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Summary

1. Notes
2. Result Statistics

proteins

Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) being kept. Y axis is the

corresponding FDR. @
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Figure 2. PSM score distribution. (a) Distribution of PEAKS peptide score; (b) Scatterplot of PEAKS peptide score versus precursor mass
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Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. @

(2)

e 222 222 en
oy
o
=
e -l B iiibh
<
k=
T
g [T [ e
=]

1 FE—— L0 | AU WOUU | L O

50 75

10 25 90 95 88 99 497 994

De novo residue local confidence (%)

B Incarrect W Correct

Table 1. Statistics of data.
# of MS Scans 0
# of MS/MS Scans 318

Table 2. Result filtration parameters.

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

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 20
Peptide Sequences 20
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Table 4. PTM profile.
Name AMass #PSM Position
Carbamidomethyl  57.02 1 C

118
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Protein Groups 7
Proteins 32
Proteins (#Unique Peptides)

FDR (Peptide-Spectrum Matches) 35.0%

FDR (Peptide Sequences) 35.0%
FDR (Protein) 21.9%
De Novo Only Spectra 2

3. Experiment Control

0(>2); 1 (%2); 31 (=1);

proteins

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

Missed Cleavages 0 1 2 3 4+
IT-TOF 0 0 0 20
.
4. Other Information
Table 6. Search parameters. Table 7. Instrument parameters.
Query Type: Homology Match Fractions: D_2.mgf
Fixed Modifications: Ion Source:_ESI(nano-spray) _
Carbamidomethylation: 57.02 Fragmentation Mode: CID, CAD(y and b ions)
Variable Modifications: MS Scan Mode: 3D lon Trap
Oxidation (M): 15.99 MS/MS Scan Mode: Time of Flight (TOF)
Fragment ion tolerance: 0.1
L equals I: true
Q equals K: true
Report number: 1
Maximum # of PTMs: 3
De novo score (ALC%) threshold: 15
Peptide hit threshold (-10logP): 30.0
Peaks run ID: 41
Merge Options: 0.1 min. 0.1 Da
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true
Protein List
Pé::ﬁ:’" Pr(;:)ein Accession -10igP Cm(rf/:;:ge #Peptides | #Unique |PTM I:;gs Description
4 1166 |tr]AOA1BOCWQA4|AOAIBOCWQ4 LUTLO | 36.43 2 1 1 N 61318 llJ”CharaCterized protein OS=Lutzomyia longipalpis PE=4 SvV=
6 12 |tr|AOA2A3EFD7|AOA2ASEFD7 APICC | 25.97 2 1 1 N | 33838 |Hermolymph protein OS=Apis cerana cerana GN=APICC_0102
Putative 116 kDa U5 small nuclear ribonucleoprotein compon
6 13 |tr|AOAOPSPCC8|AOAOPSPCC8 9CRUS | 25.97 1 1 1 N 47674 | ot protein (Fragment) OS=Daphnia magna PE~4 SV=1
Putative 116 kDa U5 small nuclear ribonucleoprotein compon
6 14 |tr|ADAOPSUGL7|AOAOPSUGL7 9CRUS | 25.97 1 1 1 N 48004 | % tein (Fragment) OS=Daphnia magna PE=4 SV=1
6 15 tr|W5J9B5|W5I9B5 ANODA 25.97 1 1 1 N 47006 Uncharacterized protein OS=Anopheles darlingi GN=AND_009
: 030 PE=4 SV=1
6 17 |tr|AOAOAOWTI7|AOAOAOWTIZ7 LYGHE | 25.97 1 1 1 N | 57678|Homoserine kinase OS=Lygus hesperus GN=thrB_8 PE=4 SV
6 20 tr|AOAOPSAC35|AOAOPSAC35 9CRUS 25.97 1 1 1 N 74883 116 kDa U5 small nuclear ribonucleoprotein component protei
! n OS=Daphnia magna PE=4 SV=1
6 21 tr| AOAOP5SVT9|AQAOPSSVTO 9CRUS 25.97 1 1 1 N 80592 116 kDa U5 small nuclear ribonucleoprotein component protei
e : n OS=Daphnia magna PE=4 SV=1
6 22 tr|AOAOP5Z225|AOAOP5Z225 9CRUS 25.97 1 1 1 N 91653 116 kDa U5 s_maII nuclear ribonucleoprotein component protei
n OS=Daphnia magna PE=4 SV=1
6 23 tr|AOAOP6GST7|AOAOP6GST7 9CRUS | 25.97 1 1 1 N 94169 (116 kDa U5 small nuclear ribonucleoprotein component protei
total 32 proteins
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16/03/2023, 15:17 proteins
':;’:5:‘ Pr(;:)ein Accession -10IigP Cm(ls/:;ge #Peptides | #Unique [PTM Ia:gs Description
n OS=Daphnia magna GN=APZ42_020697 PE=4 SV=1
6 24 | tr|AOAOPAWTIS|AQAOP4WTIS 9CRUS | 25.97 1 1 1 N 94065 r11lgskfsagﬁnsi;‘fr:'a;‘r‘];"ﬁ;:rjlbg\”/‘fl'e°pr°t6i” component protei
6 25 |tr|AOAOPSIVRO|AQAOPSIVRO 9CRUS | 25.97 1 1 1 N | a8 o peod QU Protein component protel
6 26 |tr|AOAOPSTSNO|AOAOPSTSNO 9CRUS | 25.97 1 1 1 N 94277 rll1&‘;";3‘;f]’nsi;“;”a;ﬁg‘%agzrj‘bg{‘/icl'e"pr"te‘” component protei
6 67  |tr|AOA2A3ERZ8|AOA2A3ERZ8 APICC | 25.97 0 1 1 N | 189462 Eif::gai%:ﬁgg;&dceg‘;ggzgsg':f‘ag%ezrlpmm” 0S=Apis ceran
6 213 |tr|Q7Q293|Q7Q293 ANOGA 25.97 0 1 1 N | 475780 AGAPO03967-PA OS=Anopheles gambiae GN=1278787 PE=3
5 1182 | tr]AOAOP5SWMS5|AOAOPSSWM5 9CRUS| 25.56 1 1 1 N 112653 |Ubiquitin-associated protein OS=Daphnia magna PE=4 SV=1
5 1183 |tr|AOAQPSE3]6|AOAOPSE3]6 9CRUS 25.56 1 1 1 N 113010 |Ubiquitin-associated protein OS=Daphnia magna PE=4 SV=1
5 1184 |tr|AOAOP5D183|AOAOP5D183 9CRUS 25.56 1 1 1 N 114611 |Ubiquitin-associated protein OS=Daphnia magna PE=4 SV=1
10 1230 |tr|AOA2A3EBV7|ADA2AEBV7 APICC | 25.55 2 2 1 N 74261 gggfsi"g,sggzcsy\jflpr°te‘” OS=Apis cerana cerana GN=APICC_
2 1168 |tr|W5ITY5|W5ITY5 ANODA 23.83 1 1 1 N 68668 g;fh;zrif‘feg\i/z:e‘i protein OS=Anopheles darlingi GN=AND_001
2 1179 |tr|ADAOLZKMQQ|AOAOL7KMQY ONEOP | 23.83 4 1 1 N | 15023 | ACClYcol carboxylase (Fragment) OS=Operophtera brumata
2 1199 |tr|ADA182TAW9|AOA182T4WS ODIPT | 23.83 1 1 1 N | 82068 |}ncharacterized protein OS=Anopheles maculatus PE=4 SV=
1 1341 |tr|ADAOA1X8US|AOAOAIXBUS ZEUCU | 23.50 0 1 1 Y | 169647 i:g’g@;ﬁg‘”;;pggfg‘v‘ﬂnlase SIK3 0S=Zeugodacus cucurh
1 1470  |tr|ADA131ZXT9|AOA131ZXTO SARSC | 38.13 0 3 2 Y | 464657 ggpgé‘i?'s”\'/‘jfmte‘“ 0OS=Sarcoptes scabiei GN=QR98_00134
3 1204 |tr|ADAOKSTQ34|AOAOKSTQ34 TABBR | 20.04 3 1 1 N 19812 zuztast\i/"fla'pha crystallins (Fragment) OS=Tabanus bromius PE
3 1324 |tr|AOAZASEILG|AOAZASEIL6 APICC | 20.04 1 1 1 N | 937903 gSucine rich repeat containing protein OS=Apis cerana cerana
3 1454 |tr|AOA182XZ01|A0A182XZ701 ANOST 20.04 0 1 1 N 190500 |Uncharacterized protein OS=Anopheles stephensi PE=4 SV=1
3 1487 |tr|AOALISNNI7|AOALISNNI7 STOCA | 20.04 0 1 1 N | 299077 gg;h:g?‘fesr\i/z:‘i protein OS=Stomoxys calcitrans GN=106080
3 1486 |tr|AOA1ISNNI6|AOALISNNI6 STOCA | 20.04 0 1 1 N | 298042 gg;h;éiﬁ‘g\ilzj‘i protein OS=Stomoxys calcitrans GN=106080
3 1485 |tr|AOA1ISNNI4|AOAIISNNI4 STOCA | 20.04 0 1 1 N | 207712 gg;hsgifeg\i/zj‘; protein OS=Stomoxys calcitrans GN=106080
3 1481 |tr|ADAIISNNI3|AOALISNNI3 STOCA | 20.04 0 1 1 N | 249529 gé‘fh;giff‘g\ilzj‘i protein OS=Stomoxys calcitrans GN=106080
3 1479 |tr|AOAIISNNI2|AOALIBNNI2 STOCA | 20.04 0 1 1 N | 244584 |gncharacterized protein OS=Stomoxys calcitrans GN=106080
total 32 proteins
tr| AOA1BOCWQ4|AO0OA1BOCWQ4_LUTLO back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MDLAETMEAR LSSSKPGGGA SGNHPSGMMS NHTGAQGQDD GVGAGAGYVT EERLYMLLQLY LONKGWNPSV ELLQCFSELEK
8] DSALLPNAAY LOQVLANRLAL DSQGRLVLED TGEIVLPFEH FANAVMLEHM SGPHGLHLSL EATVRAVMDS YTIGRENEFGM
161l EEKEFIVEVVQ SCPNPACRFY KNHLGTPYID QQFPGPGMNF EFLTHMSQMA STGGASGTTD LPGMEEKGTSG GAAAQSVVAQ
241 AAAAAAAKHA KQOSQOSOHOQQ ITAATIQOON RATAQOSLEK FGNMTALEKQ RVLOQLDKKH YDAVOOOVAA AANICPBEEN
J—
321 NPAVSGSSSI NVPTLIDTIQ LVQSLENCLP APHIPVSSWE SEDEHRRSSK RRSNASADNE FLGMMQNNPA NVGNAGGGGG
—
401 SGGCMMCQQV LNMSTSAQNH LPPPPPPQCQ QQGVQOHQSTS QQCQQQTSSG GEGEMEHNQQ AHKDFLRSNL DCLETLTSNE
481 DLLALHNGAW TNQEGRDGLA IGQDEIVEAF AELMENMARM KTFIRPSMSL IDTIQLVQSL RNCLPAPHIP VSSWKSEDRH
561 RREPDLGNYE S
Supporting Peptides:
Peptide Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End |PTM
C.PPPPNVPAV.S| Y | 36.43 |886.4912(-32.5(444.2385(2]0.28 348 | 1 | 316 [324

total 1 peptides

tr|AOA2A3EFD7 | AOA2A3EFD7_APICC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MFEKYSTIFTA IIFLCAFLGC TISEDNLPNA EEALQEVSGI IDLNNLNVSG
21 GGEGTFENAI NAMNDLEQCL KESFVNFTELE KEMERHEPTG DLDTVFETYC
16l IIQNITDSLL TFVCYKEEGDR IALFISANGP ECLQSKQQEI QQCVNITLGS
I —
241 EKVQSCIVREL ERCEDPVPAN IVDSIFNYII EVTPCQEVIN LONTASSSTI
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |[Scan|#Spec|Start|End |PTM
LTDSLLT.F| Y 25.97 |648.3330( 59.9|649.3792(1(0.44 | 442 1 166 |171

total 1 peptides

tr| AOAOP5PCC8|AOAOP5PCC8_9CRUS

| Protein Coverage | Supporting Peptides |

NFALDNVNAS
RETPTLEEKCV
YIPQTDLNNG

NLLCMGLIFL

back to list

VIEKHALEESQ SVFEQECDEN
SNETTAIEPC LEPQERENEEK
PGLNSLPLLV FGTEECTDIS

LLILT

back to list
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Protein Coverage:

1 MVNFTVDEIR VMMDEKRNIR NMSVIAHVDH GKSTLTDSLV
51 LAEEDCLFIT NPEQRETTEK GFLINLIDSP GHVDESSEVT
161l MNEMDRALLE LQLDQEALYQ TFQRIVENVN VIVATYADDD
24 IDTIFLMNRL WGENFFNPTT KEKWSKTEDND NEKRSFNMYVL
321 LLEAVVEQOWL PAGETLLOMI ATHLPSFAVA QEYRTEMLYE
40 EVFAGEVCTG MEARTMGENY VPGNE
Supporting Peptides:
Peptide |Uniq|-10IigP| Mass |ppm m/z z| RT |Scan|#Spec|Start |[End ([PTM
E.TDSLLT.K| Y 25.97 |648.3330(59.9|649.3792(1|0.44 | 442 1 298 | 303

total 1 peptides

tr| AOAOP5UGL7 | AOAOP5UGL7_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81

MVNFTVDEIR
LAEFKDCLFIT
MNEMDRALLE
IDTIELMNRL

LLEAVVEQWL
REVFAGEVCTG

Supporting Peptides:

VMMDFERNIR NMSVIAHVDH GESTLTDSLV
NPEQRETTEE GFLINLIDSF GHVDESSEVT
LOQLDQEALYQ TFQRIVENVN VIVATYADDD
WGENFFNFTT KEWSETEDND NERSFNMYVL

PAGETLLQMI ATHLPSPAVA QEKYRTEMLYE
MEARIMGENY VPGNEADL

Peptide

Uniq|-10IigP

Mass

m/z RT |Scan Start PTM

N

ppm #Spec

E.TDSLLT.K

Y 25.97

648.3330

59.9|649.3792(1|0.44| 442 1 298 |303

total 1 peptides

tr|W5J9B5|W53J9B5_ANODA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MQILPTDSLL TMALLDEGAN ATQQLGLSAL RPRQTGGADD
—

21 GGTHLFLIRL LLSFGGGALL STTFLHLLPE INHSIAATLQD
1€l SARARRGTTG TASATNSKTH LHNNDTMMAE SKQSHAHGHS
247 LEGLLIVLAL SIHELFEGLA VGLERSFSAV WLLFGAVASH
321 IALSSVGTDT NQTIEVVSVI LQGLASGTLL YVIFFEILAK
401 FGLLFGIMVA TGHSHEHGHS HGGSGEHDHD HDHDHDHDDH

Supporting Peptides:

Peptide (Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End| PTM
P.TDSLLT.M| Y 25.97 |648.3330| 59.9(649.3792|1(0.44| 442 1 6 11

total 1 peptides

tr| AOAOASWTJI7 | AOAOAOSWTI7_LYGHE
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MLSVLIGLLA FGVTIPGFEA YTNWEKTELD SNSTRHQSHA

51 MSPSSTKIQD NKIPWHGFRA STFFRPRYKS LETTCDCNVY
161 EEELSGDGRF IYDDDYSLIN YVDEGKWGND VTANQRGQTV
247 LENGEEEKSML HFEEEEYEHE SGSEPEREMT FLERENNLEE
321 TSPEASASSL IPPREVLHWA TTRSYVAAIS AQNNVTPATL
401 MNRPAILVNQ SGSPQYLEVG NNNLDLRESLN LNPNLAFPFG
481 SNHLDKEFENT TTWNAKQGPP GNLNAV

Supporting Peptides:
Peptide |[Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start | [End ([PTM
L.TDSLLT.A| Y 25.97 |648.3330(59.9|649.3792(1|0.44 | 442 1 380 | 385

total 1 peptides

tr| AOAOP5SAC35|AOAOP5AC35_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

GFAGIIAGAK
ARPRVTDGAL
GFMGEVSVDP
DFLYEKVFDAI

GFLDDEAAVA

GFAGIIAGAK
ARTLRVTDGAL
GFMGEISVDP
DEFLYEVFDAI

GPLDDEAAVA

DTPTIAEVTS

TGALPQFEDL
HLPVGNVTAV
KEVIAFCVAF
DSGHSHGGGS

ENPERRQARN
EVYSNNEKSV
ERTPEEKENSK
SYNHVARTPL
SPNAHLVPPA

FNMPIAEPME

AGEMERFTDTR EFEDEQERCITI
VVVDCVSGVC VQTETVLRQA
SEGSVGFGSG LHGWAFTLEQ

MNYRKEEETDS LLTELGIKLS
—

MENCDPNGPL MMYVSEMVET

AGEMRFTDTR FKDEQERCITI
VVVDCVSGVC VQTETVLRQA
SEGSVGFGSG LHGWAFTLEQ

MNYEKEETDS LLTELGIKELS
—

MENCDFNGFL MMYVSEMVPT

MVVLESVSMV CGLVPFELVR

PFPLGEFLLT
YPITDVDGTQ
ELLVAAVRFR
GEKTEPQEDH

SFITQPTENS
MFRNNYELWS
REAEDREFSV
NLKSSKEKYP
LIPFLNLNLT

SGFFMIYLLE
IVPEAGTGTD
IAVAYIFVYS
GGYNQPSTNG

NNLEANVTLE
NVNYFPESRS
MFHSREDNEY
FWLSKEEEFG
DSLLTIARKESD

—

NNAGVYGPFA

QVTTPVVEFF

ESTAVIMYFE
IGERIEFILF
FAEMYADKFEK
LEDRDEKDGEN

TDEGREYAFG

back to list

ESTAVTMYFE
IGERIKFILF
FAEMYADEKFEK
LEDRDEDGEN

TDEGREYAFG

back to list

WENINPTSFES

EIVHWWMHRR
TTVASASSSS
VVSPLGIGIG
LWQFFAVLVG

back to list

DEMYGPERNV
VSLEIRRSEP
RDEFSNNHDF
TFKHETFSAIL
VASYFSTPAT

NAPTEGINFL

back to list
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16/03/2023, 15:17 proteins
1 MRFTDTREDE QERCITIKST AVTMYFELAE KDCLFITNPE QRETTEEGFL
51 DCVSGVCVQT ETVLRQAIGE RIEKEPILFMNE MDREALLELQL DQEALYQTEQ
161 SVGFGSGLHG WAFTLEQFAE MYADEFKEIDT IKLMNRLWGE NFEFFNPTTEEW
241 EKEEETDSLLT KLGIKLSLED RDEDGENLLK AVVRQWLPAG ETLLQMIATH
—
321 CDPNGPLMMY VSEMVPTTDE GRFYAFGRVF AGEVCTGMEKA RIMGPNYVPG
401 NICGLVGVDQ FLVEKTGTIST FEDAHNLRVM KFSVSPVVRV AVEPENFPADL
481 GAGELHLEIC LEDLEEDHAC IPLEKSDPVV SYRETVSEES DQVCLSKSPN
561 FEIRGRYLSD KYEYDVTEAR KIWCFGPDTT GPNLLIDVTK GVQYLNEIED
£41 TLHADATIHRG GGQIIPTARE VFYASVTS
Supporting Peptides:
Peptide (Uniq|-10ilgP| Mass |ppm m/z |z| RT |Scan|#Spec|Start|End |PTM
E.TDSLLT.K| Y 25.97 |648.3330(59.9|649.3792(1|0.44 | 442 1 245 | 250
total 1 peptides
tr| AOAOP5SVT9|AOAOP5SVT9_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MVNFTVDEIER VMMDEKRNIR NMSVIAHVDH GESTLTDSLV GEAGIIAGAK
521 LAEEDCLFIT NPEQRETTEK GFLINLIDSP GHVDFSSEVT AALRVTDGAL
161 MNEMDRALLE LQLDQEALYQ TFQRIVENVN VIVATYADDD GPMGEVSVDP
247 IDTIELMNEL WGENFFNETT EEWSETEDND NERSFNMYVL DEFLYEVFDAI
321 LLEAVVRQWL PAGETLLQMI ATHLPSPAVA QKYRTEMLYE GPLDDEAAVA
401 RVFAGEVCTG MEARIMGPNY VPGNEADLYE KAIQRTVLMM GREFVEAIEDV
481 RVMEFSVSPV VRVAVEPENP ADLPELVEGL KRLAKSDPMV QCIIEESGEH
561 PVVSYRETVS EESDQVCLSKE SPNEHNRLYM KAVPMPDGLA EDIDEGEVNA
©41 DTTGPNLLID VTEGVQYLNE IKDSVVAGFQ WATKEGVLCD ENMRSVRFNI
721 5
Supporting Peptides:
Peptide |(Uniq|-10lgP| Mass |ppm| m/z |[z| RT |Scan|#Spec|Start|End|PTM
E.TDSLLT.K| Y 25.97 |648.3330|59.9(649.3792(1(0.44| 442 1 298 (303
total 1 peptides
tr|AOAOP5Z225|A0AOP5Z225_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSVIAHVDHG ESTLTDSLVG KAGITAGAKA GEMRFTDTRE DEQERCITIK
21 FLINLIDSPG HVDFSSEVTA ALEVTDGALV VVDCVSGVCV QTETVLRQAT
1€l FQRIVENVNV IVATYADDDG PMGEISVDPS KGSVGFGSGL HGWAFTLKQF
241 FKWSETKDNDN KRSFNMYVLD PLYEVFDAIM NYEKEETDSL LTELGIEKLRL
J—
321 TIHLPSPAVAQ KYRTEMLYEG PLDDEAAVAM ENCDPNGPLM LYVSEMVETT
401 PGNEADLYEE AIQRTVLMMR AFIEAIEDVP CGNICGLVGV DQFLVKTGTI
421 DLPELVEGLEK RLAKSDPMVQ CIIEESGEHI VAGAGELHLE ICLKDLEEDH
561 PNEHNRLYMEK AVPMPDGLAE DIDEGEVNAR DDFEIRGRYL SDEYEYDVTE
©41 KDSVVAGFQW ATKEGVLCDE NMRSVRFNIH DVTLHADATH RGGGHIIFTA
721 VGGIYGVLNR RRGHVFEESQ VAGTPMFVVEK AYLPVNESFG FTADLRSNTG
201 ADTRKREGLEKE EGIPALDSYL DEL
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start |[End ([PTM
E.TDSLLT.K| Y 25.97 |648.3330(59.9|649.3792(1|0.44 | 442 1 277 |282

total 1 peptides

tr| AOAOP6GST7 | AOAOP6GST7_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

INLIDSPGHV
REIVENVNVIV
SETEDNDNER
LPSPAVAQEY

NEADLYEKAT
PELVEGLERL
KHNRLYMEKAV
SVVAGFQWAT

AGEMREFTDTR
VVVDCVSGVC
SEGSVGFGSG
MNYREEETDS

DFSSEVTAAL
ATYADDDGEM
SFNMYVLDPL
RTEMLYEGFL

QRTVLMMGREF
AFSDFMVQCTI
PMPDGLAEDI
KEGVLCDENM

KDEQERCITI
VQTETVLRQA
LHGWAFTLKQ
LLTKLGIKLS

—

MENCDPNGPL
PCGNICGLVG
IVAGAGELHL
RDDFEIRGRY
HDVTLHADAI

STAVTMYFEL
GERIEPILFM
AEMYADEKFKI
EDRDEDGENL

DEGRFYAFGR
STFEDAHTLR
ACIPLEKSDP
ARKIWCFGED
RRVEYASVLT
GQAFPQCVED

MMYVSEMVET
VDQFLVETGT
EICLEDLEED
LSDEYEYDVT
HRGGGQIIPT

AEEKDCLEFITN
NEMDRALLEL
DTIEKLMNRLW
LEAVVROWLP

VFAGEVCTGM
VMEFSVSPVV
VVSYRETVSE
TTGPNLLIDV
ARPRILMEPVY
HWQILPGNFPF

RVTDGALVVV
GEVSVDFESEG
YEVFDAIMNY
DDEAAVAMEN

VEAIEDVPCG
IEESGEHIVA
DEGEVNARDD
RSVEFNIHDV

back to list

KESTAVTMYFE
IGERIEFILF
FAEMYADKFK
LEDRDEDGEN

TDEGREFYAFG
ISTFEDAHNL
HACIFLEEKSD
EARKIWCEGP
ARRVEYASVT

back to list

PEQRETTEKG
QLDQEALYQT
GENFENPTTK
AGETLLQMIA

FEARIMGEFNYV
RVAVEPENFA
ESDQVCLSES
TEGVQYLNET
LCEIQCFENA
ESTSEPAQVV
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file:///C:/Users/butantan/OneDrive/Documentos/1_Paper/Insecta/Pepsis/Paper/v3/proteomics Supplemental material/it-tof-p2/protein.html

5/18



16/03/2023, 15:17

1 MVNFTVDEIR VMMDEERNIR NMSVIAHVDH GKSTLTDSLV
51 LAEEDCLFIT NPEQRETTEK GFLINLIDSP GHVDESSEVT
161 MNEMDRALLE LQLDQEALYQ TFQRIVENVN VIVATYADDD
241 IDTIKLMNRL WGENFFNPTT KEWSKTEDND NERSFNMYVL
321 LLEAVVREQWL PAGETLLQMI ATHLPSPAVA QEYRTEMLYE
401 RVFAGKVCTG MEARIMGPNY VPGNEADLYE KATQRTVLMM
481 RVMEFSVSPV VRVAVEPENP ADLPELVEGL KRLAKSDPMV
561 PVVSYRETVS EESDQVCLSK SPNEHNRLYM KAVPMPDGLA
£41 DTTGPNLLID VTEGVQYLNE IKDSVVAGFQ WATKEGVLCD
721 TAAPRLMEPV YLCEIQCPEN AVGGIYGVLN RRRGHVFEES
501 DHWQILPGNP FESTSKPAQV VADTRKREGL KEGIPALDSY
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start |[End ([PTM
E.TDSLLT.K| Y 25.97 |648.3330(59.9|649.3792(1|0.44 | 442 1 298 | 303
total 1 peptides
tr| AOAOP4AWTI5|AOAOP4WTI5_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MVNFTVDEIR VMMDEKRNIR NMSVIAHVDH GESTLTDSLV
51 LAEEDCLFIT NPEQRETTEK GFLINLIDSP GHVDESSEVT
161 MNEMDRALLE LQLDQEALYQ TFQRIVENVN VIVATYADDD
241 IDTIKLMNRL WGGNFFNPTE KEWSKTEDND NERSEFNMYVL
321 LLEAVVREQWL PAGETLLQMI ATHLPSPAVA QEYRTEMLYE
401 RVFAGEVCTG MEARIMGPNY VEPGNEADLYE KATQRTVLMM
421 RVMEFSVSPV VRVAVEPEKESP ADLPELVEGL KRLAKSDPMV
561 PVVSYRETVS EESDQVCLSE SPNEHNRLYM KAVPMPDGLA
©41 DTTGPNLLID VTEGVQYLNE IKDSVVAGFQ WATKEGVLCD
721 TAAPRLMEPV YLCEIQCPEN AVGGIYGVLN RRRGHVFEES
501 DHWQILPGNP FESTSKPAQV VADTRKREGL KEGIPALDSY
Supporting Peptides:
Peptide (Uniq|-10lgP| Mass |ppm m/z z| RT |Scan|#Spec|Start |[End ([PTM
E.TDSLLT.K| Y 25.97 |648.3330|59.9(649.3792(1(0.44| 442 1 298 (303
total 1 peptides
tr| AOAOP5IVRO|AOAOP5IVRO_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MVNFTVDEIR VMMDEKRNIR NMSVIAHVDH GEKSTLTDSLV
21 LAEEDCLFIT NPEQRETTEK GFLINLIDSP GHVDFSSEVT
161l MNEMDRALLE LQLDQEALYQ TFQRIVENVN VIVATYADDD
241 IDTIKLMNRL WGENFFNPTT KEWSKTEDND NERSFNMYVL
321 LLEAVVRQWL PAGETLLQMI ATHLPSPAVA QEYRTEMLYE
401 RVFAGEVCTG MEARIMGPNY VPGNEADLYE KATIQRTVLMM
451 RVMEFSVSPV VRVAVEPENP ADLPELVEGL KRLAKSDPMV
561 PVVSYRETVS EESDQVCLSE SPNEHNRLYM KAVPMPDGLA
64 DTTGPNLLID VTEGVQYLNE IEKDSVVAGFQ WATEEGVLCD
721 TAAPRLMEPV YLCEIQCPEN AVGGIYGVLN RRRGHVFEES
501 DHWQILPGNP FESTSKPAQV VADTRKREGL KEGIPALDSY
Supporting Peptides:
Peptide |(Uniq|-10lgP| Mass |ppm| m/z |[z| RT |Scan|#Spec|Start|End|PTM
E.TDSLLT.K| Y 25.97 |648.3330(59.9|649.3792(1|0.44 | 442 1 298 | 303

total 1 peptides

tr| AOAOP5TSN9|AOAOP5TSN9_9CRUS

| Protein Coverage | Supporting_Peptides |

Protein Coverage:

proteins

GEAGIIAGAE
AATLRVTDGAL
GPMGEISVDP
DPLYEVFDAI

GFLDDEAAVA
GREFVEAIEDV
QCIIEESGEH
EDIDEGEVNA
ENMESVEFNI
QVAGTPMFEVV
LDEL

GFAGIIAGAK
ARTRVTDGAL
GFMGEVSVDP
DELYEVEDAI

GFLDDEAAVA
GREFVEAIEDV
QCIIEESGEH
EDIDEGEVNA
ENMRSVEFNI
QVAGTPMFEVV
LDEL

GFAGIIAGAK
ARTRVTDGAL
GFMGEVSVDP
DELYEVFDAI

GFLDDEAAVA
RAFIEAIEDV
QCITIEESGEH
EDIDEGEVNA
ENMRSVEFNI
QVAGTPMEVV
LDEL

AGEMRFTDTR KDEQERCITI
VVVDCVSGVC VQTETVLRQA
SEGSVGFGS5G LHGWAFTLEQ

MNYRKEEETDS LLTELGIKLS
—

MENCDPNGPL MMYVSEMVET
PCGNICGLVG VDQFLVETGT
IVAGAGELHL EICLEDLEED
RDDFEIRGRY LSDEYEYDVT
HDVTLHADATI HRGGGQIIPT
KAYLPVNESF GFTADLESNT

AGEMEFTDTR FDEQERCITI
VVVDCVSGVC VQTETVLRQA
SEGSVGFGSG LHGWAFTLEQ

MNYREEETDS LLTELGIKLS
—

MENCDPNGPL MMYVSEMVET
PCGNICGLVG VDRQFLVETGT
IVAGAGELHL EICLEDLEED
RDDFEIRGRY LSDEYEYDVT
HDVTLHADATI HRGGGQIIPT
KAYLPVNESF GFTADLESNT

AGEMEFTDTR EDEQERCITI
VVVDCVSGVC VQTETVLRQA
SEGSVGFGSG LHGWAFTLEQ

MNYRKEETDS LLTELGIKLS
—

MENCDPNGPL MMYVSEMVPET
PCGNICGLVG VDRQFLVETGT
IVAGAGELHL EICLEDLEED
RDDFEIRGRY LSDEYEYDVT
HDVTLHADAI HRGGGQIIPT
EAYLPVNESEF GFTADLESNT

ESTAVTMYFE
IGERIEFILF
FAEMYADEFE
LEDEDEDGEN

TDKGREYAFG
ISTFKDAHNL
HACIPLKKSD
EARKIWCFGP
ARRVFYASVL
GGQAFPQCVE

back to list

ESTAVTMYFE
IGERIEFILF
FAETIYADKFK
LEDRDEDGEN

TDEGRFYAFG
ISTFKDAHNL
HACIPLEKSD
EARKIWCFGP
ARRVFYASVL
GGQAFPQCVFE

back to list

ESTAVTMYFE
IGERIEFILF
FAEMYADKFEK
LEDRDEDGEN

TDKGREYAFG
ISTFKDAHNL
HACIPLKKSD
EARKIWCEGP
ARRVEYASVL
GGQAFPQCVFEF
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16/03/2023, 15:17 proteins
1 MVNFTVDEIR VMMDEKERNIR NMSVIAHVDH GESTLTDSLV GEAVIIAGAK
51 LAEEDCLFIT NPEQRETTEK GFLINLIDSP GHVDFSSEVT AALRVTDGAL
161 MNEMDRALLE LQLDQEALYQ TFQRIVENVN VIVATYADDD GEFMGEISVDP
241 IDTIKLMNRL WGENFFNPTT KEWSKTEDND NERSFNMYVL DPLYKVFDATI
321 LLEAVVREQWL PAGETLLQMI ATHLPSPAVA QEYRTEMLYE GPLDDEAAVA
401 RVFAGKVCTG MEARIMGPNY VEPGNEADLYE KATIQRPVLMM GRFVEAIEDV
481 RVMEFSVSPV VRVAVEPENP ADLPELVEGL KRLAKSDPMV QCIIEESGEH
561 PVVSYRETVS EESDQVCLSK SPNEHNRLYM KAVPMPDGLA EDIDEGEVNA
£41 DTTGPNLLID VTEGVQYLNE IKDSVVAGFQ WATKEGVLCD ENMRRVEFNI
721 TAAPRIMEPV YLCEIQCPEN AVGGIYGVLN RRRGHVFEES QVAGTEMEVV
501 DHWQILPGNP FESTSKEPAQV VADTREREGL KEGIPALDSY LDEL
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start |[End ([PTM
E.TDSLLT.K| Y 25.97 |648.3330(59.9|649.3792(1|0.44 | 442 1 298 (303
total 1 peptides
tr| AOA2A3ERZ8|AOA2A3ERZ8_APICC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MTAFMEHILL REKEKDEMNPES FTNMVSNVDE NEYAQFIQRR LQSMQSRNNN
51 EKLEDVCPAQI QALEQHIQKD LEPKYDESKS TDIDFDEEEK EEDLDVHPSE
161 PEQPVIDVST LSEIYFEYRI KKFIISRIVV KEEPQKSIIK LEEKERILVAN
241 REQPYHSEFW IMIKPVIENEK NIIPPGLTVQ LIIFFRCDEI DTPDEILIIK
321 FEYSNMELNQ DWQPEIEMSF DSLDTFYTES VETDSLLTFM SNDDEFISMI
J—
401 SEIDWEFSMNI MDVTDENILE LSCFTIWPAY FSLNENEEMT FHMEFAPECF
421 NFIQLSEHLEK KIESSEENID QYSEYYINLS TDTPDGVGQC IIPVNNVSEI
561 VEPDHGIFAP TSIHYFTVTA DYTNLQPNYY FAVLQLYVED IPIEAIPSEI
©41 FMMDDESEID QETEEISEYI IVSDYKYQRE YEEEEEEEEE EEEDEKEEKI
721 QFEPLWQEKI ISMEETYVLV LENLANNPLN YLWGEVNGLD STEMELCVCP
501 PCFVGDLHEI IMLGIECFIE PLYVTFYFPL NDEMSLELEN NEVEIEWRTD
281 MNMDLDQGEI LEDASTDPLI QEIVAEESSE YFPNTSEINS FQTSNLEVQI
¢l IEFLNLPLRT VREETFIIEN ETSIPTNFWL SIENFYPIRC TCEWKSKEDL
1041 VIYVDPLNSD IGPFEAISVD IYVFADTWGI YVDELEINII GLPEYTIGIC
1121 GMRLNDREKIL LTNTSVIPIV INWHTFLVEP VIKEMPFNII FSIQTPFTDK
1201 NTCDSIEIND IIESTTSSYM ESSFITSSGI SNNEILINEH SENECGNLEC
1281 INTKICEVTP KEMFISPESS VSLTINIQLD KYKFIKEINK LIEGEFFCKI
13261 DVTANITEPRE LYFNISKFDE TFICCANEVM QSKTEQIELT EKELLLYNNEN
1447 ILCINFPNEYV EIEIICVVEE ELIETILNTN QNFYYPEVTL EESLHIIYTD
1521 VGDTEELTLT IKNLSICMNVN FEINKEKFEID DFIIDQECGT LSNRYNHEDG
1601 EECQLYGEGT LDEEKYHSPGA
Supporting Peptides:
Peptide |Uniq|-10ilgP| Mass |(ppm m/z z| RT |Scan|#Spec|Start|End |PTM
K.TDSLLT.F| Y 25.97 |648.3330| 59.9(649.3792(1(0.44| 442 1 353 | 358

total 1 peptides

tr|Q7Q293|Q7Q293_ANOGA

| Protein Coverage | Supporting Peptides |

Protein C

overage:

AGEMRFTDTR
VVVDCVSGVC
SEGSVGFGSG
MNYEKEETDS

KDEQERCITI
VQTETVLRQA
LHGWAFTLKQ
LLTKLGIKLS

—

MENCDPNGPL
PCGNICGLVG
IVAGAGELHL
RDDFEIRGRY
HDVTLHADAT
KAYLPVNESF

WEMSYTEVET
LTVEVPELEKT
ENYVEFENFE
VQYGSPLVIR
FDCERAFIGE

GIHVEKIYIL
SMYFSWEKRN
EVITEECTTK
SEIEFEEEYEK
EEGEILAGDA
SFEFAFDMAG
DNNYSQNTIS
IESIYERVEG
VQVVGSFITL
LASQLRLNNE
KHDCEICLEH
LGFLRISPSD
YTIEIFLETC
EYIEDIDLIL
YETITVSFQP

MMYVSEMVET
VDQFLVETGT
EICLEDLEED
LSDEYEYDVT
HEGGGQIIPT
GFTADLESNT

AQENVVLRHE
WDMYEQLVEE
LEKEIITIEN
MCGYEDSPHL
EVYVTMELEN

CTNCTLLTTE
VQTENHEINE
REKCEESVDI
STSQLINDEL
QFMEIIITPL
ESKEYMEILN
SGNIIPFHQR
QEKGLVEETL
SISNENEFNI
KTESEIHLEE
KENSERSDIEL
MYEKDNYYARQ
DFFYIESIAI
QIWFPILELS
KEPGQLVETL

ESTAVTMYFE
IGERIEFILF
FAEMYADEFE
LEDEDEDGEN

TDKGREYAFG
ISTFKDAHNL
HACIPLKKSD
EARKIWCFGP
ARRVFYASVL
GGQAFPQCVE

back to list

TNILLYSYES
SELRFEVEKYI
IGNMPVREYHL
IGICQSDEIP
IGGNGRFFII

IIGDGLLYEP
ENYFFLQLLH
WVADVEIWLQ
FSHFDLINLE
KEEGIVQSLFEI
EKYENREERET
YLPLITQPIV
YFARKQYGSGI
PVIEYGIEAT
HTNFSSSKNL
EILILPYYGL
TEEYFSFPFIEL
HTESYQCKIG
SYTLDEGLIY
EILTDILHNI
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16/03/2023, 15:17
1 MESDLSTCLR QLETCLDTQQP IPQARSIIDR ITQLIVEEKAE
51 TFELFRKTIE KHSPLMGERM VVIVPIALRY IQSSSVPARS
161 LPNRFQONLY ELLGQLAQNEF PASIPEPDRV RDIYLNAAEK
247 YLLVEELSIW EENESERAVF ENALHVVGNH APLFSWQLYA
321 STPELAAEGG REYPPEVDVL NQYVNYYREL LSSATVDRLE
401 CERSASSTAD MLVYLPDFIQ ALSEILTHVQ QLSTVQLVSV
481 RHQLLDSVLL QGIVWSCTHA LPFPAALPVP SSNVAAGDTA
561 ALMNTLEVIV EELDLSTRER TFQDDDGQEQ ELFFSDPNID
64 REYFERFVEQ SLNEFLVSGEF VELIEMGLAT AERIGYFRQQ
721 LNAPVRLLVD FIEDKTREQP LMVDVFRTAF RLGRSLLSIA
201 RDSTQPPAQS LRLAKFKRHR TANVPAVEIE RIKQQHRIEQ
581 ARENRGSSSS LTREWDGDSGR SLELRLLCES GTRPCIELDS
261 LAGLTQVCHH LLQLSCDTDL AVCQMFEPLL FQIIHFVTQP
1041 QWTNRQCGGT HLSNDREEIK CTLLEQLETH ALELNASHRY
1121 EQIGLSSEAN GGSHGAIVEQ YLLALDHLGK LFEQREALFN
1201 RLYRRECMEL FARLSKTVRD VATAEQFLAK QFTHEQIVSI
1281 TVDMYCWLRR EGLVVDELLQ TLLSRILPAF RYFLRSVVNF
1261 VQVVDMLVLL LTRHSEDTVC SAVVLELWQD QATIEFLLAL
144 SEFIGQRFTI ALTEQLILVM EDVSEEMETL LIQRTIHAED
1521 YEAIGQESVC LVLSPSATRF GTIVLEAIFG LADSTGHGDD
1601 LONPSNCLPM LLEKALKPENF SFIVRFLCNL MDYSYREQAR
1681 LMSSVAMICP FPLNEIHHRV GPTYGRWLTE LIGSTRSELS
1761 HFPLRSAEFP PNSPERIGYL NCLERLLDAM VISRSPLLLE
184 ELWELFANHA YAPVVEETIL RRYLCTALWH CRYDSIVQFEY
AATLFEQILT GDNCEVAQEL YGSAHDTLGA PVREGQRLIGD
NTNEDAEMYS VLLFRESREEE GEFLWERHLID CSNEELYLEG
VVMESSLSQQ VFRFDMSHSV VLSAREVAQE DAARLAERQQ
2161 HFLVGSLADA GQQENVELFL AKVIDNCENE LQPHAALLIG
224 EGATGEIASL ASVLLEFIME HACFQQSAERE MAVLELNLEL
23221 LQLGTIVLLE GRGELVPWME STEQDYLRAV LRCLDLEDST
2401 EKLTSIQREYD REFAEVLYET AKGFPSIADP FLSVLSYRFP
2481 DGELQLPTLH LLNRSLSLVR ELEHLQQLVE PIGRVATEPS
2561 CGSHETELGS GSIRGRILEY LTYSGKLPSD VEERFLFVLA
264 ADVEFCEYTI ETAARQEHTM TLLTPMFAET SQQRQLOSFI
2721 GNETFAMPTQ QHTLLFESSA LQLNRRSQRT GSSTDTAAQQ
2801 RRDSTSEVTL YRRYRLADYP DLQINLLAFL LPLQALCRERD
2881 GRLDEALNPI LESTEKACDPN LFGGLIELTL GEASGEFTLP
2961 SVSSEADHWL QLSTLYHALH EHSVMVGIFG EELDSDPQLR
304 FNCLLQLGQW DVLLDEIGNQ VTNHEELWCD EWNQENLLFH
3121 GEQLTALYLS AQDMVEARLF GEQTKRQFLD EWHCSGVLSE
3201 WNNAQPTVID SLLTWDTLLA YRRFLLEQLE TEKCTREEEER
—
ARLEAFEACL REPQVDQVLE REIARTRYDE VEVVEASAAN
HHSETVRTML ETSSDIIEQE DSSTLVELMQ TAMNTSSEQL
ANDSSMEQLA DAHTLELARYC YDELDFARTA AEELEFVERLL
ACSVESWNFL FWIFQLLSYM QIATPDREFLA FPSGVEHFLDE
ATSFEVLDRF VAELYRVVMFE ETRLSNMIAE LERHLASVTD
RTLQSLHFVE DRGTILAELY ELETNLESLE PRSETTRLQL
HVTIVEVMFED VVVYGTLELP IQLTFRGSDG NEYRFLAEFG
ILPNFGLFGW LEGTVAMSEI AFKQAAPRYNFP GDRGQAHVHH
PDELYSKEFVE LAQTIRGNTL ERALYDMAAT PEAYYRLEMN
IAFGAGTRDL PIPELVFPFFRL TEPQFVGVMEF MELAGVLQEC
QPGESGRAEE RRSDEEWNPQ VEVDTVLEEL NGANPEQLLT
ISTELQTEML LEMATIDSELL GITYSGWYPEW F
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start| End |PTM
V.TDSLLT.W| Y 25.97 |648.3330( 59.9|649.3792(1|0.44| 442 1 3209 (3214

total 1 peptides

proteins

ESQAETDENL
RELAALVLQD
QLLEENYPSL
DHVHWQTMLA
IRIAIRGFGI
QTMTVALVRD
PKIDWKRDLV
LLPTKPKDYH
EAPSEDFRTT
RAALYSLORI
SVDTSELVTF
IVGRVCELAV
SKLGQQGTRA
GSALAFNNLF
GCSSDESARS
CLQADSLOGI
TVQEIMSNIE
LLKPHRLGQY
QKLAKGLRFI
MDGLVEFVIS
NTDSLKCLVE
IELKAKAIVL
AIIQMTAPDG
TRITIRALSHN
FSKRAHGVRR
TQEQEQLSRT
GTLSNVSLER
PLMQLIVDGY
IQEVIVQWHE
SFRSAALLLG
SASGGEKRLY
TENEARAVAF
QLYDPTVEGE
TGRGSQMEQL
DRGFERLRKR
TTCARQTEVA
PRTIASVAGT
EAIELEALGR
YVHGNALLVL
LVRTECLLSV
EKSDSLTNVT

LTSALLRGFK
TEEPLSMGDR
LTSLLPAIKY
VLMRLVQDYP
QPTYQTFIER
EDLSPWLADY
EDLRQDQRIQ
EFGRFLMSVS
FAKSLATMNV
HLYTLQCLERN
DELRFGVVAQ

ECMLTSANGL
SVAYGCLONE
VSLAGAVRGL
GRWIKSSSQE
MAGPCQQLAG
FYHISNAHHE
TYKNYLPLWQ
IFLNLVELYR
QMLLAFYLEQ
VREFRYPPLRR
QLRILNFFAD
ECSDRATKLA
LLDCLLDATS
RLLLQEDFHI
GRRQLIPTEL
ERASTLESLR
PVESFQQRSY
CNFSIHHEVE
AKHLRNRTLL
CSLSEDMLQP
MLLAGGWSEL
LPTLLGENGA
DGHIAETELR
TMVEINGRTG
VALPTNDRTL
FEKRVAIRRE
TRINRHEIMA
IFRGLNPLVT
ALTVPAELLF
HSLAHIYPDG
LELLLGGRLE
EILIYIHEHR
FLGNAVALLL
IRATQLGGLD
ILKDSATNRQ
IFNGLVECLL
CNMLEMGALY
YGQAHRAYCE
AGDEGGREFY
REVIELVAYS
QLSKLLFELE

QLVKLNSQLM
LRKFSMQCLQ
GSREARHLFP
MALYFPARLL
LVPDVEFPLDT
HSSGQRGSTT
QLQOREITHRL
KQLDPSANDS
TCWVLGIGDR
CRTLLRACLE
QRDFLVGYLA

VAFLNESFSS
TYAQLDQLEA
DLFLVHFAPS
DRDAGLKALY
ASSISLNELL
LIVRSVVSML
GLLEKAQSAH
DMLHGPQTEA
TIQRALYAIG
EIRERLLRQV
LOPNECCWLV
ACELLHTIVL
NVQHSSTIRD
VRYSFELMHS
GGGEMEHLVR
NEQTNPPIMN
EQRMSADKEV
GDRHLWAQLE
AGTAKDRRIP
NIRHGEHFLV
FECSRLQSNQ
PEAESHWAEV
TAIERFFADQ
WALEHALIDR
AELFRKYQCA
GGEGGGDPAQR
TVCGCIRHMA
DLIALVLEWN
EMVSHRQPTE
FPEPEQQTGE
KENDELYREL
SAELSEECRT
DPAIRCRESK
SAAQKQLPFE
QOTAWAVSRH
VGDSEGRTGR
LEAKLADGAD
LVMRVSRARV
RLLEQWLHMP
ELLERSTKEL
LNLLDVAFEQ

PLEQEPGIRG
CGIDVLLDEG
VLLQLRNLON
LGELLQPGAS
NDLWRYGQAY
QLVEIPGQYG
RWDQRCREQQ
FNLSSYNAPA
HLSNIVLERA
VEVREPTVDW
LVDARAPACT

AKHFGKVIES
ELLLVEQQGK
ENDRELRQRL
AFHGEVARVL
TIVLQRIEGI
ENIGKLGGTT
DSSLLPALYR
AVRELFADWI
ELQLACLREV
LPLLEPFLRT
VDELELECVH
YLLGISYQDQ
LSVRCLREFL
YAIGLIVTEQ
WLFRQCAARQ
ISLWLEYFLA
RFDALKSAVV
TLVLQLIERS
LAACRLLQDC
CFGGAVYELF
FGACDVQLIE
ENALEALQTK
PHEVQCKRLL
AASYRLVEHY
AYRALVALIS
KPALKDPGLS
ATRKVPLDSVV
ASGEARRSLR
DRSQLQLIAG
LETFHTECIA
ASMELTLLLQ
SVWRNLIRGL
DRLFLHEYLN
PTODPGRLSK
YASQRQRTEQ
MVGDEWDREV
FDDEPVRTAG
DERNFCYKSA
QRERHIRQEF
EQAAGGLVVS
DNVKFAGKII

VKQRAWTEFF
PSSSREGNSS
DVLGKEFHEN
VRPEVNQFRA
RAALPLVERV
LDRGAPSPTQ
LQLRTYDVVE
LYGMARAAFCM
TGMLVGVDEG
LRAARQRMVE
EKVGRRATGT
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16/03/2023, 15:17 proteins
tr| AOAOP5SWM5|AOAOP5SWM5_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MRMSSTARAKEG DKGESSTNSS LPLSKDTAPH SSTEMANSKT VESKHDSSEA
21 LPEEVNKLVE LTNCSADAAT TALHDSNNDL DHATAALLDG ETEGDWEVSG
161 GRDRERDRPR SSRGGPPRLR GRGRGRDNEE NVEEGDGEHF GGSRGRGSRS
241 GQRGPAPVTE TWEEGADYSA MTNVEPWGVD FPSAEDWDNE EYIGSLVETEK
321 SISNGGGGGN SSSSSSHVEP AVPVPAPPPQ VHYSTINNSA QQGIDLNALL
401 AMGVGGGESSA NLESAKPLRA KIPPPSKIPL SAVEMPDDPI VSGLDVEFGT
481 QPDHHHQQQQ QQHQQQQHQQ HQQQQQQQQQ HQQOSQHGLMS KIEQQYASSA
561 QSMATTSTQV KSTNSPASYP YGTSYAPPGV NSASTQATTT GVSQPAGAYP
64 VQOOPHOOQPY QOQOQOOQ000 QASYQTYNNE MNSASSMNDA SSSVSSLEGD
721 AASGSGLPNM PPGVPMLGPG SFIMGQAPGL PYYARAAAAA GIQQHQVYSL
501 DGTLASLAYA TGTDAKFSRN ETNSPVPTSL SQNARQSHGG AFITPAARAR
J—
281 VSAATSGHARA SNAAQYGEGG LSGSGTGGAQ SGQTSGGATA GGPSNATASG
96l IGGVGASTGP SVGAAGSADL GPNVYGKTHN QLGKISTYDE TGGFHTGTPP
1041 HMFIPTLAPH QSQHSHMMHQ QLHQDSASGP GQRSQSGGQQ NEQGSKSNYG
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |[ppm m/z z| RT |Scan|#Spec|Start |End |[PTM
E.TNSPVPT.S| Y 25.56 |714.3548|29.8(715.3834(1(0.46| 483 822 (828
total 1 peptides
tr| AOAOP5E3]6|AOAOPS5E336_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MRMSSTAKEG DKGESSTNSS LPLSKDTAPH SSTEMANSKET VESKHDSSEA
21 LPEEVNEKLVE LTNCSADAAT TALHDSNNDL DHATAALLDG ETEGDWEVSG
161 GRDRERDRPR SSRGGPPRLR GRGRGRDNEE NVEEGDGEHF GGSRGRGSRS
241 GQRGPAPVTE TWEEGADYSA MTNVEPWGVD FPSAEDWDNE EYIGSLVETEK
321 SISNGGGGGN SSSSSSHVEP AVPVPAPPPQ VHYSTINNSA QQGIDLNALL
401 AMGVGGGSSA NLESAKPLRA KIPPPSKIPL SAVEMPDDPI VSGLDVEEGT
481 QPDHHHQQQQ QQHQQQQHQQ HQQQQQQQQQ HQQOSQHGLMS KIEQQYASSA
561 QSMATTSTQV KSTNSPASYP YGTSYAPPGV NSASTQATTT GVSQPAGAYP
£41 VQOQQPHQOPQ QQOQQO0000 QQQQASYQTY NNEMNSASSM NDASSSVSSL
721 TTLAASGSGL PNMPPGVPML GPGSFIMGQA PGLPYYAAAA AAAGIQQHQV
501 GGRDGTLASL AYATGTDAKF SENETNSPVP TSLSQNAAQS HGGAFITPARA
281 LYPVSAATSG HAASNAAQYG KGGLSGSGTG GAQSGQTSGGE ATAGGPSNAT
96l TAKIGGVGAS TGPSVGAAGS ADLGPNVYGK THNQLGEIST YDKTGGFHTG
1041 GTQHMEFIPTL APHQSQHSHM MHQQLHQDSA SGPGQRSQSGE GQONEQGSES
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |(ppm| m/z |z| RT |Scan|#Spec|Start|End|PTM

E.TNSPVPT.S| Y

25.56

714.3548

29.8

715.3834 (1

0.46| 483

825 [831

total 1 peptides

tr| AOAOP5D183|A0AOP5D183_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

VEQLNPKLLP
KKKKPKQSAQ
GPRMSNGEGR
VETPSQSAAV
QKTSGVTVAG
LDFGIEPSGF
PTEQPPAPST
TNSQTSGVYS
MPNATAASTS
EDMQYRYPHL
TPLTPAYAYY

YASYGSTYDD
PYGMAGNANA
GSYWGSN

VEQLNPKLLP
KKKKPKQSAQ
GPRMSNGPGR
VETPSQSAAV
QKTSGVTVAG
LDFGIEPSGF
PTEQPPAPST
TNSQTSGVYS
RGDMPNATAA
YSLEDMQYRY
AAATPLTPAY

ASGYASYGST
TFPPYGMAGN
SYGGSYWGSN

TAEQLRIAQM
QLGPAGGDGP
EGSSGRGSGE
NVEAPAAPIP
SSMOQQFLQY
DMGIDVAMTP
LPKPDSSLGG
NNSSNSGYQG
ROPNAVTSAT
AAAGYYDMGY
YSGGVMPGGY

FSEAVYNSVG
APLGVGVSVG

TAEQLRIAQM
QLGPAGGDGP
EGSSGRGSGGE
NVEAPAAPIP
SSMOQQFLOY
DMGIDVAMTP
LPKPDSSLGG
NNSSNSGYQG
STSRQPNAVT
PHLARAGYYD
AYYYSGGVMP

YDDESEAVYN
ANAAPLGVGV

back to list

ISDSKKDDEE
EGGSGVGSGR
GRGGRGGFRR
EPAQLTNGSP
SQOATDALKA
SSTANINMGK
FSVSSASAPQ
ASSQTAYGSY
ATNEQAGTTL
QSPTSLGGGR
QFGAPAALYP

VGESAAGQTAE
VGEGPSPYGTQ

back to list

ISDSKKDDEE
EGGSGVGSGR
GRGGRGGFRR
EPAQLTNGSP
SQOATDALKA
SSTANINMGK
FSVSSASAPQ
ASSQTAYGSY
SATATNKQAG
MGYQSPTSLG
GGYQFGAPAA

SVGVGSAAGD
SVGVGGEPSFEY

back to list
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16/03/2023, 15:17 proteins
1 MERMSSTAKEG DKGKSSTNSS LPLSEDTAPH SSTEMANSKT VESKHDSSEA
51 LPEEVNKLVE LTNCSADAAT TALHDSNNDL DHATAALLDG ETEGDWEVSG
161 GRDRERDRPR SSREGGPPRLR GRGRGRDNEE NVEEGDGEHF GGSRGRGSRS
247 GQRGPAPVTE TWEEGADYSA MTNVEPWGVD FPSAEDWDNE EYIGSLVETE
321 SISNGGGGGN SSSSSSHVEP AVPVPAPPPQ VHYSTINNSA QQGIDLNALL
401 AMGVGGGSSA NLESAKPLRA KIPPPSKIPL SAVEMPDDPI VSGLDVEFGT
481 QPDHHHQQQQ QQQQHQQQOH QOHQQQOHQO HQQQQQQQQQ QQQQQHHQHQ
561 KPDSSLGGFES VSSASAPQQS MATTSTQVES TNSPASYPYG TSYAPPGVNS
64 SSNSGYQGAS SQTAYGSYVQ QOPHQOFPQOQ QOOQQQASYQ TYNNEMNSAS
721 VTSATATNEQ AGTTLAASGS GLPNMPPGVP MLGPGSFIMG QAPGLPYYAR
201 YDMGYQSPTS LGGGRDGTLA SLAYATGTDA KFSRNETNSP VPTSLSQNAA
581 MPGGYQFGAP AALYPVSAAT SGHAASNAAQ YGEGGLSGSG TGGRAQSGQTS
96l YNSVGVGSAA GQTAKIGGVG ASTGPSVGAA GSADLGPNVY GETHNQLGEI
1041 GVSVGVGGFS PYGTQHMFIP TLAPHQSQHS HMMHQQLHQD SASGPGQRSQ
Supporting Peptides:
Peptide |Uniq|-10IlgP| Mass |ppm m/z z| RT |Scan|#Spec|Start |[End |PTM
E.TNSPVPT.S| Y 25.56 |714.3548|29.8|715.3834(1|0.46| 483 837 | 843
total 1 peptides
tr|AOA2A3EBV7|AOA2A3EBV7_APICC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MARQSGILDC ERKMHNLSDNK NIDLDNCREL IKSYIDLHLY SAALFWADEV
51 IRRRGLEETD VMCHYLTVRS LLEAKEYNEA LQVINESEIC TNITQSAFGD
16l AVATDCYEQA LHCDVYSYQA FEALVQONQOML SAAEFKELLE SLPEFGEQCTE
—
24 VMGVLVTDEL LGNLDMEVTE AERLYYNCDY QECFSLTERI LEEDEYHNSC
321 MALAWFAVGC YYYSIGEKSDP ARRYLAKATA LDRLFGPAWL AYGHSFAVEN
401 GLTNNLELAD KFFQQAQSIA PNDPFVIHEM GVISFYNLDY KTAERQFEEA
421 MEEYGEALEY HQQATLMLNPL NASTYSAVGEF IHALIGNTQE AVDAFHRALG
561 IDIPKYEYPA NEHQETDNAE PLENTNNIAE SANQDIDELR VNLESGWGED
©£41 VEMLDSSTAH IE
Supporting Peptides:
Peptide |(Uniq|-10lgP| Mass |ppm m/z z| RT |Scan|#Spec|Start| End| PTM
L.YIGLE.C Y 17.51 |593.3060| 2.0|594.3145[1|0.39| 426 1 395 | 399
M.LSAAE.E| N 16.08 |489.2435| 58.4|490.2793|1|0.36| 377 1 190 | 194
total 2 peptides
tr|W5JTY5|W5]JTY5_ANODA
| Protein Coverage | Supporting_Peptides |
Protein Coverage:
1 MASSMSSENE IRRRLAATSF LSNISLDGTH RDTRLGPGHG AGRAAGLSLS
21 DALDGPGIRS PLVDRDGDGA EDSSGRDTAS LNGAEREGTV AAQQPAGEAR
1€l NGGLSTESTP LEKDRENWNPN DGRLNHTADK RLRANSATQR PSGAKRSLLM
247 SSTESLMQGT KPASKSVIIN DTIVQREVRF YTMDRSRAPA QHGLQEDRIV
321 RRRHPSGARP LSSINDAPFD AFRLLGIERG GEAGQEVSYG YLLIPSENYH
401 YYDTLNENST ASPSQSMAVG GGATGGAAGA AGNAATSLML EGSKEDYEDGY
481 SYVTSVIDYV RPSELEEKELN DQFREKFPQI QLTLSKLRSI EKREMERINEL
561 EKLCAGACLLL SAELNDIEKEGE ALESLIEKTE SVFRLNREEL IASEFAVLVA
Supporting Peptides:
Peptide |[Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End ([PTM

S.RAPAQH.G| Y

23.83

678.3561

-29.6

679.3433 |1

0.44 | 457

277 | 282

total 1 peptides

tr| AOAOL7KMQ9|AOAOL7ZKMQ9_9NEOP

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1

g1

VEQLNPKLLP
KKKKPKQSAQ
GPRMSNGEGR
VETPSQSAAV
QRTSGVTVAG
LDFGIEPSGF
QSQHGLMSKI
ASTQATTTGV
SMNDASSSVS
AAAMAGIQQOH
QSHGGAFITP

GGATAGGPSN
STYDKTGGFH
SGGQONKQGS

VSLSNEDPED
RADILEDAFK
AEAEFLELLY

LEVHIACLVE
EHDQAMAAYF

MERIQGGLED
LERDDTETTT
SNEADDNTAD

GGRAALQLLN
ARTGTFSESP
NTSAGPVLSS
LLSEFAPCHI

REKEHTTEEG
TSMSGLQYSA
DSRIDFLTIS
LEFSLHVSTS

TAEQLRIAQM
QLGPAGGDGP
EGSSGRGSGGE
NVPAPAAPIP
SSMOQQFLOY
DMGIDVAMTP
EQQYASSAPT
SQPAGAYPTN
SLRGDMPNAT
QVYSLEDMQY
AAARATPLTP

ATASGYASYG
TGTPPPYGMA
KSNYGGSYWG

VCTLAHCMYL
NVQSSILYVK
ESKLEEYQEP

LEKTNALEYL
KASQLMEGCH

VILPSEWEAL
MLTYVMEQLI
EVERNPQDVI

NNEQEGGGCG
ERQAGRRIDS
ARDRSMDGQA
FSVLPYCEKGEK

LESAFEIPNF
NILDDPELIA
QAYVYFEEKLI
ETHPHYQRLM

ISDSKKDDPE
EGGSGVGSGR
GRGGRGGFRR
EPAQLTNGSP
SQQATDALKA
SSTANINMGK
PQPPAPSTLP
SQTSGVYSNN
AASTSRQPNA
RYPHLAAAGY
AYAYYYSGGV

STYDDESEAV
GNANAAFPLGV
SN

back to list

MEQYHRAAHL
GEVHEAMDNR
YEEQVLATCS

AHELVDLYFD

LPLLYIGLEC
—

LNNLGHTCRE
EESPFYRDAFP
VNYSSDISSE

back to list

ASDQYEDGTE
EGNMVVFAAH
GGGAGNHTHN
ANGRTDTRQV

ASLENHAAAR
GFHRTLLTET
LSELVNEENR
YES

back to list

PGIEDEPAHE GRDSFPNALFP PSIRRQHLSE AQQLALAEKER SELSGTEESD PGMRRTSSRE AELQRAPAQH QAASVQRGPA
—

HAGRDSNAPP PSIRRHLSKA QQLALAEKCS KLEPWHEEDQ LTQVATPTRP RPASGGICPE RSNSR
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16/03/2023, 15:17 proteins
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z |z| RT |Scan|#Spec|Start|End |PTM
Q.RAPAQH.Q| Y 23.83 |678.3561(-29.6(679.3433|1|0.44| 457 1 65 70
total 1 peptides
tr|AOA182T4W9|AOA182T4W9_9DIPT
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSSSLIIPIV RQPHSARERV TLSLSPCEEM AEQCTVSIED SEQQQQEQPA ISHDASHHHP
21 EIAATIPNSD DDEYVVVEKEE SGSTDETSTP RTTCDHRSTT TTTTPNSGVT PLSVAGDDDD
161 RTLHHQQHHH LLEMDSNGSD DIDGSLEHDE PADCPILLET PAMERVDEMG TDDVVVELES
241 AAVEPKRLSD EFFSADDDND DEEEEEDEDD EEEREDEERK SNGGCSGAPD RSTMVDSEAQ
321 DDDVCEADEA EDEDENDGCR SSLNPSGSED VQLNAKNSKK VTFSLVDVII EDPLEHAQQQ
401 DEELLLDDVQ SMDAIERRDF EQEGGFLIRN RSLISGDRLN LEFLNNTHPR PPPNERTEPP
481 ATSEPAVEVV PAPTSSSCSS SSTSVATCTA LNTRAPAQHT TTPTSSREYQH KKHHHHHHEK
J—
561 DSFSSSYNRE TENNCITRCA VYELTLALSA SLAEWSDINF DVNEPCNLSC SSTETSPISS
©41 SSTHYTSADT KTTEKECEPE KLADAFLNAN SNDSVSSERS LEFGVHGAAED ETTLTVSDGQ
721 TASYSSSSSP SHSQTTTAQH NGDVSMMICS TAVLPPTASH SASSS
Supporting Peptides:
Peptide |Uniq(-10igP| Mass |ppm m/z |z| RT |Scan|#Spec|Start|End |PTM
T.RAPAQH.T| Y 23.83 |678.3561|-29.6(679.3433|1(0.44| 457 1 514 |519
total 1 peptides
tr| AOAOA1X8U8|AOAOA1X8US8_ZEUCU
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MATSTSDNYE IPSTSKISVD KLLEVGYYEL EKTIGEGNFA VVELASNIVT KSEVAIKIID
21 SLRHPHITRL YEVMQSETMI YLVTEYASNG EIFDHLADNG PMEELEAARV FTQLVSAVQY
161 DMNIKLADFG FSNRYEEGSP LTTWCGSPPY AAPEVFQGLE YDGPEADIWS LGVVLYALVC
241 EKFRIPYFMSR DCEHLLENML IVEPDREYTL KQITKHRWLS DWAAELNDIN DSVGGCSSGA
321 CSFNMHGEVA IANLDTEVMR NMLQLPGLTA DMIADSVHNE RFDNIYAIYN LLADELQQER
401 TTGVVDRSEP IEKQESIDRLS PLTNTNALQG GLGFQWTDVS VDLEKFGELE LECLARTNEP
481 RHTVGPGDVA HEQATANPNV PPINFKCPPE NENDTGPYLP MNLPMLQONQP LHNLTIEKDQH
561 GANLHIYYPS TGNNVHQVTG QTQQVEGNTY YINPNGSNTS GLSGASTDRH MVHGMRDQAH
64 YIQIRGKRHT VSCTEDLSIQ HQPGETCTVC GIYEPPLIQQ MPTIMSPQSG TSGASGGGGE
721 ELIREVESRM NENYLPPALK MQQOHQSHTHP PHGAPNPTLS QSPPTTSLMT YHSSSSSNIL
201 GNNRRVHFES TNELPTVQEV GRYSPVRRAS EGSEAQFQGP LQECQYLQKV SAQRNFLIAP
[ -
281 APHMMFRRGQ DLEVPPEAVE ALMPHLDRLV KEHRLNTDVA KRIISTGIVFP LDLASHLGLT
96l QHQGAIYSLS VAPLSLPNNA NTSVIGAVSG PLTTQQPAFN HNMGTYSEQM LGEGPYQQQQ
1041 SHITLSQGVA ALASGGHFSG SNSSSGCQSP IYSSFSGSS5S PNPFYIPGPGP FNSCTVSGNG
1121 GGGSITRGTS AASEIASSAT CVPVAADAAS INQPLDLSMD ICTSDHTNTE MPTSTFAQQH
1201 AQPVRVVPTP PASPNLCIIQ EENANGQMYH TITTGTPHVG CTGGLINEDM SSPCQPSHPQ
1281 SRDSECDSLE PPASIMSLQG LIITESSNDM PSITRCIGRE TSLECAVDSQ SSRLESDANA
1261 DSLSNDSNNL SPCQEPSASS GFESESHSEI GDQTEGHLSP DSICDSERMS EEMCYEVPLP
1441 QTMFPPEGAVL HEGLFPEEYSG AVGASDMNAE ARLSNASNAT SESSAISMDT SSSISGCYGN
1521 LQIELQVCEG RSRDNQAAGEK GIKLRRISGD QFEYGELCQQ LINEKLTMQQV AG
Supporting Peptides:
Peptide Uniq|-10lgP| Mass (ppm| m/z |z| RT [Scan|#Spec|Start|End|PTM
E.C(+57.02)QYLQ.K| Y 23.50 |710.3058| 7.4|711.3183|1|0.43| 480 1 844 | 848 | Carbamidomethylation

total 1 peptides

tr|AOA131ZXT9|AOA131ZXT9_SARSC

| Protein Coverage | Supporting Peptides |

Protein Coverag

e:

ASRSPLISSI
GVEQEPYRLF
TVDDADGIGI
ASLSEIENLS
AEQHNAAATA
PADPQPSSET
QHHREGEEKGG

SFATTSSS5S5A
TEDDDEFPHTH

KTCLNPEYLT
CHSMGVVHRD
GALPFNGDTL
NAAAYTQQSE
REHHRMQHQA
ONONQNHLCA
LLKPPMVMGA
LPQLGASDTV
MRMRRTGLLT
PAQALSNAAL
TPPLSENSIS

AHSGNVAVSG
HEGLVHPQMQ
GEESSPLHQI
VNWMIPQLSS
ICLTDVQGSE
TNNVGESNRR
HECSNLDSTR
FGGIIGSSTS

back to list

ESPTTCVVEA
SSTIASEEND
GELTAISEEL
ITCCGELEDE
DGARARAANDE
GSGEAPALGS
GESHVSSTGS

S5LSAASSCS
HDDPCSSTSS

back to list

KTFREISILK
LKAENVLLDK
LELKGRVVTG
NNSLIRSESN
AYSRLRKTSI
NAGGNGGNTR
SSFGRRASDG
SEENSEEIQK
VTERPPVISP
AGQQGPPSAT
LPGSPIHGKP

GHLDMTSPGM
HPGNGIVGQFEF
TEGISVLSTG
FDLEPLNLSP
ITLVALSSEN
GSDESLGFSD
ILELVEQTID
TNLSLEYSGG

&l Carbz

back to list
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16/03/2023, 15:17 proteins
1 METDNEDNAC LALRIVFDIH RRIPEMIDEA KEKVFNLAKKF IMSCIQNSSK ILKQYKQYHV RSMEELDLEP ILQEIFVSTS B Carb:
21 LEYRQDDSQK NINCFTLLPR GINSLELMID LPLNVILLIQ IYRTALEPEY IDLLNLGFEKL LAIQPSDEQK SHDQFNLDVY
16l IDFLMIQIEH LSFISFLMEN QEEKLTQYID GEQLPLIVLS LLENIPDDMI NLEEKDLLLSC RYILSTEFRS YFVSHVTDFF
24 DEKTLIGDSW NTRDLVRPLA YSVVFDLIHQ TRDSMSIKEL TIALNLYSKN FYEDNPPASV MIMTCRVIFN IVDSFSKSAN
321 RENWTGVIQL LVEVLEMITD KIESMVEFMM PSMESKILAA KSKSSPLTND IGEETLNFND KRSNYKSKTE YVCASFIETD
401 DVRYQFSFPE SQNYFTDFRT LSETLINGMK ILSTELTDIH TRIQDCNIQQ NAISIVNYKT GYCRPRDIDI IVRFLENGIK
451 VLEVYNSNLF PTPPNRQIQT AAQMQQONLHI RAKEEKEIIE SFSAVFTCLP TQTFRVIIKD SIDFIINAII ENPNIQQLVN
561 CFLSNENTSS VFADTLTFYL VEEMEVMGEN TELSNLYLKL FESVFGSVSC FKYENEKMLQ SHLEELVENS MEMATINAQEP
£41 YNYFMLLRAL FRSIGGGTHD QLYREFLPFML PTLLQGLNRF QTGIHRQNMEK DLFVELCLTI PVRLSSLLPEY LPWLMDELVS
721 ALNGTPSLIS QGLRTLELCV DNLQPDFLYA HFQPIRIELM QSLWRTLRQN ENIASVSLRI LGELGGTNHR MMIEPQELTY
201 YDSHRESSMY EDESFLDEEN SEQSSSLNIP SHGSCAYIEI EFADSKEFSLN MPVDRCIAAA YEYLRSPTTD PFYRQHCWEL
581 VEGFLSANIQ RFISKDDQEH LEELFSHPAF TSGTEFGYPS SIAPNLSSSF SKINFYKFCD EEKLREVHEQA LIAMLTASAT
961 EKELTVNVLEF MVSLTRTYTL VAICQQSGPI HTSGRIVKLH GMDPLVLIDA LTSTMGQEEQD ELGEKPCRFLI CIIIDTAVTI
1041 LGSKERACQL PLFEYMLNEV CLLCYERAWY SKYGGCVTVR YIFDEMSLRW LLNHQLTIVK AMFFVMMDLA GDLSIGVIET
1121 AKDNLETMIEK ICCPSPNTPK ESDLIDLQQE SMNEVTQELL RQVTHSNTTV RQOAMHLLSV MAKTSDCSVA DITIEPHEILL
1201 ADMVPFEKEHEK LFHQPFHVQI GILEGITFFI SLEPQLFVID LENVDHQCFF NDLISICEND DAQLGELSCY EHYITQLPQL
1281 REAALRMLSA ICﬂSMSNK IFDVLYKALT SSDIELQDCA YDCMEKYKYI QDINPDLIRK TVRGFLMTIS ELKVLTAKDH
[=
1361 LLILELENLA RLYTFLFNDK LCEHMLQQLN RLIENCGNIL REHRDEREYEM RMEAQQNQNV ENTASSLSFD VESILPANLN
1441 TAAEIIYLFC EISARESTYV KVLLNLLNQT ELFLDIYVAER TFYEPIQCFM KRYTEISIAQ FQANLNTESI FRFFCYVFEDD
EFDGEPFRAL LYTSPSIIIE MLNTELSSTP IQSIPLTTTA TQSPOQNVPTP GMNIDVTSSS PNSPSFIASQ SSVNHSRYQA
IEVISILIEH DPEWISSQGE LVEVLETLWL SDSFHIGQDN FLIDYQQWEE PRLLAQCLLC YLEDNIDEIE FFFQMLEAFL
HLYLCSFEFL EEFFITTIPE TYDIDWEERS FLEYFELFPV TRTICPESDC CLEWSQNLFA EILQLMITPI FNQATESSEL
KEFLQLPEDY EIPPFSPAYN FQPNLVSIFL NVLANDPKTS DGLOMFEVIQL GCLIIEHASE YVRPLOEQEQ NENSSEVLMQ
YDPVRILMQY AWPDVIQASK RQDSMERKFVC NLLFCHIISK NREKIIKELIEP VLCNLFEVCS SESENVIFNA LEILIPVLPQ
RLEEGYRTLR NLTEELLFEE VHSTAQTNHL LQIIIRYYRI FYPTRHNYIQ YMISSIQRLA FSANGTFDHR EMATDLIEVI
IEWEHERISS EQMDRESDDDS SGSECSYDSE QDQOQSQSMQS SSESSAGLQS QETQSNGPIA EEYSDTIILF LIRFICLVGE
NASQQQQQQQ QQQLNSAQQV AQSNLAASNE FLSRRAQSLL KDILQNEFWP LKDIKLTLLE RILMTVEDNS SGNICQALEL
ITILFLDTMER DVIIQLLSPL QRAISACCTS TNPKIVSTVH NLLTELMATV PPSGLSSTIF PESGQPVEAV NQTLETFEQL
YTDIHSIILN GLASYNREIGQ PLNDQSIVTG PLQGPNAQNL QFQHOLMSNV LNRSSGGGTP GAPVHMMNST TTTLSQLESV
2321 LMCLEAACVN KPMYIDRLAT PFSTMFQELV KEHTGSANNS NQTSDFNVSL CADIINLCIE LIKNRIGALT NEIRRNILNN
2401 VFLTLIDKETT DVEVMRTLLK MVEDWIKQPS LSSAQCKANF SITTSAPGFR DEKTMMIIERVG VNINQRFPNE IDLNIQFLEL
2481 VYYIYSDDQL KSSDIASKELE SAFMSGLRCS QPELRQEFFT LLDNCLRESV ADRLLYIIIN QNWEAIGAHF WIKQAIELIL
2561 SVSDDSKIIS SPNKNALIPL PTALVPNNDH QDKSLLSGFV SNGIDYLSSM TIIDPSINLD LEFGIGNTTNL QSSSTSSSSN
264 GVDSLMEIDP SNEHVNDLFK DOQNSTSNSAA NSESSESTST TNSKQNICEI ACEFLNENAT YRSSTFYHAL SQLCHLDNDL
2721 AYHIWIQLFP RIYSILNDHQ RTIVSLELPG FLLSGAHAQQ RDIQQTKISV VGTFFEAISY CNPPIIFRPQ IIRYLSKYNY
2801 VWHRGCLILE EEIDSSNNMN PVTAIGGLVT NNIGQQANLN FSNYFSKQNR SFISNSEENA LACNLPANLD DLFPSELPSS
LSQPYYHECL SALADICETL KESDYWSGIW CERFAQYERETL MATAYEQQGY FEQARGAYEL AMSEASNDYS TAPSPPWLEE
EFTLWEQHWI RCSKELNQWD FLLEYATNRE SLNPLLILES AWRIPDWNAM AQGLILVEHN LFEDFAWRLA LYEGYNAICN
LNNEDFALAFE BMIEFSSQFL VEEWRRLPHI VSSAHITILO GAHQVIELQE ATLNVHQILFN HNGMYSSERL NGDIRCLIET
3121 WENELPDEFTD DLSHWSDIFT WRQHHYQAIV TESEQDNLLQ AQQQQSNASN VISALALCGA HASAQSLIHL AKIARQNFLI
3201 NVALDQLSEI HTIPEVPIID CYHEIRQQLE CYLLEKHSIQF TGDFKELHEA MSVVECTQLS FFQADTEKAEF IALKGHILSK
3281 MERRTEEADEN LSIALQIHDQD SAKCWAMWAE FYYELFMDSV NESFSQRDLK HGSNAVIAYL QASRQMLETE VREYLARVLW
LLSYDENDYF ADIIEKFNAG LSPSHWIPWV QQLLQCLVRS KSQTFLNIIS QMSKFYPEAV YYPTRTTYLA LEKCEQRDIAF
344 KIAYCRGSGP KAEMPVSNGL WRCTEIMHFQ RELHPTLLTS IEGIIDQFFW FRENSSEEIL RQLEQALAKC YTLAFENREN
VAETVATQPI LNYIREMTNT FGTGIDGIVS GNSNVLNESK NLNATNAEKES QSSFTEETTT AASETLARRA QSTVQDPDEQ
EMKQQFANDF DFEMEGSKKL HQIIGKLEKEW IKILEAKTRL LPKSWLLEEK CRYLSNFSQS ICNVSLPGEH YLPTNNTSGA
VHIARFMPEV ELVSEHNTIA RRLYIRGENG KIYPYLVLSD SSITDLRNEE RFLHLLRLLN HYMTKHEETS RRVLNETVFE
ILATSTQMRL VEDNVSSLSL IEIYRQHMIR RGSDPDAPIA EKYYDQLLSSQ TEGLOVSPAQ LEEITEDIQS SMAPRTLLEE
WALNTYASAT DFWHFRELFT LQLGLAGLSE FVFHLTRLNFP DMMYTIHRDSG LMNIAYYRFD FIEEEAIFRD EITNWYERTE
INENLASLSS AIQAAKSVNA AAAAAAATAN DPNNEHCDEI EDQDQTQRLQ SMMDEELLSI VEENLDLREP PQIFPERELVT
LTTEAVNSIM SRLONLATFE GIDSNVAELI DTAMSQENLC QMDFAWHPWL
Supporting Peptides:
Peptide Uniq|-10lgP| Mass |ppm| m/z |z| RT |Scan|#Spec|Start| End |[PTM
A.C(+57.02)QYLQ.S| Y | 23.50 |710.3058| 7.4|711.3183|1|0.43| 480 | 1 |1291|1295|Carbamidomethylation
D.NPPAS.V Y 18.54 |484.2281| 33.2|485.2515(1(0.31| 373 1 295 | 299
E.ISAAE.S N | 16.08 |489.2435( 58.4|490.2793|1|0.36| 377 | 1 |1452|1456
total 3 peptides
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16/03/2023, 15:17
tr| AOAOKSTQ34|AOAOKSTQ34_TABBR

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

back to list

SIRLLLNLAE EMSAINEQIL RQMTPFGSFF PTTPRTGFPT SVFEQIKHEI DDPCYEVIPS VPIGEDGFEKV SMDVSEFKEPS
—

ELEVEAIDNA IITEAEHEED RGDEGFISEE FVEEYVLFPRG YDPEQIVSTL TAEGLLTVSV PEPPELEPEE HVVNIQHIGS

1
81
161l NSSSEKPEDE GSTDSAEK
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End |PTM
V.TPSVRI| Y 20.04 |499.2642(-27.2(500.2579|1|0.26| 379 1 58 62
total 1 peptides
tr|AOA2A3EIL6|AOA2A3EIL6_APICC
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MEFPTLPWFE DSLSSIDNRR SAITREKYDMG LSLPFTQLGV
51 DGEVEWTTIF YTWPNERTMC CFLLLVYLFL SVTARDVSAE
161 EGLGVQDIAK DAFLEVTNTS ALYIRDNQLS KIFEHYFADL
24 RPGMWEGLVD LHELYATNNE IALRENMFEG LENLETLALD
321 EINELDLGRN SLESVSGGIF RYLRNLNSLW LNGNQIVMIK
401 KIAGRTMDNV SNVQGRFRCN NVAYQLPQAR RGYRLSWDRG
481 PTIHTVPTSY YPRDNSFSTN QGRGGMYRNC SLNTFSLREIA
561 FISPYAKGEL IFFENPIIHD FRREEKAVVEM PDLDGPIGQN
64 TAYNVEVNEF FEANETTYPA LEENILWTAS SDSMCGAQLE
721 HLYHSSCMCE VRYTPWWIKG ITLENTDGTE CLWETREGPE
501 SIKESIKRLLN NCATYELLES I
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start |[End ([PTM
W.TPSVR.Y| Y 20.04 [499.2642|-27.2(500.2579|1(0.26| 379 1 779 | 783
total 1 peptides
tr|AOA182XZ01|A0A182XZ01_ANOST
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MTTMMMVDNE ECAGYTFYSK FDSGNLGEVE LVRCCEGLGI
51 ATLGIGLOQQ QQHHGLLSSA TGSGSTATTG VSSLGMPIPS
16l TGGRPNQIVE FNVMNLNEQA KLFSQGMHPV TEVGPNGEWE
24 FTYTELLEQL GTFDEEYGRH PFELNEMAYE ISQEYDELFA
321 DGVGQRQGVPL PSEETGPEAN KLQTAAPALG AGGGMIVDEN
401 SSSSACSTEL KLPSFHHQLS VASSSSTANP AQPEDDSETD
48] ENLFPDEDAQ RCHTFEDEKI VFISSEVHPG ETPASFVLNG
561 DTRGHNLNRV YISPCHETQP AIYAARKLIR YYHLGVDEVE
64 SGNVALKEGT SSSTNPLAIA RENSTHNAQV SQVNGVGATS
21 KASNSSAVLA LSATTHPVER LSSTMSLEGS TRERRTPPLS
501 TTWSDKIFAK ILERRRRAKAA TASSVDGATA AGGGKLSPIA
281 SSPLTDESDS VEQDTPAASD SGFSEASSTS SSLTTTSEAV
6l AATTAAAQVE TEKLIPELNP IVSEGSAINV GPASVVRPGG
1041 EKSHQFLGAPP GTLEKFKEFLV HPHHHHHHHH HHHHHHHHLS
1121 AGSGEQHASS SSTSSLIGVS GTAGRTVAGG GSVLGEVGTT
1201 GGGGGEVGSVE GPRSLNISVD FLAQLDERHD RAVYEDRSNL
1281 NSQHFHFDAC NFSERNMYYK GERDGLSEEG SGRVAVYKTT
13261 YTPAVFEEVG KALGPSILDL TNSNPLSRLP NCEFRTLQGL
1447 EENATQWDPFH HHHHHHTILVG SPVGAGTGGQ SVGPTVVVEA
1521 GSSSRQVLET AGTTVVTLET SSSTGGGEIC REVGAFGEPK
1601 EKIEVSPQQQC NAMQELCFEG GLGSGSLPNF LTVVPGTLSD
1681 VPLASGTIVT TAAGITELIS TYTQASTTDL HTGTEELISL
1761 GEGKSGEFGE STLEPSKQAK LAKSTKSGND TTGEELLEEK
Supporting Peptides:

LLFQRANIQS
EVDCQVYNHL
DQLTYLDLEN
CNEINEIPIG
ADTFEGLDNL
QVYPIKDPIF
VIVFQPEPSR
GHLENDVAIK
VGETYVVSGR
ECQEDFGICM

VGNTVSNVVG
PTPHATENPL
RIKDKPSYSI
AGMEETKNIS
TSESMQQITN
PRDEIYYCRE
FLTMLLDREKS
PYELEKEAPA
STTATPITTT

STPSVPTVPES
—

QALPEPTLLL
SVSSLPTQSS
RSGSSLSLEK
GGAAAAAPSG
ASGGETEFQT
FMYIDLHGHA
GLIEKSYTLEC
RNALRIEIER
SVVQGGETSLC
ESEVLCDVGG
LEGALVFGERK
GCSGDVVASP
RSLETDSTSL

back to list

ESFSIAAGCH GLQRSERLRY TICERGERVT

YVCLGNSVLH
NSIRDIEDGS
AFNGLPHIDL
LLLFLNSNNL
AGVFEGYRQD
ATQEYVFEYIV
VLDLEAGGSD
VIYGDEAHIS
YRESGCYWIP

SVAFEDVNAV
FANLDSLETL
LYLSRNEISS
REVDMSAFAR
ETPLPHFCYR
VQLISNLTPR
IIGAIILVEV
SCGIAMFWEREF
SVPYENCIEN

—

AVSSSAFVVG
VEVEFNLWTR
SNDVFFISFL
NLAPHRERKGK
LVNEVEIELFP
LLTHSIERRR
VVAQTLERMY
PSLNVSVEGD
TTTTTTTTTN
ERRSVIAFVT

PAVEEEAAARA
ADSSGCPPAE
SVHTVAARVD
GGGGGGEEVVQ
PQTNSAAQYS
SKRGVEMYGN
NYNTGKCVNI
GSSKARVTNK
KIVSDTENSP
GGGGAGGGVV
VKSESKLLDV
VGPVASIEST
KRKKTRVKPA

SASNQTVPGT
PDCAGTFYEN
HEVPEVGGDQ
LAKMERVDRT
TSSGAGALAG
IELLTISSFH
VFEIIPFLNFP
QAGVAAPVEG
TTHSQEMELP
PTAESARASLS

SPVSPATPTA
DTLPEVSSVP
TGKGSTGSEKEG
GQVVATLHGG
HYRSHRNEYL
HLPNTVEAVE
LFPRGEEIVA
TQESHTERLA
TLGTAGGNGN
GGAMAGELML
NDIMQCDDSFE
GGSVGVAGGS
LT

QTIEDIELHL
ILDYNNMIAF
LQLEVFRGLS
MENVIVDPGE
STAMDYGWYA
DPPVEEVDNT
EFMTNVNEEFE
VTSRQREGFR
NGFNFNLPIE

back to list

GITSASAIVA
QNRTWEFHFAV
TRIYYAFTEP
SFESFDETAR
ARARFTTAQS
KIQPAREVRL
DGVYNGLYRS
SAPTLDVASG
ELTAFSVDSA
NEPFATAPLA

NNRTTTASNA
AVVQFPTLVA
PHHEGGHALN
FMALGPFKEG
NFMTGPGGFEG
CMLLFRLMSL
ETTHTLVPFEK
NQVSCTIDVA
GNAGGTGGGET
RSTKEQVPREK
DAAPCCSYTA
IASASS5GSSS
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Peptide (Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End | PTM
S.TPSVPT| Y 20.04 [499.2642|-27.2|500.2579(1(0.26| 379 1 762 | 766
total 1 peptides
tr|AOA1ISNNI7|AOA1IS8NNI7_STOCA
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MNEEKIESPSG QGGAGSGEPGP VGSGPQTTTA GNGGGGNGSA
21 GDPVMSHYHM HQQPPHPQHM PPHQQVGPPP SSSQNPGEHP
161 YRYSHSPFMQQ PPPGGEPQQS APGGGPGIGS PNRPPSQRYI
24 QPFPPQSQFP PQGGAGGFPFQP PGGPAGQGGG GGPPPFQHGG
321 PPTNTSRGQS PYPPSQGQNS GSYPSSPQQQ QPQPGQQQOQ
401 TTPSQYSPYP QRYPTPPGPA TGPNHRTAYT THQYPEFPNRP
481 PSPSPQPSQA SPSPHQVNQEK KMDYITESDK ELIGQNSNDS
561 AVAQNHPISR PSSNQSSSGP MQQOPSGGSGG GPPPPTQQAT
£41 QGGGQREPPPL PNQNSIGSQP PSQGPGGAQG YPLPPHMHGS
721 PGGYGSTPPP TSQASSANSM PPGSGPQQYP GSRPMPNHSG
201 EKATPPPPQGS GSPRPLNYLE QHLQHEGGYP GGGPPGGPPQ
881 MPGVSVGEGG GPPPPPPEHI SQDNGLSSGS SGSASGEPHP
96l SRENDPYGQS HLAPPSTSPG GVGAGPHPGH PGEDYEINSP
104 DSLCELYEMD DNPERRIWLD ELRAFMDERE TPITACPTIS
1121 SSAAYTLREH YTENLLAYEC HFDRGDIDPL PIIQQIEAGT
120 PGNYPGTGFQ PDYGAAGQOMP RPPSQSNAQS PHPGPNNQTS
1281 GAAGPPPPPP NVGPPPPQPP PTGRPPYPPG GEYPPPPVSR
1261 QNRNMYPPYG PEGEAPPTGS NQYGPYGNRP YSQPPSGTSQ
144 REPFDQGPQFR REHPDEVEDSQ SYPGYNARPQ IYGWPGGANQ
1521 GAQWDQHRYP PQOQPPQPQQ QOQQPPYQQP GQQQPPPQWT
1601 GMTGPNSAPV SGPQPGQPGA PPNSSSATGT MPTNSIGEPS
1681 MIGGVVGPPG APVMPPQPAT QQQQOPQOQQ QQOTPQQPQT
1761 EKEEIVFPPDS VESTTPVLYR RERLTEADVC PVDPWRIFMA
241 LLEHFQENLA EMFSDEGDEE ANQNDRISSD REASNRRGIT
1921 EETYVEADIE GDFGIDSDED EGIDLGQVKQ IPHPEERVVL
2001 GNYEETAPIG SNAWTYGEFTD RDINKGIIDV FESEFVDIPF
2081 KESDREMEED EEVEARLQQN TFNEKRRLFN NSTASGNLVP
2161 LTTVTAAATT TTNTDSDCRE VDMELETITT KESSVTEKAFD
224 DSTARRCICI SNIFENMSFEV PGNESILAES QRFLAVLGREL
2321 WWEYLISIRE NMLVIMANIA GHLDLSRYEE LIARPLIDGL
2401 DNNVDLVIAT PPHSRLEELC AVLTRHLCRN EDQVLREFSV
VANQHGINYL RENFDSMGTS LDMLERAAGT LLHLAFKHFDN
AAVNSLEYEM QOQEQLOQELG MOQERENQVES FEMDDEILNEE
NEGTANSNNI EHMPSENFPSS SMIISADSEN SNSSSQITPET
STTTAAMHHH LHINNNNNNN NSSSGGGSNS TLTTSEQLES
S3S5GSARAQQ QLPISAPFFPP PPATTAFPSQ APTANTSTTA
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan |#Spec|Start| End |PTM
T.TPSVRT| Y 20.04 |499.2642|-27.2(500.2579(1(0.26| 379 1 1026|1030

total 1 peptides

tr|AOA1ISNNI6|AOA1IS8NNI6_STOCA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

TSGGPAAPAA
QRDVGAEYGQ
PGQPQGPTET
PPPESHQPHQ
QOPPQQOOPQ
WPGGSSPAPS
SSGGEGHSGLG
QOOQOO000S
YRMGGQSPGP
QYPPYQNWVE
GYGNGPGMHP
VTSVVTTGED
PNWARTPASP

KQPLDLYRLY
KRKSTKAASV
AATPGGDNIS
APGSPYPVQP
APSTPGAPSA
YRNQYPSSAS
QMGGAGTGAP
FSMEPPPQAA
QPSQQOQQQQ
MRSGQLTECT
TSTHNRRRLC
LAHTPNYTMM
ARYIKTKPKD
QSEPTEAKKS
PKTTIRDPAL
LLLNHEHLPR
LHWAVCPSAH
NLLHYLAAAD
RSLFMQQEQR
EQIVEPKDAT
AAFNDVSNSS
NMLGGAVSSS
AVA

ATSGSGPPTP
SPLGGPPPPI
LNSLLQSSHP
SPYGRQQTGW
Q0000Q0SSS
PGPGGHPLEP
SGPPGTENEQ
QPVTGAANSS
QGMLSGYPPP
PSPQQSGEVG
GIPMGPPHHM
GAPMDDASQQ
SFNSHVPQPE

LYVEERGGEV
PSPAGSSNSQ
VNNPEFDEPVG
GAYGQYGSGD
PGGPPQPGGP
POQAWGVAFPPR
GTPPSGAPGS
GVSSGVQGIP
PPQQQQQQPQ
WALDVLNVLL
DTVEPEEEEV
SEKGLPVRLQ
REHEEGDNNV
KELQSDEHRFPI
VLQRRRSSS5S
TFENENYDRG
GQDPFPSCGP
SAMARTVALQ
LLGLVMSHIL
ARVATATTSD
TNSNSCGTAA
NTTPMATGST

NNGNDTPAQM
PGGHHPMYGR
PPPPQHRYTN
APPPRPYSEQ
GSGGESGEEEP
ASPHHTQHGG
QVMRETESPT
SSAGNSPQQG
PPQOAQOYS(Q
PGPGGPGAEG
GPPHGPTTMG
STISNASAAS

TFRTTTESVP
—

EVTKSKTWEKD
DSFPAPVGARA
GVNSNAPNAG
QYNATGPPGQ
PAPGSSPYPP
TQAPPGGQLG
PLREPPSAGQQ
PAQGGGMMEG
PQPQQQPFAP
FDDSTVQYFG
EEEEKEDPQA
PAEQDIFITD
KIELEEDTSC
EKSAFAIPLE
LEDECYTRDE
TEEDTDESDS
ASSLSPQRLA
SPCISYLVAF
DQOVALIISR
TAKCEARNEM
SSLSQNSTNS
SGSGCSSINS
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PPHPYGPPGG
YHHGDPGMDP
SYDPQQPPQQ
LGPSQQYRTP
PPPPQSSNQG
PPPSSSPSHA
GSSGSRSMSP
PPSSAAAGGP
GSYPPRPQYP
APGMGNHIQG
PPPTTPPQSM
GEDPQCTTPK
TVATTSAKKS

IAGLLGIGAS
NTSMDGYPSY
TTAHANSASS
FGQQQGQFEP
PGAPGQQEYY
PSGQQQPPAS
QRMPNSGPGG
TIGSGSQQKP
PPVGPGPPLI
LAHLPGLLTL
RLHDHTVDGI
GLEEWDSEFS
EDLLNPKLES
IKRDDDCSEP
ASLYLVNESQ
CSSLQGEREW
LEALCKLCVT
IEQAEQTALG
VLFQVSRGPG
APISTHANAV
SMGSCSNMSS
NSMNNMTTNS
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1 MNEEIKSPSG QGGAGSGPGP VGSGPQTTTA GNGGGGNGSA
51 GDPVMSHYHM HQQPPHPQHM PPHQQVGPPP SSSQNPGEHP
161 YRYSHSPMQQ PPPGGEPQQS APGGGPGIGS PNRPPSQRYI
24 QPFPPPQSQFP PQGGAGGPQP PGGPAGQGGG GGPPPPQHGG
321 PPTNTSRGQS PYPPSQGQONS GSYPSSPQRQQ QPQPGQQQOQ
401 TTPSQYSPYP QRYPTPPGPA TGPNHRTAYT THQYPEEPNRP
481 PSPSPQPSQA SPSPHQELIG QNSNDSSSGG GHSGLGSGPP
561 QSSSGPMQQP SGGSGEGPPP PTQQATQQQQ QOQQOSQPVT
64 SIGSQFPSQG PGGAQGYFLFEP PHMHGSYEMG GQSPGFQGML
721 SSANSMPPGS GPQQYPGSRP MPNHSGQYPP YONWVEESPQ
201 PLNYLEKQHLQ HKGGYPGGGP PGGPPQGYGMN GPGMHPGIFPM
581 PPPEHISQDN GLSSGSSGSA SGPPHPVTSV VITGPDGAPM
961l PSTSPGGVGA GPHPGHPGED YEINSPENWA RTPASPSFNS
104 RRIWLDELRA FMDERETPIT ACPTISEQFL DLYRLYLYVE
1121 TENLLAYECH FDRGDIDPLP IIQQIEAGTK KESTEKAASVP
1201 PQPDYGAAGQY MPRPPSQSNA QSPHPGENNQ TSAATPGGDN
1281 PPNVGPFPPPQ PPPTGRPPYP PGGPYPFPPV SRAPGSPYPV
13261 YGPEGEAPPT GSNQYGPYGN RPYSQPPSGT SQAPSTPGAP
144 PEEHPDFVED SQSYPGYNAER PQIYGWPGGA NQYENQYPSS
YPPQQOQPPOQP QQOQQOPPY(Q QPGQOQFPPPQ WTQMGGAGTG
EVSGPQPGQF GAPPNSSSAT GTMFPFTNSIGE FSFSMFEPFEQ
PGAPVMPPQF ATQQQQQPQQ QQQQQTPQQP QTQPSQQQQ0Q
DSVESTTPVL YRRERLTEAD VCPVDPWRIF MAMRSGQLTE
LAEMFSDEGD EFANQNDRIS SDEEASNERG ITTSTHNERR
IEGDFGIDSD EDEGIDLGQV EQIFHPEEEV VLLAHTPNYT
IGSNAWTYGF TDRDINEGII DVFESEFVDI PFARYIETEP
EDEEVEARLY QNTFNEEKRRL FNNSTASGNL VPQSEPTEAK
TTTTNTDSDC REVDMELETI TTEESSVTEA FDPETTIRDE
224 CISNIFENMS FVPGNESILA ESQRFLAVLG RLLLLNHEHL
23221 RENMLVIMAN TIAGHLDLSRY EELIARPLID GLLHWAVCPES
2401 ATPPHSRELEE LCAVLTRHLC RNEDQVLREF SVNLLHYLAZRA
1 YLRENPDSMG TSLDMLRRAA GTLLHLAFKHP DNESLFMQQE
1 RMQQEQLOQK LGMQERKNQV ESEMDDEILN EEKEQIVEPED
1 NIEHMPSENP SSSMIISADS ENSNSSSQIT PTAAFNDVSN
2721 HHLHINNNNN NNNSSSGGGS NSTLTTSEQL KSNMLGGAVS
2801 QQOQLPISAPP PPPPATTAPP SQAPTANTST TAAVA
Supporting Peptides:
Peptide |Uniq|-10igP| Mass ppm m/z z| RT [Scan |#Spec|Start| End |PTM
T.TPSVRT| Y 20.04 |499.2642(-27.2|500.2579(1|0.26| 379 1 1012|1016

total 1 peptides

tr|AOA1ISNNI4|AOA1IS8NNI4_STOCA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

TSGGPAAPAA
QKDVGAEYGQ
PGQPQGPTPT
PPPPSHQPHQ
QOPPQOQQPQ
WPGGSSPAPS
GTPNPQQVMR
GAANSSSSAG
SGYPPPPPQQ
QSGPVGPGPG
GPPHHMGPPH
DDASQQSTIS
HVPQPETFRT

ERGGFVEVCK
SPGNKSGSSN
ISVNNPFDEP
QPGAYGQYGS
SAPGGPPQPG
ASPQAWGVAP
APGTPPSGAP
DAGVSSGVQG
QOPFPQOQOOQ
CTWALDVLNV
LCDTVEKPEKE
MMSREKGLPVR
EDREHEEGDN
ESKLQSDEHR
ALVLQRRRSS
PRTPKNRNYD
AHGQDPFPSC
ADSAMARTVA
QRLLGLVMSH
ATAAVATATT
SSTNSNSCGT
SSNTTPMATG

ATSGSGPPTP
SPLGGPPPPI
LNSLLQSSHP
SPYGAQQTGW
QROQQQOQASSS
PGPGGHPLPP
PTPSPTGSSG
NSPQQGPPSS
AQQYSQGSYP
GPGAPGAPGM
GPTTMGEPPT
NASAASGEDP

TTESVPTVAT
—

VTKSKTWKDI
SQDSFPAPVG
VGGVNSNAPN
GDQYNATGPP
GPPAPGSSPY
PRTQAPPGGQ
GSPLRPPSAG
IPPAQGGGMM
PQPQPQQQPF
LLEDDSTVQY
EVEEEEKEDP
LQPAEQDIFI
NVKIELEEDT
PIEKSAFAIP
SSLEDECYTR
RGTEEDTDFS
GPASSLSPQR
LQSPCISYLV
ILDQQVALII
SDTAKCEARN
BASSLSQNST
STSGSGCSSI

NNGNDTPAQM
PGGHHPMYGR
PPPPQHEYTN
APFPPRPYSPQ
G3GGGSGGGP
ASPHHTQHGG
SESMSPAVAQ
ARAGGPQGGG
PRPQYPPGGY
GNHIQGEATP
TFPQSMMPGV
QCTTPESREN
TSAEESDSLC

AGLLGIGASS
AANTSMDGYP
AGTTAHANSA
GOFGQQQGQF
PPPGAPGQQE
LGPSGQQQPP
QOORMPNSGP
PGTIGSGSQQ
APPPVGEGEP
FGLAHLPGLL
QARLHDHTVD
TDGLKEWDSE
SCEDLLNPKL
LEIKRDDDCS
DEASLYLVNE
DSCSSLOGER
LALEALCELC
AFIEQAEQTA
SRVLFQVSRG
EMAPISTHAN
NSSMGSCSNM
NSNSMNNMTT

PPHPYGPEPGG
YHHGDPGMDP
SYDPQQPPQQ
LGPSQQYRTP
PPPPQSSNQG
PPPSSSPSHA
NHPISRPSSN
QQPPPLENQN
GSTPPPTSQA
PPPQGSGSER
SVGEGGGPEP
DPYGQSHLAP
KLYEMDDNPE

SAAYTLRKHY
SYPGNYPGTG
SSGAAGPPPP
PPONRNMYPP
YYRPPDQGEQ
ASGAQWDQHR
GGGMTGPENSA
KPMIGGVVGE
LIKKEIVEPP
TLLLEHFQEN
GIEETYVEAD
FSGNYEETAP
ESKESDREME
EPLTTVTAAA
SQDSLARRCI
EWWWEYLISI
VTDNNVDLVI
LGVANQHGIN
PGAAVNSLEY
AVNEGTANSN
SSSTTTAAMH
NSSSSGSAAA

back to list

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

15/18



16/03/2023, 15:17

1 MNEEIKSPSG QGGAGSGPGP VGSGPQTTTA GNGGGGNGSA
51 GDPVMSHYHM HQQPPHPQHM PPHQQVGPPP SSSQNPGEHP
161 YRYSHSPMQQ PPPGGEPQQS APGGGPGIGS PNRPPSQRYI
24 QPFPPPQSQFP PQGGAGGPQP PGGPAGQGGG GGPPPPQHGG
321 PPTNTSRGQS PYPPSQGQONS GSYPSSPQRQQ QPQPGQQQOQ
401 TTPSQYSPYP QRYPTPPGPA TGPNHRTAYT THQYPEEPNRP
481 PSPSPQPSQA SPSPHQELIG QNSNDSSSGG GHSGLGSGPP
561 QSSSGPMQQP SGGSGEGPPP PTQQATQQQQ QOQQOSQPVT
64 SIGSQFPSQG PGGAQGYFLFEP PHMHGSYEMG GQSPGFQGML
721 SSANSMPPGS GPQQYPGSRP MPNHSGQYPP YONWVEESPQ
201 PLNYLEKQHLQ HKGGYPGGGP PGGPPQGYGMN GPGMHPGIFPM
581 PPPEHISQDN GLSSGSSGSA SGPPHPVTSV VITGPDGAPM
961l PSTSPGGVGA GPHPGHPGED YEINSPENWA RTPASPSFNS
104 RRIWLDELRA FMDERETPIT ACPTISEQFL DLYRLYLYVE
1121 LLAYECHFDR GDIDPLPIIQ QIEAGTEEKS TEAASVPSPG
1201 DYGAAGQMPR PPSQSNAQSP HPGPNNQTSA ATPGGDNISV
1281 VGPPPPQPPP TGRPPYPPGG PYPPPPVSRA PGSPYPVQPG
13261 EGEARPPTGSN QYGPYGNRPY SQPPSGTSQA PSTPGAPSAP
144 HPDEVEDSQS YPGYNARFPQI YGWPGGANQY RENQYPSSASP
1521 QQOPPQPQOQ QQOPPYQQOPG QQQPPPOWTQ MGGAGTGAPG
1601 GPQPGQPGAP PNSSSATGTM PTNSIGEPSEF SMPPPPQAAG
16681 PVMFPEQPATQ QQQQFPQQQQQ QQTPQQPQTQ PSQQQQQQOP
1761 ESTTPVLYRR KRLTEADVCP VDPWRIFMAM RSGQLTECTW
1241 MFSDEGDEEA NQNDRISSDR KASNRRGITT STHNRRRLCD
DFGIDSDEDE GIDLGQVEQI PHPEERVVLL AHTPNYTMMS
NAWTYGFTDE DINEGIIDVE ESEFVDIPFA RYIETEPEDR
EVEARLQONT FNEKRELEFNN STASGNLVFQ SEPTEAEKKSK
TNTDSDCREV DMELETITTE ESSVTEAFDF KTTIRDEALV
224 NIFENMSEVP GNESILAESQ RFLAVLGELL LLNHEHLPRT
2321 MLVIMANIAG HLDLSRYEEL IARPLIDGLL HWAVCPSAHG
)1 PHSRLEEKLCA VLTRHLCENE DQVLREFSVN LLHYLAAADS
1 ENPDSMGTSL DMLREAAGTL LHLAKHPDNR SLFMQQEQRL
1 QEQLOQOKLGM QERENQVESK MDDEILNEKE QIVEPEKDATA
1 HMPSENPSSS MIISADSENS NSSSQITPTA AFNDVSNSST
2721 HINNNNNNNN SSSGGGSNST LTTSEQLESN MLGGAVSSSN
2801 LPISAFPPPPP PATTAPPSQA PTANTSTTAA VA
Supporting Peptides:
Peptide |Uniq|-10igP| Mass ppm m/z z| RT [Scan |#Spec|Start| End |PTM
T.TPSVRT| Y 20.04 |499.2642(-27.2|500.2579(1|0.26| 379 1 1012|1016

total 1 peptides

tr|AOA1ISNNI3|AOA1ISNNI3_STOCA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

TSGGPAAPAA
QKDVGAEYGQ
PGQPQGPTPT
PPPPSHQPHQ
QOPPQOQQPQ
WPGGSSPAPS
GTPNPQQVMR
GAANSSSSAG
SGYPPPPPQQ
QSGPVGPGPG
GPPHHMGPPH
DDASQQSTIS
HVPQPETFRT

ERGGFVEVTK
NESGSSNSQD
NNPFDEPVGG
AYGQYGSGDQ
GGPPQPGGPP
QAWGVAPPRT
TPPSGAPGSP
VSSGVQGIPP
PQOQQQQPQP
ALDVLNVLLF
TVEPEKEEVE
REGLPVRLQP
EHEEKGDNNVE
LQSDEHRPIE
LQRRRSSSSL
PENENYDRGT
QDPFPSCGPA
AMARTVALQS
LGLVMSHILD
AVATATTSDT
NSNSCGTAAS
TTPMATGSTS

ATSGSGPPTP
SPLGGPPPPI
LNSLLQSSHP
SPYGAQQTGW
QROQQQOQASSS
PGPGGHPLPP
PTPSPTGSSG
NSPQQGPPSS
AQQYSQGSYP
GPGAPGAPGM
GPTTMGEPPT
NASAASGEDP

TTESVPTVAT
—

SKTWKDIAGL
SFPAPVGAAN
VNSNAPNAGT
YNATGPPGQF
APGSSPYPEP
QAPPGGQLGP
LRPPSAGQQQ
AQGGGMMPGT
QPQQQPFAPP
DDSTVQYFGL
EEEKEDPQAR
AEQDIFITDG
IELEEDTSCE
KSAFAIPLEI
EDECYTRDEA
EEDTDFSDSC
SSLSPQRLAL
PCISYLVAFI
QQVALIISRV
AKCEARNEMA
SLSQNSTNSS
GSGCSSINSN

NNGNDTPAQM
PGGHHPMYGR
PPPPQHEYTN
APFPPRPYSPQ
G3GGGSGGGP
ASPHHTQHGG
SESMSPAVAQ
ARAGGPQGGG
PRPQYPPGGY
GNHIQGEATP
TFPQSMMPGV
QCTTPESREN
TSAEESDSLC

LGIGASSSARA
TSMDGYPSYP
TAHANSASSG
GQQQGQFPPQ
GAPGQQEYYR
SGQQQPPASG
RMPNSGPGGGE
IGSGSQQKEM
PVGPGPPLIK
AHLPGLLTLL
LHDHTVDGIE
LKEWDSEFSG
DLLNPELESK
KRDDDCSEPL
SLYLVNESQD
SSLOGEREWW
EALCKLCVTD
EQAEQTALGV
LFQVSRGPGA
PISTHANAVN
MGSCSNMSSS
SMNNMTTNSS

PPHPYGPEPGG
YHHGDPGMDP
SYDPQQPPQQ
LGPSQQYRTP
PPPPQSSNQG
PPPSSSPSHA
NHPISRPSSN
QQPPPLENQN
GSTPPPTSQA
PPPQGSGSER
SVGEGGGPEP
DPYGQSHLAP
KLYEMDDNPE

YTLRKHYTEN
GNYPGTGEQP
AAGPPPPPPN
NRNMYPPYGP
PPDQGPQERR
AQWDQHRYPP
MTGPNSAPVS
IGGVVGPEGA
KEIVEPPDSV
LEHFQRNLAE
ETYVEADIEG
NYEETAPIGS
ESDREMEEDE
TTYTARATTT
SLARRCICIS
WEYLISIREN
NNVDLVIATP
ANQHGINYLR
AVNSLEYRMQ
EGTANSNNIE
TTTAAMHHHL
SSGSARAQQQD
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1 MNEKVLPWEHF ENLYKELIGQ NSNDSSSGGG HSGLGSGPPG
51 S5S5GPMQQOPS GGSGGGFPPPP TQQATQQQOQQ QQOQSQPVTG
161 IGSQPPSQGP GGAQGYPLPP HMHGSYEMGG QSPGPQGMLS
247 SANSMPPGSG PQQYPGSRPM PNHSGQYPPY QNWVPPSPQQ
321 LNYLEQHLQH KGGYPGGGPP GGPPQGYGNG PGMHPGIPMG
401 PPEHISQDNG LSSGSSGSAS GPPHPVTSVV TTGPDGAFMD
481 STSPGGVGAG PHPGHPGEDY EINSPPNWAR TPASPSFNSH
561 RIWLDELRAF MDERRTPITA CPTISKQPLD LYRLYLYVEKE
64 ENLLAYECHF DRGDIDPLPI IQQIEAGTEE KSTEAASVPS
721 QPDYGAAGQM PRPPSQSNAQ SPHPGPNNQT SAATPGGDNI
201 PNVGPPFPPQP PPTGRPPYPP GGPYPPPPVS RAPGSPYPVQ
581 GPEGEAFPPTG SNQYGPYGNR PYSQPPSGTS QAPSTPGAPS
&1 RRHPDFVEDS QSYPGYNARP QIYGWPGGAN QYRNQYPSSA
104 PEPQQOPPQPQ QOQOQPPYQQD PGQQQPPPOW TOMGGAGTGA
1121 VSGPQPGQPG APPNSSSATG TMPTNSIGKP SFSMPPPPQA
1201 GAPVMPPQPA TQQQQQPQQQ QQQQTPQQPQ TQPSQQQQQQD
1281 SVESTTEVLY RRERLTEADV CPVDPWRIFM AMRSGQLTEC
1361 AEMFSDEGDE EKANQNDRISS DEEKASNRRGI TTSTHNRRRL
144 EGDFGIDSDE DEGIDLGQVE QIPHPEERVV LLAHTPNYTM
GSNAWTYGFT DRDINEGIID VFESEFVDIP FARYIKTEKPEK
DEEVEARLQQ NTFNEKERRLEF NNSTASGNLV PQSEPTEAKK
TTTNTDSDCE. EVDMELETIT TKESSVTEAF DPKTTIRDPA
ISNIFRNMSF VPGNESILAK SQRFLAVLGR LLLLNHEHLP
ENMLVIMANI AGHLDLSRYE ELIARPLIDG LLHWAVCPSA
TPPHSRLEEL CAVLTRHLCR NEDQVLREFS VNLLHYLAAA
LRENFDSMGT SLDMLERAAG TLLHLAEKHPD NRSLFMQQEQ
MOQKQLOQKL GMQERKNQVE SEMDDEILNE EEQIVEPKDA
IEHMPSENPS SSMIISADSE NSNSSSQITP TAAFNDVSNS
2247 HLHINNNNNN NNSSSGGGSN STLTTSEQLE SNMLGGAVSS
2221 QQLPISAPPP PPPATTAPPS QAPTANTSTT AAVA
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT [Scan |#Spec|Start|End |PTM
T.TPSVPT| Y | 20.04 |499.2642-27.2(500.2579|1(0.26| 379 1 531 |535

total 1 peptides

tr|AOA1ISNNI2|AOA1ISNNI2_STOCA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

TPNPQQVMRP
AANSSSSAGN
GYPPPEPQQA
SGPVGPGPGG
PPHHMGPPHG
DASQQSTISN
VPQPETFRTT

RGGEVEVCEV
PGNESGSSNS
SVNNPFDEFPV
PGAYGQYGSG
APGGFFPQPGG
SPQAWGVAPP
PGTPPSGAFPG
AGV53SGVQGI
QPPQQQQQQP
TWALDVLNVL
CDTVEPEKEE
MSREGLFVRL
DREHEKGDNN
SELQSDEHRP
LVLQRRESSS
RTPENRNYDR
HGQDPFFSCG
DSAMARTVAL
RLLGLVMSHI
TAAVATATTS
STNSNSCGTA
SNTTPMATGS

TPSPTGSSGS
SPQQGPPSSA
QQYSQGSYPP
PGAPGAPGMG
PTTMGPPPTT
ASAASGEDEQ

TPSVPTVATT
—

TRSKTWKDIA
QDSFPAPVGA
GEVNSNAPNA
DQYNATGEPG
PPAPGSSPYP
RTQAPPGGQOL
SPLRPPSAGQ
PPAQGGGMMP
QPQEQOQPFA
LEDDSTVQYF
VEEEEKEDEQ
QPAEQDIFIT
VKIELEEDTS
IEKSAFAIPL
SLEDECYTRD
GTEEDTDFSD
PASSLSPQRL
QSPCISYLVA
LDQQVALIIS
DTAKCEARNE
ASSLSQNSTN
TSGSGCSSIN

RSMSPAVAQN
AAGGPQGGGQ
RPQYPPGGYG
NHIQGKATPP
PPQSMMEGVS
CTTPKSREND
SARRSDSLCK

GLLGIGASSS
ANTSMDGYPS
GTTAHANSAS
QFGQOQGQFEP
PPGAPGQQEY
GPSGQQQPPA
QORMPNSGEG
GTIGSGSQOK
PPPVGPGPPL
GLAHLPGLLT
ARLHDHTVDG
DGLKEWDSEF
CEDLLNPELE
EIKRDDDCSE
EASLYLVNES
SCSSLQGERE
ALEALCKLCV
FIEQAEQTAL
RVLFQVSRGP
MAPISTHANA
SSMGSCSNMS
SNSMNNMTTN

HPISRPSSNQ
QPPPLENQNS
STPPPTSQAS
PPQGSGSPRP
VGEGGGPPPP
PYGQSHLAPP
LYEMDDNPER

AAYTLRKHYT
YPGNYPGTGP
SGAAGPPPPP
PQNRNMYEPY
YRPPDQGEQP
SGAQWDQHRY
GGMTGPNSAP
PMIGGVVGEP
IKKEIVEPED
LLLEHFQKNL
IEETYVEADI
SGNYEETAPI
SKESDREMEE
PLTTVTAAAT
QDSLARRCIC
WWWEYLISIR
TDNNVDLVIA
GVANQHGINY
GAAVNSLEYR
VNEGTANSNN
SSTTTAAMHH
SSSSGSAARY
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1 MRPTPSPTGS SGSRSMSPAV AQNHPISRPS SNQSSSGPMQ
51 AGNSPQQGPP SSAARGGPQG GGQQPPPLPN QNSIGSQPPS
16l QQAQQYSQGS YPPRPQYPPG GYGSTPPPTS QASSANSMPP
247 PGGPGAPGAP GMGNHIQGKA TPPPPQGSGS PRPLNYLEQH
321 PHGPTTMGPP PTTPPQSMMP GVSVGEGGGP PPPPPEHISQ
401 ISNASAASGE DPQCTTPESR ENDPYGQSHL APPSTSPGGV
481 RTTTPSVPTV ATTSAKKSDS LCELYEMDDN PERRIWLDEL
J—
561 CEVTKSKTWEK DIAGLLGIGA SSSAAYTLRK HYTENLLAYE
64 SNSQDSFPAP VGAANTSMDG YPSYPGNYPG TGPQPDYGARA
721 EPVGGVNSNA PNAGTTAHAN SASSGAAGPP PPPPNVGEPP
201 GSGDQYNATG PPGQFGQQQOG QFPPQNENMY PPYGPEGEAP
581 PGGPPAPGSS PYPPPGAPGQ QEYYRPPDQG PQPRRHFDFEV
6l APPRTQAPPG GQLGPSGQQQ PPASGAQWDQ HRYPPQQOQPP
104 APGSPLRPPS AGQQQEMPNS GPGGGMTGFN SAPVSGFQPG
1121 QGIPPAQGGG MMPGTIGSGS QQEPMIGGVV GPPGAPVMPP
1201 QQPQPQPQQOQY PFAPPPVGPG PPLIKKEIVFEF PPDSVESTTP
1281 NVLLFDDSTV QYFGLAHLPG LLTLLLEHFQ KNLAEMFSDE
1361 EKEEVEEEEKE DPQARLHDHT VDGIEETYVE ADIEGDFGID
144 VELQFAEQDI FITDGLEEWD SEFSGNYEET APIGSNAWTY
1521 DNNVKIELEE DTSCEDLLNP KLESKESDRE MEEDEEVEAR
1601 HRPIEESAFA IPLEIKRDDD CSEPLTTVTA AATTTTNTDS
1681 SSSSLEDECY TRDEASLYLV NESQDSLARR CICISNIFRN
1761 YDRGTEEDTD FSDSCSSLQG EREWWWEYLI SIRENMLVIM
1241 SCGPASSLSP QRLALEALCK LCVTDNNVDL VIATPPHSRL
1921 VALQSPCISY LVAFIEQAEQ TALGVANQHG INYLRENPDS
SHILDQOQVAL IISEVLFQVS RGPGAAVNSL EYRMQQEQLO
TTSDTARCEA RNEMAFPISTH ANAVNEGTAN SNNIEHMPSEK
GTAASSLSQN STNSSMGSCS NMSSSTTTAA MHHHLHINNN
TGSTSGSGCS SINSNSMNMNM TTNSSSSGSA AAQOQOLPISA
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT [Scan |#Spec|Start|End |[PTM
T.TPSVRT| Y 20.04 |499.2642(-27.2|500.2579(1|0.26| 379 1 484 | 488

total 1 peptides

Prepared with PEAKS ™ (bioinfor.com)

proteins

QPSGGSGGGP
QGPGGAQGYP
GSGPQQYPGS
LOHKGGYPGG
DNGLSSGSSG
GAGPHPGHEG
RAFMDERRTP

CHFDRGDIDP
GQMPRPPSQS
PQPPPTGREP
PTGSNQYGEY
KDSQSYPGYN
QPOQOOOQPE
QPGAPPNSSS
QPATQQQQQP
VLYRRKRLTK
GDEKANQNDR
SDEDEGIDLG
GETDRDINKG
LOQONTENKKR
DCREVDMELE
MSEFVEGNESI
ANIAGHLDLS
ERKLCAVLTRH
MGTSLDMLRR
QKLGMQERKN
NPSSSMIISA
NNNNNSSSGG
PPPEPPATTA

PPPTQQATQQ
LPPHMHGSYK
RPMPNHSGQY
GPPGGPPQGY
SASGPPHPVT
EDYEINSPEN
ITACPTISKQ

LPIIQQIEAG
NAQSPHPGEN
YPPGGPYPPP
GNRPYSQPPS
ARPQIYGWEG
YOQPGOQQPPE
ATGTMPTNSI
ROQQQOQTPO
ADVCPVDPWR
ISSDREASNR
QVKQIPHPEE
IIDVFKSEEV
RLENNSTASG
TITTKESSVT
LAKSQRFLAV
RYEELIARPL
LCRNEDQVLR
AAGTLLHLAK
QVESKMDDE I
DSENSNSSSQ
GSNSTLTTSE
PPSQAPTANT

[ollslolololel:lo)
MGGQSPGEQG
PPYQNWVPFES
GNGPGMHEGI
SVVTTGPDGA
WARTPASPSF
PLDLYRLYLY

TREKSTKAAS
NQTSAATPGG
PVSRAPGSEY
GTSQAPSTEG
GANQYRNQYP
POWTQMGGAG
GKPSEFSMPPP
QPQTQPSQQQ
IFMAMRSGQL
RGITTSTHNR
RVVLLAHTEN
DIPFARYIKT
NLVPQSEPTE
KAFDPKTTIR
LGRLLLLNHE
IDGLLHWAVC
EFSVNLLHYL
HPDNRSLEMQ
LNEKEQIVEP
ITPTAAFNDV
QLKSNMLGGA
STTAAVA

VTGARANSSSS
MLSGYPPPPP
PQQSGPVGEG
PMGPPHHMGP
PMDDASQQST
NSHVPQPETF
VKERGGEVEV

VPSPGNKSGS
DNISVNNEFD
PVQPGAYGQY
APSAPGGPPQ
SSASPQAWGY
TGAPGTEPPSG
PORAAGVSSGV
QOQQPPQOOQ
TECTWALDVL
RRLCDTVKPE
YTMMSRKGLP
KPKDRKHKKG
ARKSKLQSDE
DPALVLQRRR
HLPRTPKNRN
PSAHGQDPEP
ARADSAMART
QEQRLLGLVM
KDATAAVATA
SNSSTNSNSC
VSSSNTTEMA
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