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Summary

1. Notes
2. Result Statistics

Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) being kept. Y axis is the
corresponding FDR. @
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Figure 2. PSM score distribution. (a) Distribution of PEAKS peptide score; (b) Scatterplot of PEAKS peptide score versus precursor mass
error. @
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Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. @
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Table 1. Statistics of data. Table 4. PTM profile.
# of MS Scans 1340 Name AMass #PSM Position
# of MS/MS Scans 997 Lo
Deamidation 98 2 Q
Table 2. Result filtration parameters. Pyro-glu fromQ  -17.03 1 N-term

Peptide -10IgP >15
Protein -101gP >20
Proteins unique peptides >0
De novo ALC Score >50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches
Peptide Sequences

57
53
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Protein Groups
Proteins
Proteins (#Unique Peptides)

22
124
0(>2); 1 (=2); 104 (=1);

FDR (Peptide-Spectrum Matches) 10.5%

FDR (Peptide Sequences) 11.3%
FDR (Protein) 3.2%
De Novo Only Spectra 30

3. Experiment Control

proteins

Figure 4. Precursor mass error of peptide-spectrum matches (PSM) in filtered result. (a) Distribution of precursor mass error in ppm; (b)

Scatterplot of precursor m/z versus precursor mass error in ppm. @
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Table 5. Number of identified peptides in each sample by the number of missed cleavages

Missed Cleavages 0 1 2 4+
Q-TOF 0 0 0 53
.
4. Other Information

Table 6. Search parameters. Table 7. Instrument parameters.

Query Type: Homology Match Fractions: D_1_180917.raw

Fragment ion tolerance: 0.1 lon Source: ESI(nano-spray) i

L equals I: true Fragmentation Mode: CID, CAD(y and b ions)

Q equals K: true MS Scan Mode: Quadrupole

Report number: 1 MS/MS Scan Mode: Time of Flight (TOF)

Maximum # of PTMs: 3

De novo score (ALC%) threshold: 15

Peptide hit threshold (-10logP): 30.0

Peaks run ID: 53

Merge Options: 0.1 min. 0.1 Da

Precursor Options: corrected

Charge Options: no correction

Filter Options: no filter

Process: true

Protein List

‘:ro:ﬁ:' Prglt)ein Accession -10IgP CO\(IS/:?ge #Peptides | #Unique | PTM Iﬁ;gs Description
3 4504 |tr|AOAO23ETGO|AOAO23ETGO AEDAL  |128.71 10 4 1 N 49690 | Tubulin beta chain OS=Aedes albopictus PE=2 SV=1
1 4494 |tr|AOAOP5ZYN7|AOAOPSZYN7 9CRUS  |126.44 20 6 1 Y 50152 | Tubulin alpha chain OS=Daphnia magna PE=3 SV=1
1 4493 |tr|ADAOPGASLS|AOAOPGASLS OCRUS | 126.44 20 6 1 Y | 48456 lulb“"” alpha chain (Fragment) OS=Daphnia magna PE=3 SV
4 4505  |tr|T1GUQ6|T1GUQ6 MEGSC 123.64 12 4 0 N 42846 | Tubulin beta chain OS=Megaselia scalaris PE=3 SV=1
a 4506 |tr|R4G588|R4G588 RHOPR 123.64 11 4 0 N 48432 Tu=bulin beta chain (Fragment) OS=Rhodnius prolixus PE=2 S
4 4509  |tr|C7SAG3|C7SAG3 9MUSC 123.64 10 0 N 49870 | Tubulin beta chain OS=Anastrepha ludens PE=3 SV=1
4 4508 |tr|AOAO023FK66|A0A023FK66 9ACAR 123.64 10 4 0 N 49838 | Tubulin beta chain OS=Amblyomma cajennense PE=2 SV=1
a 4507 |tr|C7SAG4|C7SAG4 BACDO 123.64 10 4 0 N 49870 $u=b1ulin beta chain OS=Bactrocera dorsalis GN=TBB2 PE=3 S
a 4513 |tr|AOAOPSESN2|AOAOPSESN2 9CRUS  |123.64 10 4 0 N | 50179 Jubulin beta chain OS=Daphnia magna GN=APZ42 016801 P
4 4512  |tr|AOA069DTP4|A0A069DTP4 9HEMI 123.64 10 4 0 N 50257 | Tubulin beta chain OS=Panstrongylus megistus PE=2 SV=1
P 4511 |tr|B4QE31|B4QE31 DROSI 123.64 10 4 0 N 50147 Igb;éiz;gt\a/‘ﬂ‘ai” 0OS=Drosophila simulans GN=Dsim\GD253
a 4510  |tr|VOIK78|VOIK78 APICE 123.64 10 4 0 N 50175 ‘Lulbulin beta chain OS=Apis cerana GN=ACCB10461 PE=2 SV
P 4516  |tr|ADAQI7L622|A0AQI7L622 LASNI 123.64 6 4 0 N 88812 gibf”” beta-1 chain OS=Lasius niger GN=RF55_1586 PE=3 S
7 4525  |tr| AOAOPSF7I2|AOAQPSF7I2 9CRUS 123.31 13 3 1 N 51108| ATP synthase subunit beta OS=Daphnia magna PE=3 SV=1

total 124 proteins
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Protein | Protein " _ Coverage - . Avg. e
Group D Accession 10igP (%) #Peptides| #Unique | PTM Mass Description
7 4524 |tr|ADAOPSYRH3|AOAOPSYRH3 9CRUS  [123.31| 14 3 1 N | 47483 ATF Synthase subunit beta (Fragment) OS=Daphnia magna P
7 4523 |tr|AOAOPSRWNS|AOAOPSRWNS 9CRUS |123.31 14 3 1 N 45219 | ATP synthase subunit beta 0S=Daphnia magna PE=3 SV=1
7 4522 |tr|AOAOP6FT42|A0AQOP6FT42 9CRUS 123.31 14 3 1 N 44893 | ATP synthase subunit beta OS=Daphnia magna PE=3 SV=1
7 4521  |tr|AOAONSD2LO|AOAONSD2LO 9CRUS  |123.31 16 3 1 N | 41504 ATF Synthase subunit beta (Fragment) OS=Daphnia magna P
ATP synthase subunit beta (Fragment) OS=Drosophila simula
7 4520  |tr|QBW4K6|Q6W4K6 DROSI 123.31 16 3 1 N 40608 1N U ATpayn-beta PE4 SVo1
ATP synthase subunit beta (Fragment) OS=Heliconius melpo
7 4519 |tr|D8VIPO|D8VIPO HELME 123.31 17 3 1 N 37534 1one melpomene PE=4 SV=1
ATP synthase subunit beta (Fragment) OS=Heliconius numata
7 4518  |tr|G3KAV3|G3KAV3 HELNM 123.31 17 3 1 N 36677 | arcuchn N e ATPe PEoA Syel
ATP synthase subunit beta (Fragment) OS=Heliconius numata
7 4517  |tr|G3KAY5|G3KAY5 HELNM 123.31 17 3 1 N 36677 | Gilvann GNoATPS PE=4 &1
ATP synthase subunit beta OS=Pediculus humanus subsp. cor
7 4540  |tr|EOW1G3|EOW1G3 PEDHC 123.31 11 3 1 N 58998| 011 GN=8230544 PE~3 SV=1
7 4539 |tr|AOAOPST3L7|AOAOPST3L7 9CRUS | 123.31 11 3 1 N 57546 | ATP synthase subunit beta OS=Daphnia magna PE=3 SV=1
7 4538 |tr|AOAOPSBBWO|AOAOPSBBWO 9CRUS | 123.31 11 3 1 N 57228 | ATP synthase subunit beta OS=Daphnia magna PE=3 SV=1
7 4537 |tr|AOAOP5UBV1|AQAOP5UBV1 9CRUS 123.31 11 3 1 N 57274 | ATP synthase subunit beta OS=Daphnia magna PE=3 SV=1
7 4536 |tr]AOAOPSEU29]|AOAOPSEU29 9CRUS 123.31 11 3 1 N 57156 | ATP synthase subunit beta OS=Daphnia magna PE=3 SV=1
7 4535 |tr|AOAOPSBBXO0|AOAOPSBBX0 9CRUS | 123.31 11 3 1 N 56983 | ATP synthase subunit beta OS=Daphnia magna PE=3 SV=1
7 4534 |tr|AOAOJ7KRQ1|AOAOIZKRQI LASNI  |123.31] 12 3 1 N | 55523 ATF Synthase subunit beta OS=Lasius niger GN=RF35_7041 P
7 4533 |tr|Q1HPT1|Q1HPT1 BOMMO 123.31 12 3 1 N 54988 :T;’Eiyzntsh\f’jel subunit beta OS=Bombyx mori GN=Atpsyn-bet
7 4532 |tr|I14DIUS|I4DIUS PAPXU 123.31 12 3 1 N 54872 ?;szy:nzthsa\?i 1subunlt beta OS=Papilio xuthus GN=RR46_148
7 4531 |tr|AOA1BOCLT6|AOALBOCLT6 LUTLO  |123.31 12 3 1 N | 54969 ATP synthase subunit beta OS=Lutzomyia longipalpis PE=3 S
7 4530 |tr|AOALISNT76|AOALISNT76 STOCA  |123.31 12 3 1 N 54485| ATP Synthase subunit beta OS=Stomoxys calcitrans GN=1060
ADALISNT/6|ACALIBNT/6 STOCA 84826 PE=3 SV=1
7 4529 |tr|AOAIB2FTY6|AOAIB2FTY6 ANOAL  |123.31 12 3 1 N | 5376 |ATP synthase subunit beta OS=Anopheles albimanus PE=3 SV
ATP synthase subunit beta OS=Anopheles darlingi GN=AND_0
7 4528  |tr|E3XEC7|E3XEC7 ANODA 123.31 12 3 1 N 53768 g 280 PR3 SUS]
7 4527 |tr]AOAOP4WJI96|AO0AOP4WI96 9CRUS 123.31 12 3 1 N 53651 | ATP synthase subunit beta OS=Daphnia magna PE=3 SV=1
7 4526 |tr|ADAOPSULZ6|AOAOPSULZ6 9CRUS  |123.31[ 12 3 1 N | 52820 ATF Synthase subunit beta (Fragment) OS=Daphnia magna P
2 4498  |tr|AOALVOX7H2|AOALVOX7H2 9ACAR |115.10 16 5 0 Y 50038 Tubulin alpha chain OS=Tropilaelaps mercedesae GN=BIW11_
ADALVOA7HA|ACALVIXTHZ IALAR 12319 PE=3 SV=1
2 4500 |tr|AOA2AE7FO|AOA2A3EZFO APICC  |112.09| 11 4 0 v | 53503 Tabulin alpfia-2 chain OS=Apis cerana cerana GN=APICC_042
2 4499 |tr|AOAOSSATPS|AOAOSSATPS APIME 112.09 11 0 Y 53663 | Tubulin alpha chain 0S=Apis mellifera PE=3 SV=1
2 4497  |tr|AOAOK2TRKS|AOAOK2TRKS LEPSM | 112.09 12 0 Y 50170 Tubulin alpha chain OS=Lepeophtheirus salmonis PE=3 SV=1
Tubulin alpha chain (Fragment) OS=Habropoda laboriosa GN
2 4496  |tr|AOAOL7QLG6|AOAOL7QLGE OHYME | 112.09 12 4 0 Y 49893| i 10606 PE=3 Suet
Tubulin alpha chain (Fragment) OS=Dufourea novaeangliae G
2 4495  |tr|AOA154PSW5|A0A154PSW5 QHYME | 112.09 12 4 0 Y 49370 | | NG 07811 PEZ3 SV~ 1
6 4515  [tr|AOA1W4X4A3|AOAIW4AX4A3 AGRPL |107.40 10 3 1 N 50100 gugggg g‘ff:fha'” 0S=Agrilus planipennis GN=LOC10873829
6 4514 |tr|AOAOF6PKGS|AOAOF6PKGS LYGLI 107.40 10 3 1 N 50193 | Tubulin beta chain OS=Lygus lineolaris PE=2 SV=1
CLUMA_CG004748, isoform A OS=Clunio marinus GN=CLUMA
5 4503  |tr|AOA1J1HUL7|AOA1J1HULY 9DIPT 107.17 6 4 0 Y | 132932|Cn04748 PEZ3 Sval
5 4502  |tr|AOA1WA4XPI9|AOAIWAXPI9 AGRPL  |103.40 11 3 0 Y 50922 ;‘ib;é'zflg\r}i fha'” 0S=Agrilus planipennis GN=LOC1087433
5 4501 |tr|001943]001943 GECLA 103.40 1 3 o M 49199 'Sl'l\J/t:J{m alpha chain (Fragment) OS=Gecarcinus lateralis PE=2
8 4541 |tr|AOAO23FND3|AOA023FEND3 9ACAR | 67.98 10 3 1 N 56225 | ATP synthase subunit beta (Fragment) OS=Amblyomma cajen
nense PE=2 SV=1
9 4660 |tr|AOAOPECCEQ|AOAOP6CCEY 9CRUS | 58.88 11 2 2 N | 35810 g;’gcf,?geg(ldff'ph°$phate dehydrogenase OS=Daphnia ma
11 4715 |tr|T1ITF6|T1ITF6 STRMM 51.75 5 1 1 N 42895 | Uncharacterized protein OS=Strigamia maritima PE=3 SV=1
Putative histone macroh2a1.1 strongylocentrotus purpuratus:
11 4714 | tr|L7M474|L7Md)4 SACAR 51.75 5 1 1 N 41399 similar to histone OS=Rhipicephalus pulchellus PE=2 SV=1
11 4713 |tr|AOA224YUU6|AOA224YUU6 9ACAR | 51.75 5 1 1 N | 41492 Core histone macro-H2A.1-like OS=Rhipicephalus zambeziens
11 4712 |tr|AOA293LN19|AOA293LN19 ORNER | 51.75 5 1 1 N | 30238 Histone H2A (Fragment) OS=Omithodoros erraticus PE=4 SV
11 4711 |tr|AOA293LE62|A0A293LE62 ORNER 51.75 5 1 1 N 39238 Z'fmne H2A (Fragment) OS=Ornithodoros erraticus PE=4 SV
11 4710 |tr|G3MG27|G3MG27 9ACAR 51.75 6 1 1 N 32542 Unchalflcterlz_ed protein (Fragment) OS=Amblyomma maculat
um PE=2 SV=1
Histone H2A (Fragment) OS=Stegodyphus mimosarum GN=X
11 4709  |tr|AOAO87U9P4|ADAO87U9P4 9ARAC | 51.75 12 1 1 N 1793|975 16210 PE~3 Svo1
11 4708 |tr|AOAOA9Z7NO|AOAOAIZZNO LYGHE | 51.75 14 1 1 N | 16371 Histone H2A (Fragment) OS=Lygus hesperus GN=h2afx PE=3
11 4707  |tr|AOA1B6LDW1|AQAIB6LDW1 OHEMI | 51.75 14 1 1 N | 15417|HiStone H2A OS=Graphocephala atropunctata GN=g.7519 PE
11 4706  |tr|AOA146KQ63|A0A146KQ63 LYGHE | 51.75 14 1 1 N 16129 g{,si"l“e H2A (Fragment) OS=Lygus hesperus GN=h2afx PE=3
11 4705 |tr|AOAOP6A114|AOAOPEA1I4 9CRUS 51.75 14 1 1 N 14860 | Histone H2A (Fragment) OS=Daphnia magna PE=3 SV=1
11 4704 |tr|AOAIWAWDS58|AOAIWAWDS58 DROFC| 51.75 16 1 1 N | 13319 HiStone H2A OS=Drosophila ficusphila GN=LOC108102292 PE
13 4719 |tr|AOA1BOGP78|AOA1BOGP78 PHLPP | 41.52 2 1 1 N | 100688 Histone H4 OS=Phlebotomus papatasi PE=3 SV=1
14 4720 |tr|AOAOP6CVG1|AOAOP6CVG1 9CRUS 40.23 6 1 1 N 31798 | Malate dehydrogenase OS=Daphnia magna PE=3 SV=1
Glutamate receptor, ionotropic kainate 1 OS=0Operophtera bru
15 4723 |tr|AOAOL7KSH4|AOAOL7KSH4 ONEOP | 38.13 3 1 1 N 33687 | ata GNoOBRUOL 21065 PE=4 Syei
total 124 proteins
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PGr:;E:‘ P";Eem Accession -10igP Co\(lf/:?ge #Peptides| #Unique | PTM Ia:gs Description
Ionotropic glutamate receptor (Fragment) OS=Helicoverpa ar
15 4724 |tr|AOAQ75TD97|A0A075TD97 HELAM 38.13 2 1 1 N 62708 migera GN=iGIUR3 PE=2 SV=1
Ionotropic glutamate receptor OS=0Operophtera brumata GN=
15 4725 tr|AOAOL7LL85|AQAQL7LL85 SNEOP 38.13 2 1 1 N 63721 OBRUO1_06179 PE=3 SV=1
15 4726 |tr|H91196|H91196 BOMMO 38.13 2 1 1 N 67158| Uncharacterized protein OS=Bombyx mori PE=3 SV=1
Putative ionotropic glutamate receptor iGIuR5 (Fragment) OS
15 4727  |tr|AOAOVOJ1A3]|A0AOV0J1A3 CYDPO 38.13 1 1 1 N 94424 =Cydia pomonella GN=iGIuR PE=3 SV=1
Glutamate receptor, ionotropic kainate 2 OS=Papilio xuthus G
15 4728 |tr|A0A194Q9S0|A0A194Q9S0 PAPXU 38.13 1 1 1 N 97873 N=RR46_08055 PE=3 SV=1
Uncharacterized protein (Fragment) OS=Heliothis virescens G
15 4729 |tr|AOA2A4]AT1|A0A2A4]AT1 HELVI 38.13 1 1 1 N 97912 N=B5V51_5128 PE=4 SV=1
Glutamate receptor ionotropic kainate 2 like protein OS=Dana
15 4730 tr|AOA212EM67|A0A212EM67 DANPL 38.13 1 1 1 N 102903 us plexippus plexippus GN=KGM_215109 PE=3 SV=1
Glutamate receptor, ionotropic kainate 2 OS=Papilio machaon
15 4731 tr|AOAON1IIG3|AOAON1IIG3 PAPMA 38.13 1 1 1 N 104776 GN=RR48_01726 PE=3 SV=1
16 4750 |tr|QSTWK1|Q5TWK1 ANOGA 31.51 2 1 1 N 61246 QGA;OOG%G'PA OS=Anopheles gambiae GN=3290265 PE=4
. =
16 4749 |tr|AOA182TCZ3|A0A182TCZ3 9DIPT 31.51 2 1 1 N 61244 | Uncharacterized protein OS=Anopheles melas PE=4 SV=1
16 4751 |tr|AOA182UV11]|A0A182UV11 ANOME 31.51 2 1 1 N 63737 | Uncharacterized protein OS=Anopheles merus PE=4 SV=1
16 4752  |tr]AOA2C9GS79|A0A2C9GS79 ANOAR 31.51 2 1 1 N 63932 | Uncharacterized protein OS=Anopheles arabiensis PE=4 SV=1
16 4753 |tr|AOA18213Q7|A0A182L3Q7 9DIPT 31.51 2 1 1 N 64366 | Uncharacterized protein OS=Anopheles coluzzii PE=4 SV=1
16 4754 |tr|AOA182WWF7|AOAI82WWE7 ANOON | 31.51 1 1 1 N | 120340 gncharacterized protein OS=Anopheles quadriannulatus PE=4
17 4755 | tr|AQAOK2VDA2|AQAOK2VDA2 LEPSM 31.50 7 1 1 N 8419 Uncharacterized protein (Fragment) OS=Lepeophtheirus salm
e : onis PE=4 SV=1
17 4756 |tr|T1GNU9|T1GNU9 MEGSC 31.50 2 1 1 N 28927| Uncharacterized protein OS=Megaselia scalaris PE=4 SV=1
von Willebrand factor D and EGF domain-containing protein O
17 4761 tr|AOAO67RI46|A0A067RI46 ZOONE 31.50 1 1 1 N 45235 S=Zootermopsis nevadensis GN=L798_11028 PE=4 SV=1
CLUMA_CG019121, isoform A OS=Clunio marinus GN=CLUMA
17 4822 |tr|AOA1J1]418|A0A131)418 9DIPT 31.50 1 1 1 N 63903 CG019121 PE=4 SV=1
Protein pns1, putative OS=Pediculus humanus subsp. corporis
17 4842 |tr|EOVC82|EOVC82 PEDHC 31.50 1 1 1 N 77829 GN=8231471 PE=3 SV=1
17 4868 |tr|AOA212FOM7|AOA212FOM7 DANPL | 31.50 1 1 1 N 97384 Putative NP95 0S=Danaus plexippus plexippus GN=KGM_203
: 968 PE=4 SV=1
Transient receptor potential cation channel protein painless is
17 4880 |tr|AOA212FGX5|A0A212FGX5 DANPL 31.50 1 1 1 N 108442 | oform 1 OS=Danaus plexippus plexippus GN=KGM_211899 P
E=3 Sv=1
Metalloendopeptidase OS=Drosophila busckii GN=Dbus_chr3
17 4957 |tr]AOAOM4F702|AOAOM4F702 DROBS 31.50 0 1 1 N 141392 Rg2662 PE=3 SV=1
17 4958 |tr|AOA182H9KO|AOA182HOKO AEDAL 31.50 0 1 1 N 139002 | Metalloendopeptidase OS=Aedes albopictus PE=3 SV=1
Metalloendopeptidase OS=Drosophila virilis GN=Dvir\GJ2365
17 4991 tr|B4LW38|B4LW38 DROVI 31.50 0 1 1 N 161963 1 PE=3 SV=1
17 4996  |tr|B4QTR3|B4QTR3 DROSI 31.50 0 1 1 N 164942 Metalloendopeptidase OS=Drosophila simulans GN=tok PE=3
17 5000 |tr|AOAO34VDR1|AOAQ34VDR1 BACDO | 31.50 0 1 1 N | 166249 Metalloendopeptidase OS=Bactrocera dorsalis GN=TLD PE=3
17 5003 |tr|AOA1A9WC30]JAOAIASWC30 9MUSC | 31.50 0 1 1 N 174608 | Metalloendopeptidase OS=Glossina brevipalpis PE=3 SV=1
17 5018 |tr|AOA1A9WXH7|AOAIASWXH7 9MUSC | 31.50 0 1 1 N 177630 | Uncharacterized protein OS=Glossina brevipalpis PE=4 SV=1
Uncharacterized protein OS=Graphocephala atropunctata GN
17 5040 |tr|AOA1B6LZH3]|A0A1B6LZH3 9HEMI 31.50 0 1 1 N 179787 =g.24631 PE=4 SV=1
17 5052  |tr|AOA1IS8PPZ3|AOALISPPZ3 STOCA | 31.50 0 1 1 N | 188941 |"Metalloendopeptidase OS=Stomoxys calcitrans GN=10608433
: 1 PE=3 SV=1
17 5125 |tr|AOAO88ACMO|AOAO88ACMO APIME 31.50 0 1 1 N 322436 | Uncharacterized protein OS=Apis mellifera PE=4 SV=1
17 5121 |tr|B4QT41|B4QT41 DROSI 31.50 0 1 1 N 248569 GD21088 OS=Drosophila simulans GN=Dsim\GD21088 PE=4
: Sv=1
17 5120 |tr|AQA224X4P4|AQ0A224X4P4 OHEMI 31.50 0 1 1 N | 249239 Z“Stffi"f nidogen (Fragment) OS=Panstrongylus lignarius PE=
Uncharacterized protein OS=Trichomalopsis sarcophagae GN=
17 5112 tr|AOA232F514|A0A232F514 9HYME 31.50 0 1 1 N 237992 TSAR_012850 PE=4 SV=1
Uncharacterized protein (Fragment) OS=Graphocephala atrop
17 5106 |tr|AOA1B6LVDO|AOA1B6LVDO 9HEMI 31.50 0 1 1 N 207218 unctata GN=g.24646 PE=4 SV=1
32 5135 |tr|AOA2A4K6P5|AOA2A4K6PS HELVI 27.31 0 2 1 N | 49824g|Yncharacterized protein OS=Heliothis virescens GN=B5V51_1
. 066 PE=4 SV=1
Dynein intermediate chain 2, axonemal OS=Harpegnathos sal
18 1175 |tr|E2BYRS5|E2BYR5 HARSA 24.05 1 1 1 N 107524 tator GN=EAI 14044 PE=4 SV=1
19 4758 | tr| ADAOKBSP95|AQAOKSSPI5 LYGHE 24.00 1 1 1 N g6434| Protein transport protein Sec23A 0S=Lygus hesperus GN=SE
C23A PE=4 SV=1
10 4759 |tr|ADAOBAVFX3|AOAOBAVFX3 ANOSI | 23.17 2 1 1 N | 41010|SYPEMIc OS=Anopheles sinensis GN=ZHAS_00004044 PE=4
21 4762 |tr|AOAOA9YA46|AOAOAIYA46 LYGHE 22.80 2 1 1 N 44058 Stemid hormone receptor ERR2 OS=Lygus hesperus GN=Esrr
. _8 PE=3 SV=1
21 4763 |tr|AOADAOVQSO|AQAOAOVQSO LYGHE | 22.80 2 1 1 N | 44457 2terod hormone receptor ERR2 0S=Lygus hesperus GN=Esrr
21 4765 |tr|AOAOA9Y8)4|ADAOASY8I4 LYGHE 22.80 1 1 1 N 48439 ﬁtir‘;,'g:h;rsr{’,i”le receptor ERR2 0S=Lygus hesperus GN=Esrr
21 4766 |tr|ADAOAOY9B6|AOAOAIYOB6 LYGHE | 22.80 1 1 1 N | 49133 [PO/LAR repeat protein 12 0S=Lygus hesperus GN=FBXL12
Uncharacterized protein (Fragment) OS=Dendroctonus ponde
21 4768 |tr|[N6U3G5|N6U3G5 DENPD 22.80 1 1 1 N 54464 rosae GN=YQE_10244 PE=3 SV=1
Acetyltransferase component of pyruvate dehydrogenase com
21 4774 |tr|B7QA75|B7QA75 IXOSC 22.80 1 1 1 N 60362 | plex (Fragment) OS=Ixodes scapularis GN=8038202 PE=3 SV
=1
Sphingomyelin synthase-related 1 OS=Zeugodacus cucurbita
21 4777 tr]AOAOA1XHZ0|AOAOA1XHZ0 ZEUCU 22.80 1 1 1 N 65807 e GN=SMSr_0 PE=4 SV=1
21 4794 |tr|AOAOE4GBGO|AOAOE4GBGO ANOGA | 22.80 1 1 1 N 84871 | Uncharacterized protein OS=Anopheles gambiae PE=4 SV=1
21 4816 |tr|AOAOP6GKE9|AOAOP6GKE9 9CRUS 22.80 1 1 1 N 98080 | Eyes shut OS=Daphnia magna PE=4 SV=1
Leucine-rich repeat-containing protein OS=Daphnia magna G
21 4825 |tr|AOAOP5YUZ6|AOAOP5YUZ6 9CRUS 22.80 1 1 1 N 122636 N=APZ42_023826 PE=4 SV=1
total 124 proteins
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16/03/2023, 15:20 proteins
2:;3:: Pn;;ein Accession -10igP Cm(l:./:ige #Peptides| #Unique | PTM Ia:gs Description

12 4773 |tr|ADAQB7UQWS|ADAQBZUQWS 9ARAC | 21.19 6 1 1 N | 1071 e s X055 oase P mvay) O
12 4788 |tr|AOA182SD20|AOA182SD20 9DIPT | 21.19 4 1 1 N | 13061 lIJ”Cha’aCte”ze‘j protein OS=Anopheles maculatus PE=4 SV=

12 4806  |tr|AOAOTEBBI1|AOAOT6BBI1 9SCAR 21.19 3 1 1 N | 16954 JYPSIT (Fragment) OS=Oryctes borbonicus GN=AMKS9_1783
12 4805 |tr|AOA182N5F4|A0A182N5F4 9DIPT 21.19 3 1 1 N 16461 | Uncharacterized protein OS=Anopheles dirus PE=4 SV=1

12 4859 |tr|AOA182SSDO|AOA1825SD0 9DIPT | 21.19 1 1 1 N 48967 :’”Charmerized protein OS=Anopheles maculatus PE=4 SV=

12 4902  |tr|AOAIAOXPY1|AOAIAOXPY1 GLOFE | 21.19 1 1 1 N | 99363 gcharacterized protein 0S=Glossina fuscipes fuscipes PE=4

12 4901 |tr|AOA1BOBCP2|AOA1BOBCP2 9MUSC | 21.19 1 1 1 N 99340 gr‘sc\?:rlme”ze‘j protein OS=Glossina palpalis gambiensis PE=
12 4912 |tr|AOA1BOFNDS|AOA1BOFNDS GLOMM | 21.19 1 1 1 N | 101723 ggcggfjfterized protein OS=Glossina morsitans morsitans PE
12 4916 |tr]AOA1A9VCZ7|A0A1A9VCZ7 GLOAU 21.19 1 1 1 N 103003 | Uncharacterized protein OS=Glossina austeni PE=4 SV=1

22 4815 |tr|AOA132AHU8|AOA132AHU8 SARSC | 20.93 0 1 1 N | 350222 ggi‘gifg‘ﬁibﬁ%’gfaggf3F1{8t§iE":1'g'§/e:'i'°tei" OS=Sarcoptes sc

total 124 proteins

tr|AOAO23ETG9|AOA023ETG9_AEDAL

Protein Coverage:

1
81

,_.
o
.

=3

[s%]

78]

21

£

01

A

MREIVHIQAG QCGNQIGAKF WEVISDEHGI

back to list

DATGAYCGDS DLQLERINVY YNEATGGEYV PRAVLVDLEFP GTMDSVEAGP
FGQLFRPDNFE VFGQSGAGNN WAKGHYTEGA ELVDSVLDVV RKESEGCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP

DRIMNTEFSVV PSPEVSDTVV EPYNATLSVH

QLVENTDESY CIDNEALYDI CFRTLELTTP TYGDLMNHLVS ATMSGVTTCL
RFPGQLNADL REKLAVNMVPEF PRLHFFMTGF APLTSRGSQQ YRALTVPELT QQMFDAKNMM AACDPRHGRY LTVAAIFRGR

—]

MSMEEVDEQM LNIQSENSSY FVEWIPNNVE TAVCDIPPRG LEMSSTFIGN STAIQEIFKR TAEQFTAMFR REAFLHWYTG

EGMDEMEFTE AESNMNDLVS EYQQYQEATA

Supporting Peptides:

DEEGEFDEEE EGGEE

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start| End|PTM
K.GHYTEGAELVDSVLDVVRK.E| N 68.54 |2086.0693|-32.4|696.3412|3(27.51|1003 2 104 | 122
K.MSSTFIGNSTAIQEIFKR.I Y 65.32 |2029.0303|-32.6|677.3287|3(26.79| 979 1 363 | 380
K.GHYTEGAELVDSVLDVVR.K N 55.51 |1957.9745|-18.0|979.9769|2(29.62| 1074 1 104 | 121
R.YLTVAAIFR.G N 36.00 |1052.6018|-21.0|527.2971(2|26.15| 958 1 310 | 318
total 4 peptides

tr| AOAOP5ZYN7|AOAOP5ZYN7_9CRUS

Protein Coverage:

back to list

1 MRECISIHVG QAGVQIGNAC WELYCLEHGI QPDGQMPSDE TIGGGDDSFN TFFSETGAGE HVPRAVEVDL EPTVIDEVRT d Deam
B Pyro-
51 GTYRQLFHPE QLITGKEDAA NNYARGHYTI GKEIIDLVLD RIRKLADQCT GLQGFLVFHS FGGGTGSGFT SLLMERLSVD
I
[
16l YGKEKSKLEFS IYPAPQVSTA VVEPYNSILT THTTLEHSDC AFMVDNEAIY DICRRNLDIE RPTYTNLNRL ISQIVSSITA
—
—
241 SLRFDGALNV DLTEFQTNLV PYPRIHFPLA TYAPVISAEEK AYHEQLSVAE ITNACFEPAN QMVEKCDPRHG KYMACCLLYR
321 GDVVPEDVNA ATATIKTERS IQFVDWCPTG FEVGINYQPP TVVPEGGDLAK VQRAVCMLSN TTAIAEAWAR LDHEFDLMYA
401 EKRAFVHWYVG EGMEEGEFSE AREDMAALEK DYEEVGVDSV EGEGEEEGEE Y
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.FDGALNVDLTEFQTNLVPYPR.I N 63.91 |2408.2012(-15.4(1205.0894(2|31.68| 1145 1 244 | 264
R.GHYTIGKEIIDLVLDR.I N 53.63 |1841.0046(-30.0( 614.6571(3|28.97|1053 1 106 | 121
R.LISQIVSSITASLR.F Y 52.65 |1486.8718(-17.5| 744.4302(2|32.35|1168 1 230 (243
R.AVFVDLEPTVIDEVR.T N 45.87 |1700.8984|-18.4| 851.4409|2(27.54| 1004 1 65 79
R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I N 24.08 |2409.1851(-12.7(1205.5845(2|33.59| 1205 2 244 | 264 | Deamidation (NQ)
R.LISQ(+.98)IVSSITASLR.F Y | 22.80 |1487.8558|-19.1| 744.9210(2|33.11|1189 1 230 | 243 | Deamidation (NQ)
R.GHYTIGKEIIDLVLDRIR.K N 20.91 [2110.1897|-34.4| 528.5366(4|31.29(1130 1 106 | 123
R.Q(-17.03)LFHPEQLITGKEDAANNYAR.G| N 15.06 (2397.1711|-25.5| 800.0439|3|23.91| 883 1 85 | 105 | Pyro-glu from Q
total 8 peptides

tr| AOAOP6AS5L5|AOAOP6A5L5_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:20 proteins
1 MRECISIHVG QAGVQIGNAC WELYCLEHGI QPDGQMPSDE TIGGGDDSFN TFEFSETGAGK HVPRAVEVDL EPTVIDEVRT d Deam
B Pyro-
21 GTYRQLFHPE QLITGKEDAA NNYARGHYTI GKEIIDLVLD RIRKLADQCT GLQGFLVFHS FGGGTGSGFT SLLMERLSVD
Iz
[ 1
16l YGKEKSKLEFS IYPAPQVSTA VVEPYNSILT THTTLEHSDC AFMVDNEAIY DICRRNLDIE RPTYTNLNRL ISQIVSSITA
——————
e |
241 SLRFDGALNV DLTEFQTNLV PYPRIHFPLA TYAPVISAEEK AYHEQLSVAE ITNACFEPAN QMVECDPRHG KYMACCLLYR
321 GDVVPKDVNA ATATIKTEKRS IQFVDWCPTG FEVGINYQPP TVVEGGDLAK VQEAVCMLSN TTAIAEAWAER LDHEFDLMYA
401 KRAFVHWYVG EGMEEGEFSE AREDMAALEEK DYEEV
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.FDGALNVDLTEFQTNLVPYPR.I N | 63.91 |2408.2012|-15.4|1205.0894|2|31.68|1145| 1 244 | 264
R.GHYTIGKEIIDLVLDR.I N | 53.63 |1841.0046|-30.0| 614.6571|3|28.97|1053| 1 106 | 121
R.LISQIVSSITASLR.F Y | 52.65 [1486.8718|-17.5| 744.4302(2|32.35/1168| 1 230 | 243
R.AVFVDLEPTVIDEVR.T N | 45.87 [1700.8984|-18.4| 851.4409(2|27.54|1004| 1 65 | 79
R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I N | 24.08 |2409.1851|-12.7|1205.5845|2|33.59|1205| 2 244 | 264 | Deamidation (NQ)
R.LISQ(+.98)IVSSITASLR.F Y 22.80 |1487.8558|-19.1| 744.9210(2|33.11(1189 1 230 |243|Deamidation (NQ)
R.GHYTIGKEIIDLVLDRIR.K N | 20.91 [2110.1897|-34.4| 528.5366(4|31.29(1130| 1 106 | 123
R.Q(-17.03)LFHPEQLITGKEDAANNYAR.G| N | 15.06 |2397.1711|-25.5| 800.0439|3|23.91| 883 1 85 |105|Pyro-glu from Q
total 8 peptides
tr|T1GUQ6|T1GUQ6_MEGSC back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 FWEIISDEHG IDATGAYHGD SDLQLERINV YYNEASGGKY VPRAVLVDLE PGTMDSVESG PFGQIFRPDN FVEFGQSGAGN
21 NWAKGHYTEG AELVDSVLDV VRKEAESCDC LQGFQLTHSL GGGTGSGMGT LLISKIREEY PDRIMNTYSV VPSPEVSDIV
16l VEPYNATLSV HQLVENTDET YCIDNEALYD ICFRTLELTT PTYGDLNHLV SLTMSGVTTC LERFPGQLNAD LEKLAVNMVE
247 FPRLHFFMPG FAPLTSEGSQ QYRALTVPEL TQOMFDAENM MAACDPRHGR YLTVAATFRG QQLIFVEWIP NNVEKTAVCDI
—
321 PPRGLEMSAT FIGNSTAIQE LFKRISEQFT AMFRREAFLH WYTGEGMDEM EFTEAESNMN DLVS
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start| End|PTM
K.GHYTEGAELVDSVLDVVRK.E| N 68.54 |2086.0693|-32.4|696.3412(3|27.51|1003 2 85 |103
K.GHYTEGAELVDSVLDVVR.K | N | 55.51 |1957.9745(-18.0|979.9769|2(29.62(1074| 1 85 |102
K.MSATFIGNSTAIQELFKR.I N | 55.02 |2013.0353|-35.1(671.9955(3(27.94(1017| 1 327 |344
R.YLTVAAIFR.G N | 36.00 |1052.6018(-21.0(527.2971(2(26.15| 958 1 291 | 299
total 4 peptides
tr|R4G588|R4G588_RHOPR back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 FWEIISDEHG IDPTGAYHGD SDLQLERINV YYNEASGKGG GEKYVPFRAILV DLEPGTMDSV RSGPFGQIFER PDNEVEGQSG
21 AGNNWAKGHY TEGAELVDSV LDVVRKEAES CDCLQGFQLT HSLGGGTGSG MGTLLISEIR EEYPDRIMNT YSVVPSPEVS
161 DITVVEPYNAT LSVHQLVENT DETYCIDNEA LYDICFRTLE LSTPTYGDLN HLVSLTMSGV TTCLRFPGQL NADLRELAVN
Z41 MVPFPRLHFF MPGFAPLTSR GSQQYRALTV PELTQQMFDA FNMMAACDPR HGRYLTVAAI FRGRMSMKEV DEQMLNIQNE
—
321 NSSYFVEWIP NNVKTAVCDI PPRGLEMSAT FIGNSTAIQE LFKRISEQFT AMFRREAFLH WYTGEGMDEM EFTEAESNMN
401 DLVSEYQQYQ EATADEDAEF DEEHEQEVDE N
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start| End|PTM
K.GHYTEGAELVDSVLDVVRK.E| N 68.54 |2086.0693|-32.4|696.3412(3|27.51|1003 2 88 | 106
K.GHYTEGAELVDSVLDVVR.K | N | 55.51 |1957.9745(-18.0|979.9769|2(29.62(1074| 1 88 |105
K.MSATFIGNSTAIQELFKR.I N | 55.02 |2013.0353|-35.1(671.9955(3(27.94(1017| 1 347 | 364
R.YLTVAAIFR.G N | 36.00 |1052.6018(-21.0(527.2971|2(26.15| 958 1 294 |302
total 4 peptides
tr|C7SAG3|C7SAG3_9MUSC back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/g-tof-p1/protein.html 6/48



16/03/2023, 15:20

1 MREIVHIQAG QCGNQIGGKF WEVISDEHCI

DATGTYYGDS

proteins

DLQLERINVY YNEATGAEKYV PRAILVDLEP GTMDSVRSGA

back to list

21 FGQIFRPDNF VFGQSGAGNN WAKGHYTEGA ELVDSVLDVV RKESEGCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP
16l DRIMNTEFSVV PSPEVSDTVV EPYNATLSVH QLVENTDETY CIDNEALYDI CFRTLELTTP TYGDLNHLVS ATMSGVTTCL
Z41 RFPGQLNADL RKLAVNMVPEF PRLHFFMPGF APLTSRGSQQ YRALTVPELT QQMFDAKNMM AACDFPRHGRY LTVAAIFRGE

I ——

321 MSMEEVDEQM LNIQNENSSEF FVEWIPNNCK TAVCDIPPRG LEMSATFIGN STAIQELFKR VSEQFTAMFE REKAFLHWYTG

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA DEEGEFDEDE EGGGDE
Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start| End|PTM
K.GHYTEGAELVDSVLDVVRK.E[ N 68.54 |2086.0693|-32.4|696.3412|3(27.51|1003 2 104 | 122
K.GHYTEGAELVDSVLDVVR.K N 55.51 |1957.9745|-18.0|979.9769|2(29.62| 1074 1 104 | 121
K.MSATFIGNSTAIQELFKR.V N 55.02 |2013.0353|-35.1|671.9955(3|27.94|1017 1 363 | 380
R.YLTVAAIFR.G N 36.00 |1052.6018|-21.0|527.2971|2(26.15| 958 1 310 | 318
total 4 peptides
tr| AOAO23FK66 | AOA023FK66_9ACAR
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MREIVHIQAG QCGNQIGAKF WEVISDEHGI DPTGSYHGDS DLQLERINVY YNEASGGEYV PRAILVDLEP GTMDSVRSGP

51 FGQLFRPDNF VFGQSGAGNN WAKGHYTEGA

ELVDSVLDVV RKEAEGCDCL

QGFQLTHSLG GGTGSGMGTL LISEIREEYP

DRIMNTEFSVVY PSPEVSDTVV
RFPGQLNADL RELAVNMVEFE

EPYNATLSVH
PELHFFMPGF

,_
o
.

[s%]
=3

78]

21 MSMREVDEQM LNVQNENSSY FVEWIPNNVE

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA

Supporting Peptides:

QLVENTDETF
APLTARGSQQ

TAVCDIFPRG

DEEGEFEDEP

CIDNEALYDI CFRTLELTTP TYGDLNHLVS ATMSGVTTCL

QOMFDAKNMM AACDPRHGRY LTVAAIFRGR
—

STAIQELFKR ISEQFTAMFER REAFLHWYTG

YRALTVFELT

LEMSATFIGN

EADAEA

Peptide Uniq |-10IgP Mass ppm m/z

RT |Scan

#Spec

Start PTM

K.GHYTEGAELVDSVLDVVRK.E| N 68.54 |2086.0693|-32.4|696.3412

27.51|1003 2

104 | 122

K.GHYTEGAELVDSVLDVVR.K 55.51 |1957.9745|-18.0|979.9769

1074

104 | 121

K.MSATFIGNSTAIQELFKR.I 55.02 |2013.0353(-35.1(671.9955

27.94|1017

363 |380

222

R.YLTVAAIFR.G 36.00 |1052.6018(-21.0(527.2971

z
3
2(29.62
3
2

e

26.15| 958

310 | 318

total 4 peptides

tr|C7SAG4|C7SAG4_BACDO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MREIVHIQAG QCGNQIGGEF
51 FGQIFRPDNF VEFGQSGAGNN

WEVISDEHCI
WAKGHYTEGA

DATGTYYGDS

ELVDSVLDVV RKESEGCDCL

back to list

DLQLERINVY YNEATGAEKYV PRAILVDLEP GTMDSVRSGA

QGFQLTHSLG GGTGSGMGTL LISEIREEYP

DRIMNTEFSVVY PSPEVSDTVV
RFPGQLNADL RELAVNMVEFE

EPYNATLSVH
PELHFFMPGF

,_
o
.

[s%]
=3

78]

21 MSMEEVDEQM LNIQNENSSE FVEWIPNNCE

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA

Supporting Peptides:

QLVENTDETY
APLTSRGSQQ

TAVCDIFPRG

DEEGEFDEDE

CIDNEALYDI CFRTLELTTP TYGDLNHLVS ATMSGVTTCL

QOMFDAKNMM AACDPRHGRY LTVAAIFRGR
—

STAIQELFKR VSEQFTAMFR REAFLHWYTG

YRALTVFELT

LEMSATFIGN

EGGGDE

Peptide Uniq |-10IgP Mass ppm m/z

RT |Scan

#Spec

Start PTM

K.GHYTEGAELVDSVLDVVRK.E| N 68.54 |2086.0693|-32.4|696.3412

27.51|1003 2

104 | 122

K.GHYTEGAELVDSVLDVVR.K 55.51 |1957.9745|-18.0|979.9769

1074

104 | 121

K.MSATFIGNSTAIQELFKR.V 55.02 |2013.0353(-35.1(671.9955

27.94|1017

363 |380

222

R.YLTVAAIFR.G 36.00 |1052.6018(-21.0(527.2971

z
3
2(29.62
3
2

e

26.15| 958

310 | 318

total 4 peptides

tr| AOAOP5E5N2|AOAOP5E5N2_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list
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16/03/2023, 15:20

1 MREIVHIQAG QCGNQIGAKF WEIISDEHGI

proteins

QPNGTYHGES ELQLERINVY YNEASGGEYV FPRAVLVDLEP GTMDSVRSGFE

back to list

21 FGQLFRPDNF VFGQSGAGNN WAKGHYTEGA ELVDSVLDVV RKEAESCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP
161l DRIMNTYSVV PSPEVSDTVV EPYNATLSVH QLVENTDETY CIDNEALYDI CFRTLELTTP TYGDLNHLVS LTMSGVTTCL
241 RFPGQLNADL RKLAVNMVPEF PRLHFFMPGF APLTARGSQQ YRALTVPELT QQMFDAKNMM AACDPRHGRY LTVAAIFRGE

I ——

321 MSMEEVDEQM LNIQNENSSY FVEWIPNNVE TAVCDIPPRG LEMSATFIGN STAIQELFKR ISEQFTAMFE REKAFLHWYTG

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA DDEADFEEDG DHADQDAR
Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start| End|PTM
K.GHYTEGAELVDSVLDVVRK.E[ N 68.54 |2086.0693|-32.4|696.3412|3(27.51|1003 2 104 | 122
K.GHYTEGAELVDSVLDVVR.K N 55.51 |1957.9745|-18.0|979.9769|2(29.62| 1074 1 104 | 121
K.MSATFIGNSTAIQELFKR.I N 55.02 |2013.0353|-35.1|671.9955(3|27.94|1017 1 363 | 380
R.YLTVAAIFR.G N 36.00 |1052.6018|-21.0|527.2971|2(26.15| 958 1 310 | 318
total 4 peptides
tr| AOA069DTP4|AOA069DTP4_9HEMI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MREIVHIQAG QCGNQIGAKF WEIISDEHGI DPTGAYHGDS DLQLERINVY YNEASGGGKY VPRAILVDLE PGTMDSVRSG

back to list

21 PFGQIFRPDN FVFGQSGAGN NWAEKGHYTEG AELVDSVLDV VRKEAFEGCDC LQGFQLTHSL GGGTGSGMGT LLISKIREEY
161l PDRIMNTYSV VPSPEVSDTV VEPYNATLSV HQLVENTDET YCIDNEALYD ICFRTLKLST PTYGDLNHLV SLTMSGVTTC
Z41 LRFPGQLNAD LREKLAVNMVP FPRLHFFMPG FAPLTSRGSQ QYRALTVPEL TQOMFDAKNM MAACDPRHGE YLTVAAIFRG

——

321 RMSMEEVDEQ MLNIQNENSS YFVEWIPNNV KTAVCDIPPR GLEMSATFIG NSTAIQELFK RISEQFTAMF RREKAFLHWYT

401 GEGMDEMEFT EAESNMNDLV SEYQQYQEAT ADEDAEFDEE QEQEIDEN
Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start| End|PTM
K.GHYTEGAELVDSVLDVVRK.E| N 68.54 |2086.0693|-32.4|696.3412|3(27.51|1003 2 105 | 123
K.GHYTEGAELVDSVLDVVR.K N 55.51 |1957.9745|-18.0|979.9769|2(29.62| 1074 1 105 | 122
K.MSATFIGNSTAIQELFKR.I N 55.02 |2013.0353|-35.1|671.9955(3|27.94|1017 1 364 | 381
R.YLTVAAIFR.G N 36.00 |1052.6018|-21.0|527.2971|2(26.15| 958 1 311 | 319
total 4 peptides
tr|B4QE31|B4QE31_DROSI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MREIVHIQAG QCGNQIGAKF WEIISDEHGI DATGAYHGDS DLQLERINVY YNEASGGEYV PRAVLVDLEP GTMDSVRSGP

51 FGQIFRPDNF VFGQSGAGNN WAKGHYTEGA

ELVDSVLDVV RKEAESCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP

DRIMNTYSVV PSPEVSDTVV EPYNATLSVH
RFPGQLNADL RELAVNMVPF PRLHFFMPGE

,_
o
.

[s%]
=3

78]

21 MSMEEVDEQM LNIQNENSSY FVEWIPNNVE

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA

Supporting Peptides:

CIDNEALYDI CFRTLELTTP TYGDLNHLVS LTMSGVTTCL

QOMFDAKNMM AACDPRHGRY LTVAAIFRGR
—

STAIQELFKR ISEQFTAMFER REAFLHWYTG

QLVENTDETY

APLTSREGSQQ YRALTVPELT

TAVCDIPPRG LEMSATFIGN

DEDAEFEEEQ EAEVDEN

Peptide Uniq |-10IgP Mass ppm m/z

RT |Scan|#Spec|Start PTM

K.GHYTEGAELVDSVLDVVRK.E| N 68.54 |2086.0693|-32.4|696.3412

27.51|1003 2 104 | 122

K.GHYTEGAELVDSVLDVVR.K 55.51 |1957.9745|-18.0|979.9769

104 | 121

K.MSATFIGNSTAIQELFKR.I 55.02 |2013.0353(-35.1(671.9955

27.94|1017 363 |380

222

R.YLTVAAIFR.G 36.00 |1052.6018(-21.0(527.2971

z
3
2(29.62|1074
3
2

e

26.15| 958 310 | 318

total 4 peptides

tr|VOIK78|V9IK78_APICE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list
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16/03/2023, 15:20 proteins
1 MREIVHIQAG QCGNQIGAKF WEIISDEHGI DPTGTYHGDS DLQLERINVY YNEASGGKEYV PRAILVDLEP GTMDSVRSGP
21 FGQIFRPDNF VFGQSGAGNN WAKGHYTEGA ELVDSVLDVV RKEAESCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP
1€l DRIMNTYSVV PSPEVSDTVV EPYNATLSVH QLVENTDETY CIDNEALYDI CFRTLELSTP TYGDLNHLVS LTMSGVTTCL
241 RFPGQLNADL RKLAVNMVPEF PRLHFFMPGF APLTSRGSQQ YRALSVPELT QQMFDAKNMM AACDFPRHGRY LTVAAIFRGE
I ——
321 MSMEEVDEQM LNIQNENSSY FVEWIPNNVE TAVCDIPPRG LEMSATFIGN STAIQELFKR ISEQFTAMFE REKAFLHWYTG
401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA DEDAEFDEEQ EAEVDEN
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.GHYTEGAELVDSVLDVVRK.E[ N 68.54 |2086.0693|-32.4|696.3412|3(27.51|1003 2 104 | 122
K.GHYTEGAELVDSVLDVVR.K N 55.51 |1957.9745|-18.0|979.9769|2(29.62| 1074 1 104 | 121
K.MSATFIGNSTAIQELFKR.I N 55.02 |2013.0353|-35.1|671.9955(3|27.94|1017 1 363 | 380
R.YLTVAAIFR.G N 36.00 |1052.6018|-21.0|527.2971|2(26.15| 958 1 310 | 318
total 4 peptides
tr|AOA0J7L622|AOA0I7L622_LASNI back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MAQNVNFPFESS TQNTPTKAAE EKQSLPEDNH AVSERLQEEL MVLMMNTEQG VSAFPEGENL FEWIGTITGP RDTVYAGLTY
21 ELTLEFPHSY PYSAPIVERFA TPCFHPNVDT GGNICLDILK DEWSALYDVR TILLSIQSLL SGTIWTDFEKP QIENLNTDEL
16l TIVAWDPPGY GKSEPPDRTF PDDFFQRDAA WAHSLMQTLG YSKFSLIGWS NGGITSLLLA STYPESIRRM VVEFGANAYIH
241 PDEAKIYENI RDIDEWSERM RTSMIQVYGE DYFRKTWSNW IDAKLRLYEK QNGNVCEEVL SEIKCPTLII HGAKDAIVEP
321 EHPTYLEQNI ANSNLHILEK GAHNLHLEYF EEFNNLFWEI ISDEHGIDPT GTYHGDSDLQ LERINVYYNE ASGGKYVPRA
401 ILVDLEPGTM DSVESGPFGQ IFRPDNEVEFG QSGAGNNWAEK GHYTEGAELV DSVLDVVRKE AESCDCLQGF QLTHSLGGGT
481 GSGMGTLLIS KIREEYPDRI MNTYSVVPSP EVSDTVVEPY NATLSVHQLV ENTDETYCID NEALYDICFR TLELSTPTYG
561 DLNHLVSLTM SGVTTCLRFP GQLNADLEEL AVNMVPFPRL HFFMPGFAPL TSEGSQQYRA LSVPELTQQOM FDAENMMARC
©41 DPRHGRYLTV AAIFRGREMSM KEVDEQMLNI QNENSSYFVE WIPNNVETAV CDIPPRGLEM SATFIGNSTA IQELFKRISE
——
721 QFTAMFRREA FLHWYTGEGM DEMEFTEAES NMNDLVSEYQ QYQEATADED AEFDEEQEAE VDEN
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start| End|PTM
K.GHYTEGAELVDSVLDVVRK.E[ N 68.54 |2086.0693|-32.4|696.3412|3(27.51|1003 2 441 | 459
K.GHYTEGAELVDSVLDVVR.K N 55.51 |1957.9745|-18.0|979.9769|2(29.62| 1074 1 441 | 458
K.MSATFIGNSTAIQELFKR.I N 55.02 |2013.0353|-35.1|671.9955(3|27.94|1017 1 700 | 717
R.YLTVAAIFR.G N 36.00 |1052.6018|-21.0|527.2971|2(26.15| 958 1 647 | 655
total 4 peptides
tr| AOAOP5F7I2|AOAOP5F71I2_9CRUS back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MADEAAIANG EKIVAVIGAVV DVQFEDQLPP ILNALEVSNE SPRLILEVAQ HLGENTVRTI AMDGTEGLIE GQPVLDTGSP
21 IKIPVGPETL GRIMNVIGEFP IDERGPIVTD EFAATHAEAF EFVEMNVAQE ILITGIKVVD LLAPYAKGGE IGLFGGAGVG
161l KIVLIMELIN NVAKAHGGYS VFAGVGERTR EGNDLYHEMI ESGVISLEDK TSEVALVYGQY MNEPPGARAER VALTGLTVAE
—
241 XYFRDQEGQDV LLFIDNIFRF TQAGSEVSAL LGRIPSAVGY QPTLATDMGS MQERITTTEKK GSITSVQAIY VPADDLTDPA
—
3221 PATTFAHLDA TTVLSRAIAE LGIYPAVDPL DSTSEMMDPN IIGDVHYNAA RGVQEILQDY KSLQDIIAIL GMDELSEDDEK
401 LTVARAREIQ RFLSQPFQVA EVFTGHAGKL VPIAETIKGF EMILNGELDH LPEAAFYMVG PIEEVVAEKAE KLAESTA
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 [3341.7295| -8.2|1114.9080|3(43.95|1576 1 231 | 259
D.PAPATTFAHLDATTVLSR.A N 38.04 [1867.9791|-25.0| 623.6514|3(22.48| 836 1 319 |336
K.TVLIMELINNVAK.A N 34.97 |1456.8323|-12.1| 729.4146|2(33.90|1215 1 162 (174
total 3 peptides

tr| AOAOP5YRH3|AOAOP5YRH3_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/g-tof-p1/protein.html
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16/03/2023, 15:20 proteins
1 MADEAATIANG KIVAVIGAVV DVQFEDQLPP ILNALEVSNR SPRLILEVAQ HLGENTVRTI
21 IKIPVGPETL GRIMNVIGEFP IDERGPIVTD KFAATIHAEAP EFVEMNVAQE ILITGIEVVD
16l KIVLIMELIN NVAKAHGGYS VFAGVGERTR EGNDLYHEMI ESGVISLEDE TSKVALVYGQ
241 XYFRDQEGQDV LLFIDNIFRF TQAGSEVSAL LGRIPSAVGY QPTLATDMGS MQERITTTEK
321 PATTFAHLDA TTVLSRAIAE LGIYPAVDFL DSTSEMMDFN IIGDVHYNAA RGVQEILQDY
401 LTVARAREIQ RFLSQPFQVA EVFTGHAGKL VPIAETIKGFE EMI
Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 [3341.7295| -8.2|1114.9080|3(43.95|1576 1 231 | 259
D.PAPATTFAHLDATTVLSR.A N 38.04 [1867.9791|-25.0| 623.6514|3(22.48| 836 1 319 |336
K.TVLIMELINNVAK.A N 34.97 |1456.8323|-12.1| 729.4146|2(33.90|1215 1 162 (174

total 3 peptides

tr| AOAOP5RWN8|AOAOP5RWNS8_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

GLIRGQFVLD TGSFIEKIPVG
KGGEIGLEGG AGVGKTVLIM

PETLGRIMNV
ELINNVAKAH

ARARVALTGL TVAEYFRDQE

GQDVLLFIDN

IGEPIDERGF IVTDEFAAIH
GGYSVFAGVG ERTREGNDLY

IFRFTQAGSE VSALLGRIPS

QATIYVPADDL TDPAPATTFA

HLDATTVLSR

IATLGMDELS EDDELTVAERA

1 MLSNFQDKPG
81 KVVDLLAPYA
161 VYGQMNEPPG
241 TTKEGSITSV
321 LQDYRSLQDI
401 YMVGPIEEVV AKAEKLAEST A

Supporting Peptides:

REKIQRFLSQP

ATAELGIYPA VDPLDSTSEM

FOQVAEVFTGH AGELVPIAET

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y | 92.63 [3341.7295| -8.2|1114.9080(3(43.95|1576 1 175 [203
D.PAPATTFAHLDATTVLSR.A N 38.04 [1867.9791|-25.0| 623.6514|3(22.48| 836 1 263 |280
K.TVLIMELINNVAK.A N 34.97 (1456.8323|-12.1| 729.4146|2(33.90|1215 1 106 |118
total 3 peptides
tr| AOAOP6FT42|AOAOP6FT42_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MDGTEGLVRG QRVADTGFPI RIPVGAETLG RIINVIGEPI DERGFIPTDE RAPIHAEAFPE

21 LAPYARGGKI GLFGGAGVGE TVLIMELINN VAKAHGGYSV FAGVGERTRE GNDLYNEMIE
161 NEPPGARARV ALTGLTVAEY FRDQEGQDVL LFIDNIFRFT QAGSEVSALL GRIPSAVGYQ
241 SITSVQAIYV PADDLTDPAP ATTFAHLDAT TVLSRATIAEL GIYPAVDPLD STSRIMDPNI
321 SLQEDIIAILG MDELSEEDKL TVARARKIQR FLSQPFQVAE VETGHAGKLV PLEETIEGET
401 IEEVVEEAER LAKEARA

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start| End |PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 |3341.7295| -8.2|1114.9080|3(43.95|1576 1 170 (198
D.PAPATTFAHLDATTVLSR.A N 38.04 |1867.9791|-25.0| 623.6514|3(22.48| 836 1 258 | 275
K.TVLIMELINNVAK.A N 34.97 (1456.8323|-12.1| 729.4146|2(33.90|1215 1 101 (113
total 3 peptides

tr| AOAONS8D2LO|AOAONS8D2L0_9CRUS

Protein Coverage:

1
g1

321

i

MLSNEFQDEPG GLIRGQPVLD TGSPIKIPVG PETLGRIMNV
EVVDLLAPYA KGGEKIGLEFGG AGVGKIVLIM ELINNVAKAH

VYGOMNEPPG ARARVALTGL TVAEYFRDQE GQDVLLFIDN

IGEPIDERGFP IVTDEFAAIH
GGEYSVFAGVG ERTREGNDLY

IFRFTQAGSE VSALLGRIPS

TTEEKGSITSV QAIYVPADDL TDPAPATTFA HLDATTVLSR

LODYESLQDI TAILGMDELS EDDELTVARA REIQRFLSQF

Supporting Peptides:

ATAELGIYPA VDPLDSTSEM

FOQVAEVFTGH AGELVPIAET

AMDGTEGLIR
LLAPYAERGGK
MNEPFPGARAR

GSITSVQATIY

ESLQDITIATIL

AEAPEFVEMN
HEMIESGVIS

AVGYQPTLAT

MDFNIIGDVH

IEGFEMILNG

FVEMSVQQEI
GEVISLEDKT

PTLATDMGSM

IGNEHYNIAR

KILHGELDHL

AEAPEFVEMN
HEMIESGVIS

AVGYQPTLAT

MDFNIIGDVH

IEGFEMI

GQPVLDTGSP
IGLFGGAGVG

VALTGLTVAE
—

VEADDLTDPA
—

GMDELSEDDEK

back to list

VAQEILITGI
LEDETSEVAL

DMGSMQERIT

YNAARGVQET

ELDHLPEAAF

back to list

LVTGIKVVDL
SEVALVYGQM

QERITTTTKG
GVQKILQDYK

PEVAFYMVGP

back to list

VAQEILITGI
LEDETSEVAL

DMGSMQERIT

YNAARGVQET
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16/03/2023, 15:20 proteins
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 |3341.7295| -8.2|1114.9080|3(43.95|1576 1 175 | 203
D.PAPATTFAHLDATTVLSR.A N 38.04 |1867.9791|-25.0| 623.6514|3(22.48| 836 1 263 | 280
K.TVLIMELINNVAK.A N 34.97 |1456.8323|-12.1| 729.4146|2(33.90|1215 1 106 (118
total 3 peptides
tr|Q6W4K6|Q6W4K6_DROSI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 EPIDERGPID TDETAATIHAE APEFVQMSVE QEILVTGIKV VDLLAPYAKG GKIGLFGGAG VGKIVLIMEL INNVAKAHGG
21 YSVFAGVGER TREGNDLYNE MIEGGVISLE DETSEVALVY GQMNEFPPGAR ARVALTGLTV AEYFRDQEGQ DVLLFIDNIF
161 RFTQAGSEVS ALLGRIPSAV GYQPTLATDM GSMQERITTT KEGSITSVQA IYVPADDLTD PAPATTFAHL DATTVLSRAT
-
241 AELGIYPAVD PLDSTSRIMD PNIIGQEHYN VARGVQEILQ DYRSLQDIIA ILGMDELSEE DELTVARARE IQRFLSQPFQ
321 VAEVFTGHAG ELVPLEQTIK GFSAILAGDY DHLPEVAFYM VGPIEEVVEK ADRLAK
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 |3341.7295| -8.2|1114.9080|3(43.95|1576 1 133 | 161
D.PAPATTFAHLDATTVLSR.A N 38.04 |1867.9791|-25.0| 623.6514|3(22.48| 836 1 221 | 238
K.TVLIMELINNVAK.A N 34.97 |1456.8323|-12.1| 729.4146|2(33.90|1215 1 64 76
total 3 peptides
tr|D8VIPO|D8VIPO_HELME
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 VQFEDSLPPI LNALEVQNRS PRLVLEVAQH LGENTVRTIA MDGTEGLVRG QPVHDCGSPI RIPVGAETLG RIINVIGEPI
21 DERGPIPTDE TAATHAEAPE FVDMSVQQEI LVTGIKVVDL LAPYAKGGKI GLFGGAGVGE TVLIMELINN VAKAHGGYSV
16l FAGVGERTRE GNDLYHEMIE SGVISLEDKT SEVALVYGQM NEPPGARARV ALTGLTVAEY FRDQEGQDVL LFIDNIFRFT
241 QAGSEVSALL GRIPSAVGYQ PTLATDMGTM QERITTTEKG SITSVQAIYV PADDLTDPAP ATTFAHLDAT TVLSRAIAEL
3221 GIYPAVDPLD STSRIMDPNI IGAEHYNVAE GV
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 [3341.7295| -8.2|1114.9080|3(43.95|1576 1 210 | 238
D.PAPATTFAHLDATTVLSR.A N 38.04 |1867.9791|-25.0| 623.6514|3(22.48| 836 1 298 |315
K.TVLIMELINNVAK.A N 34.97 |1456.8323|-12.1| 729.4146|2(33.90|1215 1 141 (153
total 3 peptides
tr|G3KAV3|G3KAV3_HELNM
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 EDSLPPILNA LEVQNRSPRL VLEVAQHLGE NTVRTIAMDG TEGLVRGQPV HDCGSPIRIP VGAETLGRII NVIGEPIDER
21 GPIPTDKTAA ITHAEAPEFVD MSVQQEILVT GIEKVVDLLAFP YAKGGEIGLF GGAGVGKIVL IMELINNVAK AHGGYSVFAG
161l VGERTREGND LYHEMIESGV ISLEDETSEV ALVYGQMNEF PGARARVALT GLTVAEYFRD QEGQDVLLFI DNIFRFTQAG
241 SEVSALLGRI PSAVGYQPTL ATDMGTMQER ITTTKEGSIT SVQAIYVPAD DLTDPAPATT FAHLDATTVL SRAIAELGIY
321 PAVDPLDSTS RIMDPNIIGA EHYN
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 |3341.7295| -8.2|1114.9080|3(43.95|1576 1 207 | 235
D.PAPATTFAHLDATTVLSR.A N 38.04 [1867.9791|-25.0| 623.6514|3(22.48| 836 1 295 |312
K.TVLIMELINNVAK.A N 34.97 |1456.8323|-12.1| 729.4146|2(33.90|1215 1 138 (150
total 3 peptides

tr|G3KAY5|G3KAY5_HELNM

Protein Coverage:

back to list
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16/03/2023, 15:20

proteins

1 EDSLPPILNA LEVQNESPRL VLEVAQHLGE NTVRTIAMDG TEGLVRGQPV HDCGSPIRIP VGAETLGRII NVIGEPIDER
21 GPIPTDKTAA ITHAEAPEFVD MSVQQEILVT GIEKVVDLLAFP YAKGGEIGLF GGAGVGKIVL IMELINNVAK AHGGYSVFAG
161l VGERTREGND LYHEMIESGV ISLEDETSEV ALVYGQMNEF PGARARVALT GLTVAEYFRD QEGQDVLLFI DNIFRFTQAG
241 SEVSALLGRI PSAVGYQPTL ATDMGTMQER ITTTKEGSIT SVQAIYVPAD DLTDPAPATT FAHLDATTVL SRAIAELGIY
321 PAVDPLDSTS RIMDPNIIGA EHYN
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 [3341.7295| -8.2|1114.9080|3(43.95|1576 1 207 |235
D.PAPATTFAHLDATTVLSR.A N 38.04 [1867.9791|-25.0| 623.6514|3(22.48| 836 1 295 |312
K.TVLIMELINNVAK.A N 34.97 |1456.8323|-12.1| 729.4146|2(33.90|1215 1 138 (150
total 3 peptides
tr|[EOW1G3|EOW1G3_PEDHC back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MLSAVSRAAS GVLRAVKTPN IQNEALEVFS AITGTRLLSF DSVEGPTDDD DEEKCEEDDEP KSQDESKSEY ATAPAAKAGK
21 GTSGKIVAVI GAVVDVQFDE NLPAILNALE VSNESPRLIL EVAQHLGENT VRTIAMDGTE GLVRGQVVTD TGYPIRIPVG
16l AETLGRIMNV IGEPIDERGP IKTDEFAATH AEAPEFVDMS VEQEILVTGI KVVDLLAPYA KGGKIGLFGG AGVGKTIVLIM
—
241 ELINNVAKAH GGYSVFAGVG ERTREGNDLY HEMIESGVIS LEDKTSKVAL VYGOMNEPPG ARARVALTGL TVAEYFRDQE
——
321 GQDVLLFIDN IFRFTQAGSE VSALLGRIPS AVGYQPTLAT DMGTMQERIT TTERGSITSV QAIYVPADDL TDPAPATTFA
—
401 HLDATTVLSR ATAELGIYPA VDPLDSTSRI MDPNIIGAEH YNIARGVQEI LODYESLQDI IATLGMDELS EDDELTVARA
————
481 REIQRFLSQP FQVAEVFTGH AGELVPLQET IKGFSQILKG EYDHLPEVAF YMVGPIEEVV AKAETLAKSA
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 [3341.7295| -8.2|1114.9080|3(43.95|1576 1 305 |333
D.PAPATTFAHLDATTVLSR.A N 38.04 |1867.9791|-25.0| 623.6514|3(22.48| 836 1 393 |410
K.TVLIMELINNVAK.A N 34.97 (1456.8323|-12.1| 729.4146|2(33.90|1215 1 236 |248
total 3 peptides
tr|AOAOP5T3L7 | AOAOP5T3L7_9CRUS back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MAASSATIAAM LNAVARASSG ILRTVQPTVS HIQNGQSEKVL PALLGERSFY TSQLLSAEAK TAAMADEAATI ANGEIVAVIG
81 AVVDVQFEDQ LPPILNALEV SNRESPRLILE VAQHLGENTV RTIAMDGTEG LIRGQPVLDT GSPIKIPVGP ETLGRIMNVI
161 GEPIDERGPI VTDEFAATIHA EAPEFVEMNV AQEILITGIE VVDLLAPYAK GGEIGLFGGA GVGKIVLIME LINNVAKAHG
241 GYSVFAGVGE RTREGNDLYH EMIESGVISL KDKTSEVALV YGQMNEFPPGA RARVALTGLT VAEYFRDQEG QDVLLFIDNI
221 FRFTQAGSEV SALLGRIPSA VGYQPTLATD MGSMQERITT TEKGSITSVQ AIYVPADDLT DFAPATTFAH LDATTVLSRA
—
401 TIAELGIYPAV DPFLDSTSRMM DPNIIGDVHY NAARGVQKIL QDYESLQDITI AILGMDELSE DDKLTVARAER KIQRFLSQPF
481 QVAEVFTGHA GELVPIAETI KGFEMILNGE LDHLPEAAFY MVGPIEEVVA FAEELAESTA
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 [3341.7295| -8.2|1114.9080|3(43.95|1576 1 294 |322
D.PAPATTFAHLDATTVLSR.A N 38.04 [1867.9791|-25.0| 623.6514|3(22.48| 836 1 382 399
K. TVLIMELINNVAK.A N 34.97 (1456.8323|-12.1| 729.4146|2(33.90| 1215 1 225 | 237
total 3 peptides

tr| AOAOP5BBWO|AOAOP5BBWO_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:20 proteins
1 MAASSATIAAM LNAVARASSG ILRTVQPTVS HIQNGQSEVL PALLGEKRSFY TSQLLSAEAK TAAKAATANG KIVAVIGAVV
21 DVQFEDQLPP ILNALEVSNR SPRLILEVAQ HLGENTVRTI AMDGTEGLIR GQPVLDTGSP IEKIPVGPETL GRIMNVIGEFP
1&1l IDERGPIVTD KFAATHAEAP EFVEMNVAQE ILITGIKVVD LLAPYAKGGK IGLFGGAGVG KIVLIMELIN NVAKAHGGYS
241 VFAGVGERTE EGNDLYHEMI ESGVISLEDK TSKVALVYGQY MNEPPGARAR VALTGLTVAE YFRDQEGQDV LLFIDNIFRE
321 TQAGSEVSAL LGRIPSAVGY QPTLATDMGS MQERITTTKE GSITSVQAIY VPADDLTDPA PATTFAHLDA TTVLSRAIAE
401 LGIYPAVDPL DSTSRMMDPN IIGDVHYNAA RGVQKILQDY KSLODITIAIL GMDELSEDDE LTVARARKIQ RFLSQPFQVA
481 EVFTGHAGEL VPIAETIKEGF EMILNGELDH LPEAAFYMVG PIEEVVAKAE KLAESTA
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y | 92.63 [3341.7295| -8.2|1114.9080(3(43.95|1576 1 291 [319
D.PAPATTFAHLDATTVLSR.A N 38.04 [1867.9791|-25.0| 623.6514|3(22.48| 836 1 379 | 396
K.TVLIMELINNVAK.A N 34.97 (1456.8323|-12.1| 729.4146|2(33.90|1215 1 222 | 234
total 3 peptides
tr| AGAOP5UBV1|AOAOP5UBV1_9CRUS back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MAASSATIAAM LNAVARASSG ILRTVQPTVS HIQNGQSEKVL PALLGERSFY TSQLLSAEAK TAAEAATANG KIVAVIGAVV
21 DVQFEDQLPP ILNALEVSNR SPRLILEVAQ HLGENTVRTI AMDGTEGLIR GQPVLDTGSP IKIPVGPETL GRIMNVIGEP
161 IDERGPIVTD KFAATHAEAP EFVEMNVAQE ILITGIKVVD LLAPYAKGGK IGLFGGAGVG KIVLIMELIN NVAKAHGGYS
241 VFAGVGERTE EGEKDRYHEMI ESGVISLEDK TSEKVALVYGQ MNEFPPGARAR VALTGLTVAE YFRDQEGQDV LLFIDNIFRF
221 TQAGSEVSAL LGRIPSAVGY QPTLATDMGS MQERITTTKE GSITSVQAIY VPADDLTDPA PATTFAHLDA TTVLSRAIAE
401 LGIYPAVDPL DSTSRMMDPN IIGDVHYNAARA RGVQETLQDY KESLODITIAIL GMDELSEDDK LTVARARKIQ RFLSQPFQVA
481 EVFTGHAGEL VPIAETIKGEF EMILNGELDH LPEAAFYMVG PIEEVVAKAE ELAESTA
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 [3341.7295| -8.2|1114.9080|3(43.95|1576 1 291 |319
D.PAPATTFAHLDATTVLSR.A N 38.04 |1867.9791|-25.0| 623.6514|3(22.48| 836 1 379 | 396
K.TVLIMELINNVAK.A N | 34.97 |1456.8323|-12.1| 729.4146(2|33.90(1215 1 222 (234
total 3 peptides
tr| AOAOP5EU29 | AOAOP5EU29_9CRUS back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MAASSAIAAM LNAVAEASSG ILRTVQPTVS HIQNGQRSEVL PALLGERSFY TSQLLSAEAK TAAKAATANG KIVAVIGAVV
21 DVQFEDQLFP ILNALEVSNR SPRLILEVAQ HLGENTVRTI AMDGTEGLIR GQPFVLDTGSP IKIPVGPETL GRIMNVIGEF
161l IDERGPIVTD EFAATHAEAP EFVEMNVAQE ILITGIKVVD LLAPYAKGGK IGLFGGAGVG KIVLIMELIN NVAKAHGGYS
241 VFAGVGERTE GEDRYHEMIE SGVISLEDKT SEVALVYGQM NEPPGARARV ALTGLTIVAEY FRDQEGQDVL LFIDNIFRFT
321 QAGSEVSALL GRIPSAVGYQ PTLATDMGSM QERITTTEKG SITSVQAIYV PADDLTDPAP ATTFAHLDAT TVLSRAIAEL
401 GIYPAVDPLD STSRMMDPNI IGDVHYNAAR GVQEILQDYK SLQDITIAILG MDELSEDDEL TVARAREIQR FLSQPFQVAE
481 VFTGHAGELV PIAETIKGFEK MILNGELDHL PEAAFYMVGP IEEVVAEAEK LAESTA
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 |3341.7295| -8.2|1114.9080|3(43.95|1576 1 290 |318
D.PAPATTFAHLDATTVLSR.A N 38.04 |1867.9791|-25.0| 623.6514|3(22.48| 836 1 378 | 395
K.TVLIMELINNVAK.A N 34.97 (1456.8323|-12.1| 729.4146|2(33.90|1215 1 222 | 234
total 3 peptides
tr| AOAOP5BBX0|AOAOP5BBX0_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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1
81
lel

[
1=y
[

(%]
%)
=

=3
=

(R

W
o

MAATARAMLNA
FEDQLPFPILN
RGPIVTDEFA

GVGERTREGN

GSEVSALLGR

YPAVDPLDST
TGHAGELVPI

Supporting Peptides:

VARASSGILR
ALEVSNESFR
ATHAEAPEFV

DLYHEMIESG
IPSAVGYQFET

SEMMDPNIIG
AETIEKGFEMI

TVQPTVSHIQ
LILEVAQHLG
EMNVAQEILI

VISLEDETSE
LATDMGSMQE

DVHYNAARGV
LNGELDHLFE

NGQSEVLPAL
ENTVRTIAMD
TGIEKVVDLLA

VALVYGQOMNE
RITTTEEGSI

QKILQDYKSL
AAFYMVGPIE

proteins

LGERSFYTSQ LLSAEAKTAA KAATANGEIV AVIGAVVDVQ
GTEGLIRGQF VLDTGSPIEKI PVGPETLGRI MNVIGEFIDE
PYAKGGKIGL FGGAGVGKETV LIMELINNVA KAHGGYSVFEA

PPGARARVAL TGLTVAEYFR DQEGQDVLLE IDNIFRFTQA

TSVQAIYVPA DDLTDPAPAT TFAHLDATTV LSRATAELGI

QDITAILGMD ELSEDDELTV ARAREKIQRFL SQPFQVAEVE
EVVARAEKLA ESTA

Peptide

Uniq

-10IgP

Mass ppm

m/z RT

Scan | #Spec|Start [End [PTM

R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y

92.63

3341.7295| -8.2

1114.9080(3(43.95

1576 1 288 | 316

D.PAPATTFAHLDATTVLSR.A

N 38.04

1867.9791(-25.0

22.48

836 1 376 | 393

K.TVLIMELINNVAK.A

N 34.97

1456.8323|-12.1

z
3
623.6514 |3
2

729.4146 33.90

1215 1 219 | 231

total 3 peptides

tr| AOA0J7KRQ1|AOAOI7KRQ1_LASNI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1

IS
(R

(=

MMLSAVSEAA
VONRTPRLVL
ADAPEFVEMS

HEMIESGVIS
AVGYQPTLAT

MDFNIIGAEH
IEGFQEILAG

Supporting Peptides:

AGALRIAEPC
EVAQHLGEST
VEQEILVTGI

LEDETSEVAL
DMGTMQERIT

YNIARGVQKEI
DYDHLPEVAF

LIQNEAAKVS
VRTIAMDGTE
EVVDLLAPYA

VYGQMNEPPG
TTEEGSITSV

LODYKSLODI
YMVGPIEEVV

SAFAINERDY
GLVRGQNVLD
EGGEIGLFEGG

ARARVALTGL

back to list

ARFAADAATET GAQGEVVAVI GAVVDVQFED DLPPILNALE
SGYPIRIPVG AETLGRIINV IGEPIDERGP IPTDELAPIH
AGVGKIVLIM ELINNVAKAH GGYSVFAGVG ERTREGNDLY

TVAEYFRDQE GQDVLLFIDN IFRFTQAGSE VSALLGRIPS

QATIYVFADDL

IATLGMDELS
AFAESLAFQ

TDPAPATTFA HLDATTVLSR ATAELGIYPA VDPLDSTSRI

EEDELTVARA REKIQRFLSQP FQVAEVFTGH AGELVPLQET

Peptide

Uniq

-10igP

Mass ppm

m/z RT

Scan | #Spec|Start ([End [PTM

R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y

92.63

3341.7295| -8.2

1114.9080|3(43.95

1576 1 275 | 303

D.PAPATTFAHLDATTVLSR.A

N 38.04

1867.9791|-25.0

22.48

836 1 363 | 380

K.TVLIMELINNVAK.A

N 34.97

1456.8323|-12.1

z
3
623.6514 |3
2

729.4146 33.90

1215 1 206 |218

total 3 peptides

tr|Q1HPT1|Q1HPT1_BOMMO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MLGAISRVGS GILAVESVAE KSLSECGEKIV AVNAVNERDY AAKSAGEGQG EVVAVIGAVV DVQFEDNLPP ILNALEVQNE
81 SPELVLEVAQD HLGENTVERTI AMDGTEGLVR GQPVLDSGSP IRIFVGAETL GRIINVIGEFP IDERGPIPTD ETAATHAEAP
16l EFVDMSVQQE ILVTGIEVVD LLAPYAKGGK IGLFGGAGVG EIVLIMELIN NVAKAHGGYS VFAGVGERTE EGNDLYHEMI
241 ESGVISLEDE TSEVALVYGQ MNEPPGARAR VALTGLTVAE YFRDQEGQDV LLEFIDNIFRF TQAGSEVSAL LGRIPSAVGY
321 QPTLATDMGT MQERITTTEK GSITSVQAIY VFADDLTDPA PATTFAHLDA TTVLSRATAE LGIYPAVDPL DSTSRIMDPN
401 IIGAEHYNVA RGVQEILQDY KSLQDITATIL GMDELSEEDK LTVARARKIQ RFLSQPFQVA EVFTGHAGEL VPLEETIKGE
481 SKILAGDYDH LPEVAFYMVG PIEEVVAFAD TLAEKNA
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 |3341.7295| -8.2|1114.9080|3(43.95|1576 1 271 | 299
D.PAPATTFAHLDATTVLSR.A N 38.04 |1867.9791|-25.0| 623.6514|3(22.48| 836 1 359 |376
K.TVLIMELINNVAK.A N 34.97 (1456.8323|-12.1| 729.4146|2(33.90|1215 1 202 | 214

total 3 peptides

tr|I4DIU5|I4DIUS5_PAPXU

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list
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MFSTAGRAGL
RLVLEVAQHL
VDMSVEQEIL

GVISLEDETS
TLATDMGTMQ

GAEHYNVARG
ILQGEYDHLP

Supporting Peptides:

LAARTVVNNS
GENTVRTIAM
VTGIEVVDLL

EVALVYGOMN
ERITTTEEGS

VQKILQDYKS
EVAFYMVGPI

LAEKTPLVAG
DGTEGLVRGQ
APYARGGEIG

EPPGARARVA

ALANKRDYARA
PVLDSGSPIR
LEGGAGVGKT

proteins

FAAGEGQGEV VAVIGAVVDV
IPVGAETLGE IINVIGEPID
VLIMELINNV AKAHGGYSVE

LTGLTVAEYF

RDQEGQDVLL FIDNIFRFTQ

ITSVQAIYVE

LODITATILGM
EEVVAFAETL

ADDLTDEAPA

TTFAHLDATT VLSRATAELG

DELSEEDKLT
ARNA

VARARKIQRF LSQFFQVAEV

Peptide

Uniq

-10IgP

Mass ppm

m/z RT

Scan | #Spec|Start [End [PTM

R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y

92.63

3341.7295| -8.2

1114.9080(3(43.95

1576 1 269 | 297

D.PAPATTFAHLDATTVLSR.A

N 38.04

1867.9791(-25.0

22.48

836 1 357 | 374

K.TVLIMELINNVAK.A

34.97 |1456.8323(-12.1

z
3
623.6514 |3
2

729.4146 33.90

1215 1 200 |212

total 3 peptides

tr|AOA1BOCLT6|AOA1BOCLT6_LUTLO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1

IS
(R

(=

MFSATINNAVR
EVAQHLGENT
VEQEILVTGI

LEDETSEVAL
DMGSMQERIT

YNVARGVQET
EYDHLPEVAF

Supporting Peptides:

VATERETGEFE
VRTIAMDGTE
EVVDLLAPYA

VYGQMNEPPG

TTERGSITSV

LODYKSLQDI
YMVGPIEEVV

ISGLVQFNRQ
GLVRGNKVLD
KGGKIGLEGG

ARARVALTGL

YAAFRTAAKAG
TGSPIKIPVG
AGVGKIVLIM

ASNGREVVAVI GAVVDVQFDE
AETLGRIINV IGEFIDERGP
ELINNVAKAH GGYSVFAGVG

TVAEYFRDQE

GQDVLLFIDN IFRFTQAGSE

QATYVFPADDL

IATLGMDELS
AFAERLAEEA

TDPAPATTFA

HLDATTVLSR AIAELGIYPA

EEDELTVARA
A

REIQRFLSQF FQVAEVFTGH

Peptide

Uniq

-10igP

Mass ppm

m/z RT

Scan | #Spec|Start ([End [PTM

R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F

92.63 |3341.7295| -8.2

1114.9080|3(43.95

1576 1 265 | 293

D.PAPATTFAHLDATTVLSR.A

38.04 |1867.9791(-25.0

22.48

836 1 353 | 370

K.TVLIMELINNVAK.A

34.97 |1456.8323(-12.1

z

3

623.6514 |3
2

729.4146 33.90

1215 1 196 |208

total 3 peptides

tr|AOA1IS8NT76|AOA1IS8NT76_STOCA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

MESAARSALS
HLGENTVRTI
ILVTGIEVVD

TSEVALVYGQ
MQERITTTEEK

RGVQEILQDY
LPEVAFYMVG

Supporting Peptides:

RSDEEVISLL
AMDGTEGLVR
LLAPYARKGGEK

MNEPPGARAR

GSITSVQATY

ESLOQDIIAIL
FIEEVVEEAER

AQSQREYAKA
GHKVIDTGEP
IGLFGGAGVG

VALTGLIVAE

ARKAARDVGNG
IRIFVGAETL
KTVLIMELIN

REIVAVIGAVV DVQFEDQLPP
GRIINVIGEF IDERGFIFTD
NVAKAHGGYS VFAGVGERTR

YFRDQEGQDV

LLFIDNIFRF TQAGSEVSAL

VPADDLTDEA

PATTFAHLDA

TTVLSRATAE LGIYPAVDPL

GMDELSEEDK
RLAEREAR

LTVARARKIQ

RFLSQPFQVA EVFTGHAGEL

Peptide

Uniq

-10IgP

Mass ppm

m/z RT

Scan | #Spec|Start [End [PTM

R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F

92.63 |3341.7295| -8.2

1114.9080(3(43.95

1576 1 261 |289

D.PAPATTFAHLDATTVLSR.A

38.04 |1867.9791(-25.0

22.48

836 1 349 | 366

K.TVLIMELINNVAK.A

34.97 |1456.8323(-12.1

z

3

623.6514 (3
2

729.4146 33.90

1215 1 192 (204

total 3 peptides

tr|AOA182FTY6|AOA182FTY6_ANOAL

| Protein Coverage | Supporting Peptides |

Protein Coverage:

QFEDNLFPIL
ERGFPIPTDET
AGVGERTREG

AGSEVSALLG

IYPAVDFLDS

FTGHAGELVP

NLPPILNALE
IETNKFAAIH
ERTREGNDLY

VSALLGRIFS

VDFPLDSTSRI

AGELVPLEET

ILNALEVDNR
KETAFPIHAEAF
EGNDLYNEMI

LGRIPSAVGY

DSTSRIMDFEN

VPLEETIEGFE

NALEVQNRSP
AATHAEAPEF
NDLYHEMIES

RIPSAVGYQP
TSERIMDENITI

LEETIKGFSK

back to list

VEGREPELVL
AEAPEFVEMS
NEMIESGVIS

AVGYQPTLAT
MDPNVIGQEH

IEGFSEKILIG

back to list

TPRLVLEVAQ
EFVDMSVEQE
ESGVISLKDEK

QPTLATDMGS
IIGSTHYNVA

TQILAGEYDH

back to list
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16/03/2023, 15:20 proteins
1 MFSSMKTLVS AAVEADQVLA RTYAAKARAR AAGAQGKVVA VIGAVVDVQF DDNLPPILNA
21 NTVRTIAMDG TEGLVRGQRV LDTGSPIRIP VGAETLGRII NVIGEPIDER GPIETNLSAFP
1&l GIKVVDLLAP YAKGGEIGLF GGAGVGKTVL IMELINNVAK AHGGYSVFAG VGERTREGND
241 AILVYGQMNEFP PGARARVALT GLTVAEYFRD QEGQDVLLFI DNIFRFTQAG SEVSALLGRI
321 ITTTEKGSIT SVQAIYVPAD DLTDPAPATT FAHLDATTVL SRATAELGIY PAVDPLDSTS
401 KILQDYESLQ DITIATILGMDE LSEEDKLTVA RARKIQRFLS QPFQVAEVET GHAGELVPLE
481 AFYMVGPIEE VVERAERLAEK EAA
Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y | 92.63 [3341.7295| -8.2|1114.9080(3(43.95|1576 1 257 | 285
D.PAPATTFAHLDATTVLSR.A N 38.04 [1867.9791|-25.0| 623.6514|3(22.48| 836 1 345 | 362
K.TVLIMELINNVAK.A N 34.97 (1456.8323|-12.1| 729.4146|2(33.90|1215 1 188 |200
total 3 peptides
tr|E3XEC7 | E3XEC7_ANODA
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MFSSMKTLVS AAVRADQVLA RTYARKAAAR AAGAQGKVVA VIGAVVDVQF DDNLPPILNA
21 NTVRTIAMDG TEGLVRGQRV LDTGSPIRIP VGAETLGRII NVIGEPIDER GPIETNLSAP
161 GIKVVDLLAP YAKGGEIGLF GGAGVGKTIVL IMELINNVAK AHGGYSVFAG VGERTREGND
241 ALVYGQMNEP PGARARVALT GLTVAEYFRD QEGQDVLLFI DNIFRFTQAG SEVSALLGRI
321 ITTTEKGSIT SVQAIYVPAD DLTDPAPATT FAHLDATTVL SRATAELGIY PAVDPLDSTS
401 KILQDYESLQ DIIATLGMDE LSEEDELTVA RARKIQRFLS QPFQVAEVEFT GHAGKLVPLE
481 AFYMVGPIEE VVERAERLAEK EAA
Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 [3341.7295| -8.2|1114.9080|3(43.95|1576 1 257 |285
D.PAPATTFAHLDATTVLSR.A N 38.04 |1867.9791|-25.0| 623.6514|3(22.48| 836 1 345 | 362
K.TVLIMELINNVAK.A N | 34.97 |1456.8323|-12.1| 729.4146(2|33.90(1215 1 188 |200
total 3 peptides
tr| AOAOP4WJ]96 | AOAOP4WI96_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MELERRRSTL LEWLTETETA AMADEAATIAN GEIVAVIGAV VDVQFEDQLFP PILNALEVSN
21 IAMDGTEGLI RGQPVLDTGS PIKIPVGPET LGRIMNVIGE PIDERGPIVT DEFAATHAEA
161 DLLAPYAKGG KIGLFGGAGV GKTVLIMELI NNVAKAHGGY SVFAGVGERT REGNDLYHEM
241 QMNEPPGARA RVALTGLTVA EYFRDQEGQD VLLFIDNIFR FTQAGSEVSA LLGRIPSAVG
321 KGSITSVQAI YVPADDLTDPE APATTFAHLD ATTVLSRATA ELGIYPAVDP LDSTSEMMDP
401 YESLQDIIAI LGMDELSEDD KLTVARARKI QRFLSQPFQV AEVETGHAGK LVPIAETIEG
481 GPIEEVVAEA EELAESTA

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y 92.63 |3341.7295| -8.2|1114.9080|3(43.95|1576 1 252 | 280
D.PAPATTFAHLDATTVLSR.A N 38.04 |1867.9791|-25.0| 623.6514|3(22.48| 836 1 340 | 357
K.TVLIMELINNVAK.A N 34.97 (1456.8323|-12.1| 729.4146|2(33.90|1215 1 183 [195

total 3 peptides

tr| AOAOP5ULZ6|AOAOP5ULZ6_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

LEVQGRTARL
IHAEAPEFIE
LYNEMIEGGV

PSAVGYQPTL
EIMDENIIGA

ETIEGEFTKIL

LEVQGRTARL
IHAEAPEFIE
LYNEMIEGGV

PEAVGYQPTL
EIMDPNIIGA

ETIEGETEIL

RSPRLILEVA
PEFVEMNVAQ
IESGVISLED

YQPTLATDMG
NIIGDVHYNA

FEMILNGELD

VLEVAQHLGE
MSVEQEILVT
ISLEDESSEV

ATDMGSMQER

EHYNIARGVQ

NGELDHLPEV

back to list

VLEVAQHLGE
MSVEQEILVT
ISLEDESSEV

ATDMGSMQER
EHYNIARGVQ

NGELDHLPEV

back to list

QHLGENTVRT
EILITGIEKVV
ETSEVALVYG

SMQERITTTEK

ARGVQKILQD

HLPEAAFYMV

back to list
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16/03/2023, 15:20 proteins
1 MLNAVARASS GILRTVQPTV SHIQNGQSKV LPALLGERSF YTSQLLSAEA KTAAKAATAN GEIVAVIGAV VDVQFEDQLP
21 PILNALEVSN RSPRLILEVA QHLGENTVRT IAMDGTEGLI RGQFVLDTGS PIKIPVGPET LGRIMNVIGE PIDERGPIVT
1&l DEFAATHAEA PEFVEMNVAQ EILITGIEVV DLLAPYAKGG KIGLFGGAGV GKIVLIMELI NNVAKAHGGY SVFAGVGERT
Z41 REGNDLYHEM IESGVISLED KTSKVALVYG QMNEPPGARA RVALTGLTVA EYFRDQEGQD VLLFIDNIFR FTQAGSEVSA
321 LLGRIPSAVG YQPTLATDMG SMQERITTTK KGSITSVQAI YVPADDLTDP APATTFAHLD ATTVLSRATA ELGIYPAVDP
401 LDSTSRMMDP NIIGDVHYNA ARGVQEILQD YESLQDIIAI LGMDELSEDD ELTVARARKI QRFLSQPFQV AEVFTGHAGE
481 LVPIAETIEG FEMI
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.VALTGLTVAEYFRDQEGQDVLLFIDNIFR.F| Y | 92.63 [3341.7295| -8.2|1114.9080(3(43.95|1576 1 282 |310
D.PAPATTFAHLDATTVLSR.A N 38.04 [1867.9791|-25.0| 623.6514|3(22.48| 836 1 370 |387
K.TVLIMELINNVAK.A N 34.97 (1456.8323|-12.1| 729.4146|2(33.90|1215 1 213 | 225
total 3 peptides
tr|AOA1V9X7H2|AOA1VI9X7H2_9ACAR back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MRECISVHVG QAGVQIGNAC WELYCLEHGI QPDGQMPSDE TVGGGDDSFN TFFSETGAGK HVPRAVYVDL EPTVVDEVRT dgeam
P Pyro-
21 GTYRQLFHPE QLITGKEDAA NNYARGHYTI GKELIDLVLD RIRKILADQCT GLQGFLIFHS FGGGTGSGET SLLMERLSVD
Iz
161 YGRESKLEFA VYPAPQVSTA VVEPYNSILT THTTLEHSDC AFMVDNEAIY DICRRENLDIE RPTYTNLNRL IGQIVSSITA
I ———
241 SLRFDGALNV DLTEFQTNLV PYPRIHFPLV TYAPVISAEE AYHEQHTVAE ITNACFEPAN QMVECDPRHG EYMACCLLYR
321 GDVVPEDVNA ATAATETERT IQFVDWCPTG FEVGINYQPP TVVPGGDTAK VPRAVCMLSN TTAIAEAWAR LDHEFDLMYA
401 KRAFVHWYVG EGMEEGEFSE AREDLAALEK DYEEVGIDSN EGGAEDDGGD EF
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.FDGALNVDLTEFQTNLVPYPR.I N 63.91 |2408.2012(-15.4(1205.0894(2|31.68| 1145 1 244 | 264
R.GHYTIGKELIDLVLDR.I N | 53.63 [1841.0046|-30.0| 614.6571|3(28.97|1053 1 106 |121
R.LIGQIVSSITASLR.F N 48.39 |1456.8613|-14.8| 729.4272|2(31.20|1127 1 230 | 243
R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I N 24.08 |2409.1851(-12.7(1205.5845(2|33.59| 1205 2 244 | 264 | Deamidation (NQ)
R.GHYTIGKELIDLVLDRIR.K N 20.91 [2110.1897|-34.4| 528.5366(4|31.29(1130 1 106 | 123
R.Q(-17.03)LFHPEQLITGKEDAANNYAR.G| N 15.06 (2397.1711|-25.5| 800.0439|3|23.91| 883 1 85 | 105 |Pyro-glu from Q
total 6 peptides
tr| AOA2A3E7F9|AOA2A3E7F9_APICC back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MYIENAFCSR TIDCREAWTS PEGSFVHLGG RIEEKREVLSV HIGQGGVQMG NACWELYCLE HGIQPDGMLFP PTSCSSDEGE © Deam
21 QTFFSETGGG KYVPEAVFLD LEPTVIDEVE TGTYHQLFHP EQLISGKEDA ANNYARGHYT LGKEIIDLVL DRIRKIADMC
16l TGLQGFLIFH AFGGGTGSGE TSLLMERLSM DYGEEAKLEF AIYPSPQIST AVVEPYNAIL TTHTTLEHSD CAFLVDNEAT
Z41 YDICRRNLDI ERPTYTNLNR LIGQIVSSIT ASLRFDGALN VDLTEFQTNL VPYPRIHFFPL ATYAFPIVSIE KAYHEQLTVM
321 ELTSSCFEPA MOQMVEKCNPQR GEKYMACCLLY RGDVVPEDVN ASIATIKTER AIQFVDWCPT GFEVGINYQF PTVVPGGDLA
401 EKVQRAMAMLA NTTATAEAWT RLNREFDLMF GERAFVHWYV AESMDESEFN EAREDLAALE KDYEEVGMDS TDAGEGEDEN
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT ([Scan|#Spec|Start|(End|PTM
R.FDGALNVDLTEFQTNLVPYPR.I N 63.91 (2408.2012(-15.4|1205.0894|2(31.68|1145 1 275 | 295
R.GHYTLGKEIIDLVLDR.I N 53.63 |1841.0046|-30.0| 614.6571|3(28.97|1053 1 137 | 152
R.LIGQIVSSITASLR.F N | 48.39 [1456.8613|-14.8| 729.4272(2(31.20(1127 1 261 |274
R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I| N 24.08 |2409.1851|-12.7|1205.5845|2(33.59| 1205 2 275 | 295 | Deamidation (NQ)
R.GHYTLGKEIIDLVLDRIR.K N 20.91 |2110.1897|-34.4| 528.5366(4(31.29|1130 1 137 | 154
total 5 peptides

tr| AOAOSSATP8|AOAO8SATP8_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/g-tof-p1/protein.html
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16/03/2023, 15:20

proteins

1 MCMENAFCPR TIDLQLSRRD FTLRMFCSFS GIGEREVLSV HIGQGGVQMG NACWELYCLE HGIQPDGMLFP PTSCSSDEGE ©Deam
21 QTFFSETGGG KYVPEAVFLD LEPTVIDEVE TGTYHQLFHP EQLISGKEDA ANNYARGHYT LGKEIIDLVL DRIRKIADMC
16l TGLQGFLIFH AFGGGTGSGE TSLLMERLSM DYGEEKAKLEF AIYPSPQIST AVVEPYNAIL TTHTTLEHSD CAFLVDNEAT
Z41 YDICRRNLDI ERPTYTNLNR LIGQIVSSIT ASLRFDGALN VDLTEFQTNL VPYPRIHFFPL ATYAFPIVSIE KAYHEQLTVM
321 ELTSSCFEPA MOQMVEKCNPQR GEKYMACCLLY RGDVVPEDVN ASIATIKTER AIQFVDWCPT GFEVGINYQF PTVVPGGDLA
401 EKVQRAMAMLA NTTATAEAWT RLNREFDLMF GERAFVHWYV AESMDESEFN EAREDLAALE KDYEEVGMDS TDAGEGEDEN
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z z| RT ([Scan|#Spec|Start|(End|PTM
R.FDGALNVDLTEFQTNLVPYPR.I N 63.91 (2408.2012(-15.4|1205.0894|2(31.68|1145 1 275 | 295
R.GHYTLGKEIIDLVLDR.I N 53.63 |1841.0046|-30.0| 614.6571|3(28.97|1053 1 137 | 152
R.LIGQIVSSITASLR.F N | 48.39 |1456.8613|-14.8| 729.4272|2(31.20|1127 1 261 |274
R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I| N 24.08 |2409.1851|-12.7|1205.5845|2(33.59| 1205 2 275 | 295 | Deamidation (NQ)
R.GHYTLGKEIIDLVLDRIR.K N 20.91 |2110.1897|-34.4| 528.5366(4(31.29|1130 1 137 | 154
total 5 peptides
tr| AOAOK2TRK8|AOAOK2TRK8_LEPSM back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MRECISVHVG QAGSQMGNAC WELYCLEHGI QPDGHMPSDE TVGSADDSFN TFFSETGAGK HVPRAVEVDL EPTVIDEIRT dDeam
81 GTYRQLFHPE QLVTGKEDAA NNYARGHYTI GKEILDLVLD RIRKLSDNCT GLQGFLVFHS FGGGTGSGFT SLLMERLSVD
161 YGRESKLEFS IYPAPQVATA VVEPYNSILT THTTLEHSDC AFMVDNEAIY DICRRNLDIE RPTYTNLNRL IGQIVSSITA
——
241 SLRFDGALNV DLTEFQTNLV PYPRIHFPLV TYAPVISAEE AYHEQLSVSE VTNACFEPAN QMVECDPRHG EYMACCMLYR
321 GDVVPEDVNA ATATIEKTERS IQFVDWCPTG FEVGINYQPP TVVPGGDLAK VQRAVCMLSN TTAIAEAWAR LDHEFDLMYA
401 KRAFVHWYVG EGMEEGEFSE AREDLAALEK DYEEVGMDSL DFEDEEGEEY
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
R.FDGALNVDLTEFQTNLVPYPR.I N 63.91 (2408.2012(-15.4|1205.0894|2(31.68|1145 1 244 | 264
R.GHYTIGKEILDLVLDR.I N | 53.63 |1841.0046|-30.0| 614.6571|3(28.97|1053 1 106 |121
R.LIGQIVSSITASLR.F N 48.39 [1456.8613(-14.8| 729.4272|2(31.20|1127 1 230 | 243
R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I| N 24.08 |2409.1851|-12.7|1205.5845|2(33.59| 1205 2 244 | 264 | Deamidation (NQ)
R.GHYTIGKEILDLVLDRIR.K N 20.91 |2110.1897|-34.4| 528.5366|4|31.29|1130 1 106 |123
total 5 peptides
tr| AOAOL7QLG6|AOAOL7QLG6_9HYME back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81

QREVLSVHIG
YHQLFHPEQL

EKFAEKLEFAIY

RFDGALNVDL

QGGVQOMGNAC

ISGEEDAANN

PSPQISTAVV

TEFQTNLVPY

WELYCLEHGI QPDGMLPPQS CSSDEGFQTF FSETGGGEYV PRAVFLDLEP TVIDEVRTGT dDeam
YARGHYTLGK EIIDLVLDRI RETADMCSGL QGFLIFHAFG GGTGSGFTSL LMERLSMDYG

EPYNAILTTH TTLEHSDCAF LVDNEAIYDI CRRNLDIERP TYTNLNRLIG QIVSSITASL

PRIHFPLATY APIVSIEKAY HEQLTVMELT SSCFEPAMQM VECNPQRGKY MACCLLYRGD

VVPEDVNAST
AFVHWYVQES

Supporting Peptides:

d

ATIETERAIQ
MDESEFNEAR

FVDWCPTGFEK VGINYQPPTV VPGGDLAEKVQ RAMAMLANTT ATAEAWTRLN REFDLMEGER
EDLAATLEEDY EEVGMDSTDA GEGEDEN

Peptide

Uniq|-10IgP

ppm

m/z

RT

Scan

#Spec

Start

PTM

R.FDGALNVDLTEFQTNLVPYPR.I

N | 63.91

2408.2012

-15.4

1205.0894

31.68

1145

242

262

R.GHYTLGKEIIDLVLDR.I

53.63

1841.0046

-30.0

614.6571

28.97

1053

104

119

R.LIGQIVSSITASLR.F

2|2

48.39

1456.8613

-14.8

729.4272

31.20

1127

228

241

R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I

=2

24.08

2409.1851

-12.7

1205.5845

33.59

1205

242

26

N

Deamidation (NQ)

R.GHYTLGKEIIDLVLDRIR.K

=2

20.91

2110.1897

-34.4

528.5366

31.29

1130

= Ne =

104

121

total 5 peptides

tr|AOA154PSW5|AOA154PSW5_

9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list
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16/03/2023, 15:20 proteins

1 REVLSVHIGQ GGVQMGNACW ELYCLEHGIQ PDGMLPPQSC SSDEGFQTFF SETGGGKYVP RAVFLDLEPT VIDEVRTGTY dDeam
51 HQLFHPEQLI SGEKEDAANNY ARGHYTLGKE IIDLVLDRIR KIADMCSGLQ GFLIFHAFGG GTGSGETSLL MERLSMDYGE

16l FKAKLEFAIYP SPQISTAVVE PYNAILTTHT TLEHSDCAFL VDNEAIYDIC RENLDIERPT YTNLNRLIGQ IVSSITASLR

241 FDGALNVDLT EFQTINLVPYP RIHFPLATYA PIVSIEKAYH EQLTVMELTS SCFEPAMOMV KCNPHRGEYM ACCLLYRGDV

a
321 VPEDVNASIA TIKTERAIQF VDWCPTGFEV GINYQPPTVV PGGDLAEKVQR AMAMLANTTA IAEAWTRLNER KFDLMEFGEKRA
401 FVHWYVAESM DESEFNEARE DLAALEKDYE EVGMDSTDAG EGE

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT ([Scan|#Spec|Start|(End|PTM
R.FDGALNVDLTEFQTNLVPYPR.I N 63.91 (2408.2012(-15.4|1205.0894|2(31.68|1145 1 241 | 261
R.GHYTLGKEIIDLVLDR.I N 53.63 |1841.0046|-30.0| 614.6571|3(28.97|1053 1 103 | 118
R.LIGQIVSSITASLR.F N 48.39 (1456.8613(-14.8| 729.4272(2(31.20|1127 1 227 | 240
R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I| N 24.08 |2409.1851|-12.7|1205.5845|2|33.59| 1205 2 241 | 261 |Deamidation (NQ)
R.GHYTLGKEIIDLVLDRIR.K N 20.91 |2110.1897|-34.4| 528.5366(4(31.29|1130 1 103 | 120
total 5 peptides
tr| AOA1W4X4A3|A0A1W4X4A3_AGRPL back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MREIVHIQAG QCGNQIGAKF WEIISDEHGI DPTGAYHGDS DLQLERINVY YNEASGGKYV PRAILVDLEP GTMDSVESGP
21 FGQIFRPDNF VFGQSGAGNN WAKGHYTEGA ELVDAVLDVV RKEAESCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP

161 DRIMNTYSVV PSPEVSDTVV EPYNATLSVH QLVENTDETY CIDNEALYDI CFRTLELTTP TYGDLNHLVS LTMSGVTTCL

241 RFPGQLNADL RELAVNMVPF PRLHFFMPGF APLTSRGSQQ YRALTVPELT QQOMFDAKNMM AACDPRHGRY LTVAATFRGR
I—]

321 MSMEEVDEQM LNIQNENSSY FVEWIPNNVE TAVCDIPPRG LEMSATFIGN STAIQELFKR ISEQFTAMFR REAFLHWYTG

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA DEDAEFDEEA EAEVDEN

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.GHYTEGAELVDAVLDVVRK.E| Y 67.89 [2070.0745(-32.3|691.0098|3|29.83 (1081 1 104 (122
K.MSATFIGNSTAIQELFKR.I N 55.02 |2013.0353|-35.1|671.9955(3|27.94 (1017 1 363 | 380
R.YLTVAAIFR.G N 36.00 |1052.6018|-21.0|527.2971(2|26.15| 958 1 310 |318
total 3 peptides

tr| AOAOF6PKG8| AOAOF6PKG8_LYGLI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MREIVHIQAG QCGNQIGAKF WEIISDEHGI DPTGSYHGDS DLQLERINVY YNEASGGKYV PRAILVDLEP GTMDSVRSGP
21 FGQLFRPDNF VFGQSGAGNN WAKGHYTEGA ELVDAVLDVV RKEAEGCDCL QGFQLTHSLG GGTGSGMGTL LISKIREEYP

161 DRIMNTYSVV PSPEVSDTVV EPYNATLSVH QLVENTDETY CIDNEALYDI CFRTLELSTP TYGDLNHLVS LTMSGVTTCF
1

[s%]
=3

RFPGQLNADL REKLAVNMVPEF PRLHFFMPGF APLTSRGSQQ YRALSVPELT AQMFDSKNMM AACDPRHGRY LTVAAIFRGR
—]

MSMEEVDEQM LNIQNENSSY FVEWIPNNVE TAVCDIPPRG LEMSATFIGN STAIQELFKR ISEQFTAMFR REAFLHWYTG

[¥%)
%)
=

401 EGMDEMEFTE AESNMNDLVS EYQQYQEATA DEDAEFDEEQ EQEIEEN

Supporting Peptides:

Peptide Uniq|-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.GHYTEGAELVDAVLDVVRK.E| Y 67.89 [2070.0745(-32.3|691.0098|3|29.83 (1081 1 104 (122
K.MSATFIGNSTAIQELFKR.I N 55.02 |2013.0353|-35.1|671.9955|3(27.94|1017 1 363 | 380
R.YLTVAAIFR.G N 36.00 |1052.6018|-21.0|527.2971(2|26.15| 958 1 310 |318
total 3 peptides

tr|AOA1J1HULZ7 |AOA1J1HUL7_9DIPT back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:20 proteins
1 MTKMRECISI HVGQAGVQIG NACWELYCLE HGIQPDGQMP SDETIGGGDD SFNTFFSETG AGKHVPRAVE VDLEPTVVDE gg:fonj
81 VRTGTYRELF HPEQLITGKE DAANNYARGH YTIGEEIVDV VLDRIRKLAD QCTGLQGFLI FHSFGGGTGS GFTSLLMERL
161 SVDYGEESEL EFAIYPAPHI STARECISIH VGQAGVQIGN ACWELYCLEH GIQPDGQMPS DETMGGGDDS FTTFFSETGG
Z41 GHYVPRAVEV DLEPTVIDEV RTGTYRQLFH PEQLITGEKED AANNYARGHY TIGEKEIVDVV LDRIRKLADQ CTGLQGFLIF
321 HSFGGGTGSG FTSLLMERLS IDYGEESKLE FAIYPAPHIS TAVVEPYNSI LTTHTTLEHS DCAFMVDNEA IFDICRENLD
401 IERPTYTNLN RLIGQIVSSI TASLRFDGAL NVDLTEFQTN LVPYPRIHFP LVITYAPVISA EFAYHEQLSV AEITNACFEP
d
421 ANQMVECDPR HGEYMACCML YRGDVVPEDV NAATATIETE RTIQFVDWCP TGFEVGINYQ PPTVVPGGDL GEVQRAVCML
561 SNTTAIAEAW ARLDHEFDLM YAKRAFVHWY VGEGMEEGEF SEAREDLAAL EKDYEEVGMD SGDPEDEGGR EKLNFITDRN
64 LFSHSSFDRH IVQTFPELSL YFPIIPENLI EIIQNVHVGD AGVQIGNACW ELYCLEHGIQ PDGOMPSDET IGGGDDSENT
721 FFSETGAGEH VPRAVEVDLE PTVVDEVRTG TYRQLFHPEQ LITGEKEDAAN NYARGHYTIG KEIVDLVLDR IRELADQCTG
501 LQGFLIFHSF GGGTGSGFTS LLMERLSVDY GEKESELEFAI YPAPQVSTAV VEPYNSILTT HTTLEHSDCA FMVDNEAIYD
281 ICRRENLDIER PTYTNLNRLI GQIVSSITAS LRFDGALNVD LTEFQTNLVP YPRIHFPLVT YAPVISAEKA YHEQNSVAET
¢l TNACFEPANQ MVECDPRHGK YMACCMLYRG DVVPEDVNAA IATIKTKRTI QFVDWCPTGEF EKVGINYQPPT VVPGGDLAEV
1041 QRAVCMLSNT TATIAEAWARL DHEFDLMYAK RAFVHWYVGE GMEEGEFSEA REDLAALEED YEEVGMDSGD AEEESVNDDI
1121 MNRECISIHV GQAGVQIGNA CWELYCLEHG IQPDGQMPSD KTIGGGDDSF TTFFSETGAG KHVPRAVXIF KGPTRSMEEK
Supporting Peptides:
Peptide Uniq [-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.FDGALNVDLTEFQTNLVPYPR.I N 63.91 |2408.2012|-15.4{1205.0894|2|31.68| 1145 1 426 | 446
R.LIGQIVSSITASLR.F N 48.39 |1456.8613(-14.8( 729.4272|2|31.20|1127 1 412 | 425
R.AVFVDLEPTVIDEVR.T N 45.87 |1700.8984|-18.4| 851.4409|2|27.54| 1004 1 247 (261
R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I N 24.08 |2409.1851|-12.7(1205.5845|2|33.59( 1205 2 426 | 446 | Deamidation (NQ)
R.Q(-17.03)LFHPEQLITGKEDAANNYAR.G| N 15.06 (2397.1711|-25.5| 800.0439|3|23.91| 883 1 88 | 108 |Pyro-glu from Q
total 5 peptides
tr|AOA1W4XPI9|AOA1WAXPI9_AGRPL back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MESHYHHFQR ECISVHCGQA GIQIGNACWE LYCLEHGIQP DGHMPSDECG GDDSFNTFFC ETGAGKHVPR AVEVDLEPTV d Deam
21 IDEVRTGTYR QLFHPEQLIS GKEDAANNYA RGHYSVGEEM IDLVLDRIREKE LSDQCTGLQG FLIFHSFGGG TGSGFTSLLM
161 EERLSIDFGEK SELEFAIYPA PQIATAVVEP YNSILTTHTT LEHSDAAFMV DNEAIYDICR RNLDIDRPTY TNLNRLIGQI
241 NWVSSITASLRF DGALNVDLTE FQTNLVPYPR ITHFPLVTYAP VISSEKAFHE QLSVNDITTA CFEPANQMVE CDPRHGEYMA
321 CCMLYRGDVV PEDVNAATIGI IEKTERTIQFV DWCPTGFEVG INYQPPTVVE GGDLAERVQEA VCMLSNTTAI AEAWARLDHE
401 FDILMYAKRAF VHWYVGEGME EGEFSEARED TAALERDYEE VGMDSNDGEA ECAEEF
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
R.FDGALNVDLTEFQTNLVPYPR.I N 63.91 (2408.2012|-15.4|1205.0894|2|31.68 (1145 1 250 | 270
R.LIGQIVSSITASLR.F N 48.39 (1456.8613(-14.8| 729.4272(2(31.20|1127 1 236 | 249
R.AVFVDLEPTVIDEVR.T N 45.87 (1700.8984 (-18.4| 851.4409(2(27.54|1004 1 71 85
R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I| N 24.08 |2409.1851|-12.7|1205.5845|2|33.59| 1205 2 250 | 270 | Deamidation (NQ)
total 4 peptides
tr|001943|001943_GECLA back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 HVGQAGVQIG NACWELYCLE HGIQPDGSMP SDEKLAGQHDG SFSTFFSESG AGNHVPRAVF VDLEPTVIDE VRERTGTYRELF dDeam
21 HPEQLLTGEE DAANNYARGH YTIGKELIDL TMERVREKLAD QCSGLQGFLI FHSFGGGTGS GFTSLMMERL SLDYGEESKEL
161 EFAIYPAPQV ATAVVEPYNS ILTTHTTLEH SDCAFMVDNE AIYDICRRNL DIERPTYTNL NRLIGQIVSS ITASLRFDGA
I—
241 LNVDLTEFQT NLVPYPRIHF PLVTYAPVVS SAKANHEQLS VAEITSACFE PANQMVECDP RHGEYMACCL LYRGDVVEED
321 VNCLIATIKT KRSIQFVDWC PTGFEVGINY QAPTVVPGGD LAKVNRAVCM LSNTTAIGEA WARLDHEFDL MYAKRAFVHW
401 YVGEVMEEGE FSEAREDLAA LEKDYEEVGL DSTDEAEEEFP EEF
Supporting Peptides:
Peptide Uniq|-10IigP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.FDGALNVDLTEFQTNLVPYPR.I N 63.91 (2408.2012|-15.4|1205.0894|2|31.68 (1145 1 237 | 257
R.LIGQIVSSITASLR.F N 48.39 (1456.8613(-14.8| 729.4272(2(31.20|1127 1 223 | 236

total 4 peptides
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KIPVGPETLG RIMNVIGEPI

16/03/2023, 15:20 proteins
Peptide Uniq|-10IgP Mass ppm m/z z| RT ([Scan|#Spec|Start| End|PTM
R.AVFVDLEPTVIDEVR.T N 45.87 [1700.8984 (-18.4| 851.4409|2|27.54 (1004 1 58 72
R.FDGALNVDLTEFQ(+.98)TNLVPYPR.I| N 24.08 |2409.1851|-12.7|1205.5845|2|33.59| 1205 2 237 | 257 |Deamidation (NQ)
total 4 peptides
tr| AOAO23FND3|AOA023FND3_9ACAR
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 TMLSVVGRAC SSVLEAAKPA ASLVEVNGAN SKLLPALCAT HPSSRREHAAAR QAGAKAGNGH IVAVIGAVVD
21 LNALEVEGRE PRLVLEVAQH LGENTVRTIA MDGTEGLVRG QEVEDTQSPI
16l FLATIHQEAPE FVEMSVEQEI LVTGIKVVDL LAPYSKGGKI GLFGGAGVGK TVLIMELINN VAKAHGGYSV
241 GNDLYHEMIE GGVISLEDKS SEVSLVYGQM NEPPGARARV ALTGLSVAEY FRDQEGQDVL LFIDNIFRFET
3221 GRIPSAVGYQ PTLATDMGTM QERITTTEEKG SITSVQAIYV PADDLTDPAP ATTFAHLDAT TVLSRGIAEL
401 STSRIMDPNV VGQEHYDIAR GVQEKILQDYEK SLEDIIAILG MDELSEEDKL TVSRARKIQR FLSQPEFQVAE
481 PIADTISGFE SILNGEMDHL PEVAFYMVGPE IEEVREKAEK LAAEAT
Supporting Peptides:
Peptide Uniq|-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
D.PAPATTFAHLDATTVLSR.G N 38.04 [1867.9791(-25.0|623.6514(3|22.48| 836 1 368 | 385
K.SLQDIIAILGMDELSEEDKLTVSR.A| Y 36.57 [2674.3735|-27.9|892.4402|3|36.44| 1300 1 431 | 454
K.TVLIMELINNVAK.A N 34.97 [1456.8323|-12.1|729.4146|2|33.90( 1215 1 211 | 223

total 3 peptides

tr| AOAOP6CCE9 | AOAOP6CCE9_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

MVEVGVNGEG RIGRLVTRAA ICSGEVEIVA INDPFIDLNY MVYMFQYDST HGKEFNGTVEA ENGELVINGEK
TNIEWGEAGA EYVVESTGVE TTMERAGAHL KGGAFKRVIIS APSADAPMEV MGVNHEEYDN SLEIVSNASC
VIHDNFGIVE GLMTTVHAIT ATQKTVDGPS GELWRDGRGA AQNIIPASTG AAKAVGKVIP ELNGELTGMA

VDLTCRLEEP ARKYDDIEKEVV KQASEGPLEG ILGYTEDQVV SCDFNSNSHS STFDAGAGIA LNDNEVELIS

1
81
161
241
321 RVVDLMAYMA SKE
———

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
K.VIHDNFGIVEGLMTTVHAITATQK.T| Y 50.94 |2594.3525|-31.0|649.5753|4(33.69|1208 2 161 | 184
R.VVDLMAYMASKE Y 15.88 | 1355.6465|-23.3|678.8147(2(25.38| 932 1 322 333

total 2 peptides

tr|T1ITF6|T1ITF6_STRMM

| Protein Coverage | Supporting Peptides |

Protein Coverage:

MAFVSPFYKE PELSPAESFK
IINPTNASFY MGGEIGQTLE
ENCLTLADEE NIEKSLAVPPFE
VNVMSSSLEKQ IYFVLYDMES

1 MSGRGGKERN ESTTRSAKAG VLFPVGRLHR YLREGTHHQR IGAGAPVYLA AVIEYLTAEI LELAGNAARD
51 ILLAVANDEE LHQLLEGVTI ASGGVLPEIH PELLAKEEGG KFVEVNNEPVS
161 GEPEGEKGAED NTTNSASGGT GITILSEEEL FLGQKELTVIQ GDIVNVTADA
241 IEKDLISSNGQ LDSADAAICP GHNFPAKYVI HCNAPTFGSN NSNDLLEEKTV
321 LLGETVENCL VLADSENLES LALPSVGSGR AGFPEKQQAAQ ITLKAISNYF
401 1LDsS
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
L.AAVIEYLTAEILELAGNAAR.D| Y 51.75 | 2087.1262(-29.3|696.6956|3|45.15( 1623 1 50 | 69

total 1 peptides

tr|L7M4J4|L7M4]4_9ACAR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSARGGEERC
&1 ILLAIANDDE
161 APPPPERVAA
247 NANFSLAGEV
321 DDENIRVLAT

EAVSESTEAG VLFFVGRIGR

LHQLLRGVTI ASGGVLPRIQ
TAASKKQLPP TPATPTKEKS
GQVLEKAGGK EFQQEVKELL
PPLITHNTSP SQKQLAAQAV

YLRESTHHFR IAAGAPVYMA AVIEYLTAET LELAGNAARD

PELLAREEKGN KEVMPSPEHQ
KGEGEESTGA ESSHATVTVL
GSHGFLESAG VAICPGHHFP
LEAISSYFVN VMGSSLEQVL

PSALPVRVDN TPSESHQAAV
SEEKELFLGQFE LTVIQGDMAS
AFHVIHCHVF TGANAVEHLE
FVLSDMESIG IYASELAKLD

back to list

VQFDDNLPFPI
DERGFIFSDE
FAGVGERTRE

QAGSEVSALL
GIYPAVDPLD

VETGQAGKEV

back to list

PITIFQERDP
TTNCLAFLAK
FEVPTPNVSV

WYDNEYGYSN

back to list

NEEGRVIPRH

KSPVVNKTVK
KVGGREFQOE
GTGNVTDAEA
IGIYTSELAK

back to list

NFEENRVTPRH

AAARARFEPSS
VIVDAAVHET
ECVENCLELA
5
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Supporting Peptides:

proteins

Peptide

Uniq

-10igP

Mass

ppm

m/z

RT |(Scan|#Spec|Start PTM

M.AAVIEYLTAEILELAGNAAR.D

51.75

2087.1262

-29.3

696.6956

3|45.15(1623 1 50 | 69

total 1 peptides

tr|AOA224YUUG6|A0A224YUU6_9ACAR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSARGGEERC

1 ILLATIANDDE
161 APPPPERVAA
24] NANFSLAGEV
321 DDENIRVLAT

Supporting Peptides:

EAVSESTEAG VLFFVGRIGR

LHQLLRGVTI ASGGVLPRIQ
TAASKKQLPP TPAAPAKEKS
GQVLEKAGGK EFQQEVKELL
PPLITHNTSP SQKQLAAQAV

YLRESTHHFR IAAGAPVYMA AVIEYLTAET LELAGNAARD

PELLARFKEKGN EKFVMPSPEHQ PSALPMRINN TPSEPHQAAV
KGEGEESTGA EFPSHTTVIVL SERELFLGQEK LTVIQGDMAS
ASHGPLESAG VAICPGHHFP AKHVIHCHVFP TGANAVEHLE
LEAISSYFVN VMGSSLEQVL FVLSDMESIG IYASELAKLD

Peptide

Uniq

-10IgP

Mass

ppm

m/z

RT (Scan|#Spec|Start PTM

M.AAVIEYLTAEILELAGNAAR.D

51.75

2087.1262

-29.3

696.6956

3(45.15)|1623 1 50 |69

total 1 peptides

tr|AOA293LN19|AOA293LN19_ORNER

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1

81
161
241
321

Supporting Peptides:

MSARGGEERS KSVSKSTKAG VLEFPVGRMER YLREGTHHFR IGAGAPVYMA AVIEYLTAEI LELAGNAARD

ILLATANDDE LHQLLEGVTI ASGGVLFRLL FELLARKEGG KFIMFSFPEHQ PSSTTTYTPF ESPFEENFPFEK
EEKGEGAEGED VQSSGSEQTH ASVTVLSEEK LFLGQELTVI QGDIVNVTAD ALTHPTNMTL SLSGEVGQAL
EVEDLLASNG PLESAGAAIC SGHNFPAKEV VHCNLFANSV ANGSELLEKC VENCLSLADE ENIEALAVFEA
QUAAQVILEA ISNYFVNIMS SSLEQIYFVL SDMESIGIYT SELAEKLDS

Peptide

Uniq

-10IgP

Mass

ppm

m/z

RT |(Scan|#Spec|Start PTM

M.AAVIEYLTAEILELAGNAAR.D

51.75

2087.1262

-29.3

696.6956

3(45.15)|1623 1 50 |69

total 1 peptides

tr|AOA293LE62|A0OA293LE62_ORNER

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSARGGEKERS KSVSESTEAG VLFPVGEMRR YLREKGTHHFR IGAGAPVYMA AVIEYLTAEI LELAGNAARD

81
lel
247
321

Supporting Peptides:

ILLATANDDE LHQLLEGVTI ASGGVLPRLL PELLARKEGG EKFIMPSPEHQ PSSTTTYTPP ESPPEENPFE
ERKGEGAKGED VQSSGSEQTH ASVIVLSEEK LFLGQELTVI QGDIVNVTAD ALIHPTNMTL SLSGEVGQAL
EVEDLLASNG PLESAGAAIC SGHNFPAKFV VHCNIFANSV ANGSELLEKC VENCLSLADE ENIREALAVFA
QOAAQVILEA ISNYFVNIMS SSLEQIYFVL SDMESIGIYT SELAELDS

Peptide

Uniq

-10igP

Mass

ppm

m/z

RT (Scan|#Spec|Start PTM

M.AAVIEYLTAEILELAGNAAR.D

51.75

2087.1262

-29.3

696.6956

3|45.15(1623 1 50 | 69

total 1 peptides

tr|G3MG27|G3MG27_9ACAR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSARGGEERC
1 ILLATIANDDE
161 AASKEQTAPL

31
]

GEVGQVLDEV

Supporting Peptides:

Peptide

Uniq

-10igP

Mass

pPpm

m/z

RT |(Scan|#Spec|Start PTM

M.AAVIEYLTAEILELAGNAAR.D

51.75

2087.1262

-29.3

696.6956

3|45.15(1623 1 50 | 69

total 1 peptides

tr|AOAO87U9P4|AOA087U9P4_9ARAC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

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

back to list

NFEENRVTPRH

TAARARAKPTS
VIVDAAVHET
KECVRENCLELA
5

back to list

NEEGRVIPRH

ELTQAVLAAK
EESGGKEEVQ
LGTHSAGETEK

back to list

NEEKGRVTPRH

ELTQAVLAAK
EESGGEEEVQ
LGTHSAGFTEK

back to list

FKAVSESAKAG VLFPVGRIGR YLREKSTHHFR IGAGAPVYMA AVIEYLTAET LELAGNAARD TEEGRVTPRH

LHQLLRGVTI ASGGVLPRIL PELLARKEGN EFIMPSPEHQ SPTVNVIIPF PEAKFVNEPV FPPPPPEEAVT
LPSAFTFPLED KGRSAKGEDA AGGELSHSSV TVLSEEFELFL GQELTVIQGD VASVTADAAI HFTNANFSLS
GGEEFQQEVE ELLASHGPLE SSGVAICPGH HFPAEHVLHC HVPPASGANA AELLEECVR

back to list
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16/03/2023, 15:20 proteins

1 MAAVIEYLTA EILELAGNAA RDNKEGRVTP RHILLAVAND EELHLLLENV TIASGGVLPR IEPELLAKKE GREVITMPSPR

21 SGPSSPAPAS STKEAKPVYT SPEEMPREAS ASIKGEGKGE GEKASKDLPNS LSNQAGAVTM LSEERKLFLGQ KLIVIQGDIT
16l NVTSDAVLHP

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
M.AAVIEYLTAEILELAGNAAR.D| Y 51.75 |2087.1262|-29.3|696.6956 |3 (45.15|1623 1 2 21

total 1 peptides

tr| AOAOA9Z7NO|AOAOA9Z7NO_LYGHE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 IERIMAKGEG GLANVDRTEP REPREKTRSQK AGLQFPVLOI HRALKKGRFA KEKIFGGAPVY LAAVLEYLTA ELLELAGNAA

21 RDNEESRVIP RHLQLAVEND EELNKLLAGV TISEGGVLPF IHNVLLQEKT REYEERKDGQK NMSQEY
-

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
L.AAVLEYLTAELLELAGNAAR.D| Y 51.75 [2087.1262|-29.3|696.6956|3|45.15| 1623 1 62 81
total 1 peptides

tr|AOA1B6LDW1|AOA1B6LDW1_9HEMI back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MAPVPASGSG RGEKEDATERV SKATKAGLTF PPSRFIRMLEK KGEYSSKIGV GAGVYLAAVL EYLTAEILEL AGNAARDNEE

21 SRVIPRHIQL AIRNDEELSK LLGSVVLPAG GVLPHIQAVL LPEKGEESQV GPAKGGKTSN TLSQEY

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |[Scan|#Spec|Start|End|PTM
L.AAVLEYLTAEILELAGNAAR.D| Y 51.75 |2087.1262|-29.3|696.6956 |3 (45.15| 1623 1 57 76

total 1 peptides

tr|AOA146KQ63|A0A146KQ63_LYGHE back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 EKIMAKGEGGL ANVDRTEFPRE PRETRSQKAG LQFPVLQIHR ALKKGRFAKEK IFGGAPVYLA AVLEYLTAETL LELAGNAARD

21 NEEKSRVIPRH LQLAVENDEE LNELLAGVTI SEGGVLPFIH NVLLQEKTRE YEEEDGQENM SQEY

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
L.AAVLEYLTAELLELAGNAAR.D| Y 51.75 [2087.1262|-29.3|696.6956|3|45.15| 1623 1 60 79
total 1 peptides

tr| AOAOP6A1I4|AOAOP6A1I4_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 GGKARAFKAKS GRGEQGGEFAR AFKAKSRSSRA GLQFPVGRVH RLLEEKGNYAE RVGAGAPVYM AAVLEYLTAE ILELAGNAAR

21 DNEKTRIIPR HLQLATRNDE ELNELLGRVT IAQGGVLPNI QAVLLPEKTE SHHEAEGE

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start End|PTM
M.AAVLEYLTAEILELAGNAAR.D| Y 51.75 [2087.1262(-29.3(696.6956 (3|45.15| 1623 1 61 80
total 1 peptides

tr| AOA1W4WD58|A0A1W4WD58_DROFC back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MSGRGESGEA RTKAKTRSSE AGLQFPVGRV HRFLREGSYA QRVGAGAPVY MAAVLEYLTA EILELAGNAA RDNEESREIIP

21 RHLQLAVEND EELNEKLLGGV TIAQGGVLPN IQAVLLPEKT AKSS

Supporting Peptides:

Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan |#Spec|Start|End|PTM
M.AAVLEYLTAEILELAGNAAR.D| Y 51.75 [2087.1262|-29.3(696.6956|3(45.15| 1623 1 52 71
total 1 peptides

tr| AOA1BOGP78|AOA1BOGP78_PHLPP back to list
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| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel
241
321
401
g1
561
64l
721
801

(=

881

MSDLLSVPLK
IPVOQELQIPF
KAAVPAATPQ
WITTVAGKQA
EIIPDVKTLD
LPAAIESTAG
PSEKLTEVER
TIKAERDAIE
GGASNTRDAL
LPAHHATTPA
ATYPGSLAHQ

TYTEHAKRET
——

Supporting Peptides:

KEPAEVDVVEF
EWEDAFSKGS
EPTPDLYQEV
GFHAMTQLYT
GPGFAQLAFA
GSGLFPSLQD
SNIAKYRDII
AELESATINM
LIQLAAAYDT
VPTSTVDGSV

QRQQAQFPGQPG

VTAMDVVYAL

LENLILSSYG
IFGGRASLTL
LTVLTNILMVA
SLACRANEKEV
ITLSSPLGSN
FEARGVRDNGG
NEAVQADAIV
FKEQFLSALAK
FMELQGNLEE
PYPASGMANM
YPRGAKEHEEK

ERQGRTLYGFE

SSDKIANYTE
SSLGYEKVCVY
QAQEIFVVKA
GEEIARLQHA
YKDLFGDLVP
VSQITRMFKE
RGKFESHMNG
DGAINEPALS
GTKFYNELTE
PMPYGASPARL
VLRDNIQGIT

GG

proteins

AVNEFSELEN
LENIAALQSA
IRDEMEEQVI
VELFEAAQSR
VALHQALSAC
LPEALTENEE
IEILSKSPDE
VAEIGKTLAF
LLVTFQNKIS
PYPTYVAPFM
KFATRRLARR

Peptide

Uniq

-10IgP| Mass

ppm m/z z

RT |Scan|#Spec

Start |End |PTM

K.VFLENVIRDAVTYTEHAK.R

41.52 (2104.0952

-27.2|702.3533|3

29.94|1086 1

870 | 887

total 1 peptides

tr| AOAOP6CVG1|AOAOP6CVG1_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
g1
lel

31
]

MMGVLDGVLM ELQDCALPLL QDVIATDEEE
VIVVGNPANT NCLTASKSAF SIPEENFSCL
EVGVYEALED DSWLEGEFIT TVQQRGAAVI
YSFPVVIENE TWKFVEGLPI NDFSREEMDL

Supporting Peptides:

IAFEDLDVAV
TELDHNEAES
FARKLSSAMS
TAKELTEEKE

SAIWKFFEKF
VAGAQSLDSD
AKLCCQCEEF
SGKSSMFQEY
EARKTEMVNV
ILDECDRMLN
LERSVENTGS
LOAQVQESIK
DFCFARKTEK
PQGENPYAPL
GGVKRISGLI

ESSLDIVYNY
EGLRLATKLY
YAESLRGLOK
AERAQRNLVE
EIQKLREAT(Q
DERDSDNALK
AGVSNSPSVM
ROEGILSEV(Q
DELMKDLTQQ
PYPQTPYYQG
YEETRGVLEV

YDQLCGLETK
QQSAGIFTHL
ESVRNLWEKE
SKKDNDFIYN
MLNSVLASLN
NQFKERWTRT
KLRSLMESVE
SAHTTFTNES
TSRAVAPTPQ
FPQGPPPSHY
FLENVIRDAV

——

back to list

LVGSMPRREG MEREDLLEAN VEIFESQGTA LEKYAEKSVE
QIALELGVTA DDVENVIIWG NHSSTQYPDV NHAEVELQGE
ARFATADHIR DIWEFGTFEGE FVSMGVISDG NSYGVPDDLL

TAFEFLSSA

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

Scan | #Spec |Start

PTM

K.ELTEEKETAFEFLSSA| Y 40.23 |1829.8571|-19.0/915.9185|2|26.83

980 1 274

289

total 1 peptides

tr| AOAOL7KSH4|AOAOL7KSH4_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQLIDEECRT LEKYDREVSDL LQSSSTGLPI
21 INKEESLLPN STLVYDIQYT PERDSFETYE
161 STFTVNLYPP RELMVEAFSD LIGYLNWTRM
241 VDTDPTEMRQ LGRALQLMRIL SGGEGGGTVL

]

Supporting Peptides:

LCQQFWVEVG
KACAQIKSGA
GVIYEDYGYG
AGHWT PGEGL

KISNSDGMLEK
VALFSGEGVT
ELNMLDLGDG
AITDFAAYFR

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

#Spec| Start | End

PTM

R.DPPPNVTLT.V| Y 38.13 |952.4866(-75.6|953.4218(1|12.91| 568

299

total 1 peptides

tr|AOA075TD97 |AOA075TD97_HELAM

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 TIHPGNVSCDE DTPSLHGEAI

21 YTRDPPPNVT LTVVTVEEKP
—

ELMDRKADIA VASMTINYAR
FSPYEWSTST
RTVLPIQSAA
DHRVQRDCNL
IGEVEVTLLC
QHSRSS

YDNINTIQAH
YVMVEEGWNL

lel EAVIDFTEFF

321
401
481

S61

HVCGHETKLL
DLAAQHHIHY
TQIGGLLDSK
GLALAIVVAI

TNQFSVCNSF
GTLNGGSTMS
GYGIATWEKGS
LEFCWNTEKEN

Supporting Peptides:

GLTGFLEFEQ
QGNARFEGFC

MNLGIGILFK
WEITGTFLRQ
FFRDSNIDIY
PWRDKISLAT
ASQGRQSLCS

GIRENFHLQL
IDLLARVAAR

VPTSQPTRLF
GSGLNPEATS
QRMWEHMS SA
LELQEKGVIQ
EMGQELRTAM

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

#Spec|Start|End

PTM

R.DPPPNVTLT.V| Y 38.13 |952.4866(-75.6(953.4218(1(12.91| 568

1 84 | 92

YENITSFSAV
LGATLGALCR
RDMYAVRVSD
DPPENVTLTV

I—

MELTGGEEGG
AGFHYRLELV

SFLNPLAIEI
TRIVGGIWWE
SPPALVSSYE
ILYDEWWENT
RGGSSSRTVL

FTEEARGGSS
SLRAPHMLAA
AFEEYRRALAL
VIVEVSA

MVVSGTWSFPA
PODNMYGARDPE

WLYVLAAYTIL
FTLIILSSYT
EGVRRVLAGN
GDVCNRDGED
REGCSRCSFPA

back to list

ELAFEYAVYR
PAPAALHSTN
IFAQRIGNITI

back to list

EGLATITDFAA
DTGHWNGIVER

VSFTLEVMAR
ANLAAFLTVE
YAFLMESTML
SFANPLGVQON
THVPFATSRY
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proteins

Peptide

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

total 1 peptides

tr|AOAOL7LL85|AOAOL7LLS85_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1

81
161
321
401
481

S61

MSGWRLVDES ADRVQEALKA IGATEGLQAD

TDPAAYKEDP PPNVTILTVVT VEEEKPYVMVE
—

NGIVREELVDR VSAAGSAFLN PLAIEIWLYV
HPFYSERHMVV FHADHPLVVH REPGCLFDSG
RVLSGNYAFL MESTMLDHRV QRDCNLTQIG
EVSLLNSEER GVIQILYDEW WENTGDVCNR
SLCRLRQYVLP GHTRAARTLQ IRGNVHTQTT

ITYEFYEYFET

Supporting Peptides:

Y

EVSCEEDAPW
EGWNLQGNAR

LAAYILVSFET
THSVAHTERG
GLLDSERDCN
DGEDSEKANFL
TEVARCENSV

ALGRTLLDNI
FEGFCIDLLA

LEVMARFSFY
REFRGAEQYTD
LTQIGGLLDS
GVOQNIGGVEV
DGGRHQTLEK

Peptide

Uniq|-10IgP

Mass ppm

m/z z

RT |Scan

#Spec|Start|End

PTM

R.DPPPNVTLT.V| Y

38.13

952.4866

-75.6

953.4218(1

12.91| 568

1 89 | 97

total 1 peptides

tr|H93J96|H911J96_BOMMO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

MEPEWRWIVV
SQVESGAVAL
EDFGYGDLSI
WELVDRDSDE
INTVQAHGLT

VEEGWNLQGN
IDFTEPEFMNL
FSVCNSEFWFI

Supporting Peptides:

VLNVVGALSFE
FSSGGDLLGS
LDIAEDGRDM
VEDALQVMEER
GFIQLEDGIR

ARFEGFCIDL
GIGILFEVET
TGTFLRQGSG

VIEIGALFTE
TLDAICESLH
YAVRCVDPED
FHPIGASILS
TNFSLQLMREL

LARVAARAGFEF
SQPTRLESFEFL
LNFPEVTVRLI

DERGGSEELA
APHMLVAPQT
YRESLIQLEA
GGHIRTAPAL
SGGETGGTVL

HYRLRLVPDN
NEFLAIEIWLY
GDSLAVEFDL

FEYSVYRINK
RETLNNESFET
QRIFKNVIVDT
LYDAVQVLAL
AGEWRPGEGL

MYGARDFPETG
VLARYVLVSE

Peptide

Uniq|-10IigP

Mass | ppm

m/z z

RT |Scan

#Spec|Start| End

PTM

R.DPPPNVTLT.V| Y

38.13

952.4866

-75.6

953.4218(1

12.91| 568

389

total 1 peptides

tr| AOAOVOJ1A3|AOAOVO0I1A3_CYDPO

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1

81

lel
24]

321

MWAWCGWLVA
EIKSGAVALF
YEDYGYGELN
ELFDLEDEYY
SCDDETIWSN
PNVTLTIVTV
—

ADIAVASMTI
SSSTHVCGHE
QSAADLARON
DCNLTQIGGL
TLLCGLALAT

Supporting Peptides:

VHAVAAVSFEV
SSGGPTLSRS
IANIAKDGRD
NEVNMSGWRL
GEDIMENINEK

EEEPYVMVEE

NYAREAVIDF
TELLTNQFSV
SVQYGTLNGG
LDSKEGYGIAT
VVAILEFCWH

IKIGAILTDE
LNALCRSLNI
MYCVRASHEY
VDRDSDEVED
IHAHGLTGPI

GWNLQGNARF

TEPFMNLGIG
CNSLWFITGT
STMTEFFRDSN
WEGSPWEDRI
TEENASHGRQ

ARGGSTELAF
IHLSSSADTA
RRALTLLEKAQ
TLLVMEKFHP
QFQNGVRTNF

EGFCIDLLAR

ILFKVPTSQP
FLRQGSGLNP
IDIYQKMWQH
SLAILELQEK
SLCSEMGQEL

EYAVYRINEE
SQEDNDFDSF
GVTHIIVDTD
IGASILTGGH
SLQLMRLVGG

VAAQAGFAYR

TRLESFLNFL
EATSTRIVGG
MSTTSPPALV
GVIQILYDEW
RTAMRGGSS

Peptide

Uniq|-10igP

Mass | ppm

m/z z

RT |Scan

#Spec |Start| End

PTM

R.DPPPNVTLT.I| Y

38.13

952.4866

-75.6

953.4218(1

12.91| 568

1 398 [ 406

total 1 peptides

tr|AOA194Q9S0|A0A194Q9S0_PAPXU

| Protein Coverage | Supporting Peptides |

Protein Coverage:

NTLQLMRLSG
EVARRAGFHY

ECVCNSEFWEI
SNIDIYQKEMW
ERDCNLTQIG
TLLCGLALAT
FNGHSQEDHV

ERSVLANSTL
INLYPPRGLL
DFARFRQLAR
AMSSTELVQT
VITDFAAYRR

QWNGIVRELM
TLEVMARFESP

RSVLFDSTLV
TVNLYPARQV
PEKLREQLARA
IETEPALLYD
EEGGTVVSGH

LRLVPDNMYG

ATEIWLYVLA
IWWFFTLIIL
SSYEEGVRRV
WENTGDVCNR

GEGGGTVLAG
ELRELVFDNMY

TGTFLRQGSG
LHMSTTSPFPA
GLLDSERDCN
VVAILEFCWN
VEVERAQREE

VYDIQYAPAK
NEAFGDLIGY
ADMELFDLED
ENVSCDEDSP

DPPPNVTLTV
—

DEKADIAVAS
YEWSTTTHVC

YAIQYIPAGD
MDRAFADLTA
ILQLOMNNEN
ATQVLAMALA
WNPGDGLTIT

ARDPDTGQWN

AYTILVSFTLFE
SSYTANLAALF
LOGNYAFLME
DGEDSEANPL

back to list

HWTPGEGLAT
GAERDFNTGHW

LNPKVMPSDF
LVPSYEEGVR
LTQIGGLLNS
TRENATQGRQ
TCSNRSLELL

back to list

DTFETYERAC
LNWTEMGVLY
FYYNRVNMSG
WPHGRALLEN
VIVEEEKFYVM

MTINYAREAV
GHETELLTNQ

back to list

SFRSYKFKACH
YLNWTRMGVI
YHYIFTSFDM
ASEKEVGEFTNA

DPARYKRDFEP
—

GIVRELVDEEK

VMARFSFYEW
LTVERTVLPI
STMLDHRVQR
GVQNIGGVEV

back to list
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16/03/2023, 15:20 proteins
1 MWREWRWLLV LLNAVAALSP VIKIGAIFTE EARGGSAELA FEYAVYRINK
51 TQIRAGAVAL LNSAGPLLGA TLGAMCRTLH APHLTVAHNM PESVNTSDFF
16l YEDYGYGEIN ILNMASDGRD MYTVRCADSK DYRRGLQQLK AQRISHIIVD
247 DMELFDLEDF YYNEVMNMSGW RLVDREDSDEV EEALQIMQEF HPISANILTG
321 NMSCESGMSW IHGKTLRDNI NEIQAHGLTG PIEFSNGVRT KFELQLMRLA
401 PPPNVTLTVV TVEEKPYVMV KEGWNLQGNA RFEGFCIDLL ARVAARAGFH
481 READIAVASM TINYAREAVI DFTKPFMNLG IGILFEVPTS QPTRLEFSFLN
561 EWSSSTHVCG HETKLLTNQF SVCNSFWFIT GTFLRQGSGL NPMATSTRIV
£41 PIQSAADLAA QNHVQYGTLN GGSTMTFFRD SNIDIYQEMW QHMSTASPPS
721 QRDCNLTQIG GLLDSKGYGI ATWEGSPWRD RISLAILDLY EEGVIQILYD
501 GLALAIVVAI LEFCWNTEEN ASHGRQSLCS EMGQELRTAM RGGSSRTVLR
Supporting Peptides:
Peptide Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.DPPPNVTLT.V| Y 38.13 |952.4866(-75.6|953.4218(1|12.91| 568 1 400 | 408
total 1 peptides
tr|AOA2A4]JAT1|AOA2A4]AT1_HELVI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MWPGWRWVVL MVNAVAALSP VVEIGAIFTE DARGGSTELA FEYAVYRINK
21 AQIQSGAVAL FSSVGPLLGN TLDHMSTSLH SPHLTIGPFA PENLNHTFTI
161 DYGYGEPNIL DIAKDGRDMY AVRECRDAKEY RRGLALLKAQ QIEHIVVDTD
241 ELFDMEDFYY NRVNMSGWRL VDRHSDEVEE SLQVMEEFHP IGASIISGGH
321 SCDEDTPSLH GEAIYDNINT IQAHGLTGPL EFEQGVRENF HLQLMRLTGG
401 PNVTLTVVTV EEEPYVMVEE GWNLQGNARF EGFCIDLLAR VAARAGFHYR
—
481 ADIAVASMTI NYAREAVIDF TEPFMNLGIG ILFEVPTSQP TRLESFLNPL
561 STSTHVCGHE TELLTNQFSV CNSFWFITGT FLRQGSGLNP EKATSTRIVGG
£41 QSAADLAAQH HIHYGTLNGG STMSFFRDSN IDIYQEMWEH MSSASPPALV
721 DCNLTQIGGL LDSKGYGIAT WEGSPWRDEI SLAILELQEK GVIQILYDEW
201 TLLCGLALAI VVAILEFCWN TEENASQGRQ SLCSEMGQEL RTAMRGGSSS
Supporting Peptides:
Peptide Uniq|-10igP| Mass |ppm m/z |[z| RT |Scan|#Spec|Start|End|PTM
R.DPPPNVTLT.V| Y 38.13 |952.4866(-75.6|953.4218(1|12.91| 568 1 398 [ 406
total 1 peptides
tr|AOA212EM67|A0A212EM67_DANPL
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MWKEWRWLVL ILNAVAALSP VIKIGAIFTE EARGGSAELA FEYAVYRINK
21 TQIKSGAIAT FSSAGPLLGS TLSAMCRTLH APHLTVAPHV VESPGLCCDY
1€l YEDYGNGELN IVRELARDGRD MYAVRCESRD YRRALAQLKA QDIKHIIVDT
241 MELFDLEDFL YNERVNMSGWR LVDRDSDEVEK DVLTVMEEFH PIGASILSGG
321 ASCDTETTVA YGSVLLENIN EVQAHGLTGP IAFTNGNERET FNLQLMRLSA
401 PNVILTVVTV EEEPYVMVEE GWNLQGNARF EGFCIDLLAR VAARAGFSYR
—
481 ADIAVASMTI NYAREAVIDF TEPFMNLGIG ILFEVPSSQP TRLFSFLNPL
561 SSSTHICGHE TELLTNQFSV CNSFWFITGT FLRQGSGLNP EKATSTRIVGG
£41 QSAADLARAQN SVQYGTLSGG STMTFFRDSN IDIYQRMWDH MSRASPPALV
721 DCNLTQVGGL LDSKEGYGIAT WEGSPWRDEI SLAILELQEK GVIQILYDEW
201 TLLCGLVLAI VVAILEFCWN TEENASQGRQ SLCSEMGQEL SAALRGGESR
281 EMVIALSAAR RLEPRFPCAR VRSPSSSSTG CGFEFGSCRE FFINE
Supporting Peptides:
Peptide Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.DPPPNVTLT.V| Y 38.13 |952.4866(-75.6|953.4218(1|12.91| 568 1 398 | 406

total 1 peptides

tr|AOAON1IIG3|AOAON1IIG3_PAPMA

| Protein Coverage | Supporting Peptides |

EENLLPGSTL
TINLYPSRDL
TDPEHLEQFS
GHIEKTEFALL
GGEAGGFPVLA

YTLRLVFPDNM

PLAIEIWLYV
GGIWWEFTLI
LVSSYEEGVR
KWWENTGDVC
PGCSRCSPAT

ERILLPNSTL
NLYPPEDLLT
PERVEQLARA
IETEPALLYD
EEGGMVVSGT

LELVPDNMYG

ATEIWLYVLA
IWWFFTLIIL
SSYEEGVRRV
WENTGDVCNR
RTVLRAGCSR

EENLLPESTL
TINLYPSRDL
DFEHLRLLSR
HIKTEPALIY
ERRAAVLAGH

LELVPGNVYG

AVEIWLYVLA
IWWFFTLIIL
ASYEEGVREV
WENTGDVCNR
AAPRPCCTRC

VYDIQYTTSR
MDKAFAELTA
RAILQLOMNN
YDAVQILALG
GSWDEDQGLQ

YGAWDPDTGQ

LAAYILVSFET
ILSSYTANLA
RVLAGNYAFL
NEDGMAFLEL
HVPFPAPSRYE

VYDIQYTEPSR
KAFAEFLSYL
ILQLOMNNED
AVQILCQALA
WSPAEGLAIT

ARDPDTGHWN

AYILVSFTLFE
SSYTANLALF
LAGNYAFLME
DGEDSEANPL
CSPATHVFPFPA

VYDIQYTTTR
LDTAFVDLTA
AILQLQMNNE
DAVQVLALAL
WTKDGGLEVT

AFRDPATGQWN

AYTILVSFTLFE
SSYTANLAALF
LAGNYAFLME
DGEDSEANFL
DRGTHVPTGD

DTFRTYEEAC
YLNWTEMGIT
ENYHYIFTSF
LASTEEVHTA

LSDPAAYRRD
-

WNGIVRELMD

LEVMARFSFY
AFLTVERTVL
MESTMLDHRV
LEGVEVTLLC
vC

back to list

DTFETYEKAC
NWTEMGVIYE
YHYVEFTSFDF
LTEDIHEFGNV

DFARYTRDFP
J—

GIVRELMDRE

VMARFSPYEW
LTVERTVLPI
STMLDHRVQR
GVQNIGGVEV
TSRYQ

back to list

DSFRTYEKAC
FLNWTRMGII
NYHYIFTTED
ASTRDVSATN

DPARYREDFPP
—

GIVREELVDRE

VMARFSEFYEW
LTVERTVLFPI
STMLDHREVQR
GVQNIGGVEV
VCEYGGVEGA

back to list
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16/03/2023, 15:20 proteins
Protein Coverage:
1 MWREWRWLLV LLNAVAALSP VIKIGAIFTE EARGGSAELA FEYAVYRINK
51 TQIRAGAVAL LNSAGPLLGA TLGAMCRSLH APHLTVAHNM PESVNRSDFF
16l YEDYGYGEIN ILNMARDGRD MYTVRCADSK DYRRGLQQLE AQRISHIIVD
247 DMELFDLEDF YYNEVMNMSGW RLVDREDSDEV EEALQVMQEF HPIGANILTG
321 NMSCESGMAW IHGKTLREDNI NEIQAHGLTG PIEFSHGIRT KFELQLMRLE
401 PPPNVTLTVV TVEEKPYVMV KEGWNLQGNA RFEGFCIDLL ARVAARAGFH
421 READIAVASM TINYAREAVI DFTEPFMNLG IGILFKVPTS QPTRLESFLN
561 EWSSSTHVCG HETELLTNQF SVCNSFWFIT GTFLRQGSGL NPMATSTRIV
©41 PIQSAADLAA QNHVQYGTLN GGSTMTFFRD SNIDIYQEMW QHMSTASPPS
721 QRDCNLTQIG GLLDSEGYGI ATWKGSPWRD RISLAILDLY EEGVIQILYD
501 FVTLLCGLAL AIVVAILEFC WNTEENASHG RQSLCSEMGQ ELRTAMRGGS
281 OQGAAVVVARG ARARTIRARTA RAPRPPAPRT REPTRPTRPAH PTHPTHFAPA
Supporting Peptides:
Peptide Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End|PTM
R.DPPPNVTLT.V| Y 38.13 |952.4866(-75.6|953.4218(1|12.91| 568 1 400 | 408
total 1 peptides
tr|Q5TWK1|Q5TWK1_ANOGA
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSALLLLCCW LALLPSPEAH TIIERPSEPS PEDYRYQRAL LASEESALAF
21 NPFNFSPARH FFEVLDQINA SPLFRFVEEL PKGAVLHAHD TALASTEVIV
161 APQRGNEHND GDDDDDWELV QTVRERMGPA RYDEHVRQLF SLYTLDPQTA
24 YFREALREFH EDNVLYLEFR GLLPTLYDLD GKTYGPEEVV QIYRTITEEF
321 LAERLHRLHG DYVVAFDLVG QEDLGRQLLD FVPQLLQLPA SINEVFHAGE
401 EKHPLLLEEVR QRNICVEINP VSNQVLELVA DHRENHPASVL FASDFPLVVS
481 RVFEKLALNS IRYSLMSDRE KEVALGEFEL AWDGFIDRKA EQLRASSENE
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
V.LYLEFRGLLPT.L| Y 31.51 [1320.7441|-46.1(661.3489|2|21.40| 802 1 255 | 265
total 1 peptides
tr|AOA182TCZ3|A0A182TCZ3_9DIPT
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 LLLLCCGLAL LPSPERHTII ERPSRPSPED YRYQRALLAS EERALAFGAD
21 NFSPARHFFE VLDQINASPL FRFEFVRELPEG AVLHAHDTAL ASTEVIVEAT
161 RGNEHNDDDD DDDDDDWELV QTVRERMGPA RYDEHVRQLF SLYTPDPQTA
24 YFREALREFH EDNVEEEEEE_EEEEELYDLD GETYGFPEEVV QIYRTITEDFE
321 LAERLHRLHG DYVVAFDLVG QEDLGRQLLD FVPQLLELPA SINEVFHAGE
401 EKHPLLLEEVR QRENICVEINP VSNQVLELVA DHRENHPASVL FASDFPLVVS
481 RVFEKLALNS IRYSLMSDRE KEVALGEFQL AWDGFIDRKA EQLRASSENE
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
V.LYLEFRGLLPT.L| Y 31.51 [1320.7441|-46.1(661.3489|2|21.40| 802 1 255 | 265

total 1 peptides

tr|AOA182UV11|AO0A182UV11_ANOME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

ERNLLPGSTL
TINLYPSRDL
TDPEHLEQFS
GHIEKTEFALL
GGEGGGAVLA

YTVRLVFPDNM

PLAIEIWLYV
GGIWWFFTLI
LVSSYEEGVR
KWWENTGDVC
SRTVLRPGCS
TLQALQ

GADIPLAGNE
KATYQPHLWQ
YRSINDVWDR
KATHPRFAGT

THNWNGMFPSDG
SDDPSFWRAA
v

ITLDGNEILV
YQPHLWQRGR
YRSINDVWDR
KATHPRFAGT

TNWNGMFPSDG
SDDPSFWRAA
v

VYDIQYTTTR
MDKAFAELTA
RAILQLOMNN
YDAVQILALG
GSWDEDEGLQ

YGAWDPDTGQ

LAAYILVSET
ILSSYTANLA
RVLAGNYAFL
NEDGEDSKAN
RCSPATHVFEP

ILVNNHLMDL
RGCFEHGRQP
FSQIFLAFNP
KFIYAPLRLV

NLFDAIMLGT
FLSHDEFYMAF

NNHLMDLERE
FEHGRQPEFI
FSQIFLAFNFP
EFIYAPLRLV

NLFDAIMLGT
PLSHDEFYMAF

DTFRTYEKAC
YLNWTRMGIT
ENYHYIFTSF
LASTEEVHTA

LSDPARYRRED
-

WNGIVRELMD

LEVMARESFEY
AFLTVERTVL
MESTMLDHRV
PLGVQNIGGV
APSRYEYCRT

back to list

KRDELEKGYT
EFLEFSRTKPT
IVIYREVWEF
DNQTMDQYLS

ERIGHGYSLL
LGMTRVGQDL

back to list

ELEKGYTNPF
FSRTKPTAPQ
IVIYREVWEF
DNQTMDQYLS

ERIGHGYSLL
LGMTTVGQDL

back to list
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16/03/2023, 15:20

1
81

MARLAKQPSA
DGNEVLVNNH
HLWQRGRFEH
RFSQIFLAFN

TEFIYAPLRL
GNLFDAIMLG
APLSHDEFYMA

Supporting Peptides:

FRCRTIVEQP
LMDLEREELE
GRQPEFLEFSR
PIVIYRFVWE

VDNQTMDQYL
TKRIGHGYSL
FLGMTKVGQD

ELTCS555LLL
EGYTNFFNFS
TEPTAPQRGN
FYFREALREF

SLAERLHRLH
LEHPLLLEEV
LEVFEKLALN

proteins

LCCWLALLPS PEARHTIIERP
PARHFFEVLD QINASPLFRFE
NHDDDDDWEL VQTVRERMGP

HEDNVLYLEF RGLLPTLYDL
I ————

GDYVVAFDLV GQEDLGRQLL
RQRNICVEIN PVSNQVLRLV
SIRYSLMSDE EEEVALGEKFQ

Peptide

Uniq |-10IgP

Mass ppm

m/z z| RT

Scan

#Spec |Start| End|PTM

V.LYLEFRGLLPT.L| Y

31.51

1320.7441|-46.1

661.3489|2

21.40

802 1

276 |286

total 1 peptides

tr| AOA2C9GS79|AOA2C9GS79_ANOAR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81

MARLAKQPTA
AGNEILVNNH
HILWQRGCFEH
WDRFSQIFLA

AGTEFIYAFL
SDGNLEFDAIM
RAAPLSHDFY

Supporting Peptides:

FRCRTIVEQP
LMDLERQELE
GRQPEFLFSR
FNPIVTYREV

RLVDNQTMDQ
LGTKRIGHGY
MAFLGMTTVG

KELTCSSSLLL
EGYTNPFNFES
TEPTAPQRGN
WEFYFREALR

YLSLAERLHR
SLLEHPLLLE
QDLRVFEKLA

LCCWLALLPS PEARHTIIERP
PARHFFEVLD QINASPLFRFE
KHNDDDDDDW ELVQTVREERM

EFHEDNVLYL EFRGLLPTLY
————

LHDDYVVAFD LVGQEDLGRQ
EVRQENICVE INPVSNQVLR
LNSIRYSLMS DREEKEVALGK

Peptide

Uniq |-10IgP

Mass ppm

m/z z| RT

Scan

#Spec |Start| End|PTM

V.LYLEFRGLLPT.L| Y

31.51

1320.7441(-46.1

661.3489(2

21.40

802 1

278 | 288

total 1 peptides

tr|AOA182L3Q7|AOA182L3Q7_9DIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
g1

LTTTMARLAE QPSAFRCRTI
DIPLAGNEIL VNNHLMDLER
TYQPHLWQRG RFEHGRQPEF
INDVWDRFSQ IFLAFNPIVT

HPFRFAGTEFI YAPLRLVDNQ
NGMPSDGNLF DAIMLGTERI

PSFWRAAPLS

Supporting Peptides:

HDFYMAFLGM

VFQPELTCSS
QELERGYTNP
LFSRTKFTAF
YRPVWEFYFR

TMDQYLSLAE
GHGYSLLEKHF
TTVGQDLRVE

SLLLLCCWLA
FNFSPARHFF
QRGNEHNDDD
EALREFHEDN

RLHRLHGDYV
LLLEEVEQREN
EFELALNSIRY

LLPSPEAHTI
EVLDQINASP
DDDWELVQAV
VLYLEFRGLL

SEPSPEDYRY
VEELFEGAVL
ARYDEHVEQL
DGETYGPEEV

DEVPQLLELFP
ADHRNHFASA
LAWDGFIDEK

SEPSPEDYRY
VEELFEGAVL
GFARYDEHVR
DLDGETYGFE

LLDEVPQLLE
LVADHRNHFA
FQLAWDGFID

IERTSRFSPE
LEFREVRELFEK
RERMGPARYD
PTLYDLDGKT

———

VAFDLVGQED

LGRQLLDEVP

ICVEINPVSN QVLELVADHR
SLMSDREKEV ALGEFQLAWD

Peptide

Uniq |-10IgP

Mass ppm

m/z z| RT

Scan

#Spec |Start| End | PTM

V.LYLEFRGLLPT.L| Y

31.51

1320.7441(-46.1

661.3489(2

21.40

802

1 282 (292

total 1 peptides

tr|AOA182WWF7|A0A182WWF7_ANOQN

| Protein Coverage | Supporting Peptides |

Protein Coverage:

QRALLASEEA
HAHDTALAST
FSELYTPDPQT
IQIYRTITEE

ASTINEFVFHAG
LFASDEPLVV
AEQLRASSEN

QFALLASEEA
HAHDTALAST
QLFSLYTPDP
EVVQIYRTIT

LFASINEFVFH
SVLFASDFPL
REAEQLRASS

DYRYQRALLA
GAVLHAHDTA
EHVRQLFSLY
YGPEEVVQIY

QLLELPASIN
NHPASVLFAS
GFIDREAEQL

DILAFGADITL
EVIVEATYQP
AYRSTINDVWD
FEATHFRFAG

ETNWNGMPSD
SSDDPSEFWRA
EV

back to list

DLAFGADIFL
EVIVEATYQP
QTAYHSINDV
EEFFKATHPRF

AGETNWNGMP
VVSSDDESEW
RNEV

back to list

SEEADLAFGA
LASTEVIVEA
TPDPQTAYRS
RTITEEFKAT

FVFHAGETNW
DFPLVVSSDD
RASTWNEV

back to list
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16/03/2023, 15:20 proteins
1 MARLAKQPSA FRCRTIVFQP KLTCSSSLLL LCCWLALLPS PEAHTIIERF
51 DGNEILVNNH LMDLEREELE KGYTNPFSFS PARHFFEVLD QINASPLFRF
161 HLWQRGCFEH GRQPEFLFSR TEPTAPQRGN KHDDDDDWEL VQTVRERMGP
241 RFSQIFLAFN PIVTYRPVWE FYFREALREF HEDN’VLMLYDL
321 TEFIYAPLRL VDNQTMDQYL SLAERLHRLH GDYVVAFDLV GQEDLGRQLL
401 GNLFDAIMLG TERIGHGYSL LEHPLLLEEV RQENICVEIN PVSNQVLELV
481 APLSHDFYMA FLGMTTVGQD LEVFEKLALN SIRYSLMSDR EEEVALGEFQ
561 FCRQREEFFA REQGRGLGAN LVLSPAEQRL NQYVMHLEQL ELAKGVENPY
£41 GVLHAHDTAT GSTELIVRAT RHAHLWQSGS IPQAAADPMP VYTFSRENEPA
721 YTTDPLNEHR DINDVWREFM ALFICFEPMV TYRPVWEEYY YGCLEELLAD
501 YVDQSEKFLR ANPKFAGVEF IYAPLKFCDD STFDGYLTLV QTLEKARFPTFE
581 NFFFHAGETN WTGRRDENLI DAILLGTMRI GHGFAATIEKHP VVLEEIEKERN
96l NYPVVVSSDD PSFWCASPLS HDFFVAFMGL ASARADLELL KQLALNSIEY
1041 PAEF
Supporting Peptides:
Peptide Uniq |-10IgP Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
V.LYLEFRGLLPT.L| Y 31.51 [1320.7441|-46.1(661.3489|2|21.40| 802 1 276 | 286

total 1 peptides

tr| AOAOK2VDA2|AOAOK2VDA2_LEPSM

| Protein Coverage | Supporting Peptides |

Protein C

1

overage:

SEPSPEDYRY
VEELFEGAVL
ARYDEHVEQL
DGETYGPEEV

DEVPQLLELFP
ADHRNHFASV
LAWDDFIDRK
ELVSARHFFE
AEGEWRLVAD
NVTYLEFRGL
IAGFDLVGQE
ICIELNFISN
SSMEGEEKTI

QRALLASEEA
HAHDTALAST
FSLETPDPQT
VRQIYRTITEE

ASINFVFHAG
LFASDFPLVV
AEQLRASSRN
MLDRINESPL
IRSTMGDAAY
LPPVYDLDDR
DLGRPHTDEN
QVLKLVQDEFR
ATQRWTAAWN

DLAFGADMTL
EVIVEATYQP
AYRSTINDVWD
FEATHFRFAG

ETNWNGMPSD
SSDDPSEFWRA
EEMARPAYDE
FELIQEMPEG
EAATREMFTL
EYTPEEIVQM
ERLLELFAGI
NHPGGEYEFSD
EYVEEMLKTI

back to list

NSNAIPWDVY SQSEQIIVPE TVENGEVDLW HRQYWOMLSG SEFIQWCHNGY KEEEKGGVGP YPTYGPSLIL PTL

Supporting Peptides:

—

Peptide

Uniq|-10IgP

Mass

ppm m/z

RT (Scan

N

#Spec

Start PTM

W.CHNGY.K

Y 31.50

592.2064

-114.6

593.1458 (1

4.61| 218

46 | 50

total 1 peptides

tr| TLIGNU9|T1GNU9_MEGSC

| Protein Coverage | Supporting Peptides |

Protein C
1
81
16l
241

overage:

back to list

MESLVLVICS LWILQGCVEC HNGYFYPEPE YVVTIEPSIE VESETIQYEE TPVIQGYSQK HYKGHSYAQG HTTTPTEKYD
—

TGHYQGHTAQ NIPESSHVYS SGHYNSSPAH VTSSVHEYRFP VQVASSGQES GHYGSQKSTS GILIHESVPI YSTGHESSYN
SGHYSPVQSS HNQIATNEKK GYGTYTENTG HYTPLVQLPS IESTAKTPTT YNMYAFPMSIH ARQLIMDMGD IKISVPLSSD
GITADGEYLL EKIPIYNEVTE K

Supporting Peptides:

Peptide

Uniq

-10IgP

Mass

ppm m/z

RT |Scan

N

#Spec

Start

PTM

E.CHNGY.F

Y

31.50

592.2064

-114.6

593.1458 |1

4.61( 218

1

20

24

total 1 peptides

tr| AOA067RJ46|A0A067RI46_ZOONE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
16l
241
321

R
40

MESLGILASI LALAVGFGGA
APVEAPSGWV MGNGPNGQRV
VVTCEPCGCPY GECSGNRCTC
CTAPDICSCD SGYYESQFEEC

Supporting Peptides:

EVVESEHALER SGRDAEQRGM PSNCPTGSAV
NVTIYENEYR TFPVCCPGYV ENEEDICVFPE
NPGYALDSSG KVCNPVCEEA CERGDCVSPN

LPYCTSCQNG RCVEPYTCVC HNGYGAEQGE
—

AHMCVPRCFP SCINAECVTP NVCQCNPGYI KEKPHECVFD VIGGNLGRYA
PEFSYFDEED HEKASG

Peptide

Uniq

-10igP

Mass

ppm m/z

RT

Scan

#Spec

Start

PTM

V.CHNGY.G

Y

31.50

592.2064

-114.6

593.1458|1

4.61| 218

280

284

total 1 peptides

tr|AOA1J1J418|A0A1J131418_ODIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

LQVQSQSDIF
CKGECVNGLC
NCSCYHGYRK
CEPVCDSLCV

LGNSSMGGFEFE
TSPGECQCFEFD
HFQRSHVCVP
NAKCTAFPNTC

NEFNWHSDRA VQGLWRNETS

back to list

LLRYVCGWTE
GFTLNDLGNC
HCDDFCENGT
TCHRGYVHST

PTKFISMEEY

back to list
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16/03/2023, 15:20 proteins
1 MMRSWTRLSS EAMLKIFLATI FLLNILNCDH KVESAFEDLS STCENQFIFF
51 NNFGDYDLCR SFVHESPVTS IGTVNGEYCL VSYIGAEEDI EFPFDINFDWK
161 IANIVFSNAN LNVTSVSCES KPYLRFSNRL LAVFIFIGLL ITVIASTVYE
247 FLVLFFMSFM QLLGSGPIFE RTLEDWLPNC YNYWWSTLLH IATYTNIDNL
321 EKIFAVAFPIA MLSFLIYIFV VSITYEFLVF VGPLQSQGQF DYDRLLYYPT
401 LATFLWVASF SLLTVVVLGY FPFQQADEYF TINEIVNASY NAFYRSGWAL
481 PRMSLSVYLSH RIFQIISVAT IRQPIYLSPF NLLHVYFGDV IMSLIVGIAV
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start |[End |[PTM
A.CHNGY.G| Y 31.50 |592.2064 (-114.6|593.1458 (1|4.61| 218 1 459 (463
total 1 peptides
tr|[EOVC82|EOVC82_PEDHC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MEGSEYHNYP EKRLFRRRSC TDILCLALFI GCLAGWVCLG YFAVRTTEPN
51 LECVPPKEASI FQCHTTRVCV SECPEENFYL KQHLNNFYDA RSLENKLICK
161 EKPVYRRCLYD CIELYKPDFI VTYLNEKPEN VTQLTNTHLH FDTVYYHVLN
247 EISGAVGRQF FDASEFVAEF GHATIFQDLTI IWPWILIHVC GAAITISFFYI
321 LATELIKEGS KAVMCSWSAV VFPLFLWLLQ LIFIAYAILL FAYLINSGIP
401 DEYCHRINSN DIPCSTAKCV FSNEETEKEQS IYFHLYNLFM IFWCLFFVSG
481 VWEVIRYHLG TVSLGSLLLA LCNWIRVIIE YIYYYINEYD NCLIKFIKCC
561 CTSAKIAFEL LSENILEVII LDRVTNFLFF LGEVTVTITCV GIIAFYFFTN
©41 GYFISSLFFE VYSMAVDTLF LCARKYI
Supporting Peptides:
Peptide (Uniq|-10IgP| Mass ppm m/z |z| RT [Scan|#Spec|Start|End |PTM
LCHNGY.V| Y 31.50 |592.2064 (-114.6|593.1458 |1 (4.61| 218 1 385 | 389
total 1 peptides
tr|AOA212F9M7|A0OA212F9M7_DANPL
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MHVEVEMFGE PDTIVVVESK LTELQQFERI IKEKFDVEPKE LQRLFYGGEL
21 DEEESLDNQE QVEESDFEEK TIVYTDVTST VYAVGDLVDV KEDREQGAWLE
1€l NDLENEKPPSN ISEQSNTQKI GIAKYFTEQT NGERLSEKEDFK VETVEVTAEN
247 IDVEDLMPGQ EVMINHNTDE PLEEGYWYDE EVDEIEELRT SYEIVGTLYL
321 TEDYLESIQE TPAARSEPLN CLECRDNEEE PCEECGCYLC AQENDPDEII
401 CERDPNDVIA PGASKQAKKS NTSKTNRDWG RGMACVGETEK TCPMPLNHEG
481 HGRDIEGAYS IVLSGGYEDD VDNGYEFTYT GSGGRNLSGN ERTAEQSCDQ
561 RGEPVRVVRS CEMMEHFPEY APQEGIRYDG IYEVVEYYPE RGLSGYIVWE
©41 AEAEKKALKE KATNSKEKSSK RVERNESSSS ETDSSPVVKE REVQKTPQNG
721 ENRESVIPSI FTESPENEKV KAEEPLSGEE KESVMADTLN SELWGDCLDV
201 TTPCSHNFCI GCLELAFEKESS DSQGCPCCRQ SLAEMEVQVN EQLEKEKALQTI
Supporting Peptides:
Peptide |[Uniq|-10igP| Mass ppm m/z z| RT |Scan|#Spec|Start | [End |PTM
E.CHNGY.H| Y 31.50 |592.2064(-114.6|593.1458(1|4.61| 218 1 375 | 379

total 1 peptides

tr|AOA212FGX5|A0A212FGX5_DANPL

| Protein Coverage | Supporting Peptides |

Protein Coverage:

NDALLARRDW
ELGSLARSQN
LEMIHRDSEG
CLNWTWYLSA
HARAGPWIIG
SLAWITIFACH

ALEMFDTWGK
LYLTTGICLP
EFNLIEIYLH
DFQLFLVSPI
MALGFIMYQL
NGYGGIINWE

—

YLCIEAPFAV

ELFAPTDYRN
DDFDESKEIRD
SITDEDTIFR
IIMRWISGIL
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FGOMVLASTE
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PVPSIEDILN

LEDGYTFHDY
GEIVRIVLDP
VLYEVQLDDD
GFDSVEQNDT

LCDECHNGYH
—

PIPGIEVGMC
TLTRENFALA
YLLRRDDPSP
KVREEQSLSD
CERQGEEEFI
LEGYDAGEE

LEARLSGDDT

RECGYDDGVEK
KESAMEATES
LATNKESDEF
VWLSVFSSIG

SECICHNGYV
—

STYYWTFNED
FLEFLNENAY
QEERYEVDYY

NIKLNDVIQL
EVNYENEQNEK
EEDSELFCEL
EVEIHDEIFT
MVCLEPFLTV

WEFRIQLSES
RNCAVDEVSE
APWETGAEEY
SSESSSEIEK
EHVTQVFLCI

FQHSVLDGNV
KSCTKKDVDE
RFLRYTPVLL
LIYPAWRWEW
KGIKPHINKY
LSLPQFQPLA

KEN
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DEPYVLYFDL
KECAEWYLES
RSKIEEWEES
LLSYSKHRIH
ENSSCDEKRTF

NLPVEFMVGGS
VMCATIHGENFE
FVPMIIICAA
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IAVPQTVESE
EDLNSSLDNE
EKEIRFRARHE
IEEFVPLEER
LPDDDWYCFES

GVHRFPVSGI
DGGDAGDDWR
NIVYFDGYLE
STSEDTNPEK
ICQDVAVNEV
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16/03/2023, 15:20 proteins
1 MTKDSYEMNN RLSRGGSLFG GDPQVQLRTA LESNDYGTFE KLVSYGAVDL
51 QHEVQVNEIN ETHGGAPIHF AVENGNAEAL EVLLEDDRID LDTRWKGNTA
161 KAGCNANSPD LRGITPVYSA AKQGLERVVT LILDYSKEDPI DLDTYKDIEKEG
24 EDLLFSYLLE HEEDNFIERDF TELSEENEHE AMLAADNGMN TMLOLAVDEG
321 CHNGYHEILK MFIDSDSSLE DPVNSESLVQ ITVEGMREAV ESPRINYEKAC
J—
401 SGDSETVLDL LRENGACVGLN NAFDEPPLAD INAETLETYL DECITTNSER
481 LMEESNNNND SIRKCDAILA PETEALLYMT RNEELRPLLK HPEVITSFLYL
561 YGVEGRENES VEALNVLTHV GAVIGLILLI MRELFQLLVS PTRYLQSIEN
£41 AILLSSAELV LLIGQFPTLS TNIVMLRTVS WNFFKFLLWY CILITAFALS
721 FFEDPGSSLF KTIVMLTGEF DAGSIKFSTF PVTSHLIFTV FVFMVPIVLFE
501 SYFESVLIGK AYTKPRRCWS WLPAYLQNVH FIKPQMLCIK PFAKRICLFP
581 DDYEDIEGGK CCFEGCZQSLR LERRIVENAK FIISRRTQVS EFDEIKSRELS
Supporting Peptides:
Peptide |Uniq|-10IlgP| Mass ppm m/z |z| RT |Scan |#Spec|Start|End|PTM
A.CHNGY.H| Y 31.50 |592.2064(-114.6|593.1458|1(4.61| 218 321 | 325
total 1 peptides
tr| AOAOM4F702|AOAOM4F702_DROBS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MGDIVLTARD KIPDPKHSIV KNERMLSNQP SAVDASSVEH SSSFHLYIEN
21 NIWLNSEGRS AVEHYVHIPL DISQQONADLW LPERNLRLAN KLHATPEFLK
1€l FITEQRHYIV PTPFPTLRST IPNVYSNAGG NGMLLNNEDV DEIHSHGMTR
24 TIDQEAQNYL NSGEQHSEWL QGENNQIVWQ SFNTSESVQFP SQVFENELNI
321 YEIDGNFSGL HEALFEQAMR HWENSTCIEF VERDAEIHPN YIVETIRNCG
401 LGHVVGFWHE HTRPDREEHV VIEHNNIMEG QDYNFNMLSM DEVNSLGMAY
481 FKRPEIGQRLR LSQGDIAQAN LLYKCPECGR TFQESTGIFS SPVYYTAGAL
561 SNNCETDYLE IRDGYYIKSP LIGRYCGEVA KEVITTLSSR MLLTYINEHR
©41 PNYPLDYLPN KECLWKISVP KGFQVALEFQ SFEVENHDSC VYDYVEVRDG
721 FVSDTSVQEA GFSAVFMEEV DECETQNHGC EHECINTLGG YECSCHIGYE
501 MYPILEECIW EIIAPPEHKI SLNFTHFDLE GTEHQQSDCG YDSVTIYSEKEL
281 FHSDKSIQRS GFAAVFFTDI DECAVNNGGC QHECRNTIGS YLCFCHNGYS
—
¢l DNYPPNADCV WHFSTTPGHR IKLIFNEFNV ESHQECAYDN VAIYDGESEL
104 ENEQMNGFTA LHSTSCGGYL BASSNVQQOQFY SHARFSNLDY DDNMDCEWTI
1121 FSGMEDISGP MYGQYCGNLL PQDIISLTDS LLVRFKTDSS VHMEGFSVSY
1201 SIFKEETEES DDYSDFSGNQ LAKGNFRGRFE SYPISYSTWT N
Supporting Peptides:
Peptide (Uniq|-10IgP| Mass ppm m/z |z| RT [Scan|#Spec|Start End|PTM
F.CHNGY.S| Y 31.50 |592.2064 (-114.6|593.1458 |1 (4.61| 218 1 925 | 929

total 1 peptides

tr|AOA182H9KO0|AOA182H9KO_AEDAL

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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LIMAIKQIQD
KTARYYLKEA
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PSDENYEIHM
EKWQRISCLFEY
WMEIALIEVT
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FKHVYNEGLQ
HSKTRFLRRK
KEDRRIHKTR
IHQQQIASHN
CCSFVGKRGN
DYDSIMHYAR
SNETEHCEWR
EDGYRGFKAE
DAQDAPLIGV
LHSDKKHCED
TENRLKRMGT
LHENGHDCKE

SSLLGRFCGD
QAPPNSNVQL
VAVDPFENSE

TCLEIAVSEP
LDEDREHDLD
FPHLLPEFDS
AGADVNATCS
NVDINHQDME

EYSEFLVYPNN
ANITFYSLLW
AWILGYDAAE
EGDQEAFPNLN
TQEIRADAEL
MPNQNNRIET
VALFEILTEM

VEEEGLTDVI
VDVREIQSNN
NHHRYNCNEK
RVSRAVTAEK
GPQAISIGEN
NTFSKEGTYLD
ITATHGERVV
FDVVCGGNLS
FCGYKPPPNL
ACGGLIEYFN
YCGTSIFPTI
GECEYEISSS

KEIPYPISSTS
LFLTFDIESS
EDVESLYSSE

NEIEFIKLLL
IYEDMVEEKLL
AVENIEFSID
GNNRRPIAIA
DNTALHYAAR

SLENELCQVP
LCLILYIILG
ESTKQQLSAV
EQASEDEDED
VGHISRVKLI
PRPEPLMKAG
DIP
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REKTEMSNEN
EDIEDDSGEH
ESHFRGDLNQ
ERIWDYGVIF
CDEFGIVVHE
TILPIEVEKGR
LELENMNIFE
VDDSEGELES
KSSGNLMYVE
GTITSPSEFFE
TSDSNALRVE
FGSIYSFPSYP

NQLYMALKTD
ENCTYDYVQV
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16/03/2023, 15:20 proteins
1 MGDIALFNVD YETEWQEQRL NEKTFQQELEK LEQEVYHEGL QVEEEGLTDI
51 AVDHESLNQI SHNDRDNAII DSYSNGESQI KATIIDNNDN IILRENTSGTD
161 KAADVRNIDH NRIQSDTEDI VIDDASDNII SNNHASRETM ASRTLLTPPP
247 LNGDGTITAH ERHHEERREQG NGEENNGTNF DETTVQIDGE QEEETLDANS
321 SEKPEPFAGGK KAPKDEQPAG NENEKEESRALP SKEVEQIGGKP PGNGGAQRHT
401 IRDREKGNVVE SSFLEAHLAT EQRQLPVDGA RSSRAATASH HRATRAATAK
481 RHWENYTCIK FVERNPIDHP NYIVFTERQC GCCSFEFVGERG NGPQAISIGK
561 VVIERNNIMV GQEYNFNELT EDEVNSLGLP YDYDSIMHYA RNTESKGTYL
64 NLLYECAECG RTFQENSASF TSPSYYSLVF FSEFPERCEWR ITATHGERIV
721 ILGEFCGSGE VNDLIESTGS RMLLTYTTTF RQINMRGFAA SYEAVCGGSV
201 FKDYQVALKEFQ SFEVENHDNC VYDYVEVRDG ESADSRIIGV FCGYKIFPPDM
581 DECERMDHGC EHECINTLGG YECACYIGYE LHSDKKSCEN ACGGTLEQTN
96] TLNFTHFELE GNTFYQASEC EYDSVAVYSE VNEDSLERHG VYCGNEIFPT
104 VDECAVNNGG CQHECENTLG SYVCSCHNGY TLQDNGHDCE EGGCKYEVSS
—
1121 RIRLVFNVFD IEPHQNPPEI ISMNQALLVE FRSDDTVGFE GFSASYVAIN
1201 EKADEDVDEDE DEDYEIIVHH RHLNPEVRYA VRNEIRSSQA ID
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start| End ([PTM
S.CHNGY.T| Y 31.50 |592.2064 (-114.6|593.1458 (1 (4.61| 218 1 1066 (1070
total 1 peptides
tr|B4LW38|B4LW38_DROVI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALQSRLGAG RGGRVMSYTN YALLVATALL VLISAHVESA EKLHGDPLVAP
21 HPYHQHGHGQ HKSHLHHLHH LPLQNNLEAY HSKYSIEQLL HMQVAPEVSN
161 PIDDEEPEEE KLTPKTATNH MLADAPEPAK YNATFQLDLE EKLEQEVYNEG
24 PLTEASGISN NDASLSANEP LEPSAQTLSD IANPPSYENE VLTPPESQAT
321 DMREIQSNNE DIEDDSGNNF VAERRQHIVP TSLPTQRSTM PNVYSNAGGN
401 HWTDYVSEVQ RLEEELDRPH GQSPHLSQRQ HPHSHEEQKH GQHRRRGRGR
481 FKADTRVPDTD SPRQHHEVAR AVTAEKKERIW DYGVIPYEID GNFSGLHEAL
561 TIRNCGCCSF VGERGNGPQA ISIGRNCDEF GIVVHELGHV VGFWHEHTRP
©41 SLGMAYDYDS IMHYARNTES KGTYLDTILP IEVEGRERPE IGQRLRLSQG
721 YTAGAVSNET EHCEWRITAT HGERVVLRLE DMNIFKSNNC ETDYLEVEDG
201 YVNTHRGDGY RGFEAEFDVV CGGDLSVDDS EGRLESPNYP LDYLENEKECV
281 VEVRDGPAQD APLIGVFCGY KPPPNMESSG NSMYVEFVSD TSVQEAGFSA
96l CHIGYELHSD KKHCEDACGG VIEYPNGTIT SPSYPEFYPV LEECIWEIVA
1041 TIYSKLSENR LERIGTFCGS AIPPTATSDS NALRVEFHSD KSIQRTGFAR
1121 CHNGYSLHEN GHDCEEGECK NEISAPFGTI YSPNYPDNYP PNADCVWHES
—
1201 DGESELSSLL GRFCGEEIPY PISSTTNQLY MVLKTDENEQ MNGFTAMHST
1281 DCEWTIQAPP NSNVQLLFLT FDIESSENCT YDYVQVFSGM EDTSGPMYGQ
13261 GFSASYVAVD PFENSDEDVE NSYSSEMVTP FPEGSLEKSIYK EDTEETDDYS
Supporting Peptides:
Peptide |Uniq|-10igP| Mass ppm m/z z| RT |Scan|#Spec|Start| End ([PTM
F.CHNGY.S| Y 31.50 |592.2064 (-114.6|593.1458 |1(4.61| 218 1 1121|1125

total 1 peptides

tr|B4QTR3|B4QTR3_DROSI

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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ITSEGNTLRV
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LOVEEEGLTD
QERRTASNAR
GMHLDDDVDF
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DREFEHVVIEH
DIAQANLLYK
YYFESPLIGR
WEITVPESFQ
VFMEEVDECE
PPEHEISLNE
VFETDIDECA
TTPGHRIKLI

SCGGYLRATN
YCGNVLFQDI
DESENQLVNA

DLNQPSESLN
SASTSNGSDS
QANRFSNSGG
KTDLGNFTLS
ITIEEEVQGA
PYEIDGNFEFSG
ELGHVVGFWH
RERPEIGQRL
SNNCRSDYLE
PNYPMDYLPN
FVSDGSVQEA
EYPILEECVW
EFESDETIQK
PDYYPPEEDC

ELVDSAEITP

KHERDNNEYV
GFMGDIALPD
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MSVAPALLQL
LHAHGIVRRR
TQAQIDEQQR
STCIKEVERD
NNIMKGQDYN
CPKCGRTFQE
FCGRVANDVI
VALEKFQSFEV
TONHGCEHEC
THFDLEGTAH
VNNGGCQHEC
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NGRTLEDVQV
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16/03/2023, 15:20 proteins
1 MRRERGTPLG VSWTNCVLLL ATGLLVVLIS VHAENPRPHR GLPAFAFPAPV PASVDQVATE
51 DRAVDADEDV DEDGDEGLEKH QHLEHRQQFD AYLGTIRRLR RPYRSKYTIE QLMRLHVTPE
161 LPEGDSGEVV AHTPIDDEEQ ERQEVEQLLA DSPSPVHDPA SVSGAANSGP TEFNATFQLD
241 TDIIREKKTEL PSSGPVNLEA GQSQSQSQSA NEPVKPGSES PSDYAQASSY KNEVLPPSEQ
321 NETQSLHENV DTREKIQSDNE DIEDDSGNNFE VAERRPSQIV PTSLPEQRST PAHVYSNAGG
401 RHRRGPEQRR SNQHLEHEAK LQRLEEELSR PVIEGHHERQS HHQEQAQHRQ HHQSHHREEH
481 SPPGFNQSQQ AQQQOSVPEMD LLEAEAPKDE EPLRHRVARA VTAKKERIWD YGVIPYEIDG
561 TCIKFVERDP EIHPNYIVET VRSCGCCSFEV GERGNGPQAI SIGRNCDEFG IVVHELGHVV
£41 NIMEGQDYNF NMLSPDEVDS LGMAYDYDSI MHYARNTFSK GTYLDTILPI EMEGRERPEI
721 PECGRTFQES SGIFASPSHY TAGALSNETE HCEWRITATY GERVELELED MNIFESNNCE
201 CGERVDKEVIE TESSRMLLTY VNTHRIEGFR GFEKAEFDVVC GGELSVDDAV GRLESPNYPL
581 ALKEFQSFEVE NHDSCVYDYV EVREDGPGQDA PLIGVFCGYK PPPNMESSGN SMYVEFVSDT
961 QNHGCEHECI NTLGGYECSC RIGFELHSDK KHCEDACGGV IEYPNGTITS PSFPETYPLL
1041 HFDLEGTAHQ QSDCGYDSVT VYSELGENEL ERIGTFCGSS IPPTATSESN ALRLEFHSDE
1121 NNGGCQHECR NTIGSYICMC HNGYSMHENG HDCKEGECKY EISAPFGSIF SFNYPDSYPP
Je—
1201 NEFDVESHQE CTYDNVAVYD GESESSSVLG RFCGDEIPFP ISSTSNQMYM VLETDENEQK
1281 VQQFYSHARF GNQDYDDGMD CEWTIAAPDN SYVQLIFLTF DIESSENCTF DYVQVESDID
1361 DINSMTHSLL VRFEKTDSSVP MEGFSASYVA VPNSGEYDHS DEDVENSYSS EMVTPFPGSL
1447 NQLVLNGQYER GRYSLPNEYY SGEA
Supporting Peptides:
Peptide |Uniq|-10igP| Mass ppm m/z z| RT |Scan|#Spec|Start| End |[PTM
M.CHNGY.S| Y 31.50 |592.2064(-114.6|593.1458|1(4.61| 218 1140 (1144
total 1 peptides
tr| AOA034VDR1|AOA034VDR1_BACDO
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MLNNHHYQSE YTIEELMNME IQNRLSDDID MDPCEAGGFM GDIALPDINY DGDPIVAHTFE
21 DEKYEDDDADA GQWQSDSATN KPITPIKFNA SFQQELEILK QEVYHEGLQV EEEGLTHIIR
161 SNDPALSANE PVEPRSFSSN TNYLMENLEN EVITNSEDNS NGNGNHYEHN PAYQPVDGSV
247 PLSVSQQOQEL BRQEATSSGNG GTGGLYTQPG FKATTFDANGE VESIALHERSG EYFGFSVSNE
321 DQREIQSNTE DIDVDAGNNE VAERRMVILP TSLPTQRSTL PNVYSNAGGN GMELDDVDFEL
401 DFRHTDFNIK LQRLEEELNR PVHTAHEYQT QVHREMHSIT EKLHTQNNEEV AKIEAENTDD
481 WQQOHNQTEN FNYSSHQGDG RGGMARSVVE VNANTAGESD NEVEKASLEME LONAENSRLS
561 GVIPYEIDGN FSGLHEALFE QAMRHWENST CIKFIERDPE IHPNYIVFTV RSCGCCSEVG
©41 VVHELGHVVG FWHEHTRPDR EEKHVVIEHNN IMEGQDYNFN KLTPEEVDSL GLPYDYDSIM
721 VEGEKRPEIG QRLRLSAGDI AQANLLYKCP KCGRTFQENT GIFASPSYYT AGALTNETEI
201 NIFESNNCQT DYLEVRDGYY IKSPLIKRFC GEKVNGEILKT ESSEMLLTYV NTHRMEGYRG
281 RLESPNYPLD YLPSKECVWE ITVPRGYQVA LEFQSFEVEN HDSCVYDYVE VRDGATEDSQ
26l MYVEFLSDSS VQEAGFSAIF MEEVDECETQ NHGCEHDCIN TLGGYECSCH IGYELHSDEE
1041 SFPDTYPVLE ECIWEIIAPP KHKISLNFTH FDLEGNTQQQ TDCGYDSVTV YSKELSENRLK
1121 LRIEFHSDET IQGTGFAAVF FTDIDECSTN NGGCQHECRN TIGSYMCFCH NGYSLHENGH
—
1201 PNFPDLYPPN ADCVWHFSTT PGHRIKLIFN EFNVESHQEC AYDNVAVYDG ESESSSLLGH
1281 FETDENEQMA GFTATHSTSC GGYLRATNQI QQFYSHALFG NENYNENMDC EWTIQAPASS
1261 YVQVYSGMED TSGPMYGQYC GNTLPQDIIS LTDSLLVRFE TDDTVTMEGE SASYVAVDPFE
1441 SLESIYEDSD EYGDEFSENQL IARPRGRYYN NF
Supporting Peptides:
Peptide |Uniq|-10igP| Mass ppm m/z z| RT |Scan|#Spec|Start| End |[PTM
F.CHNGY.S| Y | 31.50 |592.2064|-114.6(593.1458|1|4.61| 218 1 |1169 (1173

total 1 peptides

tr| AOA1A9SWC30|A0A1A9WC30_9MUSC

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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16/03/2023, 15:20 proteins
1 MAQTHIRGEN RRYVAIANYA TFTLTAIFVL ISACARSAQV NFNTFSSLPES
51 ENALSIHADD KNVSPSEEHI ALESSRTQIV QEPEQFRPDI KSYHHSHHSY
161 SDLWLHHRYY QPQHQHQHHH RNHYRDHNMI PQSQHIIRID PVQQLIVEAQ
241 DPCEAGGFMG DIALPETTYD DYPIVAHTTI GEKVLETSPSR EAIIKFNDTFE
321 TELPSIKEPEL NTDFLSNANE LVEPFHYHQS RESYNYMDEN HENDVISSEG
401 EDFEKIYHHT PGEKFSFPTE KTYIYSPPEK VNEPPVGLSN RNVDQREIQS
481 TTLPNVYSNA GGNGMEMDDI QEFKGSSTIV RREHRRRREN ELNPPVQEHP
561 KHLLHVDNHS EPLAVFPSRD NDDEFSLISE RRRSIRAVTA KEERIWDYGV
©41 EKFVERDTELH PNYIVFTIRG CGCCSFVGER GNGPQAISIG RNCDEFGIVV
721 KGQDYNFNEL TPDEVDSLGM AYDYDSIMHY ARNTFSEGTY LDTILPIEIK
201 GRTFQENTGL FASPSYYTGG ALTNETEHCE WRITATHGER VILRIENLNI
581 VSNEALKETET SEMLLTYVNA HRTNGFRGFK AEFEVICGGE ITIDENEGRL
961l FQSFEVENHD SCVYDFVEVR DGPTQDSPLI GVFCGYKPPP NMESSGDVMY
1041 GCEHECINTL GGYECNCRIG YELHSDEEHC EDACGGVIEY PNGTITSFESFE
1121 LEGAAHHQSE CGYDEVTIYS ELSENRLERI GTFCGSSMPP AATSEGNALR
1201 GCQHECRNTI GSYICSCHNG YSLHENGHDC KEGECKHEIS APFGTIYSPN
—
1281 EKLESHQECAY DNVAIYDGDS ESSSILGRFC GDEIPYPISS STNQLYMVLE
13261 FYSHARYGNQ PYDANMDCEW LIQAPPSSNV QLIFLTFDLE TSENCTYDYV
1447 DSLLVEFETD GSITMEGEFSA SYVAVDFFEN SEEDPTSYSS EMVTPFPGSL
1521 EKRYRREN
Supporting Peptides:
Peptide |Uniq|-10IigP| Mass ppm m/z |z| RT |Scan|#Spec|Start| End |PTM
S.CHNGY.S| Y 31.50 [592.2064|-114.6|593.1458|1(4.61| 218 12171221
total 1 peptides
tr| AOA1A9WXH7 | AOA1A9WXH7_9MUSC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MERYLLQFLF VAIVCSRVLS SPLAQTEIPQ DDDDDDWDDE DESSEADDDG
21 KCSSDEDCES KEKEECLCDGV CEFLLNSGLV QQDRECPELA QPTLGQVTVA
161 NWAGAEPACK QNIYCLEPPQ IEHARNSALP EQETFDLDST VQYHCHNGYV
—
247 GQPPDPANGW HSGECYTYGC EITYNCGNSY ELVGEHERTC QSDGSWTFPEE
321 NSVVSYECRY GYTLVGESSS RSSIIFRCQP EMLMQGHASS VCQIDGRWRN
401 TIIITPTTTQ SPVISPSGYV DEVEHGTSLD VECDENYEFP VSLLSPPTCH
481 KTEHGMEARF KCEDGFELVS PEGEDVTDFN AYILTCSFGN WTGETPHCQE
561 EKIVNNEQIMY DCDEGYVLDV GPPGATCVGG KWRPLELPQC LLGQHPRLREW
£41 EIYQHFPQWE NVANEIGHEL REENKRTPTE LEEAYSEYY(Q RIRQEYQNYV
721 SFYDSPDHLT RFEANQESRT LANDFNLYDY EDFDGAHRTV GEIPMPNIYQ
201 LQKPSNETDF IQQLKAQIIR KREKRSSSYL QSGEPDATGH LENKEGRKRL
581 IILYLECNPG FELNIEDENV TVRECIRGIWK PETPKCISAP CLVPLVENGEK
961l FITLECEDGY KIQGSAQLRC AHGSWSVNAF SECVSILCTL PNITGLTYEG
1041 CNEGILSPQN IHCESGMRES REEILQDNEE ETNARSNSVS ISHSLDSSDM
1121 NGDLEIEGGY ESGTEIFFNC IPSASGERNT WEKIICENGHW IGRSYNCANG
1201 AATISRCTDI GEFELVGSIE RTCIHSEWTG TEPACYGLNQ ENDYAMEEKAP
1281 CLWMRRFGNFP EWSVSHSFRN YSEGWVTDEG RDATLEYRLT ISNAQSEDSG
1261 GLIVSTNGTE LSTRVLLSCS NGNSLIGSSE LECLPSGNWS APLPVCESVE
1441 ASGYGLRGPS EAICLPTGEW AVPFPTCIEV QCDNPGAPQN GYAQGSAPYR
1521 GVLPECVQAC SYPGTAISGH MSSVQFYYAT GESVTFTCDA GLELRGPEMV
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start| End| PTM
H.CHNGY.V| Y 31.50 |592.2064(-114.6|593.1458|1(4.61| 218 205 | 209

total 1 peptides

tr|AOA1B6LZH3|AOA1B6LZH3_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

PYESSLNIKV
HSHHQNEPYH
VPKHEYRSKY
QREMEILKQE
FLNQIKRNPS
NTKDIELDAN
TIDHHHHHQQ
IPYEIDGNFES
HELGHVVGFW
GKKRPEIGQR
FKSEHCQSDY
ESPNYPLDYL
MKFVSDTSVQ
PDNYPILKDC
IEFHSDESIQ
YPDSYPENAD

TDENEQHNGE
QVEFSGMEDTS
KSIYEKEDGSH

RIYENPENSP
GERHEGARASY
TNGFPRAKCL

LETCVLVTSV
PLPECLAPCV
NGTWSIIPRC
VEFCSFPGYIF
NERRRSIEMR
KHLLGYNRMQ
NSRY¥SSNRRQ
RGPCEDLDWD
YYRKVEPHTEQ
GYRAGLTIGH
EESSNSTDDT
TCMEFENNEFN
TILFRHQNGP
IFSCQTPARH
CGDIPLEPNNV
AGDVVQENCN
KCLENGEWSG

QSTRPQASED
GHGVNRTGQQ
TIEELLNTKF
VYHEGLQVEE
AGREEHTTVN
NNFVSERKFV
LMARENNHOQI
GLHEKALFEQA
HEHTRPDREK
LRLSSGDIAQ
LEIRDGYYHK
PNKECVWKIT
KPGFSATFMK
IWEIIAPPKH
STGFAAVFET
CVWHFLTTEG

TAVHSTSCGG
GFMYGQYCTN
ETDDYNDFNE

STECPRDEEQ
SCPHGYHVVG
ATDGQASWYG

ICPTPENPEN
VPTISQGFVV
VPARCKNMEK
NGEVLLVGNM
YIGSTYRMRE
NPLEFLNTNK
NEPLLDGNNS
SFANITTVRQ
LSDKPSLTPL
MSTVSVRCNY
TEEAKMCGPP
VVSEYNDLEI
IAQSNDGKLI
EHSVEVVVKS
SSPRVSVLSR
PEYMMQGQPI
AIPQCVATD

ETFASSLDVP
REQHRRENLG
ERKISDDIDM
EGLTDIIRREK
AFEDDEETDEK
ILPTASFTQR
VDIQSNEVEV
MEHWENETCTI
HVIIDHINIM
ANLLYKCPEC
SPFLIARFCGK
APEKGYQVALK
EVDECETEKNH
KEISLNFTHED
DVDECSVNNG
HRIFKLIFNEF

YLRATNQIQQ
TLPQDIISIT
NQLIVNNPYL
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ATLLGQKCLR
LQSRLCQADG
PDIQCEPRSC

GKATYTTLAY
PIEIITDENG
PPKHGMVLAP
GLYDYRPYVK
TRDLEKKLRY
KIQLODGRWY
FHYIMEASEKK
GKAPGRNSVG
STYEEIQSNE
STNTLPIEMN
SITDGALVYK
REDIVEFPEG
VYPGTTLHME
INCPEIPIRR
EVGGRAAFSC
IACQDNGRWS
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16/03/2023, 15:20 proteins
1 MDECKDNPRI CSGGRCSNTV GSFSCACTDG LLPGPGGSSC LDVNECESGR
51 PQCTDDDECV LETHQCDINA HCINNPGSFS CECPDGFTGN GISCRDINEC
161 DGYSCQDVDE CTESPTLCEN GHCLNYPGSF RCECEMGFMH PDDKSETACT
24 GYQLDNSGGN CTDVNECDSP QACLYGTCMN TQGSFICQCP PNYQLVPAGN
321 VTEATCCCSV GEAWGPQCEL CPEINSDEYK ALCPGGIGYR PNTLTVVLED
401 FRLDETQVNC VDINECQERP NICGVGYCVN DDGSYHCVCP EGYMLLEPNGK
481 LCCCSMGQAW GHPCQPCPTD KTEEYLLLCG NQPGQIMDPM TNASVEIDEC
561 IESHQCIDDN ECLRIPSPCR GNAQCVNSPG SFECQCPEGY KLGMSMRDCV
641 EEQLTVSRET CTDTDECTEH PNICNNGTCI NAVGSFECHC FPGFELSHNN
721 CADGYSLSAD NQHCQDVDEC QETGGMCGPA GRCQNLMGSF QCSCPSGYRL
501 GFICECPDGY VLSQNGMKCI DVEEDMCFDV LHMDRCSMAR REPMTVEECC
281 GREMDTGEDLN ECDFMPHACD GGDCINTDGS FRCECPAGYI LDGTGKRCID
¢l FAPGPMQACE DINECLELNN QCAFRCHNVP GSYRCICPYG YALAPDGRHC
1041 GYSQMGMSDD CRDVNECLTQ PNVCVNGRCV NLQGSFRCDC FEGFESSYDE
1121 TEADCCCTMG AAWGPYCELC PSPGSDDYQQ LCLDTGYSID GSDIDECHTI
1201 EKHCEKDVNECE QEPAPCQFAC QNTEGSFICS CGAGYVLHSD GTSCADLDEC
1281 DHCLDVDECE SGHLCPGPGR CINTLGSFRC LCPRGYELDK TGSYCSDSDE
13261 YYNQCVDDNE CSENPCGDQK CFNTMGSYRC GCPDGFQFDQ ALVVCVQVAS
1447 IGQGHCLSTI NPAGLGYGGA PNLGSNIPTY FPIDQDPYAVP HDRLISTEGC
1521 LRELWRSRMS RHRRHHHGDK ARVQQPHRVL KVSLAQTEKHR TRILELQPAT
1601 RRRLEHAGTF PLEITGSRVM PAASNDIWEA PLALHVTIVA S5
Supporting Peptides:
Peptide (Uniq|-10IgP| Mass ppm m/z z| RT |[Scan |#Spec|Start|End|PTM
V.CHNGY.Q| Y 31.50 [592.2064|-114.6|593.1458|1|4.61| 218 638 | 642
total 1 peptides
tr|AOA1IS8PPZ3|AOA1I8PPZ3_STOCA
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MEEKLEVHRGE WRQHCRYGNL KNYAAFIIAT IFVVIMACAK SAHLNVNTLS
21 ELEQIPLTVL ELQETPRPQS PQHMPLAAPA TATRNALNTA AATDNEEEEG
161 EFYSLONIQQ QNHPHSGHQY HQHQHQHHHH HHYSQQQETN LQPDDNESQE
241 LQLEPNQIEE EGVGGDNHQR MVEDKISLIT EHHEEPQQPH HENYANEGEN
321 NDIYMDPCEA GGFMGDIALP DVQYDDDYPL VAYTQMWEEL PQSDAPLNDA
401 LTDIIRRETKE LPSSKSDFNM DPLQSANELI KPENNLNYDP INYENDVISS
421 VDEGFNMTED KFDTSLAHNE KSLTEAEEYN KTTPGMLNRN VDQREIQSNT
561 LPNVYSNAGG NGMELDDIQE LEGSSTIIEKR RNRRGRENRR SEFNQHSRLDY
64 QHQEEPHHQD QQEPNEEFTE EISNNVTDNE TMNDDMEYSE FGDMESDIET
721 LPRAVTAKEE RVWDYGVIPY EIDGNFSGLH KALFEQAMRH WENSTCIKEV
501 PQATSIGRENC DEFGIVVHEL GHVVGFWHEH TRPDREEHVI IEHNNIMEGQ
281 TFSEGTYLDT ILPIEVEGRE RPEIGQRLRL SAGDIAQANIL LYECPECGRT
¢l TATHGERVVL KLENLNIFES ENCQSDYLEI RDGYWHQSPL IARFCGEVNS
104 DVICGGELNI DDTEGELESPE NYPLEYLFNE ECIWEITVFEFE GYQVALEFQS
1121 CGYKPPPNMEK SIGDSMFVEF VSDTSVQEPG FSATFMEEVD ECETQNHGCE
1201 CGGVIEYPNG TITSPSFPDT YPFLEDCIWE ITAPPEHKIS LNFTHFDLEG
1281 CGSSIPPTAT SEENALRVEF HSDESIQESG FAAVFFTDID ECSINNGGCQ
1261 ECEHEISAPF GTIYSPNYPD LYPPNADCVW HFSTTPGHRI ELIFNEFEVE
1441 IPYPISSSTN QLYMVLETDK NEQHSGFTAV HSTSCGGYLR ATNQVQQFYS
1521 FLTFDLESSE NCTYDYVQVE SGMEENSGPM YGQYCGNTIP QDIISLTDSL
1601 DANSYSSELA TPFPGSLKSI YKEEDSQETD DYNDFNDNQL NVNSPYYNRN
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass ppm m/z |z| RT |Scan|#Spec|Start| End [PTM
S.CHNGY.S| Y 31.50 [592.2064|-114.6|593.1458|1(4.61| 218 1344 (1348

total 1 peptides

tr| AOAOSSACMO|AOAO8S8ACMO_APIME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

DVCGNGECDN
LTNNGGCDQN
DINECMMFENN
ACVDERESRC
INECEEHEGI
ECVDMREELC
TLMPTMCNHG
DIDECLERFG

DCIDVDECYI

NPDKTKCVDV
CSMGAAWGRY
DNECMSGAGI
VDVDECVTEA
KQCIDERQGY
PDLCRNGKCI
ATGQHLCQHQ
CTDDSKCEHG
SCVGSPCAFG
FSCEVNGRHR
KNDFEYSITK

LAAVTGSSFL
ENEANSLLFP
HEHNPQSSNH
SNQASLNGHS
PMEFNDTFQE
EDHEAREYSM
EDIELDTGNN
NLRMQELEKEE
EDEVRHGADI
EREPEHHSNY
DYNENELTFD
FQENTGIFAS
ETLTTVSSEM
FEVENHDSCV
HECINTLGGY
ATHHQSECGY
HECRNTIGSY

SHQECAYDNV
HSRFGNLNYD
LVRFKTDSSV
RYQONRF

TIGSFICRCE
AQCINTDGSFE
LCVYGRCENI
YLEVEEWRGR
CENGHCTNTF
YLSYAEGQCT
SCLNTPGSFE
ICENGDCNNE

MPYLCRNGRC

NECQDSAGIC
CEQCPEDGTE
CGNGTCSNLI
NNCEYNCENL
CFRELMNGRC
NTLGSYRCLC
CVNTQGSYSC
CQNEMGTYRC
CSPSAGGAGE
RMIAESEFFN
GNENGHFEMV

RATAKPVQON
ITASAMQQQD
HNHQHEHHRH
HRSRYSIEDL
EMEILKQEVY
SLPTRANGMP
FVSERKIVIL
LMRPVGEGKK
VPAYEAEEND
IVETIRGCGC
EVDSLGMAYD
PSYYTAGALS
LLTYVNTHRT
YDYVEIRDGP
ECSCHIGYEL
DRVTIYSKLG

MCSCHNGYSL
—

ATYDGDSESS
INMDCEWTIQ
ILEGESASYV

DGYSVKPGRG
KCVCDSGFRG
FGMFRCECNE
QRCSQEMGSP
GSFMCSCHTG
QPMTNEQTRM
CDCNRGEVYD
QGSFQCVCHN

—

RNMIGSFRCE

EGGACINTDG
EFWELCFQGP
GGFECSCTEG
IGSFMCNCPE
SSHSDGLMAV
NEGFEPDHSG
SCPDGYSQAG
GCPDGEFLQHV
QCGCFPSGYER
SEDTLYDAEK
REHGVWALHF
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SSSASSLSLS
ELLERQGQLA
SHHSHHNHRH
LHNKFERKVS
NEGLQVEEEG
TEDLYLSKGS
PTALPAQRST
QHHHHHHQHY
EFSFVREHRR
CSFVGKRGNG
YDSIMHYARN
NETEHCEWRI
EGYRGFRAEF
TQDSPLIGVF
HSDKKHCEDA
DDRLEKRIGSF
HENGHDCKEG

SLLGRFCGEK
ASPNSYVQLI
AVNPEFDNSDE
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16/03/2023, 15:20 proteins
1 MGWVLSTIIW ITIWSCLLRG FELAPQISPK QIPCDEKTRKV FTDSWGIISD
51 RTMGTECSYD YVEVYDGDSFE RSPLLGSFSG KTEPQQVTSS SGYMLILLYS
161 NTCFCEDDWG GRDCSRALCP NNCSYSGECD LERCHCHNGY SGQSCSLHEM
—
247 TDSLYVEFGGY DLNYILDNLE VYRFNISQWE DEYGNELEGI SSAEHLDPIL
321 IKDNMNNTFNS RNLANVEERY GWSEFRIGDR EKKIHETEDN ETSRSTVRIE
401 DFYEKFHTSN IKSDILNWEE EIAEDSIGDN IYVQEPKEIRD ELFKDESIKS
481 OQDGSLSNELW YYNVNTRSWT LRAENSPFYP PQLTRHTLTL ANNYIYLFGG
561 VHPRGGEELD VRVVAHSTVY HQATNSLLIY GGVVASVARF SELSDRMFEVFE
64 CNIIGNYLVV FGGYSHEHNE EEICYDNQMY LYHLGCHAWVY SHDVLGLNDE
721 GNVNADLLAY TLPPMLAPGD EDNIEPEQIC SRHESLMECT ANPECGWCSA
501 DCHSCLIHGQ PGGGWGTTAR GEESVSNELN RGTCTWCVQN ARCHHEDDNY
581 REMDEKRPGLT FLEYKPPVNFE TQPDSVTIVN ATTVDFSVPS MQGAKTESAL
961l SYNSATLHVS RSDDPQELEL VANLTADTSQ CIPTEWPDGY QMMLLPGRYL
104 EVFTFEYLEP FOQNGSCQQYK NCLHCLTDSS CGWCDIINEKC LSRSINETES
1121 SNYISCESCV NSNLCEWWTE EARCARIGRL PNAVVSFDQC PIPCRQRESNC
1201 FGLCREWMDQ AGLMGVTSRS GSSLTGNDQC KSCTRHTNCS SCLHSLSCGW
1281 YQNTTLEIDE SGWAYAQCPD VDECDLGLHD CHLNAVCTNT HGSEFSCQCER
1361 CECNLGWTGP DCRTNCGCYN HSTCIQGPGI CDECQDWTTG TYCEECEKAGS
144 GYYGDPRDGG MCYYSCMSRG MLGGEGNGEQ GLGSEHSQLS LWESHFGDSP
IHDDINVSCQ ENSVYVYDGL PEFVSSVTSH QSQLLGVYCT ESTDYPVTVE
CPGNERECENG NCLCEAGEVG INCDIEICPN NCTSTEEQGI CDEGYGRCVC
DHLDHLEETL PEFGHTLVAD ERGSLWMFGG ¥YSLSHGPFLND IRLFDTENNT
WMOITQDEFE EEPPSLAGHT LTLEENGESE SLILIGGEFSP EYGYLDTVWE
ESDSEFYIFGG YTYAINRTFI SNELYALNYE TEMWSVLPFF DDDLTDGSSL
SLIAYEYSCN LWIRLITEDM EVIGYPFPPA YAHAMTHADFE ESNAVYVVGG
YFGCSEFCSVI TISGNNASEFC FSNEISINED DRCDINVTQA QRSNGIFCNL
CEWCTNCSNG KCIPSEEDCD ELNKCSVRQEK SVTDVNQCGE RQCPASDCEEK
SLEAPADHFA GGTCEMLYY(Q QLPTVELLEF LEISDNVTML IPNVMSEFIF
EEGFECMCGD GYETETPSSF NEFGREICVE MCTQGCVRGT CIEPNICRCD
ECHNNTMGFQ CDECEPLEVG NPADNGQCVFE CLEYCNGHTER ICINESMTVE
GNNTRGDECG ECMIGYFRGT EDLRDICESC QCHGHGFTCD PVITGEECNCG
ECEENYAGTP TMGHQCYETV TVDNEMCFDS ELIGGSYDEC FEMEPEPLNPG
LSPRDDSEVV TLNSTTGYQD VELDSREFMWE ENSHNMWLDE QTRSQMELVE
EYAEGLATFL TIENENTEFLV VENLTNELVL TLPQDEHELH ETEFHIALERA
FFSVFFSCFF LFLAGCVVAW ETEQAADVEERE ARERHVVEML HMAKRFFASA
DVEPVAVEFPT DDGVAAVATV FIRLPGGEQA PVELALGSSL ILLTRVYPVN
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start| End| PTM
H.CHNGY.S| Y 31.50 |592.2064(-114.6|593.1458|1(4.61| 218 196 | 200

total 1 peptides

tr|B4QT41|B4QT41_DROSI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

GPLGSNYTQD
DTNYVLDGFH
HPESNEWHWL

LALELKGTNA
RNDDLKRKHS
SIDKLPKPSP
STVDGEFSSN
QLDKKVWSEI
DSRYPKQQGV
DEICYGRTIG
GVCGLRDDTL
GGEMIARLIG
LDFESKRMVT
CIADVEWDED
TQCLDERGRC
CYSLENPIIG
GFNGDGKENC
YGNATTPLGC
TRECLWIVSP
AKSGFLTVHY
IPGYGGRDCS
WMPITVESTS
FNLETEAWDT
PQARFLHSAV
FDGGIKSHVT
EWMMSRECON
CNNLEGCVWT
SWHYVRCPEE
FGYVGANCSI
DPNSIERMSI
NNTESDETCT
QTVEFYMVQPR
FQPHNTFSFA
IDEVHPEISG
TIIYDRDGND
SRVFLRRRNS

SHCEWLIEKAN
AEFSVTNCSN
SHSEGGLRFR

DEKELYGLRT
RHPRPRYAQT
RYGHAACRYD
LYKIKLNLSD
HYPRAHLRDT
FAHAADVRNG
SNCTTNLQTT
SQIPGWWGSK
FLRPPQDEWD
ASYAYASKME
GNPIREWHYL
VWCEATQECE
ACVQGDENQP
TRTCYEKCVN
KKCNCNEHGD
KTDLSSDNML
KQLDEVEGEN
IKIKEHQLIF
KASMPQGRYF
INTIGNGPLG
TTDEYMVIEG
LISIPEDLCN
FKTCTECLAE
ROVLKTYSAN
NECMNGHHTC
QCOCNGHSNC
ELLEKQLVEG
SGEMKSTNTG
FMNVDIRVMV
LNGTTTEPTW
RAAYGMIFFR
CNPSSPQRKS
HALN

NSRQFITLSF
NCTNHGECID
AAHTAVYIEE

SSFIWKLLSG
ARHRRNLENL
GGFVIYGGRV
PTATTEKWKE
YVPRERAFHT
NTLLLVGGYH
RCLGVCPALG
GTEIIRVEEC
STLEHLKICV
IIHNKKTENP
TITPSACANC
SESVYTSEYQ
HVNCSLIINE
GYCSERPDYK
KDLGICDRQT
SGIQNVIQFT
ASYLIMTCNN
TELFNSEYLA
HALKYLONQR
VYGHSTVYHS
GRQNPHNTSD
LWTDKITCRK
WPYYKSEEPV
ITGQGICTEG
STKSEKCEDL
AGPDKLDVCL
PVARAKCVNC
SSPCWMVQCS
DVTQGALDLF
NTGPQYIVME
QDQLHIDLEV
RRNKLVSFHS
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16/03/2023, 15:20 proteins
1 MAKIANASLS QQQEQRQAAT ATTTTTTVAAR SVETATTTAR SRDRTKSAAQ
51 VASVAVPTEE AYFNGSTYLR LTTPMPIWDH SAISFRSCRG GEILAQQYNEK
161 EKLPYQLLDNR WHTLQFEYEY GNLYLHVDRA ASIFANSTYN SQFLTNQDIG
247 ONVVEFGHCFL TPGPCSDHDL FTRELPDNFCL NDPCMGHGTC SSSPEGYECR
321 ENSRGDYQCF CDPNHSGQHC ETEVNIHPLC QTNPCLNNGA CVVIGGSGAL
401 CIDRINGFSC DCSGTGYTGA FCQTNVDECD KNPCLNGGRC FDTYGWYTCQ
481 PIGFQCLCPP EYTGELCQIA PSCAQQCPID SECVGGECVC KPGSSASDLE
561 RERCELELRP IGHCLPTTTT PTPEQEPTTT PRTTANPNPA IPNTLTTTTEK
64 RSASLNACFQ ENCLNGGTCL GYSGNYSCIC ASGYTGYNCQ TSTGGGASAL
721 VGYSGDRCEEK AENCSPLNCQ EPMVCVQNQC LCPENKVCNQ CATQPCQONGG
201 TLHPEICGNG ICKNEEGSYK CYCTPGFTGV HCDSDVDECL SEFPCLNGATC
581 DRINNFTCNC IPGMTGRICD IDIDDCVGDP CLNGGQCIDQ LGGFRCDCSG
961 KDYFCDCHNG YKGENCEQDI NECESNPCQY NGNCLERSNM TLYQMSRITD
J—
104 EININECDSN PCSKHGNCND GIGTYTCECE PGFEGTHCEI NIDECDRYNPF
1121 EKGCDQNPCLN GGACLPYLIN EVTHLYNCTC ENGFQGDKCE KTTTLSMVAT
1201 GTTGEENEPV SYILELINGE LNLHSSLLNE WEGVFIGSEL NDSNWHEVEV
1281 PSFPRTYLGG TIPNLESYLER HLTHQPSAFV GCMQDIMVNG EWIFPEEQDA
1361 CTDLWHTFAC HCPRPFFGHT CQHNMTAATF GHENTTHSAV IVETTDVARR
144 APTENIGDSY VAAFKLHGGEL LVEMQFSGTP EAYTVGGQEL DNGYNHLIEWV
VILYLGGPAPT RESLLGATTE PGIIPVPGAG VPIEDTTVPE EADDSEDYFE
AFPLGAVTID RASVLPGEVS DDLCEENPCL HNARCENTWN DYTCECENGY
CVTNTTFTGQ ERSPLAFFYF QEPQSDDIVS ETAPEQTFEF VIDIAFRTRA
ATHFGESARF EEFEENTDGEWS RIYLRAHNSE LEGGWEGWES MVDPTPAFST
STLSAQQGSQ FEGCVGEAERV GDLLLPYFSM AELYSRTNVS VQQEAQFRLN
CTCQPGFEGD DCGTDIDECL NTECLNNGTC INQVAAFFCQ CQPGFEGQHC
EDYMGPQCDV LEQMTCENEP CENGSTCQNG FNASTGNNEFT CTCVPGFEGP
LGYTGRLCEQ DINECESNFC QNGGQCEDLV GRYECDCQGT GFEGIRCEND
PFYCGAYCNFT DFCNATDLCS NGGRCVESCG ARPDYYCECFE EGFAGENCTA
ATLGTFLVMA BENERATREGTY SPSAQEYCNP LLEMDNVLEFP PPEERLI
Supporting Peptides:
Peptide |(Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start| End| PTM
D.CHNGY.K| Y 31.50 |592.2064(-114.6|593.1458|1(4.61| 218 967 | 971

total 1 peptides

tr|AOA224X4P4|A0A224X4P4_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

ITSHLLERATI
NSIVISVLND
YEDAILILGN
CTARYSGKNC
TCECPEGYAG
CLDGWGGEIC
PLTPLELDIL
IPPITTSRTP
ALTPINCNAT
ECVDLPNGDY
HNEVGYEGEN
TGYEGENCEL
LPEVFSQPFES

CQRGTCYDQI
SLISVTTERE
AINTSHLVLS
NVSYTELENV
ATIRSILDISM
VRNQTLVQVEK
GIIQDVEVSN
KGENCQEIEF
GGTLLYIDNV
DIDQAAFQSL
ATRPEEGCIL
EQNIDECADQ
LCDIPFCEIT
IDECNVEGDY
PITAKEDGPS

SVYSSPQWIP
FLOISLAGEA
SFSGCLLDGP
QKDNGSPCAK
ARCEVDTDEG
DREMTCQTQQ
DATLCPSEKK
VGTTTGSRKP
NGKCLNGGTC
ECKCTRGWTG
CEVDIDECGS
NIDECLSNEC
FENASGYECV

DDYDCDCDAN
EGYDINLQFR
ANDEQAIFPV
QSGCPRTEQC
FIRTREPTGQ
LNGTEYFRKT
GSLNLIVEMY
CQHVTCPGQS
DGFFEIGVNG
IATSTQVYLG
CFQSDCENDG
PCHNGGNCTD
PCDNGGLCLT
CGGLGRCFNK
TTDIAIIVIP

LFILIYLATD
VHGPNNRLDV
GLQFVNNSTV
NPCENGGSCL
ASQPCQNNGS
CLNGGTCLDK
KRYISPEWLK
PQQPLQSPTQ
SMNGTHCYCA
RTCGNDVDEC
NPCSNGSTCI
TNGAKCLDRV
CVPGIIGKNC

YGGENCSVLL
TTLPNGVLAF
GSYETANNSQ
KPNPCHSNGE
VFYLGTDPRE
LSTTGLLDAQ
SLNVTDVQVN
LCQNLDDGYE
GRVTITWKLS
GMPESRQARG
FCQSPSDEYA
LIASYVCDCP
TGAVPMCECS
PGSFQCICQK
VVVVLLLIAG
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16/03/2023, 15:20 proteins
1 DNDECLGQNP PCQNGRCINT IGSFECECHI GFNLGPDGRS CVDTQRDLCY
51 HLAWGTPCEL CPLPGSEEFH RLCPHGVGMT SGGEDINECA QDPYLCVNGA
161 CELYDNICSG GQCRNTPGSF QCTCPAGTQL NVVMHVCEDI NECEELGGEP
247 IDNREGTCWT QVEDRCENSL PQLTSESECC CSLGSAWGSF CEPCHHVCDC
321 CVNTEGSFTC VCLSGLSLDS TGTVCIDVRQ ESCFTEYEHG QGSGVIEGLY
401 TPGFNDLCPK GYGFVDREDI NECIEFPGMC SNGRCENTMG GFNCRCNQGY
481 AGSFKCDCEE GYESTMMMQV CMDINECDRT PGLCRGGQCV NTPGSFECNC
561 CENMMGTYQC VCDDGYQHAG ITSHCEDIDE CASNNGGCTS ICVNTPGSEY
64 GGECTNTVGS FTCQCTEGLL PGPDGSSCVD INECDGDSNV CGNGDCDNTI
721 IHNCDYNADC INNPGSFSCR CEDGFNGDGI TCRDINECLT NNGGCNQNAQ
201 ENPMLCENGN CLNYPGSFRC ECEMGFMHPN DNSETACVDI NECNAFDNIC
581 DVNECDSPEA CMYGECINTI GSYLCQCPPN YQLVPAGNAC VDERESRCYQ
961 GWGIMCELCP RPGTREYNDL CPGGTGLEPN KTTVRLEDIN ECEDHENICK
1041 IDECFERFPEV CGVGICVNLD GSYHCICPSG YMLLPNGEEC VDMREKEECYM
1121 PCEPCPRPRS KDYLDLCGTQ PGQILNFMTN QSEEIDECTL MPTMCNHGSC
1201 LRSPSPCRGN AHCVNSPGSF ECQCPPGYEL SMSQRDCIDI DECERPGVCA
1281 ECHRHPNICN NGTCSNTEGS FTCRCHTGFK LSHNNDCIDV DECRTKSYLC
1361 DLNECVERTG ICPPPGTCQN TMGSFICSCP AGYHLSSDEK TCIDIDECVE
144 EIECIDVEQD MCYDSYERGY CEEFEMEPIT MEECCCSMGE AWGERHCELCP
PNICTGGDCI NTDGSFRCEC PTGYVLDPSG ENCIDYNECE TSNICGNGTC
EMGEQCAFRC HNVPGSFRCI CPYGYTLAPD GREHCQDVDEC TTEANNCEEFQ
CELSSEICEN GYCINLEGSY RCDCFPGFEF NYDREECIDE REGYCFPYLS
LCEPCPQPGT ARYTNLCLES GININGQDIN ECQTLPDLCE HGTCINTLGS
CEYSCQNTEG SFICSCPEGE ELSPFDGVSCL DIDECETREQH ICQQNCVNTQ
CPPPGNCINT LGSFRCLCPER GFELDASGEF CRDEDECTDD TECEHGCQNI
PCGDSECVNT IGSYRCGCAD GFQFDQTLSA CVQISPACIG SLCSFGCLPS
DSMETTIFRH FQAAETYRIP NGEIISTEGC FSCEKTNGRHR EMTNGTFRAS
SLVTTDEIIA DHIEFEWIHE SEVLEITLLY TEHEMRIIEI MSAIENGYEY
PGVFILEITG EFPFNMTLLES LAEQPLVLHI ELLVV
Supporting Peptides:
Peptide |Uniq|-10igP| Mass ppm m/z z| RT |Scan|#Spec|Start| End |[PTM
L.CHNGY.K| Y 31.50 |592.2064 (-114.6|593.1458 |1(4.61| 218 1 1265|1269

total 1 peptides

tr|AOA232F514|A0A232F514_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

SSYPNGVCSK
CENIMGSYRC
CLNGDCINTM
AFGYAKIDGK
PRTICCCSGV
ALDENGIECV
PPGHELSPDEK
CDCHSGEVMR
GSFICHCEIG
CINIEGSFEC
VHGQCSNLIG
QVDDSYGRFS
NGHCTNTFGS
EYVDGTCAHP
MNTPGSFECH
HGSCNNFQGS

RNGRCRNVIG
REGICEGGEC
EQGSEEFLEL
VNIEGSFECT
CENLIGSFMC
NGRCVMMPGD
YRCLCNEGFK
GGYQCSCEEG
RGSYRCSCFE
NHGGYTCGCP
REKYDTEPSI
IITRGNENGH

PSLMAVTESS
VCNPGFEEDL
GSYICECPPG
VCEDINECEL
GFAWGGPAGG
DIDECNIMHG
RSCEDIDECS
LDGRSCIDVD
YSAKFRGGFY
VCDSGFRGDG
TFRKCICGEGF
CTEKEMGSAVT
FMCSCNDGYR
MSNHQTEMVC
CNRGEFSYDAD

FQCICHNGYK
I —

SYRCECPEGY
TNTEGGVLCE
CPOGTGRSEN
CNAGFASGEM
ICPEGYTQVG
VRKGVTKADC
ADYVGTHCRD
YROQDGDQCID
GEVKHVYYNH
SGYQRIGQGH
RORHYWKYEKN
FEMVQRHGVW

CCCCASFIDH
MREKTCVDIDE
SIIDHTGRVC
NSGVCRGGGT
SRCEVCPEQG
VCGNGTCQNTI
RTSGICSNGV
ECEKENPRICN
CTDEDECQLM
YTCTDIDECTI
QLDDSRGNCT
FKATCCCSLGR
LNPQLATCVD
CCSMGEAWGS
SHQCIDEDEC
LHHGTCVDID

ILSQDLLHCR
CPEGFILSDT
GADLNECQFM
QTCEDINECI
MSDDCRDINE
CCTMGAAWGF
INECAQSPPP
IDECDASEGY
CVDDDECSRS
CLSTINFMGY
IARHEKRHHIN
ALHFERELEV
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16/03/2023, 15:20 proteins
1 MERGKSGTGR GSENKIAPHP SDFIALGSKS TSRSDAPDTE RPGVGLTKEG
51 GHPVAPSTRP SVSHTETWEV ITIECDPADL VPLVLEANDA DDGEKLIGLV
161 SIFTWNHCILH ALASLLERDQ SHAFENKGNP MVSVLAANLL MRGFHDEEEW
247 ILTGFNTRIP PESVLQPELS VMTPRSDCNS FSTLLDDELS GTSAIQIIGD
321 LNRRQPETIT RNFLELLSTA CGFVEIRNIA AQELEMWLHN PELMRPAQEL
401 AVINLYLNGV KELIGLHPEN LSTILKHTIY NELSNARNPN NMPMLAVMEQ
481 LLREIVRVCR HDINLTILAR ALMATRVEVA QQIASFEFKD RMFIATIDLI
561l YQFQNLVTSI QYETVEWLQS TANQIYGIMY KEPFLHALHE VMMLESPEHY
64 LFALAFIGEL SFINFEDQLF TCSINNSEMI ELTDHLVEEA AMTSSETFFL
721 DYIPPTLAVS NLYWEKGWIML LMIAAHNPST IGELGWQQYP ILRILMEMCI
201 ERQQILHYET YLAKASNPER QICEQTSLLL SQTITMDPTG IPRTFPQHVL
581 RQQSTSSQSM PWLAGLVQNS EGSLNQLPVQ CLCEFLLSST IGQADEQSRQ
961 RLSSQSSASR LQATITGLELV LNSIPTEDEP MEIDGENEQH NLSASSETWL
1041 PDLVQAYIAY LATHTPEDDL PDLINLVNEI SQLVVERENTI VAAILPQFDI
1121 SRFTWSESQD LILVEWATGE ECTMHILVVH AMIILLTYDQ VDNDELFNQL
1201 ELRIIRSNIP RLVDAALRDL DPYQLVLFIQ SFGVPVNAMT EKLLHLLDAAV
1281 GGLVFLQHVQ LQAQQLPDES LPPISTRLEN LESSTNLPEH TIVQLSTAKT
1261 TEDLHESGAD GDRGTVVLAV EKEHILSVLSSI QVEEFLASLV HMSQYSCTLM
1447 IGDVNAFILA ILEDFTNLHV SEAFRHEELA ALTQTQDPGS ILENTDFLDL
1521 DSEQGSIKEPR TGLLIDWLAS VEPELIDTCP NLQIRLLFGK TNVYVRIDES
1601 LLNQCHMGYD PTAVLDFLWA LTCNPELWQG REEYSTENDI PENILMLTNE
J—
TELDLLLCCC SAEDELTMGV VEYLADQMTN SNGVHADMFH QFLLHLYMEV
CMSHTLLTAL ASQRQESSKS RELELCAREM AAVHPILVLE QLPLLASSLM
PHLFNEEHRE GLENTLENYF YCFQNYCNED SSFQNYSNED DLIFLLNRES
HYLSLESLES LVSGIFPIFRE GENGETVLIT STFRENAPTF PSAHWAGWVA
IIDNIADLLYV SPQGNIENLA HVLIARALEH RPYPNLGVLS AFQRCLDSSE
ELGVNSNVNT IPYINESITL LNTQEGC
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start| End |[PTM
Q.CHNGY.D| Y 31.50 |592.2064 (-114.6|593.1458|1|4.61| 218 1605|1609

total 1 peptides

tr|AOA1B6LVDO|AOA1B6LVDO_9HEMI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

LSSSTSTSND
CGGIKILENL
PEVFIKVYIE
KDKVDLEVCP
LSFICYNCTS
TSPEASAKLL
SLCMFLAISP
YEPDNFEPET
LHIKNTEIFE
TNHFSYPPPT
DLIQSLNTTH
EQLLAHLQLL
LKKLPSIPHF
DSLQAKQTLY
LETWFPEETE
QIEPMSVTNH
DVENLINQLF
RVILLPLERP
ENVGRRLLDI
VVSSHSCRPY
QLLVLVMYLI

PEIICYLNTEF
GWCDLEYSQF
LLLQAYVVHD
SLTEMQGDEV
ADILMSALDR

REKEGSSLQS
RWKPDEVVCM
DALGDRVWVD
RYAHCVEVVE
HTQRDVEVIS
AEIFQELLLN
QVEDVAIQCQ
DRALYMRLVS
LVFHMCTYQP
MALPEIVEEN
RLGHLLCRSR
LTDPLQDSQH
HAVRSLVAKA
AFLSIYCNYL
PPKAFLLDTS
VLDETYMAQL
IEKIPINQKT
RTCPQTLELA
CMNQQRNDVL
LLTLLTHGAS
EEAVILCERQ

QAKKMVNNAN
RSGHHLNLET
EQHALKYIQQ
HSALHEIDTL
LPDYVLCMQE

LIPPEKFKLA
GLLYLVEIRF
NEECEGEVDN
NIILEVIKEQ
QLVEMRLEKTE
RDDYLRFIRA
RGDEEDINVL
EVPLLESTEEK
PARASTINIFS
RAEKELRLETL
EPDFLLDIIQ
AYEVLEYFLR
LESACQVENN
NFARAPRLDG
EEALLIFDWL
VEILHNEGAS
DAYRELHKIL
HSMCCNLIQL
VESMARLLVA
WATLYKCVGH
NEKTAITQME

ISDWTGSILD
QVMGLLELLQ
HAYILHDLQA
SSRKPSVLEP
YALPLMQKVF
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16/03/2023, 15:20

1 SLCCCSTVGK AWGGPSDGTR CEQCPRQGTD THHELCPEGY
51 DENGIKCIDI DECSIMHGVC GDGICRNTPG NFECDCEEGY

161 GHELAPDEQS CEDIDECSRT SGICSNGVCE NMMGTYQCVC

247 CSAGYRLVSD GRGCVDMDEC EDNPRICSGG RCSNTVGSES

321 FICRCEDGYS VEPGRGPQCT DDDECVLETH QCDINAHCIN

401 NTDGSFECVC DSGFRGDGYS CQDVDECTES PTLCENGHCL

481 GRCENIFGMF RCECNEGYQL DNSGGNCTDV NECDSPQACL

561 EEWRGRQRCS QEMGSPVTKA TCCCSVGEAW GPQCELCPKI

64 HCTNTEFGSFM CSCHTGFELD ETQVNCVDIN ECQERFNICG

721 AEGQCTQPMT NEQTRMLCCC SMGQAWGHPC QPCPTDETEE

201 TPGSFECDCN RGFVYDIESH QCIDDNECLR IPSPCRGNAQ

581 GDCNNFQGSF QCVCHNGYQL TVSRETCTDT DECTRHPNIC

—

261l (CRNGRCENMI GSFRCECADG YSLSADNQHC QDVDECQETG
1041 DSAGICEGGA CINTDGGFEFIC ECPDGYVLSQ NGMECIDVEE
1121 PEDGTEEFWE LCPQGPGRMD TGEDLNECDF MPHACDGGDC
1201 TCSNLIGGFE CSCTEGFAPG PMQACEDINE CLELNNQCAF
1281 YNCENLIGSF MCNCPEGYSQ MGMSDDCRDV NECLTQPENVC
1261 LMNGRCSSHS DGLMAVTEAD CCCTMGAAWG PYCELCPSPG
1447 SYRCLCNEGF EFDHSGEHCE DVNECEQEPA FPCQFACQNTE
1521 @QGSYSCSCPD GYSQAGDHCL DVDECESGHL CPGPGRCINT
1601 MGTYRCGCPD GFLQHVYYNQ CVDDNECSEN PCGDQECFEFNT
1681 AGGAGFQCGC PSGYERIGQG HCLSTINPAG LGYGGAPNLG
1761 ESEFFNSRDT LYDAKKLREL WRSRMSRHRR HHHGDEARVQ
1241 GHFEMVEEHG VWALHFRRRL KHAGTFFPLEI TGSRVMPAAS
Supporting Peptides:

Peptide |Uniq|-10igP| Mass ppm m/z z| RT |[Scan |#Spec|Start|End|PTM
V.CHNGY.Q| Y 31.50 [592.2064|-114.6(593.1458|1(4.61| 218 1 894 | 898

total 1 peptides

tr| AOA2A4K6P5|A0A2A4K6P5_HELVI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

GFIDRKDINE
ESSSMMQICV
DDGYQQTDMK
CACTDGLLEG
NPGSESCKCP
NYPGSFRCEC
YGETCMNTQGS
NSDEYKALCP
VGYCVNDDGS
YLLLCGNQPG
CVNSPGSFEC
NNGTCINAVG

GMCGPAGRCQ
DMCFDVLHMD
INTDGSFRCE
RCHNVPGSYR
VNGRCVNLQG
SDDYQQLCLD
GSFICSCGAG
LESFRCLCPR
MGSYRCGCPD
SNIPTYPIDQ
QPHRVLEVSL
NDIWEAPLAL

CTEFPGMCTN
DINECDRTPG
SHCEDIDECS
PGGSSCLDVN
DGFTGNGISC
EMGFMHPDDK
FICQCPPNYQ
GGIGYRPNTL
YHCVCPEGYM
QIMDPMTNAS
QCPEGYKLGM
SFKCHCFPGF

NLMGSFQCSC
RCSMARREPM
CPAGYILDGT
CICPYGYALA
SFRCDCFEGFE
TGYSIDGSDI
YVLHSDGTSC
GYKLDKTGSY
GFQFDQALVV
DPYAVPHDRL
AQTRHRTRIL
HVTIVASS

GRCENTIGGFEF
LCRGGVCHNM
NSNGGCQGVC
ECESGRDVCG
RDINECLTNN
SETACIDINE
LVPAGNACVD
TVVLEDINEC
LLFNGEECVD
VEIDECTLMP
SMRDCVDIDE
KELSHNNDCID

PSGYRLNPDEK
TVKECCCSMG
GERCIDDNEC
PDGRHCVDVD
KSSYDFEQCI
DECHTIFDLC
ADLDECATGQ
CSDSDECTDD
CVQVASSCVG
ISTEGCFSCK
KLQPATIENDF

NCRCNQGYAL
PGSYRCNCPA
UNTAGSFSCA
NGECDNTIGS
GGCDQONAQCT
CMMFNNLCVY
KRESRCYLEV
EEHEGICKNG
MRKELCYLSY
TMCNHGSCLN
CLERPGICEN
VDECYIMPYL

TKCVDVNECQ
AAWGRYCEQC
MSGAGICGNG
ECVTPANNCK
DERQGYCFRK
RNGKCINTLG
HLCQHQCVNT
SKCEHGCQNF
SPCAFGCSES
VNGRHRRMIA
EYSITRGNEN
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MYLEETAIHV
QEKEPLEELR
EWKYNLVLDG
ILTTLQLMSR
YIGNSGRLVI
GCWGCFDEFN
CVPDSLIIAE
DMNVARLTAK
AFSVSWEMLA
RPIAMCVPDS
ILAMRDMNVA
GDTNTAESVS
EGGAVTGGVV
VAVRGGVAVE
DDNELLTLVN
TEVLELERLY
IREHEGIFPL
GETFLIQGTL
LVRLWHDYGY
TESVGKTVLV
DEDWEMNHIG
IEHVCRIVEV

NIRCDKVGRT
TTNWELEWER
RGEDTAGSSL
FLHGVELLAS
LEWPREALLE
AGSSLIHATT
ELLASITGER
EALLEVAYRF
IHATTTNWEL
ITGPRGEDTA
VAYRFLHGVE
TNWFLEWPRE
GEDTAGSSLI
LHGVELLAST
ASIMSLIHSS
EAQVQVGLYT
ITEVKSYAKP
SSAAKSLCLW
RMLQLKLERA
DLSMKKFLLD
RAVVTIGSSK
LVLSIAHNEK

LFFALNDLSR
OMGEMSENEY
DWNDICSDEQ
VEMFDRFASL
SIKMTTEPPQ
YLEEYEEVEW
AYERAESLGQ
MCVSLLQEIG
QGWANAFRSP
FLRGAHLQGW
LEGASWFREE
MLCTLAT

LEYNMYINGY
EKEQNLILTTL
PAEVWLSGLE
KEEISKILRAK
TPLTDRCYIT
RINIEVLSVV
NTLFSDGFTA
DVPLEDGIMQ
LTTTRLHNEEK
LITAENTLES
RLTAEDVPLF
WEMLALTTTR
VRGRAAVTGE
VEVAVREAVE
SERISMFSQV
LEEGESVRGQ
EDTVYDYEVD
NMLDFSEYSM
WEFDRAEKQWREK
ATIDMENNIV
DMLGEHFELT
ISQPRGNLLC

SYHDEFLRVS
EALLEVAYRFE
IHATTTNWEL
ITGPRGEDTA
VAYRFLHGVE
TNWEFLEWPRE
GEDTAGSSLI
LHGVELLASI
EWPREALLEV
GSSLIHATTT
LLASITGPRG
ALLEVAYRFL
HATTTNWEFLE
TGPRGEDTAG
VGRYSLEMWQ
EQCIEYMGVI
PQEVEMVLEA
VRAIEEKYGKI
EALITGLSGE
DATLRDWNYM
VIKFNDEMVS
VLVDLENDLL

IDPMYQFSLD
MFLLEKGGVVL
KILFVRSLRV
SLEQGQAPTA
GLKGNLVRLF
DALRYLFAIT
HASADVATLA
YYNVLINMIT
PTLCWLPAEV
ANAPRSPPTL
GHLQEPLEMQ

PCLINLNANY
QLMSREEISK
HTMRVVLRDQ
VNALCVIEIH
LTTALHLFRG
AQQILAVLLA
YKVNAKKVET
DIFPDVEIPT
QPGFEIVHTF
DGFTAYKVNA
DGIMQDIFPD
LHNEKQPGFE
VAVRGDVAVR
VRCGEGSSKG
TLLIETLDLA
ELTGVRCLCR
ERLQQFKPWE
QVINMSAQTT
NVKNMVLCGA
ARLLPTPSKM
FHALCPTKSP

VGIGGSGRTC
—

EGTINRIQSD
LHGVELLASI
EWPREALLEV
GSSLIHATTT
LLASITGPRG
ALLEVAYRFL
HATTTNWFLE
TGPRGEDTAG
AYRFLHGVEL
NWELEWPREA
EDTAGSSLIH
HGVELLASIT
WPREALLEVA
SSLIHATTTN
EMRRTNYVTP
NVQQRNADEQ
VLILLQKEPT
FRIVKPKKER
KERWEMTVER
GLPDDNFSAE
YHPDFHLYLT
RIMYESQVPL

AYIDLFTYSI
DESEQPDNFT
DEVSACITTE
TEMLSHGMEE
ANINEDEFDE
NYGGHITDDW
QDALIMCSTL
MGLEELERAT
APTGFLTAVM
CWLPAFVAFT
LVFPMSFIHF

LCVFLAINID
ILRAKVNALC
LILTRAALRK
SRDTVDRMYK
GSPQGPAGTG
LSLFQKRFIF
LYQLAMQQLS
LDYELLETAI
PMNPEALTLG
KKVETLYQLA
VEIPTLDYEL
IVHTEFPMNPK
GEVAVSREMA
CYVLIYLLQD
VASPATVSRN
LLGLLPEPAP
EKLEDNWREN
RANVQDIIES
AGPPGGARSP
HYLFNLRDIS
PLFGHFLNPY
LTRLATYICE

PRHDNELVPG
TGPRGEDTAG
AYRFLHGVEL
NWFLEWFREA
EDTAGSSLIH
HGVELLASIT
WPREALLEVA
SSLIHATTTN
LASITGFRGE
LLEVAYRFLH
ATTTNWFLEW
GPRGEDTAGS
YRFLHGVELL
WFLEWPEEAL
TNYLELVAGY
QESVAARSEEK
WAEAFKRQLGD
LEEALESLEM
LDEEFDNLFEG
NGIIVVEATR
TELGNPVYTP
LENEELFITL

proteins

ASCSEEVPVP
VIEIHSRDTV
CRYQRETWIN
MGCMNVTAFE
KTETTKDLGR
EGADIKLDEN
KQEHYDFGLR
TAEMRLAGLQ
ELYGEYNLAT
MQQOLSKQEHY
LETAITAEMR
ALTLGELYGE
VTGGVAVSRE
FKIKVTLTRI
GMVYNDYKDW
ALPDEQTDIE
PVAGFHTILV
RLEKRTKGNY
LPARLLSCFH
RIFQGLLRSN
EVYDDMNDED
YHSFTVVVTK

VAARGAAGGG
SSLIHATTTN
LASITGPRGE
LLEVAYRFLH
ATTTNWELEW
GPRGEDTAGS
YRFLHGVELL
WFLEWPREAL
DTAGSSLIHA
GVELLASITG
PREALLEVAY
SLIHATTTNW
ASITGPRGED
LEVAYRFLHG
EEMLSAKRNE
TMEEEVQCKK
QYFLDRLRDF
KQQILAEARA
DCLIATGEVA
WPLAVDPQGQ
ETLTKTTMVN
QTSQRTSLDV

—

DESPEAGELE
NWMPDDCWDN
IINVLGPRYV
GGWVEFLANCH
ATPEYRELLF
DERVLIAYIN
FALASTGGGG
EGLVVMSEML
QELRRAIEGL
GELTAVMQTT
KFVRITGKRL

DRINNLNEFH
ITEMDELPGF
EFPVLDIRAA
LACEWLGSLR
CVSFFHCTLI
QFFNEDALET
AGGGEDQEVD
ETMYLCIFEG
VVMSEMLETM
ARGESWFPIDT
RNRYVCFPCYY

KRNLDQRLAR
DRMYKMEPIF
DWPDCTRTLC
WESQLEFYWD
ALARWVVVTN
CGIFITMNEG
SMVALLRYAG
PVKAALHKVI
GEWKDGVLSS
DFGLRSMVAL
LAGLQPVKAA
YNLATGEWKD
MAVTGGVAVT
YHTDESPDNK
GWWPEVNSWL
GLAKMRFLFA
PTMEFIRVQV
VPAGGKKMIA
AFYLPSPTQQ
KDYTNTKARF
ALRKYITAQM
TYGLKDFRED

VPLPARRRAA
WELEWPREAL
DTAGSSLIHA
GVELLASITG
PREALLEVAY
SLIHATTTNW
ASITGPRGED
LEVAYRFLHG
TTTHNWELEWP
PRGEDTAGSS
RELHGVELLA
FLEWPREALL
TAGSSLIHAT
VELLASITGP
IALQANELREN
LADAAMRDLA
DEDNISDKTL
KLRELSEMIA
YLGPEFVSEYR
ALIWISELEE
FAVEEQGLTA
KEALITSQVT

TYAVYENTCR
HGIVDVFESL
WEESSWETSL
GLDNFEIHFR
AREKRFRQLGY
PEFYRLSSIPA
ELAQEMLVEL
RTPSFWLRGR
YLCIFEGRTP
LCWEFTVMFL
YPLEMGAFVV

SAWNHFQQDC
QNPMGLPVAK
RCEIMQEEKKP
REREDCYIKQ
CSDGLDYKSM
YAGRTELPDN
IKRRAYPHLP
QTYETENSRH
IMRTTCQGRT
LRYAGIERRA
LHKVIQTYET
GVLSSIMRTT
GGVAVRGGVA
WIIFDGPVDA
ETIDYPEYRE
MIWSVCATLE
IALDMLEAGY
FMDDINMPVR
QLVKIFGTML
LRLWIHECFR
EEYNSCPGVV
LEVHLLRMHQ

RLHHWTQGED
LEVAYRFLHG
TTTNWELEWP
PRGEDTAGSS
RFLHGVELLA
FLEWPREALL
TAGSSLIHAT
VELLASITGP
REALLEVAYR
LIHATTTNWE
SITGPRGEDT
EVAYRELHGV
TTNWEFLEWFR
RVRRMESLIE
GLGEVEETTK
SAMPALEEAT
EEIGTYTVEP
RLOQREYDEEV
ESLMEDWELE
ENGIQNVGEV
QLLGIVVREE
EEEIDSARAG

ALFERHFELLL
SEEWKEWYLH
LEVLSPGVDP
FRLWLSSMFD
NAVYSFNDAD
YHIPRDGSLE
PARIDMETTE
PSMEPLGAWC
SFWLRGERPSM
EEAGEFVEPFPR
AVDLFAGEES

TRTLCRCEIM
AMSSEDGECYV
LKKLREKKQNL
TNTNSIYTYE
AKCFSGIAQS
LKSMFRPIAM
EQEMVILAMR
SSILLGDTNT
ELPDNLKSMF
YPHLPEQEMV
KNSRHSSILL
CQGGVGSKWG
ARGAVAVRRG
IWIENLNSVM
MLRRFFLSIL
EDPRRRLDNW
GVLVGGPTGT
DYYGSQPPLE
GQHLQEFDEE
VFCDRLTEEK
KMDLVLEKDA
LFLLKSSHFL

TAGSSLIHAT
VELLASITGP
REALLEVAYR
LIHATTTNWE
SITGPRGEDT
EVAYRFLHGV
TTNWFLEWPR
RGEDTAGSSL
FLHGVELLAS
LEWPREALLE
AGSSLIHATT
ELLASITGPR
EALLEVAYRF
SREDVLRASV
LVGQMSEELA
KALDALNKKD
DFDPEIVGTV
AQKEELERRS
VCNESLPVTM
LDPSIAPILE
RPQLEQMKDT
YVPVAVRASV

SFHIVSRILF
PEPESQPLIG
TAALIQLAQD
DKFPLHMLQR
FDVSDNLLAN
SYRDFLDLLP
RMMGPEIVMP
RELFLRGAHL
KPLGAWCREL
DGGVYIRGQY
SDFWVKRGTA
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16/03/2023, 15:20 proteins
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass ppm m/z z| RT |[Scan|#Spec|Start| End |PTM
L.FITLQ.T Y 19.63 |620.3533|-78.0|621.3122(1|25.56| 938 1 3477|3481
I.GGSGR.T| N 15.37 [432.2081| 91.7(433.2550 (1| 9.65| 438 1 1704 (1708
total 2 peptides
tr|E2BYR5|E2BYR5_HARSA
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MEIEQVFLET RAEFGKQCIF DTWGPHMDEE IRPNPAAMAD YIMRTHCNVG
21 WPREINPEDE ETTMRFRERI EKDEEWAPKL RNLFQQOMEHN VLONGALNIY
1€l VRSVNDISWS PDSGSEMVVS YYSEFGVQPE DNIAHIWQID NPNEFWVTLK
24 DIRTGSTPTQ TSHCEFSHRD AVTTVEWITS ESNTEFF3GS VNGERAMWWDT
321 ANFEASLSAK FMFGLDNGLV ISGSRKAHTP AEKLAWSFDA HYGPVFSVDR
401 TRFIREEPVR GCWNEKARHSI FYVTTRSGVL TVWDLLVGLG NPILSVQICE
481 EALYSFDENE EKNNFSSYLEC CSRFAKAIDT RLEEIKLTRT YATEDESRST
561 LENYRKRERS TEENKRELED EFDDFRIVEE KFFEVVEEEK LEYEGDERVL
©41 AFKMPAKKIAV PRETKIATIPT AEAEKSVEQE KPEETLPASA EATAESPTEE
721 PDICCRGELS TRAVVRFADR AKWIRGEVRD GEERSKGDVA ARTAVEARREK
201 LPEELREAVR EAEKREIRQAE RSGETRTRAE KLAKRAPTRS VTAAEKSRER
281 GERAVMMDPC TPWKPPSLLE DLQSLLGGPL PESIEEKTNL GMARIKELEA
Supporting Peptides:
Peptide Uniq |-10IigP Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
E.TLPASAEAIAESPT.E| Y 24.05 |1356.6772|-32.4|679.3239(2|18.91| 723 1 675 | 688
total 1 peptides
tr| AOAOK8SP95|AOAOK8SP95_LYGHE
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MTTYEEFIQQ SEERDGIRFT WNVWPSSRIE ATRLVVEVGC LYQPLKERTD
51 ELWVCNFCFQ RNPFPPQYAA ISEQHQPAEL IPSFSTIEYT ISRAQFLPPI
161 NSLVGLITFG KMVQVHELGC EGCSRSYVFR GTEDLTSEQV QDMLGIGEVS
24 MSLTDLLGEM QRDFWPVGQOG ERPLESTGAA LATATGLLEC SYPNTGAEVM
321 FKDNARYMEFA IEKHYDSLALR AATNGHSVDI YSCALDQTGL AEMEKQCCNST
401 FEMAFNGVVE VETSRELEVM GAIGPCVSLN TEGPCVSETD IGLGGTCQWE
481 CIQFITQYQH ASGQRRIRVT TVARNWADAT TNMHHVSAGF DQEAGAVLMA
561 GEYNKDDPNS FRLPENFSLY PQFMYHLRRS QFLQVEFNNSP DETSYYRHIL
©41 TSSIQPDRIL LMDTFFQILI FHGETIAQWR AQRYQDLPEY ENFEQLLQAP
721 LSEVNPSQTH NNMYGYGGES GAPVLTDDVS LOVFMEHLEKE LAVSSTA
Supporting Peptides:
Peptide Uniq |-10IigP| Mass |ppm m/z z| RT |Scan|#Spec|Start End|PTM
E.TDIGLGGT.C| Y 24.00 |732.3654| 8.5|733.3788|1(19.35| 741 1 439 |446

total 1 peptides

tr| AOAO84VFX3|AOA084VFX3_ANOSI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

PDAFKFRAMGR

1 MFSPIEVLIA VLAVLGALVY CVVEEHSYWE DHGVPHPEPV FPIGSFEDVG
21 PVAMPTDLEL VEAMLVRDFQ HFHDRGVYCN EKDDPLSGHL FNLEGQRWRH
—
161 YMDETVRERD ELELKEDVVSR FTTDVIGTCA FGIECNSMRD
241 FFMQVVRDTV DYEMANGVQR NDFMDLMIRM LONEENFDES LTFNEVAAQA
321 KGRQSVNEIL DQHGGELTYD AVSEMKYLDQ ILEGK
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass |[ppm m/z z| RT |Scan|#Spec|Start|End |PTM
L.TPVAMPT.D| Y 23.17 |715.3575|15.2|716.3756|1|20.01| 755 2 80 86

total 1 peptides

tr| AOAOA9YA46|AOAOA9YA46_LYGHE

| Protein Coverage | Supporting Peptides |

VLHTEQFALH
EQYFDDMVET
ATSAFLVSEF
RELREPVEIL
NGSNPEIFLT
EELSATIAAHE
LEVTRGERED
TESEISVTEV
ISKRSEREKRR

ERDSWTELMR
PRSSQEDEEG
ARGGVYFRIS

LPAIQYDEVL
FLLVVDTCLD
ASPQQQQORA
LFLGGPCSQG
GGHMVMGDTF
FCTENQNTTA

RMVVHRAETD
MEEDLSQSLI
VDDAEEILHT

SEVHFVGALE
LENRITPTET

RIIEKQPEPOW
FVEEFAGFET

EAQTASGQTK
ELMKIRDLRT
NPRDPSVLAS
TEDLQTENEP
VGDCIARVWA
RGDLLAIGNS
KTLPKILGRK
ASRKIDKNEV
KRLMPVAFSL

AYERKASSEE
DFAEEVTARS
DFHSID

CTRNTCRAIL
DDELGALEDS
MGGQQPFPTN
PGQVVNDDLR
NSTLEFKQTFQ
AMFFEVVNQH

DGPDVMEWAD
MIQPILYSYS
REFMFRYIDT

RYYREYEGEH

SGEMRTMEPT

VNLMVQFESFR
SSTLLTWTLY

back to list

SSGMFHFEGG
LNVYENPRAL
GLMSGQVCSW
OMDRAIGVSS
EDTRDGNLVS
AGNVYLVELT
GQOKMQESQDK
TTADEAKDDT
PRPCKVGICK

TIASLWEMTE
TMARILAARK

back to list

NPMCQVDYRA
LQTSLSLLET
RFIQPIQSCD
EPIRSHHDIQ
RVLSRDQKGE
AAPTPQGGRG

RMLIRLCQKF
FNGPEPVLLD
EQGGSQARFL

back to list

PEVGVYMLLT
-
IVAAGRQLAD

LCXXXXKXKXS
ELALNQDIQE

back to list
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Protein Coverage:

1
1

MARPVETPRM SDGSGNIIMV
ASCEACFKAFF EKRTIQGNIEY
TSQNEPSLED NELLEILLGC

TEILTLSLAF RSLPPSGELN
ALEKQFRESIV SALMDCVGIM

Supporting Peptides:

GVIEEEEELS PEFGPPPSPNS
NCPAANDCEI NERERFKACQA
EPEILSIVPE RDGRPVLSPL

FAVDFIIDEM LAQECGAMDL
RGNSAEMANI LLCLPVLRQA

Peptide

Uniq|-10igP| Mass |ppm m/z

N

RT |Scan|#Spec|Start PTM

F.TDLSLT.N

Y | 22.80 |648.3330| 33.5|649.3620

1(9.87| 453 1 225 | 230

total 1 peptides

tr|AOAOA9VQSO|AOAOA9VQSO_LYGHE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel

%)
1~

]

1
1

(V8]

MARPVETPEM
ASCEACEAFF
TSQNEPSLEV

QSTWTEILTL
DEALALEQFR

Supporting Peptides:

SDGSGNIIMV
ERTIQGNIEY
IVSDNELLEI

SLAFRSLFPFS
ESIVSALMDC

GVIEKEEEELS
NCPAANDCEI

PFGFFPSPNS
NERRREACQA

LLGCEFEILS IVPERDGRFV

GELNFAVDFI
VGIMRGNSAE

IDEMLAQECG
MANILLCLPV

Peptide

Uniq |-10IgP

Mass

ppm| m/z

RT |Scan|#Spec|Start PTM

F.TDLSLT.N

Y 22.80

648.3330

33.5|649.3620

1]9.87| 453 1 229 |234

total 1 peptides

tr| AOAOA9Y8J4|AOAOA9Y8J4_LYGHE

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MARPVETPEM SDGSGNIIMV GVIEKEEELS PFGPPPSPNS
21 TTALADANTS IGEDLEKDDES PRRLCLVCGD VASGFHYGVA
161 RFQECLEEGM LEEGVRLDRV RGGRQEYRRN NEVPYIVSVT
24 SPLNILSELY DEELVNVIGW AFKQIPGFTIDL SLTNQMRLLQ
—
321 MDLYQLCLVI TDRLQNCSIC KEEYILLEAL VLANSDVELD
40 RQADHTLESF WINVHEERGAV VMNELFIEML DEPLES
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass |ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
FTDLSLT.N| Y 22.80 |648.3330| 33.5(649.3620(1(9.87| 453 1 268 | 273
total 1 peptides
tr| AOAOA9Y9B6|AOAOA9Y9B6_LYGHE
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MRGVENKSDS DCSELEPEAK KCEKTEESPPE AKTILTEELE
21 SYPSLLNLSD DVLLHILSFI GPSDLVSLAH CSERLNNIAR
161l EIMPPLEEGE TIEPTWLLSF MILLSKYAPN LETLVLENHI
241 SMSRLRALDL TDSSWEVPHS LLALSKCAVL EELVLDGCDV
321 TLRHLYISAS EEVQPLELPY SFSYVTDLSI TAFGESPAVH
—
401 MPHLELLDLT NTGVTSEGLA KFKTDRPSVT LVVSPNMIPS

Supporting Peptides:

Peptide

Uniq|-10IgP

Mass

ppm| m/z

RT Start PTM

Scan | #Spec

V.TDLSIT.A

Y 22.80

648.3330

33.5|649.3620

1(9.87| 453 1 346 | 351

total 1 peptides

tr[N6U3G5|N6U3G5_DENPD

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

AMYSFPFPATLL
CRFQECLEEG
NILSELYDEE

YQLCLVITDR
DHTLRSEFWTN

AMYSFPATLL
CRFQECLEEG
LSPLNILSEL

AMDLYQLCLV
LEQADHTLRS

AMYSFPATLL
SCEACKAFFK
SONEFPSLEVI
STWTEILTLS

EALALEQFRE

SDEKSTTTAT
DKSLWRVCDL
IDCNKILIED
SECMPYASLA
RQVLGRQVQV

EA

SNEEDLEDDE
MLEEGVELDR
LVNVIGWAEQ

LONCSICKEE
VHRRGAVVMN

SNEEDLEDDE
MLEEGVELDR
YDKELVNVIG

ITDRLQNCSI
FWTNVHERGA

SNEVSFCDGV
RTIQGNIEYN
VSDNELLEIL
LAFRSLFPSG

SIVSALMDCV

PDSSFNLPTP
RPFRILSLNRL
FPPSVENLSL
ANYGFCNLEL
VGRPFCLIET

SPRRLCLVCG DVASGFHYGV
VRGGERQEYRE NNEVPYIVSV

IPGFTDLSLT NQMRLLQSTW
—

YILLFEALVLA NSDVRLDEAL
ELFIEMLDFF LES

SFRRLCLVCG DVASGFHYGV
VRGGEQEYRE NNEVPYIVSV

WAEKQIPGEFTD

CEEEYILLEA
VVMNELEFIEM

IGEIPQCSPE
CFAANDCEIN
LGCEPEILSI
ELNFAVDFII

GIMRGNSAEM

QPSEQAPREV
HNVLHWLQEV
KSCIFENVEK
LDLRNTAVSD
LLLNNYPGIT

back to list

LSLTNQMRLL

LVLANSDVRL
LDPPLRS

back to list

SFDQHECTST
ERRREACQAC
VPERDGEPVL
DEMLAQECGA

ANILLCLPVL

back to list

KEPPRSPSPEFP
TLSFASCGPL
QSSYFLGIHS
VEVSCFNEME
DLTLRHVVVA

back to list
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1 MLSVGSEFIT NIWVPDTFFV NEKTSSFHEA TTSNEFIRIH HSGSITRSIR
51 TMEDITYEWQ TGPTSVGISN EVQLPQFEVL GHREQETTDIS LITGNVQCSL
16l TIQSVTPCETS GISGTEVPTR SAYRTRSRCP NSRFSDIGKE PWRSPSPQVH
24 TGNYSELACE IQFVESMGYY LIQIYIPSGL IVIISWVSFW LNENATPARV
321 DVYLGTCEVM VFASLLEYAT VGYMAKRIQM RENRFLAIQK IAEQEEKLNVD
401 ESTVNGGRGG REGGADDEVA GGPPIPQHIM HENEDINELY GITPSDIDEY
481 LVLLEVDEK
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start| End| PTM
T.TIDISLT.T| Y 22.80 (648.3330| 33.5(649.3620|1|9.87| 453 1 117 | 122
total 1 peptides
tr|B7QA75|B7QA75_IXOSC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 NSPGLPNYRE VLLPALSPTM ETGTVISWEEK KEGDKELNEGD LLCEIETDES
51 CILVYSEADI AAFGDFESDR TTVPAGQPEA RAASAPASAPA STQMNYIDIP
161 EGDELNEGDL LCEIETDEAT MGFETPEEGY LAKIIIPAGT KEDVPLGELLC
241 AAPAAPAPAP APTAAPAPAP ALTPTTPTPS MAGAPAAGVG GRLFASPLAK
321 AVPMARAARAP VAAGTEYTIDI SLTSMRQTIA KRLLQSEKEQTI PHYYLSVDIN
J—
401 ATALACEEVP QANSSWQETF IREYESVDVN MAVSTPEGLI TPIVFGAEEK
481 TITVSNLGMF GVENFSAIIN PPQACILAVG CTEDVLVEDE NSNTGYRAVE
561 RPDLMLL
Supporting Peptides:
Peptide |Uniq|-10IlgP| Mass |[ppm m/z z| RT [Scan |#Spec|Start|End|PTM
Y.TDISLT.S| Y 22.80 [648.3330| 33.5(649.3620|1(9.87| 453 1 338 | 343
total 1 peptides
tr| AOAOA1XHZ0|AOAOA1XHZ0_ZEUCU
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MANVNVNHGH NSNDIEKVTNS AHDIIKPIAE RTSREWQGED VVEWAENQGL
21 YHLQYNLTMS DMEELWVAVR KLQNTNSSAS HNFLQRENTLG SSDCSQFNRH
161 DVCSPPNPPT LNGSVEDDNM SPPMSVDGRA TNIPPELFET AISLGYSFLV
24 NVPHIFWAFH MCEITGTLLEF IIWCCVCIFH EYRLVLLERF FALAGTVFELL
321 LSITEALQLR ISEAYTIWSG LGMSIQGVRT CGDYMFSGHT VALTLLNFFI
—
401 EHYSIDVEVA FYITSRLFLY YHTLANNQAL MSHDSTRTRI WEPMEFSYFEN
421 CMLTARRIWI EVPPISSSEN LPSLSNAPDS LELLNKFPSQT RDGEGTTISA
561 SDTPITELSA SSNNIQGDEE HQ
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start |[End ([PTM
D.TDLSIT.E| Y 22.80 |648.3330( 33.5|649.3620(1|9.87| 453 1 319 | 324
total 1 peptides
tr| AOAOE4GBGO|AOAOE4GBGO_ANOGA
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MALREGLGSE STSSSLRLEE GSAGRRTNFS SFSSSFDEFG PPYADLPMEI
521 AFLENFWLVL HRQPFDANGP PVEDLLQSFR HFPNVHLSEV DFERIGNFET
1¢1l LRALTIESCR DLFMCVELFE DAAEREELRQ TLSNVIDLSL THNQYLSDAI
I—
241 FYPGDGEQPS ESVLTFHYVS QLIEQREKGSL RALDFGETLV DDNALEVLAG
321 AAHLQHLNLS KTFRLTDSCL LQICRELRGL RVLEMRECRA LSNQGVRELV
401 ETLRELREVRA LNLCERSIIA ISEQLSALRI LDLGYCFHAV SDLCVQFIFR
481 QRHEQQQQPT AQPGASLGNG SVEGNAAPAD DQARPATPEP EPALQAATAH
561 DNLQSARDDG TTFSGYSIGR LQQLRVLNLT GCNRLTDVTL LCNFELLELR
©41 SECHSINDRA VEQIAFHLHR LRTLSLRRCY QLTDFSLDYI ACHARRLREL
721 DENGANGVFG AGSSASSPSL PPAPPPPAAP SRASMRI

LTITASCPMN
QRTDFLIETC

PLCPIWGLVT
ALGVTITVLTM
GGPDDHLPEQ
SRIVFPVCEV

VMSFESFEEG
RTSMEQVMLV
ILVYDEADVA
RLAAEQGLNL
MDAVMELREE

AFEMLLISEET
MMSVTLSCDH

DCNVITCLAA
CIHQSCGSFS
TWITSEVMVI
RCVIMLITSL

TEYTPRNLYF

SIDGIVENEF
NVSNTLTPSQ

LVEIFTYLTP
HEGPHIRRIV
LHRMVEIMFS

MSPALCLERL
QLPALEVLDI
NLVRLTELDL
MRISLRSRAE
DLYLAQCQQI
DVRGCKHMCA

LQYFPMDRQL
SKEKLPEGFLP

LALPQSGLFA
TTLMSSTNAA
TEAVRFEVHD
CENLMYWITIY

YLAKIIVPAG
LLPALSFTME
AFEDEVDDGT
AQIPVGSGPG
FNEAMEFENI

ESLASEARDK
RVVDGAVGAQ

EHIDGSDLLE
CCNLNVCNCH
VHERVPDMER
SVPGTHLQCN

LHTMTWLLNM

DSIGDLLDCL
FIFDVSEEMT

SDRREASQTC
LEACEIQERD
LEALALAGCH

ELNRCEQLSS
SYCEDVNGAG
ESCRELSDEG
REIVEDAERK
SVDGIRALVR
DFAMRLVNLE

CHIEIESFGY
LVARVEVEERA

GFGTSYIVVP
LPEISYVEKSI
PFAHSEGGTL
LHISDVVADD

back to list

TEKDIHLGRVL
MGTIISWEEERK
AAPTAQFKARA
GRIVAQDLAS
ELSVNDEVIE

KLQPHEFQGG
WLOHFKRLLE

back to list

LTENDIRDFR
IERNGVGYYS
YPPLFDIFLD
ONDYAVDDID

o

FGIFFILAAH

CQLVLSFEDT
HGIFESFEFPT

back to list

REWCEASHHT
LTAILRRELFA
ISFHEGLYREK

RGLGTLITAQ
LLEGIASREN
LTGLGMLPII
KQLLEAMQRK
GCPAVERLDL
LLATILPGKQ
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Supporting Peptides:
Peptide (Uniq|-10IgP| Mass |ppm m/z z| RT |Scan |#Spec |Start|End| PTM
V.IDLSLTH| Y 22.80 |648.3330| 33.5(649.3620|1(9.87| 453 1 196 | 201
total 1 peptides
tr| AOAOP6GKE9 | AOAOP6GKE9_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSTVSTMTSI TVVTPQRSTV TAMTPLQDPI TTLPSLLSTL ELESDPTTPE
21 TTMSINGSMV QDLPTTISDE TSTITSTDAL DTTTAVADTM TPMTHQTATQ
161 RESESSTTVT RPMSSSSTAS TTVISHSTRL GHGISSTATT IAANTLFTLR
241 PAATEHETDM TTNGHFELDN RPLLHPDDNT TESSLPTDLS LTLTTVSREL
J—
321 LLPGEIPANS CDSNTCMNGG TCVMTAEGWY CRCSWRNEGER RCETDRELEV
401 RLEFSTMAPL GLIAYIHSID AHVYLAVYVE RGALKFRLSC GRQOMTLVET
451 GSVELNNSYS MNGEQRLADD EHFTWPGRLH IGGRPYGVPT PAELVFLPGI
561 DRRANCGGLR CLNGGICEAN FDSNAQQONGD QQFDERGGGC ICPMGWVGDQ
64 YGRIGSLCEI AVNVTEPQFD GTFMGHSSYL SLTPPFFIRE HFEMEFSEVT
721 DFLAVSFIRG HVALTWDLGS GARRIFTARP VSVSTMGGHS VHVGMRGEVA
201 GHSSFNHSRL PSDLPLHSGF RGCIYDLVFR SREFADRDQE FDHHNTINHW
281 TSLGSNDVEE PFEDVC
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |[ppm m/z z| RT [Scan |#Spec|Start|End|PTM
P.TDLSLT.L| Y 22.80 |648.3330( 33.5|649.3620(1(9.87| 453 1 277 | 282
total 1 peptides
tr| AOAOP5YUZ6|AOAOP5YUZ6_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MDTNDDRGAG EAMLEGSGAR RMATSSGWRE MLMCCLEPEE DDVQVLDYEH
1 PRPLFHCHGL KELWLSDNDI SVLPPALASL THLQVLDISK NSLTEVFDATI
16l SLNLSDTFLE FLPANFGRELT KLELLELREN QLASLPESMA RLTALKRLDM
241 LPEFLGHLQN LVHLDASENC LHGIAPTIGL CESLTDLSLT SNNLANLPEE
J—
321 EELQAGQONRL SELPTSIGLL RELETLMLNE NLLDELPFVEL GSCQRLTVLS
401 HLPVSFLELP SLSATWLSEA QTEPVVPLQT DIDSSTGHEV LTCEFLLPQSA
421 DGEADPEAGK LMENPTPYPK ELKALAKHAQ HIQQHHPVSP TSRNSVELPT
561 PAAPSTTITV HVDPSVTIVS KSSDEPRPVQ SEPSNAPVRP KEPEIVLESPQ
£41 NVSVENLADP EVDPPEPNGI PAAAFHSPRS AEIEIKEARV LRPLMSAADG
721 PYHVAAVYSK RAAEFNHATS LPRTQSTDSG FTVEGTSGER RDSSPSRDSG
501 VDLPLNGSLA DREFKMTPLAL KRATYIIDNS LSPNDGSEAV EETGDLQSVA
281 PISVHTTNGS SNTLSAANVV GLPPAGNSSE NGGQQPPAKI QGRLPPPEYH
261 NRLPSGLPRQ LSNLSNSSLL DGPIVNESAP LLPPKEKRDSP PPPTLQPELS
1041 FVHNABMVTE TTTPITPTTN NNDFEANQTN EITPSQPLNT RIFLPEYSAS
1121 EKLSADLTGSP SLAAYTSRIQ
Supporting Peptides:
Peptide |Uniq|-10lgP| Mass |(ppm| m/z (z| RT [Scan|#Spec|Start|End|PTM
LTDLSLT.S| Y 22.80 |648.3330( 33.5|649.3620(1|9.87| 453 1 275 | 280

total 1 peptides

tr| AOAO87UQW5|AOA087UQWS5_9ARAC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

WITWISTITT
FETTVQSSIG
NDRHTEDVTA
VDVSNQTTTT

PQFHGNSYLS
KYNVSDGDIH
VGCAYNLEID
CEIRQCPCNP
DDARQVALLL
WLOVNNQPTV
LPVVQSGRGV

SSLSDVFAEV
SGLFALITLD
GQNDLCDLPE
VGDLTLLTVL

LEEKNRELDHLF
DFEAEEQTFA
TGTTSSSSSE
PLAAPSNESQ
LDEVENFTDV
RGPSIEFLED
ALRQAAREVE
VTSNGFRDTS
TSRIFPPFQVH
DISETGVSFEG

NLSRDIENTI
TTEVPFLPES
GGTTTIHLPT
TTTTTMVEVL

YAVADRTQAD
AIFMRFLKVE
GORLDMIADA
CQVNSTCLMS
FIGQPINADQ
TGRSPGLMSV
ROCSIPSCRL

FNHERTLEIL
LSVNFLGELF
VVGSIPSLTE
RVDDNRLTCL

PEMGHLSRLR
DEGSPNVVTA
SNAEKLEFQPE
PEVPPLLPLV
VDRSSQFDLT
NAQPSGSPGP
LSASPEESPL
AELESPFPAN
TEVLASFLTP
SEIPTRLPTP

back to list

WITMGVSEET
TIKPETSEGE
NGRPFEADHV
AVEPFLMDFES

DONQQQVLEA
DRNSSSSFCM
VQGKALDECP
SNDQMICVCS
VTLAGIEEEK
LNAHPSLFLG
RMSENSGENM

back to list

RLDCNQIADL
EGATELLSLE
LWVDGNELDV
PDSLGRLSHL

VVNLSCNRLL
RSPTHIKFAF
PLEVAVVEPEQ
HTASPLQOSKR
AEIKQQQQPP
VQSVVAAKRP
PGHKQTSWDV
ASSRIPLASH
LSLKTNFSPL
TTSIPSISKS

back to list

1 MDLCSICGEE VYPMEEMETS GMRLHENCFR CAHCCCMLRL ENYTKSGRRL YCTPHFEQLF ISRGNYDEGF GREQHEEEWN

—
51 RSCNNTPIPR
Supporting Peptides:
Peptide |Uniq|-10IlgP| Mass |[ppm m/z z| RT [Scan|#Spec|Start|End|PTM
C.AHCCC.M| Y 21.19 |535.1342| 26.1|536.1554(1|6.22| 295 2 32 36

total 1 peptides

tr| AOA182SD20|A0A182SD20_9DIPT

Prepared with PEAKS ™ (bioinfor.com)

back to list
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| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

1 MPEWIAIQEK KKRRSSSRER ALWAGHDRSE EKDENEANTMI VTRENLGHIFE

81

QFIRAGLVVI VLPEEDTVSR NNSTGRIIHF AQTNG

Supporting Peptides:

Peptide

Uniq|-10IgP

Mass

ppm| m/z

RT (Scan

N

#Spec

Start PTM

C.AHCCC.C| Y

21.19

535.1342

26.1|536.1554

116.22| 295 2

73 | 77

total 1 peptides

tr| AOAOT6BBI1|AOAOT6BBI1_9SCAR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

ISSIQVGEYSV TNTEYTEAPF LCAHCCCCIT

—

back to list

1 MASLFLIVLI LSTVSALPSH DRVERVVEGT PTPIEKIPYQ VALVVDNFPI CGGSIIREDI ILTAAHCCCS YLPNDTLIYA

g1

—

GMYNEEDMPN LEGIRVEDVE IHELYNYTGE STPDDIALIV LEENLSEFNRT INEKIDLVEED YEIPVNATVS GW

Supporting Peptides:

Peptide

Uniq |-10IgP

Mass

ppm| m/z

RT |Scan

N

#Spec

Start PTM

A.AHCCC.S

Y 21.19

535.1342

26.1(536.1554

116.22| 295 2

65 | 69

total 1 peptides

tr|AOA182N5F4|AOA182N5F4_9DIPT

| Protein Coverage | Supporting Peptides |

Protein Coverage:

back to list

1 MALAVLPTPG LERNGESRTL RTTHVNEQDE REQPLSSFHP MRNARNTSAH CCCTLDTTLS VVLMVVVVMV VVVAEMMVVM
—

STLVAATSRT AVAIDVGNGS GGSTRGTESI QILTAGGFWL SIGEVTWPQL ELISLRFAHG RTDHYDQHDE HG

81

Supporting Peptides:

Peptide

Uniq|-10IgP

Mass

ppm| m/z

RT

N

Scan

#Spec

Start |End |PTM

S.AHCCC.T

Y 21.19

535.1342

26.1(536.1554

1(6.22| 295 2

49 | 53

total 1 peptides

tr|AOA182SSD0O|A0A182SSDO_9DIPT

| Protein Coverage | Supporting Peptides |

Protein C
1
81
lel
247
321
401

overage:

MESFEFDEETI
NFDRLDLATW
QGTPTNYLNP
LGVEHIGTTL
TEFNPWVTGGK
SLQVDYPLAH

PLLVIIVGLS
EHEHTLAGGG
IESARVRTIH
HFEGPYPGLNG
MAPFDEEFYI
CCCKYHSETL

—

Supporting Peptides:

ALTIAVCIDA
NWEFQYYLNN
SEFNFEYGEVE
YEMATSAKYS
IMNLAVGGTN
ARLVQAFKGY

YAGDSDDEVD
RENSYVEDGI
IRAFKLPTGEW
PAGQGFNEGEF
GEFPDTFPAT
VEVPSE

Peptide

Uniq [-10IgP

ppm| m/z

RT |Scan

N

#Spec

Start PTM

L.AHCCC.K

Y 21.19

535.1342

26.1|536.1554

1[6.22| 295 2

409 | 413

total 1 peptides

tr|AOA1A9XPY1|AOA1A9XPY1_GLOFF

| Protein Coverage | Supporting Peptides |

Protein C

wn
[s]

(s3]
I
[

4

-
80

overage:

MSSLDLLLLN
KNLNDQQLVG
DLMRKLPIAK
GRAKDRILTT
SINLALEKWL
IINDNLSSAI
ELDEKLAGII

ICLCQESSWR
YTFILEITEV
KLIDPFDFEL
SNANNNNTNI

Supporting Peptides:

VDTLFEQHSV
FKTETDKSIN
KQWEILKPFQ
LKVLNDSLEL
KDIQDLVENQ
NEMQAFIKNL
NEMNILLKES

QLLRASTSSV
IFPQTLPSEVL
LFTHNLNNVE
ALPVQEHEKT

TEIEMVHKRI
LNKRIVELQD
KTIKQQVLFA
IHQCFFENGA
LKQLFDLIAN
LEIEEEEELN
STKVEDKILL

VTERWRQICS
QILNEKLLOQ
KAVNRFSCLL
SYDTDKSVTP

EEVIENKKEE
NYFSTMVQIN
LERETLTIDV
IFVKLNEYTN
MQIIQEIKTD
SNKKQKEYIW
VDFLSATAQE

ALEEQIYHIW
LIDYYHSLLN
GVLTSLNVQS
THESNTAARK

REFEQFDGEAFP
FFIRPTLLAD
LWPALWLMFE
HRYQLEWTFE
NANGNEFWSN

LERTMVGERYR
LLTCLPEIIW
LVDCLIALLL
VNALFTINEV
ANNIREFGIL
QENATDLPNS
HLNHFINQLG

LRIIEDVLEE
DQLTQRVAQQ
VHVDATHATN
NDSKSKSGAV

LECERPSVTT
DAGEEFLSSG
MNQYGTWPAS
FMRFSVDDEQ
QSPTAFRDEW

DLLKAADTIT
SHLDQEQYYA
LDHTTLENAF
NCLDVHFDNA
RSFSNQFNHL
LAQVLNGDLK
NLQRSLKGRS

FDCERLMFQT
IYFDLEFLQH
MTQDEDFNIL
SFEGAMSQDW

ASGALVKRSA
FLSIHGGTEC
GEIDLMESRG
VMQVDGNEWQ
QCERSDWLETW

AMRESTEELI
ATELFIFSEH
KCFLELRTST
LFDIILNFEG
EALDFYELHY
TNNLLMESEG

ALLFLAHCCC
—

ITNDVILEDFE
SFELSNEQEE
NLCS5SS5STML
FR

back to list

FCSGDLIFED
TNPTNYGCER
NQDYSVDGNQ
LGGFDQRAPN
KLQENESVEA

back to list

TQVESISGYC
ISTGLQLDSN
VLHCLSNDNN
EFDTTTLSED
VPLINQERIRN
YDTRIINVCH
ALLELCFHLEK

TPSLCLQTYF
QFEVLONSCK
WEPLLPIVTN
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Peptide |[Uniq|-10igP| Mass |ppm m/z |z| RT |Scan |#Spec|Start|End|PTM
L.AAHCCC.A| Y 21.19 |535.1342| 26.1(536.1554|1(6.22| 295 2 546 (550
total 1 peptides
tr| AOA1BOBCP2|AOA1BOBCP2_9MUSC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSSLDLLLLN VDTLFEQHSV TEIEMVHERI EEVIENEKEE
81 ENLNDQQLVG FKTETDESIN LNEKRIVELQD NYFSTMVQIN
161 DLMRELPIAK KQWEILKPFQ KTIKQQVLFA LERENLTIDV
241 GRAEDRILTT LEVLNDSLEL IHQCFFENGA IFVELNEYTN
321 SINLALEEWL KDIQDLVENQ LEQLFNLIAN MQIIQEIKTD
401 TIINDNLSNAI NEMQAFTENL LEIEEEEELN SNEEQEKEYIW
421 ELDEKLAGII NEMNILLEES STEVEDEILL VDFLSATAQE
561 ICLCQKSSWR QLLRASTSSV VTERWRQICN ALEEQIFHIW
41 YTFILEITEV VPQTLPSEVL QILNEKLLQQ LIDYYHSLLN
721 EKLIDPFDFEL LFTHNLNNVE KAVNRFSCLL GVLTSLNVQS
201 SNANNNNTNI AAPVQEHEKT SYDPDKSVTP THESNTAARK
Supporting Peptides:
Peptide |Uniq|-10lgP| Mass |ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM
L.AAHCCC.A| Y 21.19 |535.1342| 26.1(536.1554|1(6.22| 295 2 546 | 550
total 1 peptides
tr| AOA1BOFND5|AOA1BOFND5_GLOMM
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSSLDLLLLN VDTLFEQHSV AEVEMVHERI EEVIENEKEE
21 ENLNDQQLVG FKTETDESIN LNERIVELQD NYFSTMVQIN
161 DLMREKLPIAK KQWEILKPFQ KTIKQQVLFA LERENLTIDV
247 GRAFDRILIS LEVLNDSLEL IQQCFFENGA VEVELNEYTN
221 SINLALEEWL EDIQDLVENQD LEQLFDLIVMN MQIIQEIKTD
401 IINDNLSNAI NEMHAFIENL LEIEEAGEEE ELNINEQQKE
481 VCHELDEELA GIIDEMNILL EESSTKVEDK ILLVDFLSET
561 HLKICLCQES SWRQLLGAST SSVVTERWRQ ICNAMEEQIY
£41 TYFYMLISKEI TEVVPQTLPS KVLEILNEKL LQQLIDYYHS
721 SCEELIDPFD FELLFTHNLN NVEEAVNRFS CLLGVLTSLN
201 VTNSNANNNN INIAGSVQEH KKTSYDTDEP VIPTRKTNIA
281 LQYR
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan |#Spec|Start|End |PTM
L.AAHCCC.A| Y 21.19 |535.1342| 26.1(536.1554|1(6.22| 295 2 549 (553
total 1 peptides
tr|AOA1A9VCZ7|A0A1A9VCZ7_GLOAU
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSSLDLLLLN VDTLFEQHSV TEVEMVHERI EEKVIENEKEE
21 ENLNDQQLVG FKTETDESIN LNERIVELQD NYFSTMVQIN
161 DLMRELPIAK KQWEILKPFQ KTIKQQVLFA LERENLTIDV
241 GRAEDRILTS LEVLNDSLEL IQQCFFENGA IFVRLDEYTN
321 SINLALEEWL KDIQDLVENQ LEQLFDLIVN MQIIQEIETD
401 TIINDNLSNAL NEMQAFIENL LEIEEAGEEE ELNINEQQOK
48] NVCHELDEEL GGIINEMNIL LEESSTEVED EILLVDFLSE
561 PHLEICLCQE SSWRQLLGAS TSSVVTERWR QICNALEEQT
©£41 TLEQGDYHPD QLPQTSVEVP VQPSLCLQTY FYMLILEITE
721 QIYFDLEFLQ HSFELLEEQK EQFEALQNSC KELIDPFDFE
501 NVTQDEDPNI LNLCSSSSTM LWFPLLPIVT NSNPDNNNTN
281 ASFFGAMSQD WFR

proteins

LETMVGERYR
LLTCLPEIIW
LVDCLIALLL
VFEALFTITRV
ANNIREPGIL
QENATDLPNS
HLNHFINQLG

LRIIEDVLEE
DQLTQRVAQQ
VHVDATHATN
NDSKSKSGAV

LRTMVGERYR
LLTCLPEIIW
LVDCLIALLL
LNAPPTIARI
ANNIREPGIL
CIWQENATDL
AQEHLNHFIN

HIWLRIIEDI
LLNDQLTQKV
VQSVHVDATN
APPAGAALFL

LRTMVGERYR
LLTCLPEIIW
LVDCLIALLL
FNAPPTITRI
ANNIREFGIL
ECIWQENATD
TAQEHLNHFI

YQIWLRIIED
VVEPQTLPSEV
LLETHNLNNV
IAESVQEHEK

DLLEARADTIT
SHLDQGQYYA
LDHTTLENAF
NCLDVHFDNA
RSFSNQFNHL
LAQVLNGDLK
NLQRSLEGRS

FDCERLMPQT
IYFDLEFLQH
MTQDEDFENIL
SFEGAMSQDW

DLLKAADTIT
SHLDQEQYYA
LDRTTLENAF
NCPDVHEFDNA
RSFSNQLNHL
PNSLAQVLND
QLWNLQRSLK

LEEFDCEKRLM
ALQIYFDLEFE
TTNVIQDEDP
PPLLSTAVAT

DLLEAADTIT
SHLDEEQYYA
LDRTTLENAF
NCPDVHFDNA
RSFSNQVNHL
LPNSLAQVLN
NQLCNLQRSL

ILEEFDCEKRL
LEILNEELLQ
KERAVNRESCL
SSYDTDEPVT

AMEESTEELI
ATELFLFSEH
KECFLELRTST
LFDIILNFEG
EALDEFYELHY
TNNLLMESEG

ALLFLAHCCC
—

ITNDVILEDF
SFELSNEQEE
NLCSSSSTML
FR

AMEESTEELI
ATELFIFSEH
KCFLELRTST
LFDIILNFEG
ESLDEFYELHY
DLETNNLLMEK
GRSTLLFLAH

back to list

TQVESISGYC
ISTGLQLDSN
VLHCLSNDNN
KEFDTTTLSED
VPLINQRIRN
YDTRIINVCH
ALLELCFHLE

TPSLCLQTYF
QFEVLONSCK
WEPLLPIVTN

back to list

TQVESISGYC
ISTGLQLDSN
VLHCLSNDNN
EFDTTTLSED
VPLINQERIRN
SEGYDTRIIN
CCCALLELCP

—

FPQTITNDVIL
LOHSFEFVEER
NILNLCSS55
AAPPPAFFCE

AMRESTEELI
ATELFIFSEH
KCFLELRTST
LFDIILNFEG
ESLDEFYELHY
ADLETNNLLM
EGRSALFFLA

KDFTPSLCLQ
QKEQFEALQN
TMLWEPLLPI
DCKIFSYLFR

back to list

TQVERISGYC
ISTGLQLDSN
VLHCLSNDNN
EFDTTTLSED
VPLINQERIRN
ESEGYDTRIT
HCCCALLELC

—

MFPQTITNDVI
QLIDYYHSLL
LGVLTSLNVQ
PTRESNIAAR

LKDFTHWESI
NDQLTQRVAL
SVHVDATNAT
KSDSKSKSGA
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Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm| m/z |z| RT |[Scan|#Spec|Start(End|PTM
L.AAHCCC.A| Y 21.19 |535.1342| 26.1(536.1554|1(6.22| 295 2 550 (554
total 1 peptides
tr|AOA132AHU8|A0A132AHU8_SARSC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSSSPPAATT AVSPLSNDSH LLSTENSSIL LDDQQAMITS SASLHQDITN
21 PDGSAYIIEG PDSDGSEVEA EISQEGSIID ARGQRSPNYGS ISFPQIVSAF
161 ISDLPVMHSY RVFSLRNEKC S5SSKEYKSSSS QIDENDEIID ENIDECNEEN
241 LMCFICELSF GYTKSFVAHS IGEHHLSLND EEREVLQSEN TSAITIQGVGE
321 QQLQPQQOEPQ QQSLDAQQLL AVQMAAVASA LRSSSDSLPV LNSKENTNECS
401 EDGEIVGDCV DEERVEEKLSI SQTTNNLDED EEMMMANETN PSEDGDDDED
451 AVASQFASEL ADLANLEEFA QAAAVAARAAQ QOQOMDLHSIA AVMARAVAAS
561 SSSSSKANQS TNFNNNGLLV CPDSENISLL FNHHSNSPST DSDASNLLAS
64 TLECPECNWH YEYQETLEIH MEEEHPENEM NCIYCLTNQF HPRLARGETY
721 HINNVQELQN GNIPSTAEHL LQSQALTAAV AQAANGNNTS PITNNNSSAL
201 ESQENSSEIS SNHHFHSNSS LTPPTTPNSN ANSSNSINSS SSEQEATWRC
281 OQNVSQMQQLN ALQOGILNPE QLLQLNPGLF AAAARAARAAG MTNNAAGSNG
96l AYNHALLMMA SQOQORNMVA LMQQOOOPNT DSELSSPSSS SSTSSTIPTT
1041 LNDPNQLFDC CVCGSFSTDS IETLNHHLQL NRTGIREDEV LLTIDDEMNE
1121 NQFQNLENDQ SQQSQQSESI STTNTINCPF CSYQNDSEIR IQMHILVSHP
1201 LIPSILCPLC QEPFHERNNL ENHLVEIHSV TEEGVQRLML LVDTTELDEF
1281 SDTAEDDQDE RESNDDEETS PCADSTSKEQI DDEPMMIDTN NLNEFGNLPA
1261 LEPTAQGQFQ CWRNDCQQQF SSLQSVQIHF RDQHFLECAK LLNTVGANFG
1447 ETIEELQIHS QYHLIEBAATQ CVVCSESFRS IESLQEHMES SHSNLNDEEL
1521 LEEESLRSDD IDDQSMDLDN GGGALDLASY QSKQEQDDHH FVNHAQLATID
1601 SQQIAEESYN DPSREYKCHR CEMAFTEQSY LTAHNEKILLH REGEEMNYPL
1681 SVSHLHRLEQ SMKESSAAVA ASVAASQSSI SPNSSMTNHD DENNDTNNEN
1761 TSELHELAQS GQLDLSLPLI EPLNYFNSTT NNNNNNGSIN NLENSNLNTN
1841 NLAISNGTNQ SAQFMPINGQ SSTSSPFTCS KCQAAFISKE AQLOHQHLCG
1921 SNLTTQANEKEQ LSKLSSLSGS LYKNEPQLYK HLLETWGFEI VMQFNESNQK
2001 SSQPIADSNN ETDGNISEEE NVQNSTDDVN EDDGVVDRED AVEDDQEEED
2081 RVNQGIENES TSKQEENSIT PPELNKCQCD ICFQEFSSIW VLEAHREETIH
2161 ETDGNESTVM VNENNEPSSL ENQSINSSNL NFDANSNGHT AVNLSESNLH
2241 GHLTDPISAL NPLTDQQANG LAQLLPNLGA NATPAEIAAA NQMARQIQFS
2321 IPPQLLPMMM ADPMMAAAAR FNNPALAAAR AAQLNQAQAR VARQQQOQQOS
2401 TTNPSSNAVA VAAASAAAAQ QQKRARTRIS DEQLEKVLRQY FDINNSPTEE
2481 NEDSPYNFNN PPSTYLNLDE YEKTGEAEKVF TLDDLEEKCDQ NQHSLNSGNN
2561 YEAKISNDLEK SSSSNEDTDY ATSDDEEIKR SSQPKDFLHN SDIVDSNQRL
2641 PQPSESSMSS SAFESTNNGS ANTSSLFAGL ANFSPGSLSS SQNMASSLQOM
2721 SSHSSSGKRA NRTRFTDYQI EVLQEFFESN AYPEDDDLEY LSELLNLSPR
2801 GSGRFQRTPG LNYQCEKCLQ VFQRYYELIEK HQENSCFEDE NPLASQIRLA
21 EEKLSMNLLAS PNSAASPLNN GQNGPESSPN STNTSIGSSA TTTPTNQNET
1 NLFNAAAANP FGLMQLEAAD QQOSQLLNIS PQPSPTAMIG HGSKRKILHD
1 RLRTTILPEQ LDYLYQKYQI DSNPSREMLE SIAKEVGLEE RVVQVWEQNT
21 SALESHLATR HADQYTEGDI NIDNLPDGDP SEDGELAINE TSNVDSSQMA
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass |(ppm m/z z| RT |Scan|#Spec|Start| End |PTM
P.TPVSNPTA| Y 20.93 (714.3548| 7.7|715.3676|1|20.11| 766 1 2383 (2389

total 1 peptides

DIEDDDGDGT
HISRSYSNEI
FTFDDDDDT I
EKEPLLSFLR
SSSSINELAN
ENDDDGTVDN
ANKSSHLNQI
VGNHSTTARQ
TCGYEPYRCD
TTNSSATGSG
DVCNYETNVA
TNPIIGALGS
LSNASVNDSQ
IAPALLNQFG
HQHQQSAIKS
HSSSSPAIQN
AVLDLLHCPG
NNILNTNEPN
EQYRNNLLON
NNNLGANSNT
ERYLDPNREF
KLFECNLCKV
QSTASAVKFA
LEGNLTNVNN
ILSAKDSTDP
DDDDDVTREK
KDLVPLTVVE
SITSVANNNH
QLLMSMGLAG
TISQSNERVA

QLIEMSQKSG
LMMVNNSQEN
SKHQSCLPLS
ALDAQRSQLA
VIVVWFQNAR
AEARAQASSP
SQTFRCDKCP
DDNDEDESCD
RARERKGQFR
DVMKRYEDSF

ESLTSSLSDV
YPSPFLESPK
EQESRLQALN
PKSSTPAPFR
NSAFSSPTNS
KINRFDERSS
SSPATKVSPT
TSTNSNHPEL
VCNYSTTTKG
SPVPTSSAAN
RNLRIHMTSE
VNGPNADGNG
ATFDMEHPDS
LNSTDSLLLK
LSALADDSSA
NQNEMSTNEK
CQRMFLNLEE
AAVSDRHVYK
HLLLTLGENG
ALLNGNTEQS
KCEICKESFET
SYSMPSSLHN
EIFGNDPQQQ
NNNNYDQTTA
ESQSSNQRPI
SNTKENVENS
SFADEFRNEY
SSPCSSPNLT
MAAGMPMSGG

SPTPVSNPTA
—

LPMKVIKHWE
LASKENKSST
VTPVQDFDOL
AAAVAANSSK
QRKARKVYENQ
TMSRDSSTEI
MVENRIDLWR
FDSMSGNGNS
AHQQVIHKRC
KKYLDELNIQ

back to list

ETFNGEIVYN
QTSTISTESK
NCSTVEVKPI
SLISHHPTQS
PDRSSMTNNA
NSVGDCDVAS
SSSSSSSSSV
LIQHSRNSCK
NLSIHMQSDK
LAKIVAQQQQ
KHTHNIMILK
MQPEVALADM
SISVIANSIP
NALIEQQAKL
NQSKLTEPPPS
KKLRKNSNDR
LFAHMIIEMH
YRCSQCSLAF
GVLDESTTEL
SANSLEDYLN
QKNILLVHYN
HLRSTLHQTR
QALSLOQAAL
ALASNNINHQ
ENGDLSEQTS
EGLNKDGLDK
DRKFSSTSSN
PNDALNLTGT
MPFAAAARMG
ILPVVNQSNL

RNTLFKERQR
KERKPNDSESE
SESMSFNMGS
MLSSASVANV
PEFSTPVGEDD
DCTRSATTTF
DHQIVHLVNS
NSSDQTFRDK
PFCRALFEAR
GECL
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