CMERYQGNVD KLCEVEQDLA MGTDAEGERI KDHMRENITPI LLDQTVNHLD
421 VDDEQTIVNM ANLGINVVVD SNREELYTVP REERITEQTY QMSREWTPIIK
561 PTSARYGHWH KDEGQQTIEN VPRELIVFIVG GMCFSEIRCA YEVTNALENW
Supporting Peptides:
Peptide Uniq|-10IigP Mass pPpm m/z |[z| RT |Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 415 | 429
total 1 peptides
tr|AOA151IBC5|A0A151IBC5_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MNEVIEQEEE STGGVEWRIL VVDQLAMEMV SACCKEMHDIS AQGITLVEDI
21 SNPTRTIYEV AHVYFTEACP DELFEDLCHS LVAEKHIKTLEK EINIAFIPYE
1€l LFNEICKSLA ARKEKIKTLEEI NIAFLPYESQ VESLDSRETF ACFYNASFFN
247 DFDENVELAQ LVQQOELDAYE ADEFTMGEGF EFARSQLLIL DRGFDCVSFEL
321 EKEVLLDENDD LWVELRHQHI AVVSQNVTEN LEEFTESERM PQGDEQNMRD
401 RYQGNVDELC EKEVEQDLAMGT DAEGERIKDH MENITPILLD QTVNHLDKLR
481 ERKQTIVNMANL GINVVVDSNR KELYTVPREE RITEQTYQMS RWTPVIEKDVM
561 ARYGHWHEDE GQQTIENVPR LIVFIVGGMC FSEIRCAYEV TNALENWEVI
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 412 | 426
total 1 peptides
tr|AOA154PJE5|AOA154PJE5_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 VLFFAEIMNE VIEQEKASGT GVQWRILVVD QLAMRMVSAC CEMHDISAQG
21 QKLIEDFSNP TRTIYKVAHV YFTEACPEEL FEVLCQSLVA ERIKETLEELN
161 NEICKSLAAK KIEKETLEEINI AFLPYESQVF SLDSRETFAC FYNASFANLR
247 DENVELAHMV QQELDAYEAD EPTMGEGPEE ARSQLLILDE GFDCVSPLLH
321 VLLDENDDLW VELRHQHIAV VSQNVTENLK KFTESKRMPQ GDEQSMRDLS
401 QGSVDELCEV EQDLAMGTDA EGERIKDQMK NITPILLDQT VHHLDELRII
481 TIVNMANLGI NIVVDGGNRE ELYTVQREER ITEQTYQMSR WTPIMEDIME
561 RYGHWHEDEG QQTIKNVPRL IVFVVGGVCE SEIRCAYEVT NTLENWEVIM

Supporting Peptides:

ITLVEDINEK
IAFIPYEEQP
YNPSFFNLRS
FDCVSPLLHE
DKQSMRDLSQ
NHLDKLRIIA

EVIEDVMEDS
LENWEVIIGS

SAQGITLVED
KEINIAFIFY
FFNLESANME
SPLLHELTLQ
MEDLSQMIEEK
KLRITALYVI

DVMEDSIEDK
EVIIGSSHII

NKKREPLETM
EQPFTLFINK
LRSANMERIA
LHELTLOAMA
LSQMIKKMPQ
ITALYVISEN

EDSIEDELDS
IGSSHIITPE

ITLVEDINEK
TAFIPYEEQH
TANMERIAEQ
ELTLQAMAYD
QMIEEMPQYQ
ALYVISENGI

DATEDELDSE
GSSHIITPES

REPLPTMEAV
FTLEINKHIL
ANMERIAEQI
LTLQAMAYDL
MIKEMPQYQK
LYVISKNGIT

IEDELDSEHF
SHIITPESFM

INKKREPLET
EEQHILIIRM
RIAEQIATLC
AMAYDLLDID
MPQYQKELSK
SKNGITDENL

LDSEHFFPFLA
TFESFLNDLS

EATYLITPCN
HILIIRMHSC
EQIATLCATL
YDLLDIDNDV
YQRELSEYAT
GITDENLNEL

EKHFFFLAGEA
SFLNDLSEVH

REPLPTMEAT
VLTTECIHAC
IATLCATLGE
LLDIENDVYR
KELSKYATHL
TDENLNERLVH

HFFFLAGRARL
FLDDLSELHV

YLITPCNSSV
ITRMHSCLQL
ATLCATLGEY
LDIDNDVYRF
ELSEYATHLQ
DENLNRLVHH

PFLAGRAASS
NDLSELHV

back to list

MEAIYLITEC
HSCLQLMPVC
ATLGEYFSVR
NDVYRFEATA
YATHLQLAED
NELVHHAQVS

GRAASSGYHA
ELHV

back to list

SSVQELIDDF
LELMFVCPEE
GEYPSVERYRS
YRFEVTAGQE
HLQLAEDCME
VHHAQVTVDD

ASSGYHAPTS
v

back to list

YLITPCNNSV
TRTVCPEELF
YPSVRYRSDF
FEASAGVQKE
QLAEDCMERY
HAQISVDDKQ

SSGYHAFPTSA
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Peptide

Uniq

-10IgP Mass

ppm

m/z z

RT

Scan | #Spec

Start

End |[PTM

K.VEQDLAMGTDAEGER.I| Y

62.08 (1619.7097

-19.2

810.8466 |2

28.66

2138 1

410

424

total 1 peptides

tr|AOA195BXB7|AOA195BXB7_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel
241
321
401

481

56l

MNEVIKQKEK
SNPTRTTYRV
CKSLAAKKIK
VELAQLVQQOK
DENDDLWVEL
VDKLCKVEQD

STGGVEWRIL
AHVYFTEACP
TLEEINIAFL
LDAYKADEPT
RHQHIAVVSQ
LAMGTDAEGE

VVDQLAMRMV
DELFKELCHS
PYESQVFSLD
MGEGPEKARS
NVTKNLEKET
RIKDHMRNIT

NMANLGINVV
WHKDKGQQTT

Supporting Peptides:

VDSNREELYT
ENVPRLIVEI

VPREERITEQ
VGGMCFSEIR

SACCEMHDIS
LVAFKHIETLEK
SRETFACFYN
QLLILDRGFED
ESKRMPQGDK
PILLDQTVNH

TYQMSRWTEV
CAYEVTNALEK

AQGITLVEDI
EINIAFIPYE
PSFFNLRSAN
CVSPLLHELT
QSMRDLSQMT
LDKLRIIALY

IEDVMEDSIE
NWEVIIGSSH

Peptide

Uniq

-10igP| Mass

ppm

m/z z

RT

Scan | #Spec

Start

End |[PTM

K.VEQDLAMGTDAEGER.I| Y

62.08 (1619.7097

-19.2

810.8466 |2

28.66

2138 1

407

421

total 1 peptides

tr|AOA232FGS2|AOA232FGS2_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
g1
lel
241

21

[¥%)

401

481

561

MNEVINQEEE
SNPTRTMYFA
NIAFLPYESQ
ADEPTMGEGP
QHIAVVSTNV
AMGTDAEGER
——
EGNREEIYTV
NVPRLIVFIV

Supporting Peptides:

NTGGTEWRIL
AHVYFTEACF
VFSLDCEETFE
EFARSQLLIL
TENLEEKFTES

IEDHMRNITP

PREERITEQT
GGVCEFSEIRC

VVDQLAMRMV
DKTFTDLCHS
ACFYNPSLIN
DRGFDCVSPL
KRMPQTSEKQ

ILLDQNINNM

YOMSEWTEVV
AYEVTNAQEN

SACCEMHDIS
TAAFRYIEKTLK
VENANMERIA
LHELTLQAMA
NMRDLSQMIK

DELRIIALYV

EDIMEDAIED
WEVIIGSSHI

AQGITLVEDI
EINIAFIPYQ
EQIATLCATL
YDLLEIENDV
EMPQYQKELS

LSENGIFDDN

ELEQEHFFFL
ITPESFLSEL

Peptide

Uniq

-10igP Mass

ppm

m/z z

RT

Scan | #Spec

Start

End |PTM

K.VEQDLAMGTDAEGER.I| Y

62.08 (1619.7097

-19.2

810.8466 (2

28.66

2138 1

396

410

total 1 peptides

tr| AOAOSSACI1|AOAO88SACI1_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel
241

21

[¥%)

01

(=

481

56l

MALKAQVGQOK
NSSVQKLIED
LEEINIAFLP
DAYKADEPTM
HOHIAVVSON
AMGTDAEGER
—
DGGNRKKLYT
KNVPRLIVEV

Supporting Peptides:

IMNEVIEQEK
FSNPTRTSYK
YESQVFSLDS
GEGPEFARSQ
VTENLEEFTE

IEDQMENITP

VQRKERITEQ
VGGVCFSEIR

TGSSGVQOWRI
VAHVYFTEAC
AETFACFYNA
LLILDRGFDC
SKRMPQGDKQ

ILLDQTVHHL

TYQMSRWTEV
CAYEVTNALEK

LVVDELAMEM
PDELFEELCH
SFSNLRTANM
VSPLLHELTL
SMRDLSQMIK

DELRIIALYV

MEDIMEDAIE
NWEVIIGSSH

VSACCKMHDI
SLVAKRIKTL
ERIAEQIATL
QAMAYDLLDI
KMPQYQKELS

ISKNGISEEN

DELDSEHFFF
IITPESFLDD

Peptide

Uniq

-10igP Mass

ppm

m/z z

RT

Scan | #Spec

Start

End |[PTM

K.VEQDLAMGTDAEGER.I| Y

62.08 (1619.7097

-19.2

810.8466 |2

28.66

2138 1

396

410

total 1 peptides

tr|AOAOA9Z3R2|AOAOA9Z3R2_LYGHE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

NEKKREPLETM
EQVKQRTLWQ
MERIAEQIAT
LQAMAYDLLD
KRMPQYQKEL
VISENGITDE

DELDSEHFFF
IITPESFLND

HEKREPLPTM
EQVNLMCPEE
GEYPSVRYRS
YEYEVAVGDG
EYATHLHLAE

LNRLIHHAQM

GGRTASSGYH
SELHINVA

SAQGITLVED
KEINIAFIFY
CATLGEYPSV
ENDVYRFEAS
EYATHLQLAE

LNRLVHHAQTI

LAGRAASSGY
LSELHI

EATIYLITPCN
EFEMFDRFILH
LCATLGEYPS
IDNDVYRFEA
SEYATHLQLA
NLNRLVHHAQ

LAGRAASSGY
LSELHV

EAIYLITPSN
MFNDICESLA
DFDENVELAQ
RQEEKEVLLDE
DCMEHYQGNV

SPEDRQTIVN

APTSARYGHW

INKEREFPLFPT
EEQELFNELC
RYRSDFDRNL
AGVQEEVLLD
DCMERYQGNV

SPDDEQTIVN

HAPTSARYGH

back to list

SSVQELIDDF
VCFPEELFNEI
VEYRSDEFDEN
TAGQEKEVLL
EDCMERYQGN
VSVDDEQTIV

HAPTSARYGH

back to list

QSVTKLIDDF
AKKVKTLKEI
MVQQKLDAYK
NDDLWVDLRH

DKLCKVEQDL
I—

MANLGLNVVV

HEEKGQQTIK

back to list

MEAIYLITPC
KSLAAKKIKT
ELAHMVQQKL
ENDDLWVDLR

DKLCKVEQDL
I—

MANLGINIVV

WHEDEGSQTI

back to list
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16/03/2023, 15:18 proteins
1 VSKMALEALV GQEIMNDAIK MEGVEEKNTED VEWRVLVVDQ LAMRMVSACC EMHEISAEGL TIVEDIHKER
51 LITPSEKSVH ALINDFASPN RQMYLGAHVY FTEACPEELF DTLCHSTVAE YIKTLEEINI AFIPYEQQVF
161 FYNPTLISSR TANMERIAEQ IATLCATLGE YPSVRYRSDY ERNVELAQITI QQELDAYKAD EPTMGEGPEK
241 GFDCVSPLLH ELTLQAMAYD LLPIENDVYK YEATQGNPEK EVLLDENDEL WVEMRHQHIA VVSQNVTENL
321 AGDQEKSMEDL STMIEKEMPQY QKELSKYSTH LHLAEDCMES YQGYVDELCE VEQDLAMGTD AEGERIEDHM
401 AVSNYDEMRI ILLYVLVENG ISDESLNELV QHAQIQPHEK QAIVNLGNLG LNVVVDGNNV REEIWTPPRE
481 SEWTPVIEDL MEDCIDDEMD LEKHFPYLAGR TASSGYHAPS SARYGHWHED KGQQAVENVP RLLVEVIGGM
561 VTNNVENWEV IIGSSHIMTP EDFLSNLSNL SN
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 371 | 385
total 1 peptides
tr|AOA1Y1LDV6|AOA1Y1LDV6_PHOPY
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALKAQVGHE IMQEVIKHEG PEENGPIKHG TTEWRVLVVD QLAMRMVSAC CEMHDISAEG ITLVEDIAEK
21 YLITPCEESI HLLMNDFETP RPMYRGAHVF FTEACPDTLF NELSHAHVAEK YIKTLEEINI AFIPTEQQVF
161 FYDPSLAAAR NANMERMAEQ IATLCATLGE YPSVRYRSDW ERNVELAQLI QQELDAYKAD EPTMGEGFPEK
241 GFDCVSPLLH ELTFQSMAYD LLPIENDVYR YEASAGAVEK KEVLLDENDE LWVELRHQHI AVVSQSVTEN
321 TQTDEQSLED LSQMIKEMPQ YQEELSKYST HLHLAEDCMEK AYQGYVDELC KVEQDLAMGT DAEGERIEDH
401 PEITHNEYDEM RITATYALAK NGITEENLSK LATHAQIKDK QEIANLQYLG VNVITDGSNR REQYTVERKE
421 ERWTPIIEDIM EDCIEDELDH KHFPFLAGRA QTSGYHAPTS VRYGHWHEDE GQQTVENVPR LLVEVVGGIC
561 TNAVENWEVI IGSSHILTPE LFLSDLATLG G
Supporting Peptides:
Peptide Uniq|-10IigP Mass pPpm m/z |[z| RT |Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 372 | 386
total 1 peptides
tr|K71ZP4|K71ZP4_NASVI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALEAQVGQE IMNEVINQEK KNTGGTEWRI LVVDQLAMRM VSACCKMHDI SAQGITLVED IHEEREPLPT
21 NQSVTELIDD FSNPTRTMYE AAHVYFTEVC PEEMFNDICE SLAAKKVETL KEINIAFLPY ESQVFSLDCR
161 LINVRENANME RIAEQIATLC ATLGEYPSVR YRSDFDENVE LAQMVQQKLD AYKADEPTMG EGPEKARSQL
247 SPLLHELTLY AMAYDLLEIE NDVYEYEVAV GDGRQEEEVL LDENDDLWVD LEHQHIAVVS TNVTENLEEF
321 EEQNMRDLSQ MIEKEMPQYQK ELSEYATHLH LAEDCMEHYQ GNVDELCEVE QDLAMGTDAE GERIKDHMEN
401 NNMDELRIIA LYVLSENGIP DDNLNRLIHH AQMSPEDRQT IVNMANLGLN VVVEGNREEI YTVPREERIT
481 PVVEDIMEDA IEDKLEQEHF PFLGGRTASS GYHAPTSARY GHWHEEEKGQQ TIEKNVPRLIV FIVGGVCFSE
561 OQENWEVIIGS SHIITPKSFL SELSELHINV A
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 369 |383
total 1 peptides
tr|AOA0J7KU67 | AOA0IJ7KU67_LASNI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALEAQVGQE IMNEVIKQEK KTTGGVEWRI LVVDQLAMRM VSACCEMHDI SAQGITLVED INEEREPLPT
21 NPSVQELIDD FSNPTRTTYK VAHVYFTEVC PEELFNEICK SLAAKKIKTL KEINIAFLPY ESQVESLDSR
161 FFNLRAANME RIAEQIATLC ATLGEYPSVR YRSDFDENVE LAQLVQQKLD AYKADEPTMG EGPEKARSQL
24 SPLLHELTLY AMAYDLLDID NDVYRQAEFE ATVGQEEEVL LDENDDLWVE LEHQHIAVVS QNVTENLEEFE
321 KQSMRDLSQM IEKEMPQYQKE LSKYATHLQL AEDCMERYQG NVDELCEVEQ DLAMGTDAEG ERIKDHMENI
401 HLDELRIIAL YVISENGITD ENLNRLVHHA QVTVDDEQTI VNMANLGINV VVDSNREELY TVPRKERITE
481 IIEDIMEDSI EDELDAEHFP FLAGRAASSG YHAPTSARYG HWHEDEGQQT IENVPRLLVFE IVGGVCYSEI
561 EKNWEVIIGSS HIITPESFLN DMSKVHV

Supporting Peptides:

EPLPTMEAVY
SLDAPETFEQC
ARSQLLILDR
KEEKFIDSKERMP
RNIVFILLDQ

ERITEQTYQM
TFSEIRCAYE

back to list

REPLFSMEAT
SLDSPGTFEQC
ARSQLLILDR
LERKFTDSKEM
MENIVPILLD

RITEQTYQMS
FSEIRCAYEV

back to list

MEAIYLITES
ETFACFYNFS
LILDRGEDCV
TESKRMFQTS
ITPILLDQNI

EQTYQMSRWT
IRCAYEVTNA

back to list

MEAIYLITEC
ETFACFYNFS
LILDRGEDCV
TESFKRMFQGD
TPILLDQTVN

QTYQMSRWTE
RCAYEVTNAL
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16/03/2023, 15:18 proteins
Peptide Uniq|-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start| End | PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 368 |382
total 1 peptides
tr| AOA0O69DW98|A0A069DW98_9HEMI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALEALVGQE IMNDAIKQEK KGEEVEWRVL VVDQLATEMV SACCEMHEIS AEGLTIVEDI SKEREPLPTM
21 EKSVHALMQDF ASPNRTMYRA AHVYFTEACP EVLFEELCHH QVVEFIKTLE EINVAFIAYE QQVESLDAPE
161 MSSEMANMER IAEQIATLCA TLGEYPSVRY RSDFDRNVEL AQIVQQEKLDA YEADEPTMGE GPEKARSQLL
241 PLLHELTLQA MAYDLLPIEN DVYKEYEATSG QPDEEVLLDE NDELWVELRH QHIAVVSQNV TENLKEFIDS
321 MRDLSQMIEKEK MPQYQKELSK YSTHLHLAED CMEAYQGYVD KLCEVEQDLA MGTDAEGERI KDQMRNIVEI
401 EKMRIILLYTL SENGISEENL NELVQHAQIQ SSEEQAIVNL GNLGLNVVVD GNREKIYQPP REERITEQTY
421 DLMEDCIDDE LDPEHFPFLL GGRASSSGYA HAPASARYGH WHEDKEGQQTV KNVPRLIVEV IGGVTFSEIR
561 NWEVIIGSSH ILTPEDFLSN LANLST
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z |[z| RT |Scan|#Spec|Start| End | PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 365 [379
total 1 peptides
tr|AOA1B6DP73|A0OA1B6DP73_9HEMI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALKALVGQE IMNEATIKQKEEK PKSGEKEVEWR VLVVDQLAMR MVSACCKMHE ISAEGITIVE DIHEEKREPLP
51 SEEKSVHALMQ DFSSPNRTMY RAAHVYFTEA CPDELFYSLG KAPVAKEIKT LEEINISFIA YEQQVEFSLDS
161 TFASSRVENL ERIAEQIATL CATLGEYPSV RYRYDFDENV ELAQIVQQKL DAYEADEPTM GEGPEEARSQ
241 VSPLLHELTL QAMAYDLLPI ENDVYKYEAT AGQPEKEVLL DENDELWVEL RHQHTIAVVSQ NVTENLEEFI
321 QSMRDLSQMI KEMPQYQEKEL SKYSTHLHLA EDCMKAYQGY VDELCEVEQD LAMGTDAEGE RIEDHMENIV
401 YDEMRIILLY ILSENGISEE NLNELIQHAQ ILPQDKQAII NMANLGMNVV VEGNREKIYQ VPRKERITEQ
481 IEKDLMEECIE DELDPEHFPF LAGRAASSGY HAPTSARYGH WHEDEGQPTV KNVPRIIVFI VGGVSFSEIR
561 NWEVIVGESSH VLTPEDFLSN LANLNN
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 367 381
total 1 peptides
tr| AOAOP4VMN7|AOAOP4VMN7_9HEMI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALFKALVGQE IMNDAIKQEKK KAKEVEWRVL VVDQLAMEMV SACCEMHEIS AEGLTIVEDI HEKREPLPTM
51 EKSVHALMQDF ASPNRTMYRA AHVYFTEACP EVLFEELCHH QVVEYIKTLE EINVAFIAYE QQVEFSLDAPE
16l ISSRVANMER IAEQIATLCA TLGEYPSVRY RSDFDRNVEL AQIVQQELDA YEADEPTMGE GPEKARSQLI
247 PLLHELTLQA MAYDLLPIEN DVYEYEATSG QPDEEVLLDE NDELWVELEH QHIAVVSQNV TENLEEFIDS
321 MRDLSQMIEK MPQYQEELSK YSTHLHLAED CMEAYQGYVD ELCEVEQDLA MGTDAEGERI KDQMRNIVPI
401 EKMRIILLYTL SENGISEENL NELVQHAQIQ PHEEQAIVNL GNLGLNVVVD GNREELYQPP REERITEQTY
421 DLMEDCIDDEK LDPKHFPFLL GGRAASSGYA HAPASARYGH WHEDEGQQTV KNVPRLLVFI IGGVTESEIR
561 NWEVIIGSSH ILTPEDFLSN LANLSN
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z |z| RT |Scan|#Spec|Start| End | PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2(810.8466 (2 (28.66|2138 1 365 | 379

total 1 peptides

tr|[EOVWU1 |EOVWU1_PEDHC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

EAVYLITPSE
TFQCEFYNPSL
ILDRGFDCVS
KRVPQGDKQS
LLDQAVSNYD

QMSEWTFIIEK
CAYEVTCAVE

back to list

SMDSVYLITP
PETFQCEFYNP
LLILDRGFDC
DSERMPQGDE
PILLDQAVSN

TYQMSRWTEV
CAYEVTNANE

back to list

EAVYLITPSE
TFQCFYNPSL
ILDRGFDCVS
KRVPQGDKQS
LLDQAVSNYD

QMSREWTFILEK
CAYEVTSAAK

back to list
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16/03/2023, 15:18 proteins
1 MALFAMVGQE IMNEAIKNKS KTGKGVDWRV LVVDQLAMRM VSACCKMHEI SAEGITLVED
51 EKSVHSLIND FASPNRSMYR AAHVYFTEVC PEELFNELCK SCAAKKIEKTL KEINIAFLPY
161 FAESRIANME RIAEQIATLC ATLGEYPSVR YRFDYDENVE LAQLIQQKLD AYKADEPTMG
241 SPLLHELTLQ AMAYDLLPID NDVYKYEASA GAPEKEVLLD ENDELWVELR HQHIAVVSQN
321 SMEDLSQMIK RMPQYQEKELS KYSTHLHLAE DCMEAYQGYV DELCEVEQDL AMGTDAEGER
401 DEMRIILLYI LSENGISEEN LTELIQHAQI LPQEKQTIIN MANLGVNIVV DGNREKIYQV
481 EKDIMEECIED KLDVEHFPFL SGRATSSGYH APTSVRYGHW HEDKAQQTVE NVPRLIVFEII
561 WEVIIGSSHI MTPEDFLSNL CNLSS
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 366 | 380
total 1 peptides
tr|R4WS90|R4WS90_RIPPE
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALEKALVGQE IMNDAIKQER KAKEVEWEVL VVDQLAMEMI SACCEMHEIS AEGLTIVEDI
21 EKSVHALMNDF SSPNRTMYRA AHVYFTEACP EQLFETLCHA RVAEYIKTLK EINIAFIPYE
161 ANSRLANMER IAEQVATLCA TLGEYPSVRY RSDFPENVEL AQIIQQKLDA YEADEPTMGE
241 PLLHELTLQA MAYDLLPIEN DVYEYEATAG APEEKEVLLDE NDELWVELRH QHIAVVSQNV
321 MREDLSQMIEEK MPQYQEELSK YSTHLHLAED CMEVYQGYVD ELCEVEQDLA MGTDAEGERI
401 EKMRIILLYAL SENGISEENL NELVQHAQIQ PHEEQAITNL GNLGLNVVVN GNRLEIHQPT
421 DLMEDCIDDE LDIKHFPFLA GRAATSGYQA PSSVRYGHWH EDEGQRQTVEN VPRLIVFIIG
561 EVIMGSSHIL TPEDFLSNLS NLSN
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 365 379
total 1 peptides
tr|AOA158NNZ9|AO0A158NNZ9_ATTCE
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALEGQVGQE IMNEVIKQEK KSTGGVEWRI LVVDQLAMEM VSACCKMHDI SAQGITLVED
21 NSSVQKELIDD FSNPTRTTYE VAHVYFTEAC PDELFKELCH SLVAKHIKTL KEINIAFIPY
1€l FFNLRSANME RIAEQIATLC ATLGEYPSVR YRSDFDRNVE LAQLVQQKLD AYKADEPTMG
247 SPLLHELTLQ AMAYDLLDID NDVYRFEATA GQEEEVLLDE NDDLWVELREH QHIAVVIQNV
321 MRDLSQMIEEK MPQYQEELSKE YATHLQLAED CMERYQGNVD ELCEVEQDLA MGTDAEGERI
401 EKLRIIALYVI SENGITDENL NRLVHHAQVS VDDEQTIVNM ANLGINVVVD SNREELYTVP
421 DVMEDSIEDEKE LDSEKEHFPFLA GRAASSGYHA PTSARYGHWH EKDEGQQTIEN VPRLIVFIVG
561 EVIIGSSHII TPESFLNDLS ELHV
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 365 379
total 1 peptides
tr|AOA151X8A1|A0A151X8A1_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALEGQVGQE IMNEVIKQEK KSTGGVEWRI LVVDQLAMRM VSACCEMHDI SAQGITLVED
21 NPSVQELIDD FSNPTRTTYK VAHVYFTEAC PDELFKELCH SLVAKHTEKTL KEINIAFIPY
161 FFNLRSANME RIAEQIATLC ATLGEYPSVR YRSDFDRENVE LAQLVQQKLD AYKADEPTMG
24 SPLLHELTLQ AMAYDLLDID NDVYRFEATA GQEEEVLLDE NDDLWVELREH QHIAVVSQNV
321 MRDLSQMIEEK MPQYQEELSK YATHLQLAED CMERYQGNVD ELCEVEQDLA MGTDAEGERI
401 KIRIIALYVI SENGITDENL NRLVHHAQVS VDDEQTIVNI ANLGINVVVD SNREELYTVP
421 DVMEDSIEDE LDSEHFPFLA GRAASSGYHA PTSARYGHWH EDEGQQTIEN VPRLIVEVVG
561 EVIIGSSHII TPESFLNDLS KELHV

Supporting Peptides:

INKEREPLST
ESQVEFSLDSP
ESPEFKARSQL
VITENLEEFID
IEDHMRNIVE

PREERITEQT
GGVCEFSEIRC

NKKREPLEPTM
QOVFSLDAPE
GPEKSRSQLL
TRNLKKFIES
KDHMRNIVEI

REERITEQTY
GMSESEIRCA

INKEREFPLFT
EEQVFSLDSR
EGPERARSQL
TENLEEFTES
EDHMENITPI

REERITEQTY
GMCEFSEIRCA

INEEREPLPT
EEQVFSLDSR
EGPERARSQL
TENLEEFTES
KDHMENITPI

REERITEQTY
GMCEFSEIRCA

MEAIYLITEC
ETFQCEFYNFES
LILDRGEDCV
SERMPAGDEQ
ILLDQGVTHY

YOMSEWTEVV
AYEVTNAVEN

back to list

EAVYLITPSE
TFQCEFYNQSL
ILDRGFDAVS
KRMPQGDKQS
LLDQAVSNYD

QMSRWTEVVE
YEVTNAVENW

back to list

MEAIYLITEC
ETFACEYNPS
LILDRGEDCV
KRMPQGDKQS
LLDQTVNHLD

QMSEWTEVIE
YEVTNALENW

back to list

MEAIYLITEC
ETFACEYNPS
LILDRGEDCV
KRMPQGDKQS
LLDQTVNHLD

QMSEWTFIIEK
YEVTNALENW
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16/03/2023, 15:18 proteins
Peptide Uniq|-10IigP Mass ppm m/z |[z| RT |Scan|#Spec|Start| End | PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 365 [ 379
total 1 peptides
tr| AOAOC9Q2F2|AOAOC9Q2F2_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 ALKAQVGQEI MNEVIKQEET AKAGAVEWRI LVVDQLAMERM VSACCKMHDI SAQGITLVED
81 NSSVQKELIDD FSNPGRIIYEK AAHVYFTEAC PDDIFNQLCN SLGPEQIKTL KEINIAFIPY
161 FINLRNANME RIAEQIATLC ATLGEYPSVR YRSDFDRNVE LAQIVQQKLD AYKADEPTMG
247 SPLLHELTLQ AMAYDLLDIE NDVYRYEATQ GQEEKEVLLDE NDELWLELEH EHIAVVSNEV
321 MRDLSQMIEKEKE MPQYQEELSK YATHLHLAED CMERYQGSVD KLCEVEQDLA MGTDAEGERI
401 EKLRIISLYVL SENGISEENL SRLIGHAGVS GDDEQTILNM ANLGINVDGE GREPYQVSEK
451 MEDAIEERLD SKHFPFLAGR AASSGYAHAP TSVRYGHWHEK DEGQATIENV PRLIIFIVGG
561 WVIVGSSHIIT PESFLTDLSE LHV
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z |[z| RT |Scan|#Spec|Start| End | PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 365 379
total 1 peptides
tr|T1IAP1|T1IAP1_RHOPR
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 ILFHFTEIMN DATEQEKKAK EVEWRVLVVD QLAMRMVSAC CEMHEISAEG LTIVEDIHEEK
51 HALMQDFASP NRTMYRAAHV YFTEVCQEEL FNELCKSLAA REIEKTLEEIN IAFLPYESQV
161 RVANMERIAE QIATLCATLG EYPSVRYRSD FDRENVELAQI VQQKLDAYKA DEPTMGEGPE
247 HELTLQAMAY DLLPIENDVY EYEATSGQPD EEVLLDENDE LWVELREHQHI AVVSQNVTEN
321 LSQMIKEMPQ YQEELSEKYST HLHLAEDCMEK AYQGYVDELC EVEQDLAMGT DAEGERIEKEDQ
401 IILLYTLSEN GISEENLNEL VQHAQIQPHE KQAIVNLGNL GLNVVVDGNR KELYQPPREE
421 EDCIDDELDP KHFPFLLGGR AASSGYAHAP ASARYGHWHE DEGQQTVENV PRLLVFIIGG
561 VIIGSSHILT PEDFLSNLAN LS
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 362 376
total 1 peptides
tr| AOAOL7QPT2|AOAOL7QPT2_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 EIMNEVILQE KTATSGAQWR ILVVDQLAMR MVSACCEMHD ISAQGITLVE DINKKREPLP
51 DFNNPTRTTY RVAHVYFTEV CPEELFNELC KSLAAKKIKT LEEINIAFLP YESQVFSLDS
161 ERIAEQIATL CATLGEYPSV RYRSDFDRNV ELAHMVQQKL DAYKADEPTM GEGPEEARSQ
247 QAMAYDLLDI DNDVYRFEAS AGVQEEVLLD ENDDLWVELR HQHIAVVSQN VIENLEEFTE
321 EKMPQYQEELS KYATHLQLAE DCMERYQEEV DELCKVEQDL AMGTDAEGER IKDQMENITP
401 ISENGISEEN LNELVNHAQI SADDEQTIVN MANLSINIVV DGGNRRELYT VPREERITEQ
481 DELDSKHFPF LAGRAASSGY HAPTSARYGH WHEDKGSQTI EKNVPRLIVEV VGGVCEFSEIR
561 IITPKSFLDD LSEKLHV
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2(810.8466 (2 (28.66|2138 1 356 | 370

total 1 peptides

tr|VOIAQ1|V9IAQ1_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

INKEREPLPT
EEQVFSLDSR
EGPERARSQL
TENLEEFTES
KDQMENITEV

ERITEQTYQM
LCFSEIRCAY

REPLPTMEAV
FSLDAPETFQ
FKARSQLITILD
LEKFIDSKRV
MENIVPILLD

RITEQTYQMS
VTEFSEIRCAY

TMEAIYLITP
RETFACFYNF
LLILDRGFDC
SKRMPQGDEQ
ILLDQTVHHL

TYQMSEWTEV
CAYEVTNALE

back to list

MEAVYLITEC
ETFACEYNPS
LILDRGEDCV
KRMPQGDKQS
LLDQTVADID

SEWTPVVEDI
EVTNAIENWE

back to list

YLITPSEKSV
CFYNPSLISS
RGFDCVSPLL
PQGDRQSMRD
QAVSNYDKMR

RWTPILEDLM
EVTSAAFKNWE

back to list

CNSSVQELIE
SFSNMRTANM
VSPLLHELTL
SMRDLSQMIK
DELRIIALYV

MEDIMEDAIE
NWEVIIGSSH

back to list
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1 MNEVIKQEET GSSGVQWRIL VVDKLAMEMV SACCEMHDIS AQGITLVEDI
51 SNPTRTSYEV AHVYFTEVCP EELFNELCES LAAKKIKTLK EINIAFLPYE
161 TIAEQIATLCA TLGEYPSVRY RSDFDRENLEL AHMVQQKELDA YEADEPTMGE
241 MAYDLLDIEN DVYRFEASAG VQEEVLLDEN DDLWVDLRHQ HIAVVSQNVT
321 PQYQRELSEKEY ATHLQLAEDC MERYQGNVDEK LCEVEQDLAM GTIDAEGERTIK
401 EKNGISEENLN RLVHHAQISP DDEQTIVNMA NLGINIVVDG GNREELYTVQ
481 LDSEHFPFLA GRAASSGYHA PTSARYGHWH KDEGSQTIEN VPRLIVEVVG
561 TPESFLDDLS KLHI
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 354 | 368

total 1 peptides

tr|V9ID17|V9ID17_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MNEVIEQEKET GSSGVQWRIL VVDELAMEMV SACCEMHDIS AQGITLVEDI
21 SNPTRTSYEV AHVYFTEACP DELFEKELCHS LVAKRIKTLK EINIAFIPYE
161 IAEQIATLCA TLGEYPSVRY RSDFDRENLEL AHMVQQELDA YEADEPTMGE
241 MAYDLLDIEN DVYRFEASAG VQEEVLLDEN DDLWVDLRHQ HIAVVSQNVT
321 PQYQRELSKY ATHLQLAEDC MERYQGNVDEK LCEVEQDLAM GTDAEGEERIK
401 EKNGISEENLN RLVHHAQISP DDEQTIVNMA NLGINIVVDG GNREELYTVQ
421 LDSEHFPFLA GRAASSGYHA PTSARYGHWH KDEGSQTIEKN VPRLIVEVVG
561 TPESFLDDLS ELHI
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 354 | 368

total 1 peptides

tr|[E2B6A3|E2B6A3_HARSA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MNEVIEQEEKEK TTGGVEWRIL VVDQLAMEMV SACCKEMHDIS AQGITLVEDI
21 SNPTRTTYEV AHVYFTEACP DELFEKELCHS LVAEKHIKTLEK EINIAFIPYE
16l IAEQIATLCA TLGEYPSVRY RSDFDRNVEL AQLVQQELDA YEADEPTMGE
247 MAYDLLDIDN DVYRFEATAG QEEEVLLDEN DDLWVELEHQ HIAVVSQNVT
321 PQYQEELSEY ATHLQLAEDC MERYQGNVDE LCEVEQDLAM GTDAEGERIEK
401 EKNGISDENLN RLVHHAQVSV DDEQTIVNIA NLGINVVVEG NREKLYTVQR
421 DSEHFPFLAG RAASSGYHAP TSARYGHWHEK DEGQQTIENV PRLIVFIVGG
561 PESFLNDLSE LHV
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 354 | 368

total 1 peptides

tr| AOAOCO9RMG4|AOAOCO9RMG4_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

KETAFAGAVE
IYKARHVYFT
TLCATLGEYP
DIENDVYRYE
LSKYATHLHL

ENLSRLIGHA
AGRAASSGYA
LSELHV

Supporting Peptides:

WRILVVDQLA
EVCPEELFND
SVRYRSDEDR
ATQGQEKEVL
AEDCMKRYQG

GVSGDDEQTI
HAPTSVEYGH

MRMVSACCKM HDISAQGITL
LCKSIGARKI KTLKEINIAF
NVELAQIVQQ KLDAYKADEP
LDENDELWLE LRHEHIAVVS
SVDKLCKVEQ DLAMGTDAEG

VEDINEFEREFP
LEYESQVFSL
TMGEGPEKAR
NEVTENLEEF
ERTKDQMENT

LNMANLGINV DGEGREPYQV
WHEDEGQATI ENVPRLIIFI

SEEERITEQT
VGGLCFSEIR

NEKREPLPTM
SQVEFSLDSAE
GFPEFARSQLL
KENLEEKFTESK
DOMENITPIL

REERITEQTY
GVCFSEIRCA

NEKREPLPTM
EQVEFSLDSAE
GFEFARSQLL
ENLERFTESK
DOMENITPIL

REERITEQTY
GVCESEIRCA

NEKREPLPTM
EQVEFSLDSRE
GPEFARSQLL
ENLEEKFTESK
DHMENITPIL

KERITEQTYQ
VCESEIRCAY

LPTMEAVYLI
DSRETFACFEY
SQLLILDRGE
TESERMFPQGD
TEVLLDQTVA

YOMSEWTPVV
CAYEVTNAIK

EAIYLITECN
TFACFYNASF
ILDRGFDCVS
RMPQGDEQSM
LDQTVHHLDK

OMSEWTPVME
YEVITNALENW

EAIYLITECN
TFACFYNASF
ILDRGFDCVS
RMPQGDKQSM
LDOTVHHLDK

QMSREWTEPVME
YEVTNALENW

EAIYLITECN
TFACFYNESF
ILDRGFDCVS
RMPQGDKQSM
LDOTVNHLDK

MSRWIPIIED
EVTNALENWE

TPCNSSVQKL
NPSFINLRNA
DCVSPLLHEL
KQSMRDLSQM
DIDKLRIISL

KEDIMEDAIEE
NWEVIVGSSH

SSVQELIEDF
SNLRTANMER
PLLHELTLQA
RDLSQMIKEM
LEIIALYVIS

DIMEDATEDE
EVIIGSSHII

back to list

SSVQELIEDF
SNLRTANMER
PLLHELTLQA
RDLSQMIKEM
LEIIALYVIS

DIMEDAIEDEK
EVIIGSSHITI

back to list

SSVQELIDDF
FNLRPANMER
PLLHELTLQA
RDLSQMIKEM
LEIISLYVIS

VMEDSIEDEL
VIIGSSHVIT

back to list

IDDFSNPGRI
NMERIAEQIA
TLOAMAYDLL
IKKMPQYQKE
YVLSENGISE

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

K.VEQDLAMGTDAEGER.I| Y 62.08 (1619.7097(-19.2|810.8466|2|28.66 (2138 1 348 [362

total 1 peptides

tr| AOAOAOVCO07 | AOAOAOVCO7_9ARAC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MASFDPVSFA KDFLAGGVAA AISKTAVAPI

21 RYFPTQALNF AFKDEYRQVEF LGGVDERTQF
161 CLVEIFKSGG IAGLYRGENV SVQGIIIYRA

Supporting Peptides:

back to list

ERVELLLQVQ HVSEQIAVDE QYEGMIDCFEFV RIPREQGFLS YWRGNLANVI

WRYFLGNLAS GGAAGATSLC EVCPLDFART RLAADVGFAA GEREFAGLGN

AYFGFL

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

Scan | #Spec| Start

End |PTM

K.DFLAGGVAAAISK.T| Y | 60.72 |1218.6608|81.3|610.3872|2|50.99

4616 4 12

24

total 1 peptides

tr| AOAOP6CE35|AOAOP6CE35_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTDAAVSFAK DFLAGGVAAA ISKTAVAPIE

21 YFPTQALNFA FEDEYEQIFL GGVDERTQFEW
16l LVEIYESDGI KGLYQGFNVS VQGIIIYRAA
24] QSGREGTDIM YTGTLDCWRE IARDEGSEKAF

Supporting Peptides:

RVKLLLQVQH

RYFAGNLASG
YEGIYDTAEG
FEGAWSNVLR

ASKQITADKQ

GAAGATSLCF
MLPDPFENTHI
GMGGAFVLVL

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

Scan | #Spec| Start

End |PTM

K.DFLAGGVAAAISK.T| Y 60.72 |1218.6608 | 81.3|610.3872|2|50.99

4616 4 11

23

total 1 peptides

tr| AOA1W7R9C9|AOA1W7R9C9_9SCOR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MTFDAVSFLE DFLAGGVAAA ISKTAVAPIE

21 YFPTQALNFA FEKDEYEQLFL GGIDEETHEW
161 LAKIFEHDGI IGLYRGFNVS VQGIIIYRAA
241 QSGRPVAERM YENTIDCWGE IYKSEGGGAF

Supporting Peptides:

RVKLLLQVQH

RHFLGNLASG
YEGEFFDTAEG
FEGALSNVIR

ASQQISVEKQ

GAAGATSLCF
MLPNFENTPI
GTGGALVLVI

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

Scan | #Spec| Start

End |PTM

K.DFLAGGVAAAISK.T| Y 60.72 |1218.6608 | 81.3|610.3872|2|50.99

4616 4 11

23

total 1 peptides

tr|V9IK47|V9IK47_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGLADPVAF AFKDFLAGGVA AAISKTTVAP

21 IRYFPTQALN FAFKDEYEQV FLGGVDENTQ
161 NCLTEIFEAD GITGLYRGEG VSVQGIIIYR
241 MMQSGRAKSE ILYENTLHCW ATIYETEGGN

Supporting Peptides:

IERVELLLQV

FLRYFVGNLA
ALRYFGFYDTA
AFFEGAFSNI

QHISKQISEE

SGGAAGATSL
RGMLFDFEET
LERGTGGALVL

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

Scan | #Spec| Start

End |PTM

K.DFLAGGVAAAISK.T| Y 60.72 |1218.6608| 81.3(610.3872|2(50.99

4616 4 13

25

total 1 peptides

tr|[MONYU2|M9NYU2_APICC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGLADPVAF AFKDFLAGGVA AAISKTTVAP

21 IRYFPTQALN FAFKDEYEQV FLGGVDENTQ
161 NCLTEIFEAD GITGLYRGEG VSVQGIIIYR
241 MMQSGRAKSE ILYENTLHCW ATIYETEGGN

Supporting Peptides:

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p1/protein.html

IERVELLLQV

FLRYFVGNLA
ALRYFGFYDTA
AFFEGAFSNI

QHISKQISEE

SGGAAGATSL
RGMLFDFEFA
LEGTGGALVL

back to list

YEGIIDCVVE IPEEQGVLSEF WRGNLANVIR

VYPLDFARTR LAADVGEAGA EREFKGLGDC
FISWMIAQSV TAVAGLTSYFP FDTVRRRMMM

YDEIEEKYT

back to list

YEGIIDCFVER IFEKEQGFLSY WRGNLANVIR

VYPLDFARTR LAADIGEVGA DREFAGLFHC
LLSWLIAQTV TTVAGIMSYFP FDTVRERMMM

YDEIENYIV

back to list

QEYEGMIDCEF VRIPEEQGFL SYWEGNLANV

CEVYPLDFAR TRLAADVGEA GGEREFTGLG
PFLISWGIAQ VVTTVAGIVS YPFDTVRREM

VLYDEIENLL

back to list

QEYEGMIDCEF VRIPEEQGFL SYWEGNLANV

CEVYPLDFAR TRLAADVGEA GGEREFTGLG
PFLISWGIAQ VVTTVAGIVS YPFDTVRREM

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

Scan |#Spec| Start

End [PTM

K.DFLAGGVAAAISK.T| Y 60.72 |1218.6608| 81.3(610.3872|2(50.99

4616 4 13

25

total 1 peptides

tr| AOA0O87U5M6| AOA087U5M6_9ARAC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MPVDVLSFAK DFLAGGVAAA ISKTAVAPIE

21 YFPTQALNFA FEDEYKQIFL GGVDERTQFW
161 LTKIFKTDGL FGLYRGFSVS VQGIIIYRAA
241 MQSGRAKADM QYENTLDCWI KIGRQEGPTA

Supporting Peptides:

RVKLLLQVQH

RYFMGNLASG
YEGFYDTTEG
FFEGALSNII

VSKQISVDKQ

GAAGATSLCFE
MLETDPENTF
RGSGGALVLV

Peptide Uniq |-10IigP Mass ppm| m/z |z| RT

Scan |#Spec|Start

End (PTM

K.DFLAGGVAAAISK.T| Y 60.72 |1218.6608| 81.3(610.3872|2(50.99

4616 4 11

23

total 1 peptides

tr|Q6VQ13|Q6VQ13_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGLADPVAF AKDFLAGGVA AATISKTTVAP

21 IRYFPTQALN FAFEKDEYERQV FLGGVDENTQ
161 NCLTEIFEKAD GITGLYRGEG VSVQGIIIYR
241 MMQSGRAKSE ILYKSTLHCW ATIYETEGGN

Supporting Peptides:

IERVELLLQV

FLRYFVGNLA
ALRYFGFYDTA
AFFEGAFSNI

QHISKQISEE

SGGAAGATSL
RGMLFDFEKET
LEGTGGALVL

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

Scan |#Spec|Start

End [PTM

K.DFLAGGVAAAISK.T| Y 60.72 |1218.6608| 81.3(610.3872|2(50.99

4616 4 13

25

total 1 peptides

tr|AOA2A3ELD5|AOA2A3ELD5_APICC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGLADPVAF AKDFLAGGVA AATISKTTVAP

21 IRYFPTQALN FAFEKDEYERQV FLGGVDENTQ
161 NCLTEIFEKAD GITGLYRGEG VSVQGIIIYR
241 MMQSGRAKSE ILYENTLHCW ATIYETEGGN

Supporting Peptides:

IERVELLLQV

FLRYFVGNLA
ALYFGFYDTA
AFFEGAFSNI

QHISKQISEE

SGGAAGATSL
RGMLFDFEET
LEGTGGALVL

Peptide Uniq |-10IigP Mass ppm| m/z |z| RT

Scan |#Spec|Start

End ([PTM

K.DFLAGGVAAAISK.T| Y 60.72 |1218.6608| 81.3(610.3872|2(50.99

4616 4 13

25

total 1 peptides

tr|AOA0J7L3Z2|A0A0J7L3Z2_LASNI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSSEILTGIL GERYELQTSE KFDEYMKALG

21 VDGREVKSIC TLDGNELVQV QEGDENTTID
—

Supporting Peptides:

YEGIVDCFEVR

VYPLDFARTR
ITIVSWVIAQC
LYDEIRNFLV

QRYEGMIDCF

CEVYPLDFAR
PFLISWGIAQ
VLYDEIENLL

QRYEGMIDCF

CEVYPLDFAR
PFLISWGIAQ
VLYDEIENLL

back to list

IPEEQGILSF WRGNLANVIR

LAADVGEGFA NREFSGLINC
VIMVSGIISY PFDTVERRMM

back to list

VRIPEEQGFL SYWRGNLANV

TRLAADVGEA GGEREFTGLG
VVITVAGIVS YPFDTVRREM

back to list

VRIPEEQGFL SYWRGNLANV

TRLAADVGEA GGEREFTGLG
VVITVAGIVS YFFDTVRREM

back to list

VEGMVTREMGA TVSEVVELTE KDGVYTLKTT STFENTEIKF KLGEEFEEET

REFTFTEMEA IMEVDDIVCT EVYELQE

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

Scan | #Spec |Start| End | PTM

K.FKLGEEFEEETVDGR.K| Y 59.67 (1783.8264| 52.5(892.9673|2|33.5

0| 2638 2 70

84

total 1 peptides

tr| AOA2A3ERN5|AOA2A3ERNS5_APICC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

——

back to list

1 MLSAFYRERY KLQSSENFDE FMEALGVGIM TREVGSSVSP VVELSENNGL YTLETTSPFK NTEIKFKLGE EFEEETVDGR

21 EVESVCTLDG NELIQVQEGE KQTTIEREFS STEMEKAIMEKV DDIICTRVYE VQD

Supporting Peptides:

Peptide Uniq |-10IigP Mass ppm| m/z |(z| RT

Scan | #Spec|Start| End| PTM

K.FKLGEEFEEETVDGR.K| Y 59.67 |1783.8264| 52.5|892.9673|2|33.5

02638 2 66

80

total 1 peptides
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tr| AOAOS8SAE74|AOAO88SAE74_APIME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLSAFYRERY KLQSSENFDE FMEALGVGIM TREVGSSVSP VVELTENNGL YTLETTSPFK NTEIKFKLGE EFEEETVDGR

21 EVESVCTLDG NELIQVQEGE KQTTIEREFS STEMEKAIMEKV DDIICTRVYE IQD

Supporting Peptides:

Peptide Uniq |[-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.FKLGEEFEEETVDGR.K| Y 59.67 [1783.8264| 52.5(892.9673|2(33.50| 2638 2 66 80
total 1 peptides

tr|Q76LA4|Q76LA4_APIME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MPDFLGERYEKE LYSSENFDDEF MEALGVGIMT REVGSSVSPV VELTENNGLY TLETTSPFEN TEIKFKLGEE FEEETVDGRE

21 VESVCTLDGN KLIQVQEGEEK QTTIEREFSS TEMKAIMEVD DIICTRVYEKI QD

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.FKLGEEFEEETVDGR.K| Y 59.67 (1783.8264| 52.5|892.9673|2(33.50| 2638 2 65 79
total 1 peptides

tr|AOAO23EFS1|AOAO023EFS1_AEDAL back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAAWVGEEYK MEEKSEGFDDY MEALGVGMVL RELGNSISPT VELVEEGDEY TENTTSTFEN TTIKFKLGEE FEEETVDGRE

21 VESVCTLEGD NEKLVHEQEGE KPTTIIREFT ATDLTATMTA GNAKCVRYYE AV

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm| m/z |[z| RT |Scan|#Spec|Start|End|PTM
K.FKLGEEFEEETVDGR.K| Y 59.67 [1783.8264| 52.5(892.9673|2(33.50| 2638 2 65 79
total 1 peptides

tr|AOA1L8DZ33|A0A1L8DZ33_9DIPT back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAAWEGKEYEK LEKSDNFDEY MEALGVGMVL REMGNTVTPT VELVENGDEY TENTTSTFES TAIKFKLGEE FEEETVDGRE

81 VEKSVCTMDGP NELIHDQEGE KPTVITREFT PTELTASMTA GDVECVRYYE VV

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.FKLGEEFEEETVDGR.K| Y 59.67 (1783.8264| 52.5|892.9673|2(33.50| 2638 2 65 79
total 1 peptides

tr|V9IIS4|V9IIS4_APICE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MPDFLGKRYE LYSSENFDDF MEALGVGIMT REVGSSVSPV VELSENNGLY TLETTSPFEN TEIKFKLGEE FEEETVDGRK

21 VESVCTLDGN KELIQVQEGEEK QTTIEREFSS TEMKAIMEVD DIICTRVYEV QD

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm| m/z |[z| RT |Scan|#Spec|Start|End|PTM
K.FKLGEEFEEETVDGR.K| Y | 59.67 [1783.8264| 52.5/892.9673|2|33.50| 2638 2 65 | 79
total 1 peptides

tr|Q177Y4|Q177Y4_AEDAE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAAWVGEEYEK MEEKSEGFDDY MEALGVGMVL RELGNSISPT VELVEEGDEY TENTTSTFEN TTIKFKLGEE FEEETVDGRE

21 VEKSVCTLEGD NELIHEQEGE KPTTIIREFT DTDLIATMTA GNAKCVRTYE AV

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.FKLGEEFEEETVDGR.K| Y 59.67 [1783.8264| 52.5(892.9673|2(33.50| 2638 2 65 79
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Peptide |Uniq|-10IgP| Mass |ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
total 1 peptides

tr|T1E383|T1E383_9DIPT back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAAWVGKEYE MEKSEGFDDY MEALGVGLVL RELGNSISPT VELVEDGDEY TENTTSTFEN TTIKEFKLGEE FEEETVDGRK

21 VESVCTFEGD NELVHEQEGD KPTTIIREFT DSELTATMTA GGAKCVRYYE VA

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.FKLGEEFEEETVDGR.K| Y | 59.67 [1783.8264| 52.5/892.9673|2|33.50| 2638 2 65 | 79
total 1 peptides

tr| AOA1BOEX54|AOA1BOEX54_LUTLO back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSAWEGKEYEK LEKSENFDEY MEALGVGMVL REMGNTVTPT VELVENGDEY TEFNTTSTFES TTIKFKLGEE FEEETVDGRE

21 VEKSVCTMDGP NEKLVHDQEGE KPTVIIREFT PTDLTATMTA GDVECVRYYE AV

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.FKLGEEFEEETVDGR.K| Y 59.67 [1783.8264| 52.5(892.9673|2(33.50| 2638 2 65 79

total 1 peptides

tr| AOA1B6MNRO|AOA1B6MNRO_9HEMI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 VHNATDMLIE EYRVTLPLTV EEYQVAQLYS VAEASKNETG GGEGIEVLEN EPFDNYPLLG GEYSKGQYTY KIYHLQSKVP

51 GFIELIAPKG SLEIHEEAWN AYPYCKTVIS NPGYMKENFEV IVIESYHIGD RGTEDNVHEL PPEELEKHREV VEIDIGNDPV
161 SSSDYKP

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm| m/z |[z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 (1684.8308| 26.7|843.4452|2(34.43| 2742 1 22 36
total 1 peptides

tr| AOAOKS8TZW?2|AOAOKS8TZW2_BACLA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEYRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFDNY PLLGGEYNAG QYTYKIYHLA SEVPAFIRLL

21 APKGSLEIHE EAWNAYPYCR TVITVCT

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452|2(34.43| 2742 1 16 30
total 1 peptides

tr|AOA1A9WIA5|AOA1A9WIAS5_9MUSC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MDKGQPVGAH HHRVTLPLTV EEYQVAQLYS VAEASKNETG GGEGIEVLEN EPFTNHPLLG GKYSSGQYTY KIYHLASEVP

21 AFIRLLAPKEG SLEIHEEAWN AYPYCEKTVIT NPKFMENDFI LQIDSLHMAD YGDSNNNPGY MRDNEFIIITE SLHLADVGDQ
161l ENVHELPPEE LEKIREVVHID IAHDPVTPAD YKLDEDPTEF QSEKTGRGPL IESDWELEKVE PVMTCYELVT CEFEWFGLQG
247 RIENFIQEKSE RRLFTNFHRQ VFCWMDRWHG LTMDDIRAIE EEVEKEELDKQ ENEGEVRGTR ADSD

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 (1684.8308| 26.7|843.4452(2(34.43| 2742 1 22 36
total 1 peptides

tr|AOA1BOG7Y9|AOA1BOG7Y9_GLOMM back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1 MLIEEFRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFTNH PLLGGEYSSG QYTYKIYHLA SKVPAFIRLL

21 APRGSLEIHE EAWNAYPYCK TVITNPGEFME ERFLVQIDSL HTADYGDFDN NPGYMRDNFI IIIESLHLAD VGDQENVHEL
161 PPEELKIREV VHIDIAHDPV TPADYKLDED PTKFHSTKTG RGPLVESDWE LEVEPVMTCY KLVTCEFEWE GLQGRIENFI
241 QESERRLFTN FHRQVFCWMD RWHGLTMDDI RAIEEKVEEE LDEQRNEGEV RGTRADSD

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 (1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr| AOAO67R8Y0|AOA067R8Y0_ZOONE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIEEYRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFEDH PLLGGEYRKG QYTYKIYHLA SKVPSFIRLL

21 APRGSLEVHE EAWNAYPYCK TVISNPYMEKE EFVLVIESLH VADNGQQDNN PGYMEENFFI MIESLHLADT GMQONVHELP
161 PEEKLRNRDVV HIDIANDSVT AADYKPDEDP TKFESEKTGR GPLRGQWMDE VEPVMTCYKL VIVEFEWEFGL QTEIEHFIQK
247 SERRLEFTNFH RQVFCWIDEW HGLTMEDIRA IEEKETKEELD EQRMIGEVRG MKAETE

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr| AOAON7Z9V5|AOAON7Z9V5_9EUCA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MEVEEFRVIL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFENY PLLGDEYSKG QYTYKIYHLE SEVFPAFIRLL

21 APEGSLEMHE EAWNAYPYCR TIISNPGYME ENFYITIESL HVLDNGESEN NPSYMERNFT VMIETLHLAD MGTQENAHRL
16l TGEELNMREV VTIDIANDPV KPSDYKADED PTKFKSEKTG RGPLQGPQWW EECDPVMTCY KLVTCEFEWE GFQTRIEKFIL
241 MDAERRLETN FHRQVFCWMD QWHGMDMNDI RRLEDTTKDE LDEQREVGTV RGTEGE

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 (1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr|L7M5S1|L7M5S1_9ACAR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEFRVVL PITVEEYQVA QLYSVAEASK NETGGGEGIE VIEKNEPFEGE QLLGGEYNKG QYTYKIYHLE SEVPPFIRML

21 MPEGSLAVHE EAWNAYPYCR TVLTNPDYMA GNFTLCIETM HAPDNGTQEN VHELPPEKLEK IREVDVIDIA SDEVLPENGR
16l RPQTENGAGE DYKEDEDPST FVSEKTGRGP LEKGDWMKTCE PVMCAYEKLVT VEFEWFGLON RVEAFIQKTE RRIFLNFHRQ
241 VECWMDRWYG MTMADIRELE EQTEKELDEQ LEKGTVRGTE GEE

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr|AOA224YXRO|AOA224YXR0O_9ACAR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEFRVVL PITVEEYQVA QLYSVAEASK NETGGGEGIE VIEKNEPFEGE ELLGGEYNKG QYTYKIYHLE SEVFPPFIRML

21 MPEGSLAVHE EAWNAYPYCR TVLTNPDYMA ANFSLCIETM HAPDNGTQEN VHELPPEKLEK IREVDVIDIA SDEVLPEDGR
161 RRHAGCGAGE DYKEDEDPST FVSEKTGRGP LKGDWMKTCE PVMCAYKLVT VEFEKWFGLON RVEAFIQKTE RRIFLNFHRQ
241 VFECWMDRWYG MTMADIREKELE EQTEKELDEQ REKGTVRGTE GEE

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr|L7M5B6|L7M5B6_9ACAR back to list

| Protein Coverage | Supporting Peptides |
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Protein Coverage:

1 MLIKEFRVVL PITVEEYQVA QLYSVAEASK NETGGGEGIE VIEKNEPFEGE QLLGGEYNKG QYTYKIYHLE SEVPPFIRML

21 MPEGSLAVHE EAWNAYPYCR TVLTNPDYMA GNFTLCIETM HAPDNGTQEN VHELPPEKLEK IREVDVIDIA SDEVLPENRR
16l SQRENCEGDY KEDEDPSTFEV SEKKTGRGPLK GDWMKTCEPV MCAYKLVTVE FEWEFGLONRV EAFIQETERR IFLNFHRQVE
241 CWMDRWYGMT MADIRKLEEQ TEKELDEQLE EGTVRGTKGE E

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr| AOAOL7QKW7 | AOAOL7QKW7_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MNASFFIFML SVERELFRGI EYQVAQLYSV AEASKNNTGG GEGIEVLENE PEFTDYPLLGG KEYSSGQYTYE IYHLASEKEVPG

21 FIRIMLPENS LEIHEEAWNA YPYCETVITN PGYMEKENFVI MIESFHIDDV GNQHNVHELS SDELKIREVI HIDIANDPIG
161 SADYKEDEDP TKFESVETGR GPLVGKDWEN KVQPVMTCYE LVTCEFEWFG LQTRVESFIQ KAERRLFTNF HRQVECWIDR
241 WYGLTMDDIR AIEESTKEEL DRQRHQGEVR GMRADD

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
I.EYQVAQLYSVAEASK.N| Y 56.39 |1684.8308| 26.7|843.4452|2|34.43 (2742 1 21 35
total 1 peptides

tr|W8BHP2|W8BHP2_CERCA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEFRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFDNY PLLGGEYNAG QYTYRKIYHLA SEVFPAFIRLL

21 APKGSLEIHE EAWNAYPYCR TVITNPKFMEK DGFRITIDSL HVPNDSGDLP NVHELPPEKL KTREVVHIDI ANDTVLPADY
161 EKPTEDPTEFE SEKTGRGPLV GPNWEKNVDP VMTCYKLVTC EFEWFGLQTR IENFIQKSER RLFTNFHRQV FCWMDRWHGL
241 TMEDIRAIEE KVEEELDRQR QVGEVRGMRA DSD

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr|AOA034W637|A0A034W637_BACDO back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIEKEYRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFDNY PLLGGEYNAG QYTYKIYHLA SEVFPAFIRLL

21 APKGSLEIHE EAWNAYPYCR TVITNPKFMEK DGFRITIDSM HVRDDAGNIP NVHELPPEKL KTREVVHIDI ANDTVLPADY
161 EKPTEDPTEFE SEKTGRGPLV GPNWEKNVDP VMTCYKLVTC EFEWFGLQTR IENFIQKSER RLFTNFHRQV FCWMDRWHGL
241 TMEDIRAIEE KVEEELDRQR QVGEVRGMRA DSD

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr|AOA224XUC6|A0A224XUC6_9HEMI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEYRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFDDF PLLGGEYSKG QYTYRKIYHLQ SEVPAFIRLL

21 APKGSLEIHE EAWNAYPYCR TVLTNPNYMEK DEKFVIIVETL HVGDRGESPN VHELNEEKLEK LREVVMIDIG SDEPVSPADYE
161 EDEDPREFES QKTGRGPLDS AVWREKVDPV MTCYKLVTVE FEWFGLQSRI ENFIQKSERR LFTTFHRQLF CWMDRWYGLT
241 MEDIRKIEET TEEELDQQRN VGQVRGMHAD CE

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr|T1PCPO|T1PCPO_MUSDO back to list
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| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEFRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VIEKNEPFTDH PLLGGEYSSG QYTYKIYHLA SEVPAFIRIL

21 APKGSLEIHE EAWNAYPYCK TVITNPKFME DGFEVIIDSL HLADLGESEN VHQLPPEKLE QREVVHIDIA NDPVTPADYE
1¢1 PDEDPTEFEKES EKTGRGPLVG ADWEEKKVDPV MTCYKLVTCE FEWFGLQSRI ENFIQKSERR LFTNFHRQVEF CWMDRWHGLT
241 MEDIRAIEDE VEEELDEQRQ EGEVRGTEKAD SD

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr|D3TN38|D3TN38_GLOMM back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEFRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFTNH PLLGGEYSSG QYTYKIYHLA SEVFPAFIRLL

21 APRGSLEIHE EAWNAYPYCK TVITNPGFMK ERFLVQIDSL HTADYGDFDN VHELPPEKLEK IREVVHIDIA HDEVTPADYE
11 LDEDPTEFHS TETGRGPLVE SDWELKVEPV MTCYKLVTCE FEWFGLQGRI ENFIQKSERR LFTMNFHRQVE CWMDRWHGLT
241 MDDIRAIEEEK VEKEELDEQRN EGEVRGTRAD SD

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr|[R4G5F6|R4G5F6_RHOPR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEYRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFDDF PLLGGEYSKG QYTYKIYHLQ SEVPAFIRLL

21 APKGSLEIHE EAWNAYPYCR TVLTNPNYMEK DKFVIIVETL HVGDRGMSTN VHELNEEKLE MREIVMIDIG CDEVAPADYE
161 ESEDPEKFES QKTGRGPLDS AVWREKVEPV MTCYKLVTVE FEWEGLQSRI ENFIHEKSERR LETTFHRQLE CWMDRWYGLT
241 MEDIRRIEET TEEELDEQRN VGQVRGMHAD CE

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr| AOA1ISMLNO|AOA1IS8MLNO_MUSDO back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEFRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VIEKNEPFTDH PLLGGEYSSG QYTYKIYHLA SEVFPAFIRIL

21 APKGSLEIHE EAWNAYPYCK TVITNPGYMK DNFIIIIESH HIADIGDQEN VHQLPPEKLE QREVVHIDIA NDEVTPADYE
161 PDEDPTKFES EKTGRGPLVG ADWEEKVDPV MTCYKLVTCE FEWEGLQSRI ENFIQEKSERR LETNFHRQVE CWMDRWHGLT
241 MEDIRAIEDKE VEKEELDEQRQ EGEVRGTEKAD SD

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7|843.4452(2(34.43| 2742 1 16 30
total 1 peptides

tr| AOAOSS8AUP1|AOAO88AUP1_APIME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEFRVTL PLNVEEYQVA QLYSVAEASK NNTGGGEGIQ VLENEPFTDY PLLGGEYSSG QYTYKIYHLA SKVPAFIRIM

21 LPENSLEIHE EAWNAYPYCK TVITNPGYMK ENFVIMIESF HIDDVGNQHN VHELPPDKLEK IREVIHIDIA NDPIANADYE
161 EDEDPTKFES VEKTGRGPLIG KDWENNVQPV MTCYKLVTCE FEWEGLQNRV ESFIQKAERR LETNFHRQVE CWIDRWYGLT
241 MEDIRAIEES TKEELDRQRD QGEVRGMRAD D

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
K.EYQVAQLYSVAEASK.N| Y 56.39 |1684.8308| 26.7(843.4452|2|34.43|2742 1 16 30
total 1 peptides
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tr|AOA1B6IDS7 |AOA1B6IDS7_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

back to list

1 MLIKEYRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFDNY PLLGGEYSKG QYTYKIYHLQ SKVPGFIEKLI

21 APKGSLEIHE EAWNAYPYCK TVISNPGYME ENFVIVIESY HIGDRGTEDN VHELPPDKLE QREVVEIDIG NDPVSSSDYK
161 PTEDPTKFES EKTGRGPLTN SWTESVEPVM TCYKLVTVEF EWFGLQTRVE NFIQKSERRL FTVFHRQLFC WMDRWHGLTM

241 EDIRALEERT KEELDRQRET GEVRGMEKADT D

Supporting Peptides:

Peptide

Uniq

-10IgP

ppm

m/z

RT

Scan

#Spec

Start

PTM

E.EYQVAQLYSVAEASK.N

Y

56.39

1684.8308

26.7

843.4452

34.43

2742

1

16

30

total 1 peptides

tr|AOA0J7L2C9|AOA0I7L2C9_LASNI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MLIKEFRVTL PLTVEEYQVA QLYSVAEASK NNTGGGEGIE VLENEPFTDY PLLGGEYSSG QYTYKIYHLA SEVPAFIRIL

21 LPENSLEIHE EAWNAYPYCK TVISNPGYME DNEFVIMIESF HIGDVGNQHN VHELPPDKLE IREVVHIDIA NDPVGSADFE
1€l EDEDPTEFES QKTGRGPLVG KDWENNVQPV MTCYKLVTCE FEWFGLQTRV EGFIQKAERR LFTMNFHRQVE CWIDRWYGLT

241 MEDIRAIEDN TEKEELDRQRH QGEVRGMRAD D

Supporting Peptides:

Peptide

Uniq

-10IgP

ppm

m/z

RT

Scan

#Spec

Start

PTM

E.EYQVAQLYSVAEASK.N

Y

56.39

1684.8308

26.7

843.4452

34.43

2742

1

16

30

total 1 peptides

tr| AOAOA9YWM3 | AOAOA9YWM3_LYGHE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MIIKEYRVTL PLTVEEYQVA QLYSVAEASK NNTGGGEGIE VLENEPFENY PLLGGEYDKG QYTYKIYHLQ SEVPGFIRLL

21 APKGSLEIHE EAWNAYPYCR TIISNPGYMEK DNFSIVIESY HIGDRGEKQDN VHELAPEKLE DREVVMIDVG NDPVTSADYE
161 ASEDPTEFSS QETGRGPLTG NWEKDTVDPVM TCYKLVSVEF EWFGLQNRVE NFIHESERRL FTTFHRQVFC WMDRWHGMTM

24] DDIRAIEEKT KEELDRQRNQ GEVRGMEADN D

Supporting Peptides:

Peptide

Uniq

-10IgP

Mass

ppm

m/z

RT

Scan

#Spec

Start

PTM

E.EYQVAQLYSVAEASK.N

Y

56.39

1684.8308

26.7

843.4452

34.43

2742

16

30

total 1 peptides

tr| AOA1B6FGX0|AOA1B6FGX0_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MLIKEYRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFDNY PLLGGEYSKG QYTYKIYHLQ SEVPGFIELI

21 APKGSLEIHE EAWNAYPYCK TVITNPGYMK ENFMIVIESY HIGDRGTKEN VHELPPDKLE QREVVEIDIG NDPVSSSDYK
161 PTEDPTKFES EKTGRGPLTN SWTESVEPVM TCYEKLVTVEF EWEFGLQTRVE NFIQESERRL FTVFHRQLEFC WMDRWHGLTM

241 EDIRALEEKT KEELDRQRET GEVRGMEKADT D

Supporting Peptides:

Peptide

Uniq

-10IgP

Mass

ppm

m/z

RT

Scan

#Spec

Start

PTM

E.EYQVAQLYSVAEASK.N

Y

56.39

1684.8308

26.7

843.4452

34.43

2742

1

16

30

total 1 peptides

tr|VOIGA9|V9IGA9_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MLIKEFRVTL PLNVEEYQVA QLYSVAEASK NNTGGGEGIQ VLENEPFTDY PLLGGEYSSG QYTYKIYHLA SKVPAFIRIM

21 LPENSLEIHE EAWNAYPYCK TVITNPGYMK ENFVIMIESF HIDDVGNQHN VHELPPDKLE IREVIHIDIA NDPIANADYE
161 EDEDPTKFES VEKTGRGPLIG KDWENNVQPV MTCYKLVTCE FEWEGLQNRV ESFIQKAERR LETNFHRQVE CWIDRWYGLT

241 MEDIRAIEES TKEELDRQRD QGEVRGMRAD D

Supporting Peptides:
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Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
K.EYQVAQLYSVAEASK.N| Y 56.39 |1684.8308| 26.7|843.4452|2|34.43|2742 1 16 30
total 1 peptides

tr|D3PIG7 |D3PIG7_LEPSM back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEFRVTL PMTVDEYQVA QLYSVAEASK NETGGGEGVE VIEKNEPYDNV PLLGGEFTKG QYTYKIYHMA SKEVPSIIRYI

21 VPKGALEIHE EAWNAYPYCK TVLTNPGYME DEKFYIKVETY HIADRGDSEN VHELEADKLE MREVVEIDIA NDDVSRGDYE
161 EDEDPVEYES QKTGRGPLSD PQWIESVEPV MTAYELVTVQ FEWEGIQGEV ENFIQQTERR LFLNFHRQVE CWTDEWHGLT
241 MEDIRATEDE TEEELEEQRK HGEVRGTEPI

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
D.EYQVAQLYSVAEASK.N| Y 56.39 (1684.8308| 26.7 (843.4452(2(34.43|2742 1 16 30
total 1 peptides

tr|AOAOP4VQ48|AOAOP4VQ48_9EUCA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MFVEEFRVIL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFENY PLLGDEYSKG QYTYKIYHLE SEVPAFIRLL

1 APEGSLEMHE EAWNAYPYCR TIISNPGYME ENFYITIESL HVLDNGESEN AHRLTGEKLN MREVVTIDIA NDPVEPSDYE
161 ADEDPTKFES EKTGRGPLQG PQWWEKCDPV MTCYKLVTCE FEWEFGFQTRI EKFIMDAERE LFTNFHRQVE CWMDQWHGMD
241 MNDIRRLEDT TEDELDEQREK VGTVRGTKGE

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 (1684.8308| 26.7|843.4452|2(34.43| 2742 1 16 30
total 1 peptides

tr|AOA224Z5P9|A0A224Z5P9_9ACAR back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEFRVVL PITVEEYQVA QLYSVAEASK NETGGGEGIE VIKNEPFEGE ELLGGEYNKG QYTYKIYHLE SEVPPFIRML

1 MPEKGSLAVHE EAWNAYPYCR TVLTNPDYMA ANFSLCIETM HAPDNGTQEN VHELPPEKLEK IREVDVIDIA SDPEVLPEDYE
161 EDEDPSTFEVS KKTGRGPLEG DWMETCEPVM CAYELVTVEF EWFGLQNRVE AFIQETERRI FLNFHRQVEC WMDRWYGMTM
241 ADIRKLEEQT KEKELDEQRKK GTVRGTKGEE

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
E.EYQVAQLYSVAEASK.N| Y 56.39 (1684.8308| 26.7|843.4452|2(34.43| 2742 1 16 30
total 1 peptides

tr|C1C1G0|C1C1GO0_CALCM back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MLIKEFRVTL PMTVDEYQVA QLYSVAEASK NETGGGEGVE VIENEPYDNV PLLGGEFTKG QYTYKIYHLA SKVPSLIRYI

51 VPEGALEIHE EAWNAYPYCK TVLTNPGYMD DEKFYIKVETY HLADRGDSEN VHELEADKLE NREVIKIDIA KDDVTRGDYE
161 ENEDPSKYES EKTGRGPLGE NWIESVDPVM TAYELVTVQF EWFGLQGEVE NFIQQTERRL FLNFHRQVEC WTDRWHGLTM
24] DDIRAIEDET KEDLEEQRKE GEVRGTEPI

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
D.EYQVAQLYSVAEASK.N| Y 56.39 [1684.8308| 26.7 (843.4452(234.43|2742 1 16 30
total 1 peptides

tr|AOA1ISPUA1|AOA1I8PUA1l_STOCA back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 RVTLPLTVDE YQVAQLYSVA EASKNETGGG EGIEVLENEP FTDHPLLGGE YSSGQYTYKI YHLASKVPAF IRLLAPEGSL

21 EIHEEAWNAY PYCKTVITNP KFMEDNFEVI IDSLHLADGG DSDNVHQLPP EELEQREVVH IDIANDPVTP ADYEDDEDPI
161 KFESEKTGRG PLVGADWEEK VDPVMTCYKL VTCEFKWFGL QSRIENFIQK SERRLFTNFH RQVEFCWMDREW HGLTMEDIRA
24] IEDEVEEELD EQRQEGEVRG TRADSD
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Supporting Peptides:

proteins

Peptide

Uniq

-10igP Mass ppm m/z z

RT

Scan | #Spec|Sta

rt PTM

D.EYQVAQLYSVAEASK.N| Y

56.39 |1684.8308 | 26.7|843.4452 |2

34.43

2742 1

10

24

total 1 peptides

tr|AOA232FH25|A0A232FH25_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1

g1

lel

241

back to list

RVTLPLTVEE YQVAQLYSVA EASKNNTGGG EGIEVLENEP FTDYPLLGGE YSSGQYTYEI YHLASKVPGEF IRILLPENSL

EIHEEAWNAY PYCETVISNP GYMEDNEIIV IESYHIGDVG DQENVHELFP DELEIREVVH IDIANDPITN ADYEEDEDPI
KFESEKTGRG PLVGEKDWEHH VDFVMTCYEL VTCEFEWEGL QTRVESFIQK AERRLFTNFH RQVECWMDREW HGLTMEDIRA

IEEETEEELD

Supporting Peptides:

RQREEGEVRG MRADD

Peptide

Uniq

-10igP

Mass ppm m/z z

RT

Scan | #Spec

Start

PTM

E.EYQVAQLYSVAEASK.N| Y

56.39 (1684.8308| 26.7|843.4452 (2

34.43

2742 1

10

24

total 1 peptides

tr| AOAOKS8VNQ1|AOAOK8S8VNQ1_BACLA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MLIKEYRVTL PLTVEEYQVA QLYSVAEASK NETGGGEGIE VLENEPFDNY PLLGGEYNAG QYTYKIYHLA SKEVPAFIRLL

51 APKGSLEIHE EAWNAYPYCR TVITNPKFME DGFRITIDSM HVRDDAGNIP NVHELPPEKL KTREVVHIDI ANDTVLPADY
KFTDDPTEFE SEKTGRGPLV GPNWEENVDP VMTCYEKLVTC EFEWFGLQTR IENFIQKSER RLFTNFHR

lel

Supporting Peptides:

Peptide

Uniq

-10IgP

Mass ppm| m/z |z

RT

Scan | #Spec

Start

PTM

E.EYQVAQLYSVAEASK.N| Y

56.39 (1684.8308| 26.7|843.4452 (2

34.43

2742 1

16

30

total 1 peptides

tr|I1ZEB5|I1ZEB5_9ACAR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel
241

21

[¥5)

401

481

56l

KVIENAEGSR
AHGRMYSPSQ
EDKIVAVYDL
KIELSSALQT
QEIVQETEGR
ADGQTQVEIK
——
DDIENMIKAA
VCNDLQQSSL

Supporting Peptides:

TTEPSVVAFTK
IGAFILMEMK
GGGTFDISIL
DINLFYLTMD
APSESVNPDE

DGERLVGMFA
ETAEAYLNQP
EIQEGVEFEVEK
ANGPEHMNLE

AVAVGAAVQG
VYQGEREMAS NNELLGQFSL

EFFAEEDEEE REIVETVNQA

ERQAVTNAAN
VENAVVTVPA
STNGDTEFLGG
LTRSEKFESLV
GVLSGNVTEI

VGIPPAPRGV

EGIIHDTESK

TEYATKRLIG
YENDSQRQAT
EDFDNALVNF
ADLIKRTIEP
LLLDVTPLSL

PQIEVTEFDID

MEEFEDQLPS

Peptide

Uniq

-10IgP Mass ppm m/z z

RT |[Scan |#Spec

Start PTM

K.SQVFSTAADGQTQVEIK.V| Y

51.22 [1807.8951(505.9|905.4121(2

31.30(2392 1

394 (410

total 1 peptides

tr|D9IFR6|D9IFR6_ODIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
g1
lel

321

401

481

sel

MPAVGIDLGT
QEDLRNWPET
IAGLNVLRII
DEFKREFEED
DAKMDKAQIH

TFSCVGVEFQH
VESDSGEPKI
NEPTARALAY
LESNFRALRR
DIVLVGGSTR

GEVEIIANDQ
CVEFEGEQER
GLDENLSGER
LRTAAERAKR
IPKVQSLLON

IETAGGVMTE
NGILNVSAED
EDKDTVLESC

Supporting Peptides:

IVERNSRIFC
TSTGNSENIT
DDTIEKEWLDNN

KQSQTFTTYS
IRNDKGRLSQ
NLAEKEEFEH

GNRTTPSYVA
FAPEEISSMV
NVLIFDLGGG
TLSSSTEATI
FFNGESLNLS

DNQPAVTIQV
SDIDRMLAEA
RFQELTREKCS

FTESERLIGD
LTRMEETAEA
TFDISILTID
EIDALFEGAD
INPDEAVAYG

FEGERAMTED
ERYAEEDEEQ
PIMTELHSGS

Peptide

Uniq

-10IgP

Mass ppm m/z z| RT

Scan | #Spec|Start

End |PTM

K.AQIHDIVLVGGSTR.I| Y 4,

8.68 |1464.8048 | -2.0|733.4082|2

31.02

2362 1 327

340

REFDDPEVQEK
KDAGQISGLN
LSAEFEEDQG
CERKAISDAEV
GIETLGGVMT

ANGIVNVSAR

EEYEEKLEEEKI

AREKNQVAMNPE
YLGETVSDAV
EGSLFEVRAT
FYTEVSRARF
ARVQARTLSG

NNLLGTENLT
RORVAARNQL
GRGQQGPSCE

DMEIVSYKIV
VLRVINEPTA
IDVTEDIMAM
SESDIEKEVIL
ELINENTTIP

DRKGTGKEQQI

AFTREVLANK

ENTVEFDAKRL
ITVPAYENDS
AGDTHLGGED
EELCADLFRS
DESSKIQDVL

GIPPAPRGVFE
ECGYVENLEQS
QQTGGFGGAR

back to list

FASNGDAWVE
AATAYGMDES
QELEEAAEFA
VGGMTRMPEV

TEESQVESTA
—

IIQSSGGLSK

DNETFEEIEE

back to list

IGRKYDDPKI
QRQATKDAGA
FDNRLVSHLA
TLQPVEKALC
LVDVAPLSLG

KIDVITFDLDA
VEDAGSELSP
SGPTVEEVD

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p1/protein.html

53/66



16/03/2023, 15:18

proteins

Peptide

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

|Scan | #Spec | Start | End |PTM

total 1 peptides

tr| AOA026W3N3|AOA026W3N3_OOCBI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MDQITPKEVE ILENPEDIQE RREQVLGRYA NFKSEARNER DELEDSRRFQ YFERDADELE

51 LQAKIQKHQA FEAEVAAHSN AIVLLDNTGS EMITQHHFAS DIIRKRLEEL HRLWELLLSR
161 CDEVMFWIHD KEAFVTTDEF GHDLEHVEVL QREFDEFQKD MASQEYRVTE VNELADELLL
247 QRLEQLATLE QEELFGAHET QRFNREDADET MAWIAEKDVV LSSDDFGRDL ASVQTLQREH
321 ADRLAATHEA DHSRQIQAKR AEILQSWESL TAKAKERRLE LDESYYLHRF LADYRDLVSW
401 EALVDRHQEH KGEIDARADS FDATTLAGNK LLEEKHYAAF EVARKLNSLA DDESSLLSLW
481 EQADAWMAKQ EAFLANEDLG DSLDSVEALI KEKHEDFDESL AAQEEKIKVL DDFAGKLIEG
561 ILLEKSAQRR RRLEDAYKLQ QFERDCDETK GWVNEKLEFA TDDSYLDPTN LNGEVQEHQN
64 ELIDGDHYAS DRIRTRTEEI VTLWESLARA TEEEGARKLQE ASQQOQFNRT VEDIELWLSE
721 QEFHALLEAD VTSHADRIDS ITQAAEQFVE SGHFDADNIEKE TEQEQLQTRY AATQRPMSSR
201 EAWIREEEPV AASTNRGREDL IGVQNLQEEH QAVLAEINNH EPREVAAVCQA GSTMLQEGHF
581 DEARQRENDL DDSLQAHQYF ADANEAESWM KEEKRPIVMNG DYGKDEDSSE ALLEKHEALV
961l RQQETPTVDI TGEECVVALY DYTEKSPREV SMEEKGDTLTL LNSNNKDWWK VEVNDRQGFEV
1041 LAREQSSIAA RQAQIEGQYD DLLRLARERQ NELNETAKAY VLVREAAELA TWIEDKENHA
1121 DFQADLEANE VRLAEMNEIA VQLMSLGQTE AALKIQTQIQ DLNEEWTSLQ TLTAERANQL
1201 REEDAALNND DLGEDLESVQ ALQRKHEGLE RDLAALGDKI EQLDETANRL MQSHPETAEQ
1281 SREEKLLDSY DLQRFLSDYR DLMAWINSMM GLVASEELAS DVTGAEALLE RHQEHRMEID
1261 HYASVEIMEE LDSMTEARQE LEEAWIQRRM QLDONLELQL FCRDCEQAEN WMSAREAFLS
1447 FDEATINAHEE EIATIQTLAD QLIAAEHYAA KPIDERRCQV LDEWRHLEDA LIEERSELGE
1521 ELQLATEENY EDPANIQSKH QKHQAFEAEL AANADRIQAV LAMGGNLIDE HQCAGSEDAV
1601 ESMELEEANEKE QRTYIAAVED LDFWLGEVES LLTSEDAGED LASVQNLMEE HQLVEADIQA
1681 FDAAGIQEKER QSINERYERI RENLAAHRQAR LNEANTLHQF FRDIADEESW IEKEEKKLLVGS
1761 EAELGSHEPA IQAVQEAGEK LMDVSNLGVP EIEQRLELLN QAWAELEQLA ATRGQELDES
41 QQLLSVEDYG DTMAAVQGLL KEKHDAFETDF AAHGERCEDI CEAGETLIEKA GNHRADAIGQ
1921 TRLNDNSAYL QFMWEADVVE SWIADKETHV RSEEFGRDLS TVQTLLTEQE TFDAGLHAFE

QTPNIQKERHA DVIAERWQELL ADSDAREQEL LEMQDOQFRQI EELYLTFAEE ASAFNSWEFEN

REAHAQFQAS LSSAEADFQA LAALDEQIES FNVGPNPYTW FTMEALEDTW RNLQEIIKER

FAFHANAFHQ WLAETRTAMM EGSGSLEQQL EATERETQEV RARRQDLEEI EDLGAILEEH

QLDQLGMEMQ HNLEQQOQIQAR NQSGVSEDAL EEFSMMFEHF DEDESGELNH QEFESCLEAL

DIVDPNRDGY VSLQEYMAFM ISKETENVQS SEEIENAFRA ITAADRPYVT EEELYANLTEK

FITAATLDYIE FTRTLFQN
Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start| End |PTM
R.LAEMNEIAVQLMSLGQTEAALK.I| Y 35.52 [2359.2126(120.2|787.5060 |3 |42.08 | 3600 1 1133 (1154
K.HQAFEAELAANADR.I Y 21.17 |1541.7222(297.2|515.0674 3 (29.89 2247 1 1543 (1556
total 2 peptides
tr|AOA1B6ENV6|AOA1B6ENV6_9HEMI
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MNRQPSAENN VPDELRDVLL EFTISYLLEQ PPDVLDYAVE FFTELRDNRT TIVRPPFRAA
51 NTRRESVFAE AYDPEADDDD TQEVVFPESD EQRQGLAESV KEKILLFRSLD KEQMHEVLDA
161 NFYVIQTGTY HAYVELDDGN QELIHTYHDK GSFGELALLY NQPRAATIQA GSEGSLWALD
247 TLIDCVPMLE TLQSYERLNL ADALIPRTYE DGDLIIEQGD AADGMYFVEA GTIEITIFNE
321 LVTHEPRAAS AYAVGTTEKLA FLDVEAFERL LGPCMEIMKR NIDDYESQLE KIFGSKHNIT
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
K.LAFLDVEAFER.L| Y 44.82 [1308.6714|392.4(655.5997 (2(38.65|3214 1 339 | 349

total 1 peptides

tr|AOA1C9FPZ6|AOA1CO9FPZ6_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

GWIYEKLQAA
LADKGLKLQQ
DGHPERDTIL
EGIERDLAAL
MNDMRAIISA
EKRRILYEQC
EHYAADDVAQ
FEQELNANRT
VEGQLMSEDC
KQRLLDSLQV
AAEEINNRLT
SDLEAFASTI
PAAYVERVEP
QVQDVGEDLE
GSAHEVQRFH

TYAKQKEINE
ARASTFQTFE
SADAVDSSDN
SQTLQQFSRD
QRRLASIADQ

HEERIKDMNA
DDYGRDLTGV
LTYQQFLAKV
RCAQLRNKLE
HEGIQNITSL
AEEDLTDPVR
DVELAKEAQR
LILDNRYTEH
GYDLPMMEEG
EMADYCVARM

SPDDSVISNE
MFEERVEEGD
RQTFRRIILK
DGREIQVEEI
DVR

back to list

SDESYKDPTN
ALVLVQFIRH
RRKEELNESW
EDKVYTLGAE
DELAKDVAGA
VDLQLEYRDT
RRQLLLERRA
RMEEMVATGQ
GKDLTSVQNL
QQLFRDIEDE
ALDEHWGQLK
AALRDQAAAC
EAGLSASQQON
QVEVMQKKED
RDVDETKDWI

EWTQLTAKAN
MFGQQLLQSS
VEALIKKHED
ADEMENWIAE
WEYLTQKTTE

QADSLIESGQ
ONLKKKHKRL
EEEEAWITEK
QLGALAARRK
KEMLVESGHD
CNSIEEIRAL
QEENDKLRKE
STVGLAQQOWD
QPDPEFENIL
KPYVDPKSER

back to list

EDDEFPVPRF
YITEQGDDGD
SAFEEREMYE
EEGGYFGELA

back to list
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1 VEEKEIDEIVA FLEAGPLDPN VEVVVGVPAL YLTYTKSVLP ATVQVSAQNS YEVAKGAFTG EISPAMLLDS GIPWVILGHS
51 ERRNVFGETD ELISERVAHA LEAGLEVIAC IGEKLDEREA GRTEEVVFEQ TEATIADKVES WDNVVLAYEP VWAIGTGKTA
161l TPQQAQEVHD KLROQWLAENV NPAVSESLRI IYGGSVTAGN AKFELAKEEDI DGFLVGGASL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07| 2084 1 190 | 202
total 1 peptides

tr|AOA1C9FPZ7|AOA1COFPZ7_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 VEKEIDEIVA FLEAGPLDEN VEVVVGVEPAL YLTYTKSVLP ATIQVSAQNS YEVAKGAFTG EISPAMLLDS GIPWVILGHS
21 ERENVFGETD ELISEKVAHA LEAGLEVIAC IGEKLDEREA GKTEEVVFEQD TEAIADKVKS WDNVVLAYEP VWAIGTGKTA
161l TPQOAQEVHD KLERQWLAKNV NPAVSESLRI IYGGSVTAGN AKELAKEKDI DGFLVGGASL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 (1249.6666 | 71.9|625.8855(2(28.07| 2084 1 190 | 202
total 1 peptides

tr|AOA289YXQ1|AOA289YXQ1_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 VEEKEIDEIVA FLEAGPLDPN VEVVVGVPAL YLTYAKSVLP ANVQVSAQNS YEVAKGAFTG EISPAMLLDS EIPWVILGHS
21 ERRENVFGETD ELIAEKVAHA LEAGLEVIAC IGEELDEREA GETEEVVFEQ TEKATADKIEKES WDNVVLAYEP VWAIGTGETA
16l TPQROAQEVHD KLERQWLSENV SPAVSESLRI IYGGSVIAGN AKELAKEKDI DGFLVGGASL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9|625.8855(2(28.07|2084 1 190 (202
total 1 peptides

tr|[AOA1C9FQ23|AOA1CIFQ23_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 WVEEKEIDEIVA FLEAGPLDPN VEVVVGVPAL YLTYAKSVLP ANVQVSAQNS YEVAKGAFTG EISPAMLLDS EIPWVILGHS

21 ERRNVFGETD ELISEEVAHA LEAGLEVIAC IGEKLDEREA GETEEVVFEQ TEATADKVES WDNVVLAYEP VWAIGTGKTA
16l TPQOAQEVHD KLROWLSENV SPAVSESLRI IYGGSVTAGN AKFLAKFEEKDI DGFLVGGASL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07 | 2084 1 190 | 202
total 1 peptides

tr|AOA1CO9FPY5|AOA1CO9FPY5_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 VEKEIDEIVA FLEAGPLDPEN VEVVVGVPAL YLTYTKSVLP ATVQVSAQNS YEVAKGAFTG EISPAMLLDS GIPWVILGHS

51 ERRNVFGETD ELISERVAHA LEAGLEVIAC IGEKLDEREA GRTEEVVFEQ TEATIADKVES WDNVVLAYEP VWAIGTGKTA
161 TPQQAQEVHD KLROQWLAENV NPAVSESLRI IYGGSVTAGN AKFELAKEEDI DGFLVGGASL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07| 2084 1 190 | 202
total 1 peptides

tr|AOA1CO9FPY7|AOA1CO9FPY7_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 VEKEIDEIVA FLEAGPLDEN VEVVVGVPAL YLTYTESVLP ATVQVSAQNS YEVAKGAFTG EISPAMLLDS GIPWVILGHS
21 ERRNVFGETD ELISEKVAHA LEAGLEVIAC IGEELDEREA GETEEVVFEQ TKATIADKVES WDNVVLAYEP VWAIGTGETA
161 TPQOAQEVHD KLEQWLAKNV NPAVSESLRI IYGGSVTAGN AKELAKEKDI DGFLVGGASL
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Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07| 2084 1 190 | 202
total 1 peptides
tr|AOA1C9FQ28|A0OA1C9FQ28_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 VEEKEIDEIVA FLEAGPLDPN VEVVVGVPAL YLTYAKSILF ANVQVSAQNS YEVAKGAFTG EISPAMLLDS EIPWVILGHS
21 ERENVFGETD ELISEKVAHA LEAGLEVIAC IGEKLDEREA GKTEEVVFEQD TEAIADKVKS WDNVVLAYEP VWAIGTGKTA
161 TPQQAQEVHD KELRQWLSENV SPVVSESLRI IYGGSVTAGN AKELAKEKDI DGFLVGGASL
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z |[z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [(1249.6666| 71.9|625.8855(2(28.07| 2084 1 190 | 202
total 1 peptides
tr|AOA289Z694|A0A2892694_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA ESVLPANVQV SAQNSYKVAK GAFTGEISPA MLLDSEIPWV
21 ILGHSERRNV FGETDELISE KVAHALEAGL EVIACIGEEL DEREAGKTEE VVFEQTEAIA DEVESWDNVV LAYEPVWAIG
1el TCGRTATPQQA QEVHDELRQW LSENVSPAVS ESLRIIYGGS VIAGNAKELA KEKDIDGFLV GGASL
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z |[z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 (1249.6666| 71.9|625.8855(2(28.07|2084 1 195 (207
total 1 peptides
tr|AOA289Z2SG2|A0A289ZSG2_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA ESVLPATVQV SAQNSYKVAK GAFTGEISPA MLLDSGIPWV
21 ILGHSERRENV FGETDELVSE KVAHALEAGL EVIACIGEEKL DEREAGKTEE VVFEQTEAIA DEVESWDNVV LAYEPVWAIG
16l TGRTATPQQA QEVHDELRQW LAEKNVNPAVS ESLRIIY¥YGGS VTAGNAKELA KEEDIDGFLV GGASL
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07 | 2084 1 195 | 207
total 1 peptides
tr|AOA289Z5U6 | A0OA289Z5U6_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 WEMNGVEKEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYT KSVLPATVQV SAQNSYKVAE GAFTGEISPA MLLDSGIPWV
21 ILGHSERENV FGETDELISE KVAHALEAGL EVIACIGEEL DEREAGKTEE VVFEQTEAIA DEVESWDNVV LAYEPVWAIG
161l TGKTATPQQA QEVHDELRQW LAKNVNPAVS ESLRIIYGGS VIAGNAKELA KEKDIDGFLV GGASL
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07| 2084 1 195 | 207
total 1 peptides
tr|AOA289ZUV1|A0A289ZUV1_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA ESVLPANVQV SAQNSYKVAK GAFTGEISPA MLLDSEIPWV
21 ILGHSERRNV FGETDELISE KVAHALEAGL KVIACIGEEL DEREAGKTEE VVFEQTKATIA DEVESWDNVV LAYEPVWAIG
161 TGRTATPQQA QEVHDELRQW LSENVSPAVS ESLRIIYGGS VIAGNAKELA KEEKDIDGFLV GGASL
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9|625.8855(2(28.07| 2084 1 195 (207

total 1 peptides
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tr| AOA289YU85|A0A289YUS85_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV
21 ILGHSERRNV FGETDELISE KVAHALEAGL
16l TGKTATPQQA QEVHDELERQW LSENVSPAVS

Supporting Peptides:

GVPALYLTYA
EVIACIGEEL
ESLRIIYGGS

proteins

back to list

ESVLPANVQV SAQNSYKVAK GAFTGEISPA MLLDSEIPWV
DEREAGETEE VVFEQTEKAIA DEVESWDNVV LAYEPVWAIG
VTAGNAKELA KEKDIDGFLV GGASL

back to list

ESVLPANVQV SAQNSYKVAK GAFTGEISPA MLLDSEIPWV
DEREAGETEE VVFEQTEAIA DEVESWDNVV LAYEPVWAIG
VTAGNAKELA KEKDIDGFLV GGASL

back to list

ESVLFPNVQV SAQNSYEVAK GAFTGEISPA MLLDSGIPWV
DEREAGKTEE VVFEQTEKAIA DEIKSWDNVV LAYEPVWAIG
VTAGNAKELA KEKDIDGFLV GGASL

back to list

ESVLFATVQV SAQNSYEVAK GAFTGEISPA MLLDSGIPWV
DEREAGETEE VVFEQTEKAIA DEVESWDNVV LAYEPVWAIG
VIAGNAKELA KEKDIDGFLV GGASL

back to list

ESVLPATVQV SAQNSYEVAK GAFTGEISPA MLLDSGIPWV
DEREAGKTEE VVFEQTEAIA DEVESWDNVV LAYEPVWAIG
VTAGNAKELA KEKDIDGFLV GGASL

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
R.IIYGGSVTAGNAK.E| Y 43.82 (1249.6666| 71.9|625.8855(2(28.07|2084 1 195 (207
total 1 peptides
tr| AOA289ZSB5|A0A289ZSB5_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA

21 ILGHSERENV FGETDELISE KVAHALEAGL EVIACIGEEL
16l TGKTATPQQA QEVHDELRQW LSENVSPAVS ESLRIIYGGS
Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start| End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07 | 2084 1 195 | 207
total 1 peptides
tr|AOA289YUJ3|A0OA289YUI3_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 WEMNGVEEEI DEIVAFLEAG PLDPNVEIVV GVPALYLTYA

21 ILGHSERENV FGESDELISE EIAHALEAGL EVIACIGEEL
161 TGRTATPQQA QEVHDELRQW LSENVSPAVS ESLRIIYGGS
Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 (1249.6666 | 71.9|625.8855(2(28.07| 2084 1 195 | 207
total 1 peptides
tr|AOA289Z121|A0A2892121_9HYME
| Protein Coverage | Supporting_Peptides |
Protein Coverage:

1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYT

21 ILGHSERRNV FGETDELISE KVAHALEAGL EVIACIGEEL
16l TGKTATPQQA QEVHDELRQW LAKNVNPAVS ESLRIIYGGS
Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9|625.8855(2(28.07|2084 1 195 (207
total 1 peptides
tr|AOA289ZGX1|A0OA289ZGX1_9HYME
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYT

21 ILGHSERRNV FGETDELISE KVAHALEAGL EVIACIGEEL
161l TGRTATPQQA QEVHDELRQW LARKNVNPAVS ESLRIIYGGS
Supporting Peptides:

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

R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07| 2084 1 195 | 207

total 1 peptides

tr|AOA289ZUT5|AOA289ZUT5_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1 WEMNGVEKEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA KSVLPANVQV SAQNSYKVAE GAFTGEISPA MLLDSEIPWV
51 ILGHSERRNV FGETDELISE KVAHALEAGL EVIACIGEEKL DEREAGKTEE VVEFRQTKAIA DEVESWDNVV LAYEPVWAIG
161 TGETATPQQOA QEVHDELRQW LSENVSPAVS ESLRIIYGGS VIAGNAKELA EEKDIDGFLV GGASL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07| 2084 1 195 | 207
total 1 peptides

tr|AOA289YXV8|A0A289YXV8_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA KSVLPANVQV SAQNSYEVAE GAFTGEISPA MLLDSEIPWV
21 ILGHSERRNV FGETDELISE KVAHALEAGL EVIACIGEEKL DEREAGKTEE VVFEQTEAIA DEVESWDNVV LAYEPVWAIG
161 TGETATPQQA QEVHDELEQW LSENVSPAVS ESLRIIYGGS VTAGNAKELA KEKDIDGFLV GGASL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 (1249.6666 | 71.9|625.8855(2(28.07| 2084 1 195 | 207
total 1 peptides

tr|AOA289ZSB4|A0A289ZSB4_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYT KSVLPATVQV SAQNSYKVAE GAFTGEISPA MLLDSGIPWV
21 ILGHSERRNV FGETDELISE KVAHALEAGL KVIACIGEEL DEREAGKTEE VVFEQTKATA DEVESWDNVV LAYEPVWAIG
16l TGETATPQQA QEVHDELEQW LAKNVNPAVS ESLRIIYGGS VIAGNAKELA KEKDIDGFLV GGASL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9|625.8855(2(28.07|2084 1 195 (207
total 1 peptides

tr|AOA289ZSL8| AOA289ZSL8_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 WEMNGVEKEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA KSVLPANVQV SAQNSYKVAE GAFTGEISPA MLLDSEIPWV
21 ILGHSERRNV FGETDELISE KVAHALEAGL KVIACIGEEL DEREAGKTEE VVFEQTKATA DEVESWDNVV LAYEPVWAIG
16l TGETATPQQA QEVHDELEQW LSENVSPAVS ESLRIIYGGS VTAGNAKELA KEKDIDGFLV GGASL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07 | 2084 1 195 | 207
total 1 peptides

tr|AOA289ZS]3|AOA2892SI3_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 WEMNGVEKEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA KSVLPANVQV SAQNSYKVAE GAFTGEISPA MLLDSGIPWV
51 ILGHSERRNV FGETDELISE KVAHALEAGL KVIACIGEEL DEREAGKTEE VVFEQTKATIA DEVESWDNVV LAYEPVWAIG
161 TGETATPQQA QEVHDELEQW LSENVSPAVS ESLRIIYGGS VTAGNAKELA KEKDIDGFLV GGASL

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07| 2084 1 195 | 207
total 1 peptides

tr|AOA289YU32|A0A289YU32_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 WEMNGVEKEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYT KSVLPATIQV SAQNSYKVAEK GAFTGEISPA MLLDSGIEWV
21 ILGHSERRNV FGETDELISE KVAHALEAGL KVIACIGEEL DEREAGKTEE VVFEQTKATIA DEVESWDNVV LAYEPVWAIG
161 TGETATPQQA QEVHDELEQW LAKNVNPAVS ESLRIIYGGS VTAGNAKELA KEKDIDGFLV GGASL
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Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07 | 2084 1 195 | 207
total 1 peptides
tr|AOA2892S39|A0A289Z2S39_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA ESVLPANVQV SAQNSYKVAEK GAFTGEISPA MLLDSEIPWV
21 ILGHSERRNV FGETDELIAE KVAHALEAGL EVIACIGEKL DEREAGKTEE VVFEQTEAIA DEIEKSWDNVV LAYEPVWAIG
161 TGRTATPQQA QEVHDELRQW LSENVSPAVS ESLRIIYGGS VIAGNAKELA KEEKDIDGFLV GGASL
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9|625.8855(2(28.07| 2084 1 195 | 207
total 1 peptides
tr|AOA289YFQ4|AOA289YFQ4_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA ESVLEFPNVQV SAQNSYKVAK GAFTGEISPA MLLDSGVEWV
21 ILGHSERRNV FGETDELISE KVAHALEAGL EVIACIGEEL DEREAGKTEE VVFEQTEAIA DEVESWDNVV LAYEPVWAIG
16l TGRTATPQQA QEVHDELRQW LSENVSPAVS ESLRIIYGGS VIAGNAKELA KEKDIDGFLV GGASL
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9|625.8855(2(28.07|2084 1 195 (207
total 1 peptides
tr|AOA289ZGZ1|A0A2892GZ1_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 WEMNGVEEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYT ESVLPATIQV SAQNSYKVAK GAFTGEISPA MLLDSGIPWV
21 ILGHSERRNV FGETDELISE KVAHALEAGL EVIACIGEEKL DEREAGKTEE VVFEQTEAIA DEVESWDNVV LAYEPVWAIG
16l TGRTATPQQA QEVHDELRQW LAEKNVNPAVS ESLRIIY¥YGGS VTAGNAKELA KEEDIDGFLV GGASL
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07| 2084 1 195 | 207
total 1 peptides
tr|AOA289YU53|AOA289YU53_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 WEMNGVEKEEI DEIVAFLEAG PLDPNVEVVV GVPALYLTYA KSVLPANVQV SAQNSYKVAE GAFTGEISPA MLLDSEIPWV
21 ILGHSERENV FGETDELIAE KVAHALEAGL EVIACIGEEL DEREAGKTEE VVFEQTEAIA DEIESWDNVV LAYEPVWAIG
161l TGKTATPQQA QEVHDELRQW LSENVSPAVS ESLRIIYGGS VIAGNAKELA KEKDIDGFLV GGASL
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 [1249.6666| 71.9(625.8855|2(28.07| 2084 1 195 | 207
total 1 peptides
tr|V9IKD3|V9IKD3_APICE back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MGREFFVGGN WKMNGTKSEI NDIVGFLEKG PLDSNVEVVV GVPSIYLTYA ENILPNNISI AGQNTYEVAE GAFTGEISPA
21 MLLDNGIPWV ILGHSERENI FGENDELIAE KVAHALDSGL KVIACIGEKL EEREAGKTDE VVFRQTEAIA NEINSWDNVWV
161 VAYEPVWAIG TGKTATPQQA QEVHEEKLENW FSENVNQTVA ETVRIIYGGS VTAGNAKDLA KEKDIDGFLV GGASLEPDEV
241 QIVNAEQ

Supporting Peptides:
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Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.D| Y 43.82 | 1249.6666| 71.9(625.8855|2|28.07| 2084 1 205 (217
total 1 peptides
tr|AOA1L1ZLV2|AOA1L1ZLV2_APICC back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MGREFFVGGN WEMNGTKSEI NDIVGFLEEG PLDSNVEVVV GVPSIYLTYA ENILPNNISI AGQNTYEVAE GAFTGEISPA
21 MLLDNGIPWV ILGHSERENI FGENDELIAE KVAHALDSGL KVIACIGEKL EEREAGKTDE VVFRQTEAIA NEINSWDNVWV
161 VAYEPVWAIG TGETATPQQA QEVHEELRNW FSENVNQTVA ETVRIIYGGS VTAGNAKDLA KEKDIDGFLV GGASLEPDEV
241 QIVNAKQ
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.D| Y 43.82 | 1249.6666| 71.9(625.8855|2|28.07| 2084 1 205 (217
total 1 peptides
tr|AOA0J7KLG9|AOA0IJ7KLG9_LASNI back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MARKFFVGGN WEMNGTKSEI GDIVAFLETG PLDPNVEVVV GVPSIYLTHV TSIVPNNVSV SAQNTYEVSE GAFTGEISPA
21 MLLDNGIPWV ILGHSERENV FGETDELIAE KVAHALEAGL KVIACIGEKL EEREAGKTEE VVYRQTEAIA DEIKSWDNVWV
161 LAYEPVWAIG TGETATPQQA QEVHEELREW LSENVDPAVS NTLRIIYGGS VTAGNAKELA KEKDIDGFLV GGASLEPDEV
241 QIVNARC
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.E| Y 43.82 (1249.6666| 71.9|625.8855(2(28.07|2084 1 205 |217
total 1 peptides
tr|A4ZXC4|A4ZXC4_APIME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MGREFFVGGN WEMNGTKSEI NDIVGFLEEG PLDSNVEVVV GVPSIYLTYA ENILPNNISI AGQNTYEVAE GAFTGEISPA
21 MLLDNGIPWV ILGHSERENI FGENDELIAE EVAHALESGL EKVIACIGEKL EEREAGKTDE VVFRQTEAIA NKINSWDNVV
161 VAYEPVWAIG TGETATPQQA QEVHEELRNW FSENVNQTVA ETVRIIYGGS VTAGNAKDLA KEEKDIDGFLV GGASLEPDEV
241 QIVNAKQ
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.IIYGGSVTAGNAK.D| Y 43.82 | 1249.6666| 71.9(625.8855|2|28.07| 2084 1 205 (217
total 1 peptides
tr| AOAOL7R8Y4|AOAOL7R8Y4_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 TSGMEPIGRI QMRTRRTLREG HLAKIYAMHW GSDSRNLVSA SQDGELIVWD SYTTNEVHAI PLESSWVMTC AYAPSGSYVA E
21 CGGLDNICSI YSLKTREGNV RVSRELPGHT GYLSCCRFYD DNQIVTSSGD MTCALWDIET GQQCTSFIGH TGDVMSLSLA
161 PDTRTFVSGA CDASAKLWDL REGSCEKQTFP GHESDINAVT FFPNGYAFAT GSDDATCRLF DIRADQELAM YSHDNIICGI
247 TSVAFSKSGE LLLAGYDDFN CNVWDSMEAE RAGILAGHDN RVSCLEVTED GMAVGTGSWD SFLRIWN
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VSCLN(sub G)VTEDGMAVGTGSWDSFLR.I| Y 37.12 |2443.1147| -8.4|1222.5544|2(38.94| 3247 1 282 | 304 [ Mutation

total 1 peptides

tr| AOAOS8SAR98|AOAO88AR98_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1 MSSELESLRQ ESDELENAIR DARKAACDTT LVQATSGMEP IGRIQMRTRE TLRGHLAKIY
21 IVWDSYTTNE VHAIPLRESSW VMTCAYAPSG SFVACGGLDN ICSIYSLEKTER EGNVEVSREL
16l SSGDMTCALW DIETGQQCTS FIGHTGDVMS LSLAPDTRTF VSGACDASAE LWDIREGTCK
24 AFATGSDDAT CRLFDIRADY ELAMYSHDNI ICGITSVAFS EKESGRLLLAGY DDENCNVWDS
321 VTEDGMAVGT GSWDSFLEIW N
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VSCLN(sub G)VTEDGMAVGTGSWDSFLR.I| Y 37.12 | 2443.1147| -8.4|1222.5544|2(38.94| 3247 1 316 | 338 |Mutation

total 1 peptides

tr|V91330|V9IJ30_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSSELESLRQ ESDELENAIR DAREKAACDTT LVQATSGMEP IGRIQMRTRR TLRGHLAEIY
21 IVWDSYTTNE VHAIPLRSSW VMTCAYAPSG SFVACGGLDN ICSIYSLETR EGNVRVSREL
1€l SSGDMTCALW DIETGQQCTS FIGHTGDVMS LSLAPDTRTF VSGACDASAE LWDIREGTCK
247 AFATGSDDAT CRELFDIBADQ ELAMYSHDNI ICGITSVAFS ESGELLLAGY DDEFNCNVWDS
221 VTEDGMAVGT GSWDSFLEIW N
Supporting Peptides:
Peptide Uniq|-10igP| Mass |ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
R.VSCLN(sub G)VTEDGMAVGTGSWDSFLR.I| Y 37.12 |2443.1147| -8.4|1222.5544|2(38.94| 3247 1 316 | 338 |Mutation
total 1 peptides
tr|B4KM55|B4KM55_DROMO
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MNSEKADVNRER VLATIQAKKER HRNNEKRGEQ NGANGAPVQE NQQOQQOQOPQQ QHHQQOPLQOQ
21 NNSHIEGASE FELHVGNASG AINSKSTASF SNATASTSSG GSANTPDAQS KSKSQNNMQH
161 ESELVSENEE QELEKEDYCKEG GYHPVNIGDL FQGRYHVIRK LGWGHFSTVW LCWDLQEERY
241 KILRAVRETD PTNPRRHETV QMFDDFEITG VNGTHICMVFE EVLGDNLLEL IRKESNYRGIP
321 CCEIIHTDIK PENVLLCVDE PHVRSLAVEA TQLYCMNSKM YPSLVSRAPK EYREPPITGK
401 FKEQRDYLEQA GGDEQHEQPE QLEQPVPEAH ALNGDAGVSD NEQDVDGEDG NAGCEDVEPV
481 EKNENKFSQQQ SQAQDQKPPQ ENSTSSGDSS SVALKSSNTN GSNSNSSHST STLEGQSNGA
561l QOVNNNNSNS KQNSNSNSKI SNNSMEGSSS TNGGPYSEPL LPPPPPPPLA KQRVERDPAL
64 HFTEDIQTRQ YRSLEVILGA GYDTSADIWS TACMVFELAT GDYLFEPHSG DTYTRDEDHI
721 PTYTFNRNGE LENITGLEPW GLMDVLVEEY EWSEREAEAF TAFLEPMLEF DPAERATALRE
201 SQPAGAAVAV ATEAAAATAA GAGADVASSD YVQSTASVAT LASISSIAST SASAMAALAQ
581 HAMSSVRTAP ATPTRTPEHT DDVDGVQDIG LTVAISEMLP PAPPPPPPLP SMSAPYSESK
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT ([Scan|#Spec|Start|End|PTM
E.AHALNGDAGVS.D| Y 26.91 |1010.4781(227.8|506.3614|2|47.56 4220 1 429 (439

total 1 peptides

tr|AOA151ILK1|AOA151ILK1_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

AMHWGSDSEN
PGHTGYLSCC
QTFPGHESDI
MEAERAGILA

AMHWGSDSEN
PGHTGYLSCC
QTFPGHESDI
MEAERAGILA

QEQPEQQQYE
S5Q5Q5Q0YQQ
VAIKIVESAQ
LENVESITRQ
MSKNKKKKLK
VQPIKPELDG

AGGNEFEASEP
EFCNVQVEIA
AHTIELLGFI
CLQHEWLRXD
ARPYSATTSA
SQRFFWEEKAL

LVSASQDGEL
REYDDNQIVT
NAVTFFFNGY

GHDNRVSCLG

back to list

LVSASQDGEL
REFYDDNQIVT
NAVTFFFNGY
GHDNRVSCLG

back to list

EPETQAFENA
QARSSSNESD
HFAETAFKDET
VLEGLDYLHS
EFAFKRMELFEF
TERKAEKKERER

KQELQOQPQOR
DLGNACWVDR
PRHIVFRGTY
TMQPGCWLPA
PPTPQSHATH
RRVFQRRK

back to list
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1
81
lel
321
401
481
s6l

721
801
881
961
1041
1121
1201
1281
1361
1441
1521
1601

2321
2401
2481

1
2641
2721

MQPECTEDVV
LDTLIPVERQ
LSWLETLILN
AIGSRKCICL
LLEDVDSAAL
DELVIVVQTL
QDALDVFECCS
RPFSACLLERI
ILFRSYFIIE
IEGSLVEALR
RNRFTEFYVD
SNVLRSLYES
YILTDSVREN
GILVDAMREG
IELHFDEIFP
SQHLADEGYL
AVILMEKSCQF
AMRNGDLFLA
NRFTEVWCEG
LSIGEKAYYHG
KEGPHTCENH

VEGGKGGEFA
ARRGLPRSFL
TIKAASNEEC
SEPQDENLLV
RHLEQLFEDV
RELELLDIES
IDSNGNVVTI
MSEEIVWDQF
DLDAATWSVE
LLLNEFYEQSS
TNKLLLLLYA
IDLRKDLRWF
ESPYDSIKKI
VYSRKSFDET
CLAKFEDVTS
ECHVGGPVLL
YSSTIDKMER
GNLELIDPVH
FASLSKDCAD
TALAQLSHGV
QFRIFKLGLH
RELFPSYREK
ESLIQRYNMV
QCLPLCENIL
QQIICWRNLE
FESRLDLLLT
VEKTHRTLHK
RKLEDFIESY
PLDLSTIRQY
QSFDREFSSLR
DANALPIIAA
STDIENGEQL
LKLSDIYSLF
CVPKDLDLEE
LODMKRNDEE
KREKQNDDDDM

MEKDPDDREEMT

ECFPELLLAL
NRRKFSRISE
FGKFLIDYED
QGPVGCGKTA
DVASVLSNLM
FPVLNSIATK
VSNQEQRLNL
AICIKQKEPV
PNKEFLKRIA
DGYWVLLDEI
ELTEQSDLEL
FSLSFLTQLD
LKDLVRVVSI
YWIILDELNL
NELQIILNQR
VLAAKVRKAE
KEPVLLVGET
DEISLADDSV
CMARNDLRDI
ACLTYIDSLG
AFTFTPTTKL

WEDGFFLRAL
NREFTQISVAT
NNEQYFNPGD
LEDQERALKES
TTLLIESLQT
ELRNLSIFVE
KEPHENFELFL
NMVDLLHTAF
NLQDNSELVL
QDDAFLEKEL
DSMILNEDIS
SEFERLGELT
SERIEKKFLIL
TLENIHNVEQ
IFSDLMGLLR
NLVLQLMLNEK
DIQDLISMERK
EVELELEYLE
FREKRVGSYTL
FILINEIREL
ELHNHVILNR
DEFNDIENESQ
YGMLDNILFES
NEVNNLLQEW
LSCWEDCLDA
FHCHVYYFDD
LVEEFQNALK
MEQSVRLREEK
FEAEKEVDEYM
AQILNLSEAR
SONDEIWENA
QEENHTIKRY
SNLLLLIHEF
SEMNESEEET
QSDDDDDEEN
DHDENQEEKNEK

TETREERSRERET

ISIAIPIRNI
VSDHDIVIAC
KSVDTSIICV
LVEYLARVTG
ETGTLCVEGY
IIDVFLLESV
ARRITDKLGI
LLVGETGTGK
SCHRKQQKKDI
NLANAETLEC
LVSSYLAELN
YNSYPIVOEM
GKIPILLQGD
APSDVLEALN
CSMPESYCKQ
EADEIRQVIK
GGGKTTVCOL
LERLNSLLEP
IIHNLRTDLE
CSSTGSESIN
NTLKLLRALQ

RAGYWILLDE
LMEDDLKFIL
GVELIYVNRM
LVQCVEMNWM
KITDDKLEQV
QDECLNAGGK
TMNPRYGEIS
LVEQRLLRGF
IRQQGLLLNA
VSKMLRGNAT
LKKTENKDLI
LIDKAGKSKG
PSPHSTEVNM
FCDKSLRDLA
AMVGVERKVE
TNREKEKNVL
QDENFTHIKS
EDIADFRKTI
VEKHMNLYMI
ISLRESRVTD
GLTKSLWRDM
LSFTEKTPTQ
LSEGLAIKLY
PEHSTLKSIQ
TYENLRSDTS
SDNKNELLAI
QTVSTCLIVN
NTDRSLPKNK
LAHWEGCEKY
EQDPNMLRQN
NRVLKENLNL
ELNLKNLINM
DDLQSANHCT
EKGGMGLADG
DLDKEMGETE
KEINELDEPK

KRENNaSRFRRENS S

QPSSASRDKDI
HSILQSAVSH
SFESMEDTVEK
HDSSNFIKVQ
ROTIYVNSGE
GDYDSGSNAC
IREFAEHFCN
TSSIQYLARS
LERFGQNEKFA
LSGLLEGSSE
LPFEKHKAIVEK
IAKATILNNEN
TSVGETSLIT
RVLDDNRELF
VINVMTDLQI
KHLERDVDFD
IAATNGQAMR
ERSLLLAEERKG
TTEEFIANAT
ELQDFTEAAL
LNKPILLEGS

proteins

IHKLNCVILG
FEHEWNWSKF
NISSIISVGG
LGDQTDSKML
QLFVTQRLMM
DATLSLKIGR
KHEKPFIDLLP
TGHEKLVVINM
QEKSDQDDDL
SLSLLERGDG
FYLNVRKEAM
IKEILGIPIP
YLAKTTGHVC
IPETQQVVEA
RRESTAAFAG
NLFTLNDKTS
GVNCHMHTES
IESLHGEENT
LRFTEWLQAT
REIKLEIENT
PGVGKTSLVS

—

LNLASQSVLE
RMQFPSLPIE
RTYEDRQRVY
SILVGTSGSG
TELHEHLEQV
FEWVDSVLVK
RAMRNRGVEI
SAKQSIKNAC
ALRKMYESLLK
FDNLEHKSEL
SIKLYCSAVK
LETNLDQISL
EVQSKLMRIT
VHSLPKREMM
LLLLPELFCC
PAVALGTYKE
KLSDYYESVK
¥VTMLQDRIL
ADNISRDCES
LESFIYNLIR
NELLQQIVLI
LDKTESNFSG
NSLNFLTTLG
NIIERIYTFS
KWWEFLYALI
LWNVYNYYKQ
PKDFIVTKSL
QKSQAKSILQ
YYKSLIRLNA
RNVNYSIKKL
VKSTAKRFHS
ILLVIQEKFK
RLLLKCLPLL
EGTKDVSDRI
KGAEQLDREI
IDEDHINPYH

FTRENNN N T

GLNACFDHRG
LINHMVQENS
QIYQEMFSLE
KSSVVRLLAA
RHLFDENVAG
CLODGTWLLI
YMLGSKENID
IDVYIKPRPL
SDSGNIGRNI
MEKVIAQYCS
NGKLEFPQLEN
LLSVHYRWLL
KDLDERDEGG
QSNARICLWP
LAQFIQRSHA
QVNQLQLLND
ELRKAYKSSI
GISAANEHPR
TDLTKTVSEA
FPTIGWQQEN
WKQQQLEEEK
LITKDDIREI
LQASQEKSAD
ITSPVSRELT
ESYIMRSEKD
FVDDVKARID
QSVDVKAQFI
QRKMMLANYF
LNAMLDTNRT
AENLKTLLIT
LEMPFEVLSI
DIKEDILYIN
EQYILLVQFY
ESEDQLEDAR
WGDDQEESEE
GRKFQPQPEPE

MM S

KLLDVNQDLL
YRYLTNADDR
ILLPTLGKTH
LGMYRCTDVP
SVTGIQKHVT
QMSTRDLIKW
DLLVAGRAKL
NQQSESADLL
NMLKKWEKML
EPVKRHPDFT
STLEDGTAHK
KPKCSPGEDY
VRINNHEHTD
HEHFMLFATQ
KRGFITLRDL
PVTRHILEEI
SDFLGNLREV
VITADEKFIF
EVGKKLTVSI
IKPELDMETP
ALARATGHTL

EIYIPELGKT
KLASEAGIVW
KYPLPENQLP
LTGQKLRSIT
RTMAAETKLF
DQVNLCSPAV
KNLIDFNSLL
RDSRFREHLT
ITTESLNDEC
ESTNARRSLP
QPLITFEVQF
KFLRKLKSLS
STLEQKLKII
IYEYVFLSLA
FKDTSRLLHW
ILWENSISLT
DDENEEESFS
FVAMRDCEKR
ETWGLSVQLF
LLNLSGLCVS
RAAEKDSLYK
QQTHSNIVTS
QILRENTKDE
GLELLLVKIH
NVQETNDEP I
VLKAPIEKKL
SELNTLLKKA
KDLYQMGINY
TDLGQENIER
LEIGFEQLLL
DIHNSFVTFL
KEPNEMNDVN
LNEQVASFRI
PADQEQEKQD
DNQQSENESE
PLDLPEDMNL

HarS QM TIr

IYVLHYFDVN
VEWVALECIA
STYNLVPVSS
GEFVWQFPGVL
GSS5SSLLOEHW
CSRAIVDEVV
TREKEAEYARI
GGYEPVDLEF
EFELDELEAQV
VFACMNFATD
PHYSLRTLCR
IYIEGYWVLQ
LQEYVGSYIA
NFPGLYGGRK
FEWGERYRLA
LENGISGFRH
RDHVENNQEL
VGTMNPGGDY
RDVLTWVNETL
VINEDVVNAS
LEINLSDQTD

FLVEFPGTELF
GHTGSPWEMN
TYITADEESI
VNSAMDTTEI
LHEKIEELSEL
LDRLNGLLEP
FNAGIMESAH
SLIDEIVEQR
GLKEDEEFML
LDLWQLVGRT
LEQASFYIET
NETMSESKLW
SVQLEDALAM
CTLQGEMCRE
RGITEEDIEE
NERCDSSSND
KETLRRGEGWM
LLETRDDLNC
AERKIEKTEYLP
TDMESLIGSC
NEIESHNDTL
FIATEWICHNS
SEGRERAYDE
QWEENAHSGV
TEHELVESLE
KDEVEIARWN
REAPCRCEEI
RTGTQTLNNN
CRGHSAHLML
FLRCCPAESS
DTEMEHFLQON
IEKEAEKEEKLN
TCEKILYLQLN
DFEACKEEEEG
EEGTGEQIGE
DEDGEEDNGG

SR DMNSNDAMT R

PAPFELFDDS
IVLNMSESTR
MFENLQSLAT
TQAVIAGKWL
LCLNMEFLST
SSPDSLLEKIF
DIEKINFESET
LISPIREEFE
KSQYALAFSF
VGERDLEVGL
ALYISASNEC
GSLTFEIPTN
DETGELVFEE
VLSRAFENRF
PDVGNELYDW
IVWTYHMRRI
FEWMDGFLID
GFRELSFALR
NVSTASTLSEK
DEFGILFFYI
VSDLEGADLFP

GCONPLRQGG
LRDVIRWCEI
GDVVLSRENC
LGSFEQTDYN
VSSMKLWESS
NGVLSIGERG
RDALLDIYDR
VTCDEEISVI
NVDVTDILSY
TCDNDTTGRD
ILODINIEKY
NIVDRINHOL
RKEIILLWRD
ETISSVTLTE
SITSYVESKI
LATLEFYLHL
ILGYIQLMLF
LRAFRPASAN
AYPDVVLPLL
STDTEFVRMQE
TEEEELALEV
STLTSSTNYI
YKDCKVEEVR
SMTDYVLKLM
HFMNQSCLVE
DNNYWAVKET
IRRNSYPSVR
ADEVIDETVS
IAHKQEMTIV
SDENGATLTL
NSMLFEKLRA
VKLLERDIKE
VFLDLAANGF
IDMSENEFDNE
KEMGARDDNG
DDENPEDIDE

PTREDNMPCIRE
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proteins

EALLLUA L L R LA RN A AT AL ANAT A A iaArE LRANAN A A AL A e i

Supparting,feptdss: \p FESTIKKLKT TYTQDEVSRD ENEDDANNTD GNKAEMAQHT

4 Pentidepmipimr iRy MashrvRRRH K PRV A E R RN (4eree itk Rl WEMINOTETTV
L.LEGSPGVG.K| Y 26.89 |714.3548|1334.0(716.3150(1|48.57 4338 1 1637 | 1644

otal T pepBaia S DHVERF RFEMERMLGE WIQVPSTEEA TAAWNCLCSY TOARARDLSE
total 1 peptides

Ao

TuL

DVTACATFDEN FTWTDDTREFDS FDNVWATITTAT NMIMOSaMATYH SWERET ARROST O

tr|AOA1B6HTRO|AOA1B6HTRO_9HEMI

T W AR L L N S SR N VLN R L TR S S LTS R L i

I-Brotein Caverage ] SuppgetingPeplides LrrerLIGTR

Protein Coverage:

1

g1
lel

]

321

GMAANLONIF VAKATSMVAL GSAAFVVTMV
I—]

GEIPEDFPLF LPELIMCCGE
TFTPFREEDT KNISRDTKTH
LIVLALTVHE GFEGLAIGLE
TSDNDHLTEL LSVLLQGVAT

TENIEHLQREK
HITEQDLITV
TTSPPSLREL
FGIGMGLLMS

Supporting Peptides:

LW LAUAL Ll

SYMDNFFFFF

PVLIGRRISS

FIMYIVEEVA
RSSCVSEREE
SSVAAVWYLL
GTLLYVVEFFE

LNV W

YMILRDINTL

FEHPPQIETEN

HEILHSHHAK
DIHSHEHCHN
ARVATHECVL
ILKRDNHGEA

Peptide

Uniq |-10IgP

Mass

ppm

m/z

Scan

#Spec Start

PTM

M.VALGSAAFV.V| Y 26.62 (833.4647(348.1|417.8847|2|32.32| 2506

1 18 | 26

total 1 peptides

tr|AOA212F2D3|A0A212F2D3_DANPL

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAIMMFAIFI LSIFIPSVNL NQDVMESLSY
51 LLDQQGNMIV ENTEGFIRAN GGDDSMVSFEL

Supporting Peptides:

EFGTELFECG
IQLYSMCEREE

Peptide |Uniq|-10IlgP| Mass |[ppm m/z |z| RT |Scan

#Spec

Start PTM

S.ISNGCKA.A| Y 26.37 |691.3323| 12.4|692.3481|1(47.60| 4225

1 124 | 130

total 1 peptides

tr| AOAOL7KX54 | AOAOL7KX54_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MERGGGHSAR PAGQTAATRL RSAVRATSIP AMDDQQTITV

21 GGARYTCSSR LSNGCKAVVH VNEHDAVVYA AAHHNHEPDN
I—
161l NCEAIVHVGK HGTIVSATSY HTHDPTEYIQ GSAQFINLER
24 VDEDGNIVSA ASYHTHDPTE YIRVSGGREYI EYINLERGTE
321 YGETIYITLER GSELLMYQGY SFAEKNGMFRE SCERYICSSR
4ac LPIQIITLSN
Supporting Peptides:
Peptide Uniq [-10IgP| Mass |ppm m/z z| RT |Scan |#Spec|Start|End|PTM
R.LSNGCKA.V| Y 26.37 |691.3323| 12.4|692.3481|1(47.60| 4225 1 91 97

total 1 peptides

tr|AONE24|AONE24_ANOGA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

PP N I

KDFEEFDDYT
ELEGETAETM
KLRLVLEPTQ

T TOEAMTVT

N O TR B R |

PGVLSDALRQ

TEMDFILSLF

QGGTQDRDIT
REHEEQSRDL
AFCIGIELVS
KLAQLIVVIV

Arrar ravimsaras v

LDAATEDQNE
EVERGNESTF
ASRLEGDYKT

TTEAMOT OITT S

ALLLILL W LN W L

WFEVVGEIDT

LSFGGGVLLC

LNISSAVLVD
HYDHDHQHHD
GHISLPLSIF
GFAGMAALTV

EETKDDTMDV
HTMEWNIEEN
GFRINMEKITI

EOATTEYT DT &

back to list

LoV LA L L LIV

TTFLHLLPEV

SEATLSEDYG
HETGDHHTLV
YAFIYSCASP
LLNA

back to list

ERTNYTRAMA RDILHIWEES YDLNHDETGC LVLCAMVRLE

TSSISNGCKA ATELSKCFRA AIQQIGWVPD TTSLLVISYD
—

back to list

CLOQNIASIDN ETVHYVTLEC GGVLLLYRGH KFEILSEAHD
YFINLERGTE LLMYRGYTYS KNGMFRGGGD RFVCSSRLSM

GSELLIYEGY SFARNGMFEK GGDRYTCSSR QSMECEATVH
LIMYQGYSFA ENGIGREKGGE RYTCSSRLTM KCEAIVRVDR
ISMECEKAIVE VGEDGNIVSA VADHNHDFIS IWDDEKFASQ

back to list

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/ltq-p1/protein.html

63/66



16/03/2023, 15:18

1
81
lel
321
401
481
561

— -

721
g01

DPLEDFQICG
QAAFREEFFEY

MPREDIDYDT
IDNSIYKSVA
IMELCVHGEP
HGKESGDQTY
KRLNFELRTI
EVKQVGSEVW
SLRLNLTTDL
DAEENGRGER
KESSYTKSSV
TAIKEKTNLY
LEMCTNYSLP
TNEVQRKTAS
GGQVNQTARN
DLRSSAYPHF
ERTTFHENML
VWETEHAANY
GTKSYAMVOW
PTDRIYDGLF
SGAFSFKDNV
TTDQPVQEES
VDCMLTANIT
KDNVDEFRAGM
KPKPDIKRVM
KLEVSQGDID
VDEAEVHKHQ
ACRVEYKQDF
KFHDKNGVVE
ELAFQPLTPE
NGKALGKENL
TGVRYVSPDL
METSYETDES
IENLYLVSGN
TYRNNNQDRE
YEPIGVHYVH
SKKQSRLELA
KQRTVRGGVV
GEWNYSYHLF
ATGAYPVYLI
LEMNHSRLIT
LOHDFEELQH
KFIDIVGSIF
GWEVGNEIET
NELLEEIKQL
REVMELEQKL
FDKRFISLDL

Supporting Peptides:

REVCSKETSEF
GEEPEHTETS

TETDVSGICD
CYERHQLVEPF
NIRRDFEPDVE
LLSGSTVVNT
IESERYPTEV
SHLTNLAKSA
FGESINFLEL
AAVQRLPVLI
FLDTSYDVEL
SNSAWAAHLK
DVSNTGKDVE
MSFVNGNISH
NISQWDYMIM
DVALNGTLLD
QKGVDHTVRL
SGWYKDRSSN
KDERYWESAL
LLSYPNRTFES
LYTDLIANWA
VRSNWQHKAD
SSNINYRSIN
NNMVLGCTGV
LPQTASSLVE
FRDRFYLRDL
ALVDLMTEMK
SRTENTMDLG
EIKARAERNR
GSIGSIRYDC
HSPWVQYGID
ENNHNLTEGG
RKRYAYHSEY
ISMPASTKVM
QQGTVEMEVE
SVNKQDPTVE
PTVWIAYDFE
WRDLANSSTD
STHEASDLDL
NGTLLDGPEL
GHLLWRPEIK
FLNASYAADD
HGDAMRYLSL
FLYNKTQEIA
RKIEFVHFLI
PMSWHAFNET
SDSNRCQYLL

REYNVGHLYEY
DVDETGGVHE

VQYKTNGRNG
SNGLAGAVTE
LKFLTAARAL
FCKIHSNCGE
RVEAVNVERR
SPVRVQAQGL
NVRLEGLEQS
ARQIQEDVDR
SSGMPLALGL
LRGTDQAVLQ
VESLILSGPV
KAIGMYINNP
FETKRVRTKT
GMGHLDFTLL
LVRYAPKREV
VEYYHYAKLA
MESAPIKQLD
GTFDLKATHP
EDQRLGVELN
KRHSNITGSL
GRFGISERNR
WRKAHLKDFE
ENLWNNEVDD
LNMHNSLQLK
NLQKVFLNGT
FTVNDGDLYS
ELFMVDLSVP
RNSSTSTEEN
QADVEMMEDV
DLNLNNIWIF
SGIGDIRALV
SANVIFNDLS
LQTRHFAEIK
SLDFKRAEIF
RTNRSRDDVE
GQQIRVFLGH
DSIGSIGLRP
DATGFFYLNI
SDVQKLVRDY
FYIRSITNIT
TLEDSLERYD
DSPYENTVTN
QRYEEVKAKA
PKFEEIPEFK
AHDYYNRTIT

DHSMYVETAL
ESDVIAEELM

TSLLFRKTKD
TYNRLELADE
SSNALYQLLT
SEAVQAIVQY
SDCTRTKDYF
LAENDLDSKF
VHHLEGPNGT
LGFHLEGNFD
VGASSVDLRL
VSLEQERNDI
NFDVSLEKTD
NQQRVEMSLN
IGYVSVSHNM
HNNAPDLRDE
IGVGSFSMPR
AQIGLTNSTR
LELHIDKIRD
RYLANARISW
GTYRSNKEIF
RLISPYENYR
HLVAEIITPK
YSYRIYTPLQ
EQEDEDYDEE
TPFPVAQQIT
LELEDHSYKG
NFRMDGAWSF
MEDYRNFSIH
LEVESGNEVA
QPISGSVVAR
SANSSVDFIS
REDWGPDVRK
NMKADVNCTT
YGLSERPAIT
ELDNKEDNKF
AQNFTLKISY
PSFQRDVTVD
GLWGVSSNSH
DDEMVQMEIN
VNQMHQALLE
MTVLDELALK
KVVKEVHLQF
FTQDLDLLYK
EWLAEEFQVV
YISKIQDLFA
LLLESSDLRY

proteins

VGESGDNTSEL
RFELRFAFHD

LVSCKRRYKT
ETYVHEGNNE
RSRAICDNGH
LEEELLDTIQ
LELYSTFLLD
NLDIRKFSRN
YSAKKVGERV
KPQVTIGVKI
TGKIRAFDYT
FSIRSEMFVL
PTARKMFVLEY
VNDRKYLALE
TYMIHNSMEY
EYRTTLEMIF
SQRFWLESRF
ELFGVMKYIQ
ISATLRGYKT
NTTEAIVIHF
NCELGTQLKS
MGALVAKVSV
TELGIELLYA
EFEESALIVK
EDEENLLNFI
SEFVMKFSHE
NLTAKTMTTD
AKPHYIKGAG
GRLOHRQGSE
KLDGSFRLLA
YGIRDVSGNA
IRDMSAVLEV
ERIQSILNVF
PFLNVSWIHG
TGYAEVEYNS
NVTGELHVLS
PNRNISADGW
ARYFTDPKHW
YERAYLSQMH
MTPDGSENVY
YTEFWIKHVY
NEITSLPKIL
IKHIQELWDK
DLITNDVETN
SRLSQMWEVV
GSNTTIWTVY
GQTSRQITLI

Peptide

Uniq|-10IgP

Mass ppm

m/z z

RT [Scan

#Spec|Start

PTM

G.AIGEICHE.D| Y

24.14

870.3905

270.9

436.3204 |2

31.53|2418

1 132 (139

total 1 peptides

tr|AOA1J1IXA2|AOA1J1IXA2_9DIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

HISSVVEIDF

GAIGEICHED
—

TSFIQTVEYD
IDIQRRSSLL
KHILESLEYI
SAESKLQHDR
VEVRIBAYLQ
YEQTLFFDEY
DTYMKFLRQY
FGNDLNYYTD
RWLIDIEGKL
TERRELQQAG
SWAERQNQT I
MGYNKTDTRN
RFIGSTTERL
ARDNPYRSQL
NLTVPGFHPC
DEHDNRLSMN
PLKREVGVEF
DAGTHEEMLS
SLERNIPAVTM
SDNRTITGAA
VVSPONFDVE
VVINSERAQY
GEIELYTIVM
TTDITVGMNV
ASLALSFEAE
KYQSNFLEIN
YAVSGQLYRN
MSDWFLKLGL
SCLWNWALKS
LLPKPVGDVH
RIGDRQELMM
QLEFIESPIE
KNVLSGQYTS
KEKGREYIVR
YSYTSSAFDS
FTSKAELRYN
GHVLGWMNLH
MYGIIPDTRS
LETKDSTMGI
TELWQVMGES
AIMMTTTEWH
LEKYSSVWWE
SKKEMHLAQT
NDICPYVDLE
IDGNTLAIDV

YAPCQGILRL
SESVWTLNLE

FRTNYVAWPI
YDHTPSVHES
GSAASVTLMK
RKRERVIVLL
AMRCPDHLSV
NEGMTVDSNV
VPTRVLELED
GLEIFSKVNQ
KPSITMDITA
IERRYSNSTC
VGVVEETENS
GRMYYPSFYL
VINALAEMAL
ILTPNSQQLI
TATLRLTENS
AMFERKPYGI
KWDANRDPTQ
KMWLLLHLNT
YENQTLVTDR
DLOLDDNTYD
FHLATPLKEL
VDVELSGKFS
PTIEGTLELT
KENNRSEWVN
DQFIDTEMSV
LINTDFLITR
EHIFQVEGSA
ESSEPGLESV
NTQFALENRV
TLALAMNGNL
TLRGPWYLED
SIRYVKGSWE
KEESRPGFDK
AIQTNRTVEL
DITLSYSENR
DDNEHLLAMG
QKEMHYERIT
AYFDLWRDYD
YEAAVPYIEG
GOALGKSIAW
KMLONIEPTI
FMREKYFQVV
ALQAEDNYRE
VWLPPFKSTA
FNI

YSIEVREERAA
RGILSALONT

LNSNSYCDFS
HDEIRASREL
DQIVENNLMK
MSLGNMGVVN
RLIKNVLKTE
IFSTESYVER
GESSWRDELQ
RKKLASLEDG
SMRSDLMHAS
TWPFIDQAIG
QIPRIFRANI
SVNNERIAGL
KEVLMYRANF
GGSAEQTDPT
TKDHQEDFKG
ILQHTQQIAN
RIALTGELNT
TFHGWRRNAL
VETTVLLNYE
LLLEGHIRNL
EKVILRAKLQ
EYKLGVKAMS
EQNSQYRAIG
TGFHVNYKKS
WVRAPLMPYY
SPLPRAHCNV
TIAEDIPYRA
DFYMGINPEA
LRNSVERYFR
PFLEPVKSEN
AFVTHGTYDT
ESSAIFDAKRA
ETIEVMLEKNE
TANIEEDNIV
TNAEDESEMP
LDLNDMQPIV
SQSKYRIWTK
KAREVDVTYY
FLNDAAGLSV
LLERVEQSYQ
IRLAHYGESL
PFARELYQVG
AKTKFIFDPE
LLIGSRHYMS

back to list
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1 MTVESKFIAS IVTLLFSTFL LGNGLILDCQ YTNVTAVTHN HIAGRNNSDV LGLLVENSGL MFLPQNIDNF FPNLESLNFR
———

81
lel

Supporting Peptides:

Peptide

Uniq

-10igP

Mass ppm

m/z z| RT |Sc

an | #Spec |Start

PTM

S.TFLLGNGLILD.C

Y

22.83

1174.6598|948.7

588.8943|2

35.48

2860 1

18

28

total 1 peptides

tr| AOAO67QWN1|AOA067QWN1_ZOONE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

SASTIQSLESS DLNVFPNLIQ IDFFSNLITQ LDFHIFEENL FLRAIRFQSN FLNHIGHGVE DHLNELTSIH TQGTCHFLTI
TNNRNQVVSG IFNFFRQCPF TLEMMEREIL TGENFGRIVD EQIADQMNPL TLOVFQLRQE LIQLEHRIAV LEEREN

back to list

1 MLAAVLTLLL SALVSCGTAS IEPPLLEALA APSADHETTS YLLPRLSAKF RPHGDWDSAP DPRFYVLTEL QRESSQAARR
—

51 MERTGAVPSL SIVNPLDVLE QRLLLEIARR RMRQSQDQIQ ANREMLQTIG ERDADQSQQR SSDDDDEDDE MDSEFMVSST

161 DEESGSNRPR DTPDWSPSSG PRWDDEFASQ HH

Supporting Peptides:
Peptide |Uniq|-10ilgP| Mass | ppm m/z |z| RT |Scan|#Spec|Start|End PTM

L.AAPSADH.E| Y 20.97 |667.2925|737.0|668.7916|1|4.79| 348 1 30 36

total 1 peptides

tr|AOA182XX22|A0A182XX22_ANOST

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MGPVEEPTTE QAPPARSTTP PASSRSADSQ QATNAKKERESYV LDRLGTEASS

21 SDTAANASGA GTESTIISLS AHRREEREIY VEPLFRREEAT VSQEQSAGGA
1€l ERSNRETRSP ISELPPQHSA RTDPHSIRGR SRENNFRRPE RDRAVDRVER
241 EEEEEEEEPK NGTDTVEGRI GSEVIVLFFE FEYNEDVIEV PFVASVIEVQF
321 EKETINNTIDS SNHSSMHRGE LKRELVIEIP GAASSHSVPV DVQYERLQPD
401 EEEEDVAEEE EVHEVDITHQR VLMEDCDVDE EFEEILQSEW NPAPKRDYQT
481 KFVVTLDGAF KASVADREVS PSHTPPPPLP PPPSTSAISS EHPEGRMSVE
561 REERFSEELV VAPPATTEPS AKKASSPPAP SNVAPSTRSS NRASPETTNS
64 NSSPNRSERV EGSENVSASPE NQLNELLLQER TEELMDDSVS SSPFIYMSESD
721 DDDYHHHHHH HHHHHHHENE RRARSREEHR ARRSPSRDSD ERSVTREESR
201 SREFDDIPPL LSAVALTGAE GETSELTSGG GAGSGAIEER CEYFPNCEREQR
281 CEYDQTCHRL DCNFMHSKSA SAVVASSGLT APPLASSVVPE VONYKTISAK
96l CVNRAECNFY HYDIARKDLH DASSKDKFEW ISPFSA

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

R.ERSGSGGAH.P| Y 20.96 |856.3787|-88.1|429.1589|2|25.79|1873 1 240 |248

total 1 peptides

tr|AOA1A9U6X3|AOA1A9U6X3_ANOST

| Protein Coverage | Supporting Peptides |

Protein Coverage:

TSSAEREKTV
ARADADADLE
IDDHQSMGGR

REVVFEAKQF

TQYALHEGIS
DHMEMAEDDA
DEIGFEKARTE
RSSTQSHSGS
YDRMEPASRK
REWEREGEGR
DACEFLHPTT
PLPPVCRFEYP

HIESRSTARD
NEARQDITMR
KESRPRERSRS

SENLLLEAMA

YHGLREDHHH
AAADAGTEQE
PTARSPTRKD
SASRRRTTPES
RERVSPIQFD
DDRESERARKS
PCEAFPNCEF
NCVNSQCQYL

back to list

PAGTEDVSEG
GDNRHRERSR

REWVEDGHRE
-

EAQRSTVANL

ARVHDDQEDE
PAATTESEKDT
SEEMEETLEK
LSPERPFRFR
LTDEDERHDS
PGREFEELES
GDECLYLHFM
HPEMCHFEGEH

back to list
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16/03/2023, 15:18 proteins
1 HVDLSTFRLF TCAFRTATHI APFDRFTQPN SMDTLGTEIG QEMRSAVEKAK
51 RQOMVDDLSL FLGAQTEIFV NWLHQVLQEL QEVTLPASAR AAASASTESK
161 TDGEERADAS GRMSGTEDNT PPRPAVVLPA TSITEVFAHQ YIEKAKESLE
241 AATSKEPSNS GLPSIADLAS ASVVQKHHEE LCELKEIEER ISAAKRHLRS
321 EKEVTAARSAR SKEPPESTVSK QRQRITMGPV EEPTTKQAPP ARSTTPPASS
401 EREETVHIES RSTARDPAGT KDVSKEGSDTA ANASGAGTES TIISLSAHRR
481 AAAAAKNEAR QDITIRGDNR HRERSRERSN RETRSPISRL PPQHSARTDP
561 QPMGGRESRP RERSRSREWV RDGHREEEEE_EEEEPKNGTD TVRGRIGSEV
641 PEFAKQPSENL LLEAMAEAQR STVANLEETI NNTIDSSNHS SMHRGELERK
721 EGISYHGLRE DHHHARVHDD QEDEEEEEDV AEEEEVHEVD ITHQVLMEDC
501 EDDAAAAARAG PEQEPAATTE SKDTKFVVTL DGAFKASVAD REVSPSHTPP
581 ARTEPTARSP TREDSKEMEE TLEKRKERFS EELVVAFPAT TEPSAKEASS
961 HSGSSASRERR TTPSLSPERP PRPRNSSPNR SEKERVEGSENV SASPNQLNEL
1041 ASRERERVSP IQFDLTDEDE RHDSDDDYHH HHHHHHHHHH HRNERRARSR
1121 GEGRDDRESE RAKSPGREFK KLESSREFDD IPPLLSAVAL TGAEGKTSEL
1201 HPTTPCEAFP NCEFGDECLY LHPMCKYDQT CHRLDCNFMH SESASAVVAS
1281 RFYPNCVNSQ CQYLHPEMCH FGKHCVNRAE CNFYHYDTAA EKDLHDASSED
Supporting Peptides:
Peptide Uniq |-10IigP| Mass |ppm m/z z| RT ([Scan|#Spec|Start|End|PTM
R.ERSGSGGAH.P| Y 20.96 |856.3787(-88.1|429.1589(2|25.79 (1873 1 586 [594

total 1 peptides

Prepared with PEAKS ™ (bioinfor.com)

LIELGTGSAT
EPTKRKSSEV
TDGLPVAKKS
LGTDISDEDS
RSADSQQATN
EEREIYVELF
HSIRGRSREN
IVLEPKPEYN

LVIEIPGAAS
DVDEEFEEIL
PPLPPPFSTS
PEFAPSNVAFS
LLOQRTKELMD
EEHRARRSFS
TSGGGAGSGA
SGLTAPPLAS
KFRWISFFSA

GYIDDELPDY
EDKERDEERK
SGERSESQDR
EDLLLLEANE
AFKRSVLDEL
REKEATVSQE
NFRRPERDERA
EDVIEVEVAS

SHSVDVQYER
QSEYNPAPER
AISSEHFEGR
TRSSNRASFK
DSVSSSPIYM
RDSDERSVTR
IFKERCEYFFN
SVVPVONYET

VMIMVANKRS
DEKTEREDRS
SEQTESETPP
DDLFFPEARS
GTRASSTSSA
QSAGGAADAARD
VDRVERIDDH
VIEVQPRPVV

MQPNAQYALH
DYQTDHMEMA
MSVKDRIGFK
TTNSRSSTQS
SKSDYDKMEP
KESRREWERE
CRQRDACEFL
ISAKPLPPVC
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