16/03/2023, 15:15 proteins

Summary

1. Notes
2. Result Statistics

Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) being kept. Y axis is the
corresponding FDR. @
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Figure 2. PSM score distribution. (a) Distribution of PEAKS peptide score; (b) Scatterplot of PEAKS peptide score versus precursor mass
error. @
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Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. @
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Table 1. Statistics of data. Table 4. PTM profile.
# of MS Scans 0 Name AMass #PSM Position

# of MS/MS Scans 307

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 14
Peptide Sequences 13
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16/03/2023, 15:15 proteins
Protein Groups 6
Proteins 39

Proteins (#Unique Peptides) 0 (>2); 0(=2); 39 (=1);
FDR (Peptide-Spectrum Matches) 21.4%

FDR (Peptide Sequences) 23.1%
FDR (Protein) 2.6%
De Novo Only Spectra 4

3. Experiment Control

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

miz

Missed Cleavages 0 1 2 3 4+
IT-TOF 0 0 0 0 13
.
4. Other Information
Table 6. Search parameters. Table 7. Instrument parameters.
Query Type: Homology Match Fractions: D_1.mgf
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: 3D Ion Trap
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: 37
Merge Options: 0.1 min. 0.1 Da
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true
Protein List
':;’:3:1 Pr(la:,ein Accession -10IgP Cm(:s/:a)lge #Peptides| #Unique | PTM I::gs Description
Sterile alpha and TIR motif-containing protein 1 OS=Operoph
3 4 tr|AOAOL7LEM8|AOAOL7LEM8 9NEOP | 23.54 1 1 1 N | 105320 ats GN=OBRUOL 09756 PE=4 SVo1
Cysteine and histidine-rich domain-containing protein OS=Me
2 2 tr| AOAOM8ZN23|AOAOMSZN23 9HYME | 23.40 2 1 1 N 35683 lipona quadrifasciata GN=WN51 08722 PE=4 SV=1
2 3 |tr]AOAOK2UTDO|AOAOK2UTDO LEPSM | 23.40 1 1 1 N 61169 ?esmphi” homolog OS=Lepeophtheirus salmonis PE=3 SV=
4 5 tr|K73505|K73505 NASVI 22.61 1 1 1 N 141606 |Uncharacterized protein OS=Nasonia vitripennis PE=4 SV=1
5 6 tr|AOAOP5PMM1|AOAOPS5PMM1 9CRUS | 22.09 7 1 1 N 10537 |Uncharacterized protein OS=Daphnia magna PE=4 SV=1
5 7 tr|AOAOP6HUU9|AOAOP6HUUS 9CRUS 22.09 4 1 1 N 16290 |Uncharacterized protein OS=Daphnia magna PE=4 SV=1
5 8  |tr|AOAOP5ZY29|AOAOP5ZY29 9CRUS | 22.09 4 1 1 N | 19499 Yncharacterized protein (Fragment) OS=Daphnia magna PE=
5 9 |tr|AOAOP6CNAS|AQAOPECN4S O9CRUS | 22.09 3 1 1 N | 20689y Sharacterized protein (Fragment) OS=Daphnia magna PE=
5 10 |tr]AOA1Y1MQ48|AOALY1MQ48 PHOPY | 22.09 3 1 1 N 23985 |Uncharacterized protein OS=Photinus pyralis PE=4 SV=1
5 11 tr|AOA1Y1MNG8|AOA1Y1IMNG8 PHOPY | 22.09 3 1 1 N 27379 |Uncharacterized protein OS=Photinus pyralis PE=4 SV=1
5 16 tr|TLLODS|T1LODS TETUR 22.09 1 1 1 N 53600 Uncharacterized protein OS=Tetranychus urticae GN=107369
126 PE=4 SV=1
Ecdysteroid UDP-glucosyltransferase OS=Trachymyrmex sept
5 18  |tr]AOA195EUT9|AOAL95EUT9 9HYME | 22.09 1 1 1 N 64817 | o onalis GN=ALCS6, 13778 PE—d SV-1
Ecdysteroid UDP-glucosyltransferase (Fragment) OS=Trachy
5 41 tr|AOA151WPW6|AOAL51WPW6 9HYME| 22.09 0 1 1 N | 148791 Zeteki GNSALC60 11023 PES4 SV1
1 12 |tr|AOA2AEFD7|AOA2A3EFD7 APICC | 22.04 2 1 1 N | 33838|HemOlymph protein OS=Apis cerana cerana GN=APICC_0102
total 39 proteins
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16/03/2023, 15:15 proteins
2::3:;1 Prt;II:Jein Accession -10igP Cm(ls/:a;ge #Peptides| #Unique | PTM I\I::gs Description
1 13 |tr|AOAOPSPCC8|AOAQOPSPCCS 9CRUS | 22.04 1 1 1 N | 47674 Zﬁia;ir“’ﬁe}:?Fkrggr#:n;’"gg:”;gss;i:t’n‘i;‘;ﬁf‘,’,%rjfg‘v‘fl’“p°”
1 14 |trlAOAOPSUGL7|AOAOPSUGL? 9CRUS | 22.04 1 1 1 N | 48004 Zﬁza;ir‘(’)‘:e}nl?Fkrgg#esn;mgg:;;'ss;i:?g;f\':‘;‘gjfg‘vf{"p°”
1 15  |tr]W5J9B5|W5J9B5 ANODA 22.04 1 1 1 N 47006 gg;gaggfzrisz\iglpr°te‘” 0OS=Anopheles darlingi GN=AND_00
1 17 |tr|AOAOAOWTI7|AQAOAOWTI7 LYGHE | 22.04 1 1 1 N | s7678|Homoserine kinase OS=Lygus hesperus GN=thrB_8 PE=4 SV
1 20 |tr|ADAOPSAC35|AOAOPSAC35 9CRUS | 22.04 1 1 1 N 74883 ilnlgé"jg aﬁsgar! a”g“nca'esg:f"sr{f:'f"pmtei” component prote
1 21 |tr|AOAOPSSVT9|AOAOPSSVTO 9CRUS | 22.04 1 1 1 N | 80592 ilnlgé‘ggaﬁigar!a"g“ncgesgzrﬁ"’svcho"mtei" component prote
1 22 |tr|AOAOP5Z225|A0AOP5Z225 9CRUS | 22.04 1 1 1 N | 91653 ilnlg;ggaﬁrfi”a“ar!a”g“ncge;g:rﬁ’%vzc?pr°te"‘ component prote
1 23 |tr|ADAOP6GST7|AOAOP6GST7 OCRUS | 22.04 1 1 1 N | 94169 ilnlggfgaﬁ;{;‘an'q'a”g“nc‘_:egkZi‘;,”z‘jfz'e%%’ég‘; Somponent prote
1 24 |tr|AOAOP4WTIS|AOAOP4WTIS 9CRUS | 22.04 1 1 1 N 94065 ilnlgé‘i’gaﬁ;ir;‘ar!a”g“nca"esg:j"’sv;'f"pmei" component prote
1 25  |tr|AOAOPSIVRO|AOAQPSIVRO 9CRUS | 22.04 1 1 1 N | oatsa| LS K02 aupshrfi”a"ar: a”g“nca'esg;ﬁ"’sr{f:'f"pr“ei“ component prote
1 26  |tr|AOAOPSTSN9|AOAOPSTSNG 9CRUS | 22.04 1 1 1 N 94277 ilnlgé‘fg;ﬁ]igar!a”g“nca'epaézrf"sv:cf"pmei" component prote
1 67  |trlAOA2A3ERZ8|AOAZA3ERZS APICC | 22.04 0 1 1 N | 189462|Deleted in lung and esophageal cancer protein 0S=Apis cera
. 213 |110702931070293 ANOGA 22.04 0 L . N | 475780 2622003967—PA 0S=Anopheles gambiae GN=1278787 PE=3
6 32 |tr|AOAOCOQED2|AOAOCIQED2 9HYME | 20.81 2 1 1 N | 34481|5¢ 1281 protein OS=Fopius arisanus GN=2NF5128._1 PE=
6 34 |tr|AOA1D2MGMO|AOALID2MGMO ORCCI | 20.81 2 1 1 N | aseos|Pytative zinc finger protein OS=Orchesella cincta GN=0cin01
6 36 |tr|AOAOCORGU6|AOAOCORGUE OHYME | 20.81 1 1 1 N | adeo1|2)Fo128.4 protein (Fragment) OS=Fopius arisanus GN=2NF
6 37 |trlEQIFI6|EQIFI6 SOLIN 20.81 1 1 1 N | a4260|ynharacterized protein (Fragment) OS=Solenopsis invicta G
6 49 tr|AOAOP4ZHG8|AOAOP4ZHG8 9CRUS 20.81 1 1 1 N 75254 | Clip-domain serine protease OS=Daphnia magna PE=3 SV=1
6 54 tr|AOAON7ZRG5|AOAON7ZRG5 9CRUS | 20.81 1 1 1 N 79723 | Clip-domain serine protease OS=Daphnia magna PE=3 SV=1
6 55 tr|AOAOPS5TVI3|AOAOPSTVI3 9CRUS 20.81 1 1 1 N 80185 | Clip-domain serine protease OS=Daphnia magna PE=3 SV=1
6 56 tr|AOAOP6E702|AOAOP6E702 9CRUS 20.81 1 1 1 N 80167 |Clip-domain serine protease OS=Daphnia magna PE=3 SV=1
6 59 tr| AOAOP6COG6|AOAOP6COG6 9CRUS 20.81 1 1 1 N 86960 | Clip-domain serine protease OS=Daphnia magna PE=3 SV=1
6 60  |tr|AOA212ESI2|AOA212ESI2 DANPL 20.81 1 1 1 N 93715 g:sy'é?\lzrlfé"w’l‘ ggz%séegsgé’:gitsflfls:Da“a”s plexippus plexip
6 99 |tr|AOADQIWNS9|ADAOQOWNS9 DROVI | 20.81 0 1 1 N | 178848 ‘;Cfr'{g?;giﬂgeﬁE‘;thS\‘,”;{S°f°rm B 0S=Drosophila virilis GN=
6 107 |tr|BALSM1|BALSM1 DROVI 20.81 0 1 1 N | 188625 gcicr'{ggazcgiﬂéeﬁgffs‘v”;f°f°rm A 0S=Drosophila virilis GN=
total 39 proteins
tr| AOAOLZLEMS8|AOAOL7ZLEM8_9NEOP back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MVIVLLOQMVS STTSSSAASS QRIHNSSQRL QHMATSEMEA SSMESDLTEL KSSISEMENL SNTAAEKNFGQ RLRSSMENIV
21 DQDDMGDRHL PDIRDLSDMG DMGDISDMNE LQGDGPLVTF PESDTPPPIS DEPSLMSGSS AVVGSNAANE LEYSARRVTS
161 ASSTRVVADG YSASRSAANS ARMRRLQHGD LQYAERSAAG ASHRLLQAEG LTAEQNAAYL QEQRSLEAGE VTAQEANNMT
24 SSSSRLOTEA FSAERKEAMAS AQARQTVTST GMFSHEEHSS VAHSNMTISS ENLSTESTLL SSQMSQLLNG TIEKFPGDEDLT
221 NLTFEDLDEL NANSNQEDVD MAIQEYSSREM NAFITSIENN QIDMENASIH FNELNEMLRR AWAVPTYGHE LGYSLCSTLR
401 TTGGLDILMA NCLESGNPDL QFSSAKLLEQ CLTTENRAHV VENGLEEVVN VACVCTRQAN SVDHSRIGTG ILEHLFEKHSE
481 STCGDVIELG GLDAVLFECR ENDVETLEHC ATALANLSLY GGAENQEAMI EKREVPMWLFP LAFHNDDNIE YYACLATIAVL
561 VANEKEIEAAV LESGTLDLVE PFVTSHNPSE FAKSNLAHAH GQSKNWLKRL VPVLSSKREE ARNLAAFHFC MEAGIKEQQG
£41 NTEIFREIGA IESLEEVASC PNAVASRYAA QALRHIGEEV PHELSQQVPL WSIEDVREWT IGPEYTSYTY SMLNAGVDEE
721 SIRGLSDEQL ENECRIGNSI HRLRILNAIR AYESSLPSKG EENMEENLDV FVSYRERSNGS QLASLLEVHL QLRGFTVFID
201 VERLEAGEFD NNLLQSIRQA KHFLLVLTPS ALDRCKMDTE REDWVHREIV AALQSKCNIV PITDNFEWPK AEELPEDMRA
—
281 VCHFNGVEWI HDYQDACVEE LESFLEGKSN LANRLEGPLR GRDVQTPGTA TIGRGPPNYQ EMASCESRGS DEAD
Supporting Peptides:
Peptide Uniq|-10IgP| Mass |ppm m/z z| RT [Scan |#Spec|Start|End |PTM
R.CKMDTER.K| Y | 23.54 |881.3735|-23.2(441.6838(2]0.15| 29 1 | 835 [841
total 1 peptides
tr| AOAOM8ZN23|A0OAOM8ZN23_9HYME back to list
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSQEENLLCY NRGCGEKFDP NNNEKEGDCIY HPGYPIFHDA YEGWSCCNEK CTDFTEFLNI KGCAESCHSN IKPAEPEEPV
21 IDESKSNEVI QMIAQPCNNE PALPRPPLET LQVVLTPNVS PTLLEQIKGL TCNISENICE SEVQIGQSCE NNSCEATYSG
I —
161 FASDDEICNH HPGTPIFHEG MEYWSCCQEK TTDFSTFLEQ PGCTQGEHTW ISENTGERVE CRMDWHQTGS FVVVSIYAEK
247 YOPDQSSIKEL NPIRLTVDLL FIEGNSRYNL DLELRGEAEP GSWAEKLDFFR ITEEIEENGQ NDENISAQVE AVDLSDL
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16/03/2023, 15:15 proteins
Supporting Peptides:
Peptide |Uniq|-10IlgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End|PTM
L.TPNVSPT.L| Y 23.40 [714.3548|119.4|715.4474|1|0.42| 217 1 116 | 122
total 1 peptides
tr| AOAOK2UTDO|AOAOK2UTDO_LEPSM
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MTVSYARKIS TVEVGVFFEL LFTWTGSVYE LIWFEFMAYL VLYFSISILY RFEGLGEDGEEK
21 VLAFYVSHVV SEWWDQYKTI PWPDGVAFKV NAYCRGENEH QNDEIRSIRE NVVRYTCAAT
161 LVEAGILTDK EVEMIENAHE KTTYLEYSYW VPLYWASELI NQAYQEGYIQ QSEYVMDIHG
24 PLVYTQVVTL ALNIYFGATL VGEQYLDPNE NLDGVGPDFI FPFFTSFEFF FYNGWCEVAE
321 RNIQLAYVMV DEIGRNFPPDV EKDPYWDVGI PPELPYTVAS LDVRGAKQLE TGAHELNVPL
401 LQRRISCVMD EVLSWASTPL TDRECVHGLEK RNNSQRSGTS FLSRRRRENSS INNNHLSSFR
481 SREESIIESR KLSTITTGSG LETVLEGEEI SLVNDDIRQN PNIEIIISEP NEN
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass ppm m/z |z| RT |Scan|#Spec|Start|End|PTM
N.TPNVSPT.S| Y 23.40 |714.3548(119.4|715.4474(1|0.42| 217 1 473 479
total 1 peptides
tr|K73505|K73505_NASVI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MGQAQSMSSG ADGCDGCLGY DRLVPPAIPG ITESQPGLST GGVPGTYEPGG TREGTVTYPG
81 PAVQIPGRMY IPGFIPGTQV GGTIPGTYPG GVQPATPEVG GGPGSQTTGG VQYPPGYYGG
161 PSGQMPGGVV YQPGTQGGGD GPGAQLPGGL LYPSGTQVVG SGGPGTQTPG GVVYQPGIQV
24 LGGGGPGTQF PGGVVYQPGT QVGGEGGPGTQ PSGGVLYPPG TOQVGGEGGPGT QFPDGVVYQP
321 PGTQVIGGGG PGTQTPGGVV YQPGIQAGGG GPGAQAPGIV YQPGTQVGGGE PGAPGGIVY(Q
401 PGTQVGGGPG APGGIVYQPG TQTGGGGPGA QAPGLIYQPG TQAGGVSGSE YPGGVTYPPG
481 ETQVGVGPGA QTPGGVVYQP GIQTGGAVLY PPGTQIGGGGE VPGAQTPGIV YQPGTQAGVV
561 SGGPGTQTGS VYQPGTQVGA VTPGTQSPGS GQGTVIGGTY PPGTQLVRGG TPGTSVYQPG
64 PGEQVGEGEETYQ VPGGETVYQPG AQMPGGVVYT PGTQVSAGGES PGTQTGVSYQ PGAQIPGGGT
721 DGVPYPPGTV IPGGGVYPPG TQVGGGVYSP GTQVGGGVYP PGTQVGGGVY PPGTQVGEGGV
201 DIYPPGTQVG GGVYPPGTQI GGVAYPPSVV PSGQVTQPGI TPGLHVEGGV LIPGVTEGTQ
281 GTGTTTYPGQ VPAGVTIGPPV TGGEQKPIMR GDIPGTVLYP APQLETGTPG GSVPTIVEGG
96l GPVVGVEGTT GVVGGGGQTV VIGQQAGGGT INAAADDGSD SQATISSVIQG EAGTQASATA
1041 GSFSAQAGTS DNTESAQTQV SGGEDGAESS AQGSGGLGES QTQVELDSNS GATSTNAQSS
1121 AQANGEGQRTS SQAQIGFQPY VSDRKENPAQ ERRDEPFRGG GTASAQSGTE RGRSQSQLYG
1201 AALRKPFNFS NTDPELFEPF ELEITTEAPR EQLQGESSNS RQTVIAITQR NAQAEKENNN
1281 EYGERQTTAP SARQTMRVVT DGEYDVSVEQ EESTEESTSR SLPGYIAPAT HRAEVTSVAG
1261 VSRTSTTSRA SSDTRSLEPA VSSTPKTNYV SVANSVAGKI DDENFPPGEEKY EHRYYTESST
1447 CEFEMEFTYAD GTFPEC
Supporting Peptides:
Peptide Uniq |-10IigP| Mass |ppm m/z z| RT [Scan |#Spec|Start|End|PTM
G.TPGGSVPT.I| Y 22.61 |714.3548(-38.6|715.3345(1|0.42| 216 1 928 935

total 1 peptides

tr| AOAOP5PMM1|AOAOP5PMM1_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

IFETLSIFCN
IETLRMVSCEK
ELTEIRTECG
ALLNFFGEDD
DLQETVDPAN
SVSLESFDSF

GTPGTQTTGG
TVPGNQAGFPG
GPFRGPGTQFPS
GTQVGGGGEPG
PGTETVGGGP
TQVVGGEGGEG
GEGVQTFEGGV
MQLPGGTYLP
YPPGTQVIGG
YPPGTQVGGG
FPGGVIPGTQ
YPGLIPGQYP

EGRHGQGSAK
GWNHGTNSQV
SFHYGITYTG
RFDRFPYEAN
RETIAQGDGR
CGYFTESCNV

back to list

THTTLIFLTF
VEERFPTMNH
LILSYDWISFEF
EDFDTNWMVD
LPDISFSGNEK

VNTPNVSPTS
—

back to list

GTITGGTGTG
VPGTQIITSG
GGVLYPPGTQ
AQLPGAVLYP
GAQAPGVVYQ
TQIPGIAYQP
YYPPGTPITG
GTQITGEVYP
TPYPPGRQII
IYPPGTQVGGE
TGGVYPPGTS
GGGTVLIPGQ

SQVTGTYTGS
QASSKGGMAD
AAQAGSGSGA
VDDYEEYEDE
SQSQTVTIVE
VYGANGRREKI

back to list

1 MQEEKGGDEAV PFYPPPFRQEK REHLPACQQF FSFEKKKKEI EKEMKHFHSM QMFENVLWSV LLCVGSSPPP PEFSIFIYSRW

J—
21 TINMDSLSL
Supporting Peptides:
Peptide |Uniq|-10igP| Mass ppm m/z z| RT |Scan| #Spec|Start|End |PTM
P.FYPPPF.R| Y 22.09 |766.3690|-26.8|767.3557|1|0.30| 259 1 12 17

total 1 peptides

tr| AOAOP6HUU9|AOAOP6HUU9_9CRUS

| Protein Coverage | Supporting Peptides |

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

Protein Coverage:

1 MQEKEGGDEAV PFYPPPFRQK REHLPACQQF FSFEEEEEXX XXXXXNXKAKX KEXEHAKAKK KAXKAKAXKX AXXXAXEAKEX
—

21 XEKEKEKEKEIEK EMKHFHSMQM FENVLWSVLL CVGSSPPPPF SIFIYSREWTI NMDSLSL

Supporting Peptides:

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

N

RT |Scan|#Spec|Start|End [PTM
P.FYPPPF.R| Y 22.09 |766.3690|-26.8|767.3557|1|0.30| 259 1 12 17
total 1 peptides

tr|AOAOP5ZY29|AOAOP5ZY29_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 MSDNFPGPEA EKAPHVCSEM LSCLAKEKEE RWMRTHRAHE TPTSCIPTAA YSEQGEGERG TFEVLSHLCN SLTTCSEFVML

21 REKIKEMGRHA HTKVSETERK KEXXXXKXHK HXKKHHRHHK HERHHKKKHK XKEKKIHKRLNW GGISQLFKTI INPSRPIASH

1¢1l SEYPPPEFFLG
—

Supporting Peptides:

Peptide |Uniq|-10IgP| Mass |ppm m/z RT |Scan |#Spec|Start|End |PTM
S.FYPPPF.F| Y 22.09 |766.3690(-26.8(767.3557|1|0.30| 259 1 162 | 167
total 1 peptides

N

tr| AOAOP6CN45|AOAOP6CN45_9CRUS back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 MSDNFPGPEA KKAPHVCSKM LSCLAKEKEK EWMRTHRAHE TPTSCIPTAA YSEQGEGKRG TFEVLSHLCN SLTTCSEFVML

21 REKIKEMGRHA HTKVSETEREK EKERXXXXXHK XXKKHAKKHK HEXXAXXXXK XXXPTIRLNW GGISQLFKTI INPSRPIASH

161 SFYPPPFFLG VQVERSEGGE K
—

Supporting Peptides:

Peptide |Uniq|-10IgP| Mass ppm m/z z| RT |Scan |#Spec|Start|End |PTM
S.FYPPPF.F| Y 22.09 |766.3690(-26.8(767.3557|1|0.30| 259 1 162 | 167
total 1 peptides

tr|AOA1Y1MQ48|A0A1Y1MQ48_PHOPY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MGVTSEILFF VIVFGLLNCG LSKPHHERHA RSSHHANDPS ENPYQSLEGY PSQFYPPPFS SPYGYQPMQM PPVYAPYPNP
—

21  YYMNMQYNPY MPMYQPYPAY FPNPYIQPYP YQHQFPTYPD PFAHTIPAEII DVDSDFTIEN HEPEVEVESS QHVELPDSLQ
16l QPIKTSQVEE SATEVEVEST DETVEESGNK SEEIEKENED KSIFNLEG

Supporting Peptides:

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

RT |Scan |#Spec|Start| End | PTM
Q.FYPPPES| Y 22.09 |766.3690|-26.8|767.3557|1(0.30| 259 1 54 59
total 1 peptides

tr|AOA1Y1MNG8|AOA1Y1MNGS8_PHOPY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MGVTSEILFF VIVFGLLNCG LSKEPHHERHA RSSHHANDPS ENPYQSLEGY PSQFYPPPFS SPYGYQPMQM PPVYAPYPNP
—

21 YYMNMQYNPY MPMYQPYPAY FPNPYIQPYP YQHQFPTYPD PFAHIPAEII DVDSDFTIEN HEPEVEVESS QHVELPDSLQ
161 QPIKTSQVVT TKPLQTLITR TEFNENSKPVV NIQQSNLQEE SATKVEVEST DETVEESGNE SEEIEKENED KSIFNLEG

Supporting Peptides:

N

Peptide |Uniq|-10IlgP| Mass |ppm m/z RT |Scan |#Spec|Start|End| PTM
Q.FYPPPES| Y 22.09 | 766.3690(-26.8|767.3557|1|0.30| 259 1 54 59

total 1 peptides

tr|T1LOD8|T1LOD8_TETUR back to list

| Protein Coverage | Supporting Peptides |

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

1 MMRPFMFTQCL NSSMCPPQCP PGPNSGPPGP GPGSGPVLGP
51 DNVFWDNLTT DFFEEDATLT LILCLEDGIK RFTIGRTLIP
161 TYHGEFNVNE TEPMGNFPPGV DSQQVEDQMH ITEETSVVVN
247 QDPSALERFS EDITEQGFTN ATLNYLELCL ILEPMQELMA
321 RESSASNNAN GGGATGEKEEN NTSISPGFPPS FSLASQDVMYV
401 GDDFNSLSRA PGSGQGPVQG PNSGSGPGPG QQGNLGQPHG
481 QVDEKPSPLN
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End |PTM
P.FYPPPES| Y 22.09 |766.3690(-26.8(767.3557|1|0.30| 259 1 45 50

total 1 peptides

tr|AOA195EUT9|AOA195EUT9_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MEPVVEMIFW IACFVCTATP IETARILAII AIPSYSHHIA
51 NVVTEINFIE NMETHTWLST VNEQLWPVCN QITENIYEHP
161 VSTLGLYNSN YYLLGAPVLP SHPSAWEMGD TTDFNLSLWQ
247 MEENISEVFEFQ NQQEVLSFVE PQTSNVLSFG NFQISEELARZ
321 VFASLPYEIL WEHDSELPNE PDNIYIAEWF PQQSILAHPN
401 SLGVAEHLNI MELSRENLNE SIIDILYDEG YEEKRMLEVEKE
481 LRLVPLSERL LFIIKTTLPG DYQEKAIEEDI FSSSSALLCEF
561 L
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End |PTM
V.FYPPPF.P| Y 22.09 |766.3690(-26.8(767.3557|1|0.30| 259 1 542 | 547

total 1 peptides

tr|AOA151WPWG6|AOA151WPW6_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 NQPVYKETRLA LPEDYDNVMT FMCDAFYEDD PTMVNIGLNE
21 PWDPDKFVEF ARCCECGPTR DVIEFEAYVT GKPNLWERYC
161 FRVDCNNRYI ARVADGFGWE RVCTIPFHEY VREDGGLVFK
241 CSERLLIITP TPSYSHQIVE RVLCLALNER GHEIVTLTPN
321 KTRLLTLGHN IAEDALSHPD LTEYYANRTD MQFDAVIAEM
401 HSSNWELENL TGLNLPFWRR LMNFINTWWS IHSWENSFATI
481 EIPNIVHFSG LHITKTPPSL PENLEAFLDS ATNGFIYLSL
561 PNVFISEWTP QQGVLAHPNI KLFIYQGGLQ STEEAVHYAV
64 ITIEVIDDEGY EDEMLALEAL TEDEPYDSLE NVIWWIEFVM
721 LAIVGCVMEH KEMEPVAEMTFE WIACFVYIAT PIETARILAT
501 NLTEINFESH YELIGRLNEV ENIETFINWL SAVRTQMWSL
281 ALAYRFNAPL IGVSTLGLYS GNYYLLGAPV LEPSHPSAWEM
2961l KYLGENIPDI TDMERNISFV FHNQQETLSFE VRPQTSNVLS
1041 SLQHVQSIFL DVFASLPYKI LWEHDSELSN KPDNIYIAEW
1121 ADQNGQVNEM VSLGVAKRLN MMELSRENLN ASIIDILYDE
1201 RTSIAHDSCL FLRLVPLSER LLFIIKTTFP GDYQEAIEED
1281 SFLPRFTESG SL
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start| End |PTM
V.FYPPPF.P| Y 22.09 |766.3690(-26.8(767.3557|1|0.30| 259 1 1273|1278

total 1 peptides

tr|AOA2A3EFD7 | AOA2A3EFD7_APICC

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

GSDPFYFPPFPF
—

RYFRSLFEGG
TEGRLTLEFT
SHEEKFGLDFR
VGEPSMMGGE
ANIPPTGWSG

YQLLWTTLSR
EVREMYELNS
RIENFIRLWY
LFENLTEFIT
IFELFIYQGGI
LNEDEPYDVL
LSFLHETRVS

EEPAPSLLQI
VLKIFECSYL
HIKEPHTEVQ
ILNDTTITNY
IMTPAIYMLA
KQQKIAEKYF
GSNTKSKLLP
PLIGIPFVED
RHNGAPHLRF
IAIPSYSHQI
CNEITENIYK
ENTTDENLSL
FGNFHILRKL
FPQQSILAHP
GYKKRMLEVK
IFSSSSALLR

SPYNRELNHN

VTDLSFNLEN
NDDLMRIKSW
DSLEQTLYAK
FGDEDERTIT
PGGPGSNSGP

RGHEIVVLTT
DTKEFDVVIVE
HIYCTLNHFEY
DAPNGFIYMS
QSTEEAVYYT
EHVIWWIEEV
RGVIVEVPDN

MYDEIREGMT
AVRPDFRNQG
IYIDRVKEFCK
TEIDFGFIYE
HREFSAPLIGI
GNNVPHITDV
KEILEIFANT
QVYQVMEMYVS
NGVDIAWYQQ
PYRPLWTTLS
HPEVREMYEP
WQRIKNFIRQ
AALPENLKEF
NIKLFIYQGG
ALNEDKPYDL
FLSFLHETRA

CTDLRIHELN

PEESYHNSLI
LENTRSYQEL
WQETVTDRFD
RLENSQYDPEN
VSSNQDNRGN

DPINDPSLTN
TIKSPSLYAL
SEQQAIAEKY
LETNVRISSL
VPLLGLEVLA
IRHKGASHLR

VFYPPPFPRS
—

LIAEGEDECI
IARELVLDSW
DYCPPYETCD
KIDDTDMSQT
MSMDLQNCHR
AFNMSLVLIN
FANLSYEVLW
LEVARYLDIV
FDLDVIVFELT
QRGHEIVVLT
NSDTEFDAVI
WYHIYCTLNH
ITDAPNGFIY
LOSTEEAVYY
LEHVIWWIEF
SESVIVEVFD

KRLOQNEFEEC

TLDCEQCSMI
VPRNLINMYA
SQRPVNKRRK
ASGVSNGLED
NQGGSGPQSS

back to list

LTEINFKSNY
AYRFNAPLIG
LGKNIPDIRD
SKHVQSIFRD
DQYTQVERMV
TSIAYDECLF
FLPRFTKGDS

back to list

VGAVVNAGSC
YLARDCGYRL
KITSAPNNLT
RWNLTQLAGL
FSLGSPVLES
QEPLLAYARP
KFENDSFHVP
RLTRSELHDA
ITLFLVLCAI
TDPINDPSLT
VETVKSPGLY
FYSEQQAIAE
VSLGTNVRIS
TVPLLGLEVL
VIRHKGASHL

NVFYPPPFPR
—

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

1
81
lel

241

MFEYSTIFTA IIFLCAFLGC
GGEGTFENAI NAMNDLEQCL

IIQNITDSLL TFVCYKEGDR
—

EVQSCIVREL ERKCEDFVPAN

Supporting Peptides:

TISEDNLPNA EEALQEVSGI
ESFVNFTELE KEMERHEPTG
IALFISANGP ECLQSEQQET

IVDSIFNYII EVTPCQEVIN

Peptide

Uniq |-10IgP

ppm m/z

RT |Scan Start PTM

#Spec

LTDSLLT.F

Y 22.04

648.3330

133.6(649.4269

1]0.27| 158 2 166 | 171

total 1 peptides

tr| AOAOP5PCC8|AOAOP5PCC8_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
lel

A
]

321

P
40

MVNETVDEIR
LAEEDCLEFIT
MNEMDEALLE
IDTIKLMNEL

LLEAVVEQWL
RVFAGEVCTG

Supporting Peptides:

VMMDEKRNIR
NPEQRETTEK
LQLDQEALYQ
WGENFENPTT

PAGETLLOMI
MEARIMGPNY

NMSVIAHVDH GESTLTDSLV
GFLINLIDSFP GHVDESSEVT
TFQRIVENVN VIVATYADDD
KEFWSETEDND NERSFNMYVL

ATHLPSPAVA QEYRTEMLYE
VPGNE

Peptide

Uniq|-10IigP

Mass

ppm | m/z

RT

Scan | #Spec|Start| End |PTM

E.TDSLLT.K

Y 22.04

648.3330

133.6

649.4269 |1

0.27 298 | 303

total 1 peptides

tr| AOAOP5UGL7|AOAOP5UGL7_9CRUS

| Protein Coverage | Supporting Peptides |

Protein C

overage:
MVNFTVDEIR
LAEFKDCLFIT
MNEMDRALLE
IDTIELMNRL

LLEAVVEQWL
EVFAGEVCTG

Supporting Peptides:

VMMDEKRNIR
NPEQRETTEK
LQLDQEALYQ
WGENFENPTT

PAGETLLQMI
MEARIMGENY

NMSVIAHVDH GESTLTDSLV
GFLINLIDSF GHVDFESSEVT
TFQRIVENVN VIVATYADDD
EFWSETEDND NERSFNMYVL

ATHLPSPAVA QEYRTEMLYE
VEGNEADL

Peptide

Uniq|-10IigP

ppm m/z

RT End

N

Scan | #Spec |Start PTM

E.TDSLLT.K

Y | 22.04

648.3330

133.6|649.4269

1]0.27 298 | 303

total 1 peptides

tr|W5J9B5|W5J9B5_ANODA

| Protein Coverage | Supporting Peptides |

Protein C
1
81
lel
24]
321
401

overage:

MQILPTDSLL

TMALLDEGAN

—

GGTHLEFLIRL
SARARRGTTG
LEGLLIVLAL
IALSSVGTDT
FGLLEGIMVA

Supporting Peptides:

LLSFGGGALL
TASATNSKTH
SIHELFEGLA
NQTIEVVSVI
TGHSHEHGHS

ATQQLGLSAL RFRQTGGADD

STTFLHLLFPE
LHNNDTMMAE
VGLERSFSAV
LOGLASGTLL
HGGSGEHDHD

INHSIAALQD
SKEQSHAHGHS
WLLFGAVASH
YVIFFEILAK
HDHDHDHDDH

Peptide

Uniq |-10IgP

Mass

ppm| m/z

Scan | #Spec |Start PTM

P.TDSLLT.M

Y 22.04

648.3330

133.6|649.4269

1(0.27| 158 2 6 11

total 1 peptides

tr| AOAOASWTI7 | AOAOASWTI7_LYGHE

| Protein Coverage | Supporting Peptides |

Protein C

overage:

proteins

IDLNNLNVSG
DLDTVEFKTYC
QQCVNITLGS

LONTASSSTI

GEAGIIAGAE
AAPEVTDGAL
GPMGEVSVDP
DPLYEVFDAI

GFLDDEAAVA

GFAGIIAGAK
ARTLRVTDGAL
GFMGEISVDP
DEFLYEVFDAI

GPLDDEAAVA

DTPTIAEVTS

TGALFQFEDL
HLPVGNVTAV
KEVIAFCVAF
DSGHSHGGGS

NFALDNVNAS
RETPTLEEKCV
YIPQTDLNNG

NLLCMGLIFL

AGEMRFTDTR
VVVDCVSGVC
SEGSVGFGSG
MNYEKEETDS

VIEKHALEESQ SVFEQECDEN
SNETTAIEPC LEPQERENEEK
PGLNSLPLLV FGTEECTDIS

LLILT

KDEQERCITI
VQTETVLRQA
LHGWAFTLKQ
LLTELGIKLS

—

MENCDPNGPL

AGEMREFTDTR
VVVDCVSGVC
SEGSVGFGSG
MNYEEEETDS

MMYVSEMVET

KDEQERCITI
VQTETVLRQA
LHGWAFTLEQ
LLTKLGIKLS

—

MENCDFNGFPL

MVVLESVSMV

PFPLGEFLLT
YPITDVDGTQ
ELLVAAVRFR
GEKTEPQEDH

MMYVSEMVPT

CGLVPFELVR

SGFFMIYLLE
IVPEAGTGTD
IAVAYIFVYS
GGYNQPSTNG

back to list

ESTAVTMYFE
IGERIEFILF
FAEMYADEFE
LEDEDEDGEN

TDEGREYAFG

back to list

ESTAVTMYFE
IGERIKFILF
FAEMYADKFEK
LEDRDEDGEN

TDEGREYAFG

back to list

WENINPTSFES

EIVHWWMHRR
TTVASASSSS
VVSPLGIGIG
LWQFFAVLVG

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

1 MLSVLIGLLA FGVTIPGFEA YTNWEKTELD SNSTRHQSHA
51 MSPSSTKIQD NKIPWHGFRA STFFRPRYES LETTCDCNVY
161 EEELSGDGRF IYDDDYSLIN YVDEGKWGND VTANQRGQTV
247 LENGEEKSML HFEEEEYEHE SGSEPEREMT FLERENNLEE
321 TSPEASASSL IPPREVLHWA TTRSYVAAIS AQNNVTPATL
401 MNRPAILVNQ SGSPQYLEVG NNNLDLRESLN LNPNLAFPFG
481 SNHLDEFENT TTWNAKQGPP GNLNAV
Supporting Peptides:
Peptide |[Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
L.TDSLLTA| Y 22.04 |648.3330(133.6|649.4269(1|0.27| 158 2 380 | 385

total 1 peptides

tr| AOAOP5AC35|AOAOP5AC35_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MRFTDTREDE QERCITIEST AVTMYFELAE KDCLFITNPE

51 DCVSGVCVQT ETVLRQAIGE RIEKEPILFMNE MDRALLELQL

161 SVGFGSGLHG WAFTLEQFAE MYADKFEIDT IKLMNRLWGE

247 FEEETDSLLT KLGIKLSLED RDKDGENLLE AVVRQWLPAG
—

321 CDPNGPLMMY VSEMVPTTDE GRFYAFGRVE AGEVCTGMEA

401 NICGLVGVDQ FLVETGTIST FEDAHNLRVM KFSVSPVVRV

481 GAGELHLEIC LEDLEEDHAC IPLEKSDPVV SYRETVSEES

561 FEIRGRYLSD KYEYDVTEAR KIWCFGPDTT GPFNLLIDVTK

©41 TLHADATIHRG GGQIIPTARE VFYASVTS
Supporting Peptides:

Peptide [(Uniq|-10lgP| Mass |ppm m/z |z| RT |Scan|#Spec|Start|End [PTM
E.TDSLLT.K| Y 22.04 |648.3330(133.6|649.4269(1|0.27| 158 2 245 | 250
total 1 peptides
tr| AOAOP5SVT9|AOAOP5SVT9_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MVNFTVDEIR VMMDEKRNIR NMSVIAHVDH GKSTLTDSLV
21 LAEEDCLFIT NPEQRETTEK GFLINLIDSP GHVDFSSEVT

161 MNEMDRALLE LQLDQEALYQ TFQRIVENVMN VIVATYADDD

247 IDTIELMNEL WGENFFNEFTT EEWSETEDND NERSFNMYVL

321 LLEAVVRQWL PAGETLLQMI ATHLPSPAVA QEYRTEMLYE

401 RVFAGEVCTG MEARIMGPNY VPGNEADLYE KAIQRTVLMM

481 RVMEFSVSPV VRVAVEPENP ADLPELVEGL KRLAKSDPMV

561 PVVSYRETVS EESDQVCLSKE SPNEHNRLYM KAVPMPDGLA

©41 DTTGPNLLID VTEGVQYLNE IEKDSVVAGFQ WATKEGVLCD

721 S
Supporting Peptides:

Peptide (Uniq|-10lgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
E.TDSLLT.K| Y 22.04 |648.3330|133.6(649.4269(1(0.27 | 158 2 298 | 303

total 1 peptides

tr|AOAOP5Z225|A0AOP5Z225_9CRUS

| Protein Coverage | Supporting Peptides |

Protein C

overage:

proteins

ENPERRQARN
EVYSNNEKSV
ERTPEEKENSK
SYNHVARTPL
SPNAHLVPPA

FNMPIAEPME

QRETTEKGFL
DQEALYQTFQ
NEFNPTTKEW
ETLLQMIAIH

RIMGFNYVEG
AVEPENFADL
DQVCLSESEN
GVQYLNEIED

GFAGIIAGAK
ARTRVTDGAL
GFMGEVSVDP
DFLYEVFDAI

GFLDDEAAVA
GREVEAIEDV
QCITIEESGEH
EDIDEGEVNA
ENMRSVEFNI

SFITQPTENS
MFRNNYELWS
REAEDREFSV
NLKSSKEKYP
LIPFLNLNLT

NNLEANVTLE
NVNYFPESRES
MFHSREDNEY
FWLSKEEEKFG
DSLLTIARKESD

—

NNAGVYGPFA

INLIDSPGHV
RIVENVNVIV
SETEDNDNER
LESPAVAQEY

NEADLYEKAT
PELVEGLERL
KHNRLYMKAV
SVVAGFQWAT

AGEMREFTDTR
VVVDCVSGVC
SEGSVGEFGSG
MNYREEETDS

QVTTPVVEFF

DFSSEVTAAL
ATYADDDGFM
SFNMYVLDFL
RTEMLYEGPL

QRTVLMMGERFE
AFSDFMVQCTI
PMPDGLAEDI
KEGVLCDENM

KDEQERCITI
VQTETVLRQA
LHGWAFTLKQ
LLTRLGIKLS

—

MENCDPNGPL
PCGNICGLVG
IVAGAGELHL
RDDFEIRGRY
HDVTLHADATI

MMYVSEMVET
VDQEFLVETGT
EICLEDLEED
LSDEYEYDVT
HEGGGQIIPT

DEMYGPERNV
VSLEIRRESEP
RDEFSNNHDF
TKHETFSAIL
VASYFSTPAT

NAPTEGINFL

back to list

RVTDGALVVV
GEVSVDFESEG
YEVFDAIMNY
DDEAAVAMEN

VEAIEDVPCG
IEESGEHIVA
DEGEVNARDD
RSVEFNIHDV

back to list

KESTAVTMYFE
IGERIEFILF
FAEMYADKFK
LEDRDEDGEN

TDEGREFYAFG
ISTFEDAHNL
HACIFLEEKSD
EARKIWCFEGP
ARRVEYASVT

back to list
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16/03/2023, 15:15 proteins
1 MSVIAHVDHG KESTLTDSLVG KAGIIAGAKA GEMRFTDTRE DEQERCITIK
51 FLINLIDSPG HVDFSSEVTA ALRVTDGALV VVDCVSGVCV QTETVLRQAT
161 FQRIVENVNV IVATYADDDG PMGEISVDPS KGSVGFGSGL HGWAFTLEQF
241 EKWSETKDNDN KRSFNMYVLD PLYEVFDAIM NYEKEETDSL LTELGIKLRL
—
321 IHLPSPAVAQ KYRTEMLYEG PLDDEAAVAM KNCDPNGPLM LYVSEMVPTT
401 PGNEADLYEK AIQRTVLMMR AFIEAIEDVP CGNICGLVGV DQFLVETGTI
481 DLPELVEGLE RLAKSDPMVQ CIIEESGEHI VAGAGELHLE ICLEDLEEDH
561 PNEHNRLYMK AVPMPDGLAE DIDEGEVNAR DDFEIRGRYL SDEYEYDVTE
641 KDSVVAGFQW ATKEGVLCDE NMRSVRFNIH DVTLHADATH RGGGHIIPTA
721 VGGIYGVLNR RRGHVFEESQ VAGTPMFVVE AYLPVNESFG FTADLRSNTG
01 ADTREREGLE EGIPALDSYL DEL
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
E.TDSLLT.K| Y 22.04 |648.3330(133.6|649.4269(1|0.27| 158 2 277 | 282
total 1 peptides
tr| AOAOP6GST7 | AOAOP6GST7_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MVNFTVDEIER VMMDEEKRNIR NMSVIAHVDH GESTLTDSLV GEAGIIAGAK
51 LAEEDCLFIT NPEQRETTEK GFLINLIDSP GHVDFSSEVT AALRVTDGAL
161 MNEMDRALLE LQLDQEALYQ TFQRIVENVN VIVATYADDD GEMGEISVDP
241 IDTIKLMNRL WGENFFNPTT KEWSKTEDND NERSFNMYVL DPLYKVFDAI
321 LLEAVVREQWL PAGETLLQMI ATHLPSPAVA QEYRTEMLYE GPLDDEAAVA
401 RVFAGEVCTG MEARIMGPNY VEPGNEADLYE KATIQRTVLMM GRFVEAIEDV
421 RVMEFSVSPV VRVAVEPENP ADLPELVEGL KRLAKSDPMV QCIIEESGEH
561 PVVSYRETVS EESDQVCLSK SPNEHNRLYM KAVPMPDGLA EDIDEGEVNA
©41 DTTGPNLLID VTEGVQYLNE IEDSVVAGFQ WATKEGVLCD ENMRSVEFNI
721 TAAPRLMEPV YLCEIQCPEN AVGGIYGVLN RRRGHVFEES QVAGTPMEVV
501 DHWQILPGNP FESTSKEPAQV VADTREEEGL KEGIPALDSY LDEL
Supporting Peptides:
Peptide (Uniq|-10lgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
E.TDSLLT.K| Y 22.04 |648.3330|133.6(649.4269(1(0.27 | 158 2 298 | 303
total 1 peptides
tr| AGAOP4AWTI5|AOAOP4WTI5_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MVNFTVDEIR VMMDEEKRNIR NMSVIAHVDH GESTLTDSLV GEAGIIAGAK
21 LAEEDCLFIT NPEQRETTEK GFLINLIDSP GHVDFSSEVT AALRVTDGAL
161l MNEMDRALLE LQLDQEALYQ TFQRIVENVN VIVATYADDD GEMGEVSVDP
241 IDTIKLMNRL WGGNFFNPTK KEWSKTEDND NERSFNMYVL DPLYKVFDAT
321 LLEAVVRQWL PAGETLLQMI ATHLPSPAVA QKYRTEMLYE GPLDDEAAVA
401 RVFAGKVCTG MEARIMGPNY VEGNEADLYE KAIQRTVLMM GREFVEAIEDV
151 RVMEFSVSPV VRVAVEPESP ADLPELVEGL KRLAKSDPMV QCIIEESGEH
561 PVVSYRETVS EESDQVCLSE SPNEHNRLYM KAVPMPDGLA EDIDEGEVNA
64 DTTGPNLLID VTEGVQYLNE IEDSVVAGFQ WATEEGVLCD ENMRSVEFNI
721 TAAPRLMEPV YLCEIQCPEN AVGGIYGVLN RRRGHVFEES QVAGTPMEVV
501 DHWQILPGNP FESTSKPAQV VADTREEEGL KEGIPALDSY LDEL
Supporting Peptides:
Peptide [(Uniq|-10lgP| Mass |ppm m/z |z| RT |Scan|#Spec|Start|End [PTM
E.TDSLLT.K| Y 22.04 |648.3330(133.6|649.4269(1|0.27| 158 2 298 | 303

total 1 peptides

tr| AOAOP5IVRO|AOAOP5IVRO_9CRUS

| Protein Coverage | Supporting_Peptides |

Protein Coverage:

STAVTMYFEL
GERIEFILFM
AEMYADEFET
EDRDEDGENL

DKGREFYAFGR
STFKDAHTLR
ACIPLEKSDP
ARKIWCEFGPD
RRVEYASVLT
GQAFPQCVED

AGEMEFTDTR
VVVDCVSGVC
SEGSVGFGSG
MNYREEETDS

AEEDCLFITN
NEMDEALLEL
DTIELMNELW
LEAVVERQWLP

VFAGEVCTGM
VMEFSVSPVV
VVSYRETVSE
TTGPNLLIDV
AAPRLMEPVY
HWQILPGNFF

KDEQERCITI
VQTETVLRQA
LHGWAFTLKQ
LLTRLGIKLS

—

MENCDPNGFL
PCGNICGLVG
IVAGAGELHL
RDDFEIRGRY
HDVTLHADATI
KAYLPVNESF

AGEMREFTDTR
VVVDCVSGVC
SEGSVGFGSG
MNYREEETDS

MMYVSEMVET
VDQFLVETGT
EICLEDLEED
LSDEYEYDVT
HEGGGQIIPT
GFTADLESNT

KDEQERCITI
VQTETVLRQA
LHGWAFTLKQ
LLTRLGIKLS

—

MENCDPNGPL
PCGNICGLVG
IVAGAGELHL
RDDFEIRGRY
HDVTLHADATI
EAYLPVNESFE

MMYVSEMVET
VDQFLVETGT
EICLEDLEED
LSDEYEYDVT
HEGGGQIIPT
GETADLRSNT

PEQRETTEKG
QLDQEALYQT
GENFENPTTK
AGETLLQMIA

FARIMGENYV
RVAVEPENFA
ESDQVCLSES
TEGVQYLNET
LCEIQCFENA
ESTSEPAQVV

back to list

ESTAVTMYFE
IGERIEFILF
FAEMYADKFEK
LEDRDEDGEN

TDEGRFYAFG
ISTFKDAHNL
HACIPLEKSD
EARKIWCFGP
ARRVFYASVL
GGQAFPQCVFE

back to list

ESTAVTMYFE
IGERIEFILF
FAEIYADKFK
LEDRDEDGEN

TDKGREYAFG
ISTFKDAHNL
HACIPLKKSD
EARKIWCEGP
ARRVEYASVL
GGQAFPQCVFEF

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

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 22.04 |648.3330(133.6|649.4269(1|0.27| 158 2 298 | 303

total 1 peptides

tr| AOAOP5TSN9 | AOAOPSTSN9_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MVNFTVDEIR VMMDEKRNIR NMSVIAHVDH GESTLTDSLV
51 LAEEDCLFIT NPEQRETTEK GFLINLIDSP GHVDESSEVT
161 MNEMDRALLE LQLDQEALYQ TFQRIVENVN VIVATYADDD
241 IDTIKLMNRL WGENFFNPTT KEWSKTEDND NERSEFNMYVL
321 LLEAVVREQWL PAGETLLQMI ATHLPSPAVA QEYRTEMLYE
401 RVFAGEVCTG MEARIMGPNY VEPGNEADLYE KATQRPVLMM
421 RVMEFSVSPV VRVAVEPENP 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 22.04 |648.3330|133.6(649.4269(1(0.27 | 158 2 298 | 303

total 1 peptides

tr|AOA2A3ERZ8|AOA2A3ERZ8_APICC

| Protein Coverage | Supporting Peptides |

Protein C

overage:

proteins

GEAGIIAGAE
AATLEVTDGAL
GPMGEVSVDP
DPLYEVFDAI

GFLDDEAAVA
RAFIEATEDV
QCIIEESGEH
EDIDEGEVNA
ENMESVEFNI
QVAGTPMFEVV
LDEL

GFAVIIAGARK
ARTRVTDGAL
GFMGEISVDP
DELYEVEDAI

GFLDDEAAVA
GREFVEAIEDV
QCIIEESGEH
EDIDEGEVNA
ENMERRVEFNI
QVAGTPMFEVV
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

ESTAVTMYFE
IGERIEFILF
FAEMYADEFE
LEDEDEDGEN

TDKGREYAFG
ISTFKDAHNL
HACIPLKKSD
EARKIWCFGP
ARRVFYASVL
GGQAFPQCVE

back to list

ESTAVTMYFE
IGERIEFILF
FAEMYADKFEK
LEDRDEDGEN

TDEGRFYAFG
ISTFKDAHNL
HACIPLEKSD
EARKIWCFGP
ARRVFYASVL
GGQAFPQCVFE

back to list
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16/03/2023, 15:15 proteins
1 MTAFMEHILL RKEDEMNPES FTNMVSNVDEK NEYAQFIQRE LQSMQSENNN
51 ELEDVCPAQI QALEQHIQKD LEPKYDESKS TDIDFDEEEK EEDLDVHPSE
161 PEQPVIDVST LSEIYFEYRI KKFIISRIVV KEKEPQKSIIK LEEERILVAN
247 REQPYHSKFW IMIKPVIENK NIIPPGLTVQ LIIFFRCDEI DTPDEILIIEK
321 FEYSNMELNQ DWQPEIEMSF DSLDTFYTES VEIDSLLTFM SNDDKFISMI
J—
401 SEIDWFSMNI MDVTDENILE LSCFTIWPAY FSLNKNEEMT FHMEFAPECF
481 NFIQLSEHLEKE KIESSKEENID QYSKYYINLS TDTPDGVGQC IIPVNNVSEI
561 VEPDHGIFAP TSIHYFTVTA DYTNLQPNYY FAVLOQLYVED IPIEAIPSEI
£41 FMMDDESEID QETEEISEYI IVSDYKYQRE YEEEEEEEEE EEEDEKEEKI
721 QFEPLWQEKI ISMEETYVLV LENLANNPLN YLWGEVNGLD STEMELCVCP
501 PCFVGDLHEI IMLGIECFIE PLYVTFYFPL NDEMSLELEN NEVEIEWRTD
581 MNMDLDQGEI LEDASTDPLI QEIVAEESSE YFPNTSEINS FQTSNLEVQI
961l IEFLNLPLRT VREETFIIEN ETSIPTNFWL SIENFYPIRC TCEWKSEKEEDL
1041 VIYVDFLNSD IGPFEAISVD IYVFADTWGI ¥YVDELEINII GLPEYTIGIC
1121 GMRLNDREKIL LTNTSVIPIV INWHTFLVEP VIEEMPFNII FSIQTPFTDE
1201 NTCDSIEIND IIESTTSSYM ESSFITSSGI SNNEILINEH SENKECGNLEC
1281 INTKICEVTP KEEMFISPESS VSLTINIQLD KYKFIKEINK LIEGEFFCKI
1361 DVTANITEPR LYFNISKFDE TFICCANEVM QSKTEQIELT EELLLYNNEN
1447 ILCINFNEYV EIEKIICVVEE ELIETILNTN QNFYYPEVTL EESLHIIYTD
1521 VGDTEELTLT IENLSICNVN FEINEKFEID DFIIDQECGT LSNRYNHEDG
1601 EECQLYGEGT LDEEYHSPGA
Supporting Peptides:
Peptide |[Uniq|-10IlgP| Mass ppm m/z z| RT |Scan|#Spec|Start|End |PTM
K.TDSLLT.F| Y 22.04 |648.3330|133.6(649.4269(1(0.27| 158 2 353 | 358

total 1 peptides

tr|Q7Q293|Q7Q293_ANOGA

| Protein Coverage | Supporting Peptides |

Protein Coverage:

WEMSYTEVET
LTVEVPELEKT
ENYVEFENFE
VQYGSPLVIR
FDCERAFIGE

GIHVEEIYIL
SMYFSWEKREN
EVITEECTTK
SEIEFEEEYEK
EEGEILAGDA
SFEFAFDMAG
DNNYSQNTIS
IESIYERVFEG
VQVVGSFITL
LASQLRLNNE
KHDCEICLEH
LGFLRISPSD
YTIEIFLETC
EYIEDIDLIL
YETITVSFQP

AQENVVLRHE
WDMYEQLVEE
LEEKEIITIEN
MCGYEDSPHL
EVYVTMELEN

CTNCTLLTTE
VQTENHEINE
REKCEESVDI
STSQLINDEL
QFMEIIITPL
ESKEYMEILN
SGNIIPFHQR
QEKGLVEETL
SISNENEFNI
KTESEIHLEE
ENSERSDIEL
MYEDNYYARQ
DFFYIESIAI
QIWFPILELS
KEPGQLVETL

TNILLYSYKS
SELRPEVEYI
IGNMPVREYHL
IGICQSDEIP
IGGNGRFFII

IIGDGLLYEP
ENYFFLQLLH
WVADVEIWLQ
FSHFDLINLEK
KEEGIVQSLFEI
EYENREERET
YLPLITQPIV
YFAFRQYGSGT
PVIEYGIEAT
HTNFSS5SKNL
EILILPYYGL
TEEYFSFIEI
HTESYQCKIG
SYTLDEGLIY
EILTDILHNI

back to list
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16/03/2023, 15:15 proteins
1 MESDLSTCLR QLETCLDTQQ IPQARSIIDR ITQLIVEEKAE ESQAETDFNL
51 TFELFRKTIE KHSPLMGERM VVIVPIALRY IQSSSVPARS RELAALVLQD
161 LPNRFQQONLY ELLGQLAQNF PASIPEPDRV RDIYLNAAEK QLLEENYPSL
247 YLLVEELSIW EENESERAVF ENALHVVGNH APLFSWQLYA DHVHWQTMLA
321 STPELAAEGG REYPPEVDVL NQYVNYYREL LSSATVDRLE IRIATIRGFGI
401 CERSASSTAD MLVYLPDFIQ ALSEILTHVQ QLSTVQLVSV QTMTVALVRD
481 RHQLLDSVLL QGIVWSCTHA LPFPAALPVP SSNVAAGDTA PEIDWKERDLV
561 ALMNTLEVIV EELDLSTRER TFQDDDGQEQ ELFFSDPNID LLPTEPEDYH
64 REYFERFVEQ SLNEFLVSGEF VELIEMGLAT AERIGYFREQQ EAFSEDFRTT
721 LNAPVRLLVD FIEDKTEEQP LMVDVFRTAF RLGRSLLSIA RAALYSLQRI
201 RDSTQPPAQS LRLAKFKRHR TANVPAVEIE RIKQQHRIEQ SVDTSELVTFE
581 ARENRGSSSS LTEWDGDSGR SLELRLLCES GTRPCIEKLDS IVGRVCELAV
961 LAGLTQVCHH LLQLSCDTDL AVCQMFEPLL FQITIHFVTQP SELGQQGTRA
1041 QWTNRQCGGT HLSNDRRKIE CTLLEQLETH ALELNASHRY GSALAFNNLFE
1121 EQIGLSSEAN GGSHGAIVEQ YLLALDHLGEK LFEQREALFN GCSSDESARS
1201 RLYRRECMEL FARLSKTVRD VATAEQFLAK QFTHEQIVSI CLQADSLQGI
1281 TVDMYCWLRR EGLVVDELLQ TLLSRILPAF RYFLRSVVNF TVQEIMSNIE
1261 VQVVDMLVLL LTRHSEDTVC SAVVLELWQD QATIEFLLATL LLEPHRLGQY
144 SEFIGQRFTI ALTEQLILVM EDVSEEMETL LIQRTIHAED QELAKGLEFI
1521 YEAIGQESVC LVLSPSATRF GTIVLEAIFG LADSTGHGDD MDGLVEFVIS
1601 LONPSNCLPM LLEALKPENF SFIVRFLCNL MDYSYREQAA NTDSLEKCLVE
1681 LMSSVAMICP FPLNEIHHRV GPTYGRWLTE LIGSTRSELS IELEAKAIVL
1761 HFPLRSAEFP PNSPERIGYL NCLERLLDAM VISRSPLLLE AIIQMTAPDG
184 ELWELFANHA YAPVVEETIL RRYLCTALWH CRYDSIVQFY TRIIRALSHN
AATLFPFEQILT GDNCEVAQEL YGSAHDTLGA PVREGQRELIGD FSERAHGVER
NTNEDAEMYS VLLFRESEEE GEFLWEHLID CSNEELYLEG TQEQEQLSET
VVMESSLSQQ VFRFDMSHSV VLSAREVAQE DAARLAERRQQ GTLSNVSLER
2161 HFLVGSLADA GQQENVRLFL AKVIDNCRENE LQPHAALLIG PLMQLIVDGY
224 EGATGEIASL ASVLLEFIME HACFQQSAEREE MAVLELNLEL IQEVIVQWHE
23221 LQLGTIVLLE GRGELVPWME STEQDYLRAV LRCLDLPDST SFESAALLLG
2401 ELTSIQREYD REFAEVLYET AKGFPSIADP FLSVLSYRFP SASGGEEKRLY
2481 DGELQLPTLH LLNRSLSLVE ELEHLQQLVE PIGRVATEPS TPNEARAVAF
2561 CGSHETELGS GSIRGRILEY LTYSGELPSD VEERFLFVLA QLYDPTVEGE
264 ADVEFCEYTI ETAARQEHTM TLLTPMFAET SQQREQLOSFI TGRGSOMEQL
2721 GNETFAMPTQ QHTLLFESSA LQLNRRSQRT GSSTDTAAQQ DRGFERLEER
2801 ERRDSTSEVTL YRRYRLADYP DLQINLLAFL LPLQALCRRD TTCARQTFVA
2881 GRLDEALNPI LESTEKACDPN LFGGLIELTL GEASGEFTLP PRTIASVAGT
2961 SVSSEADHWL QLSTLYHALH EHSVMVGIFG EEKLDSDPQLR EAIELEALGR
304 FNCLLQLGQW DVLLDEIGNQ VTNHEELWCD EWNQENLLFH YVHGNALLVL
3121 GEQLTALYLS AQDMVEARLF GEQTERQFLD EWHCSGVLSE LVRTECLLSV
3201 WNNAQPTVID SLLTWDTLLA YRRFLLEQLE TECTREEEER EESDSLTNVT
—
ARLEAFEACL REPQVDQVLE EEIARTIRYDE VEVVEASAAN LTSALLEGFE
HHSETVRTML ETSSDIIEQE DSSTLVELMQ TAMNTSSEQL TEEPLSMGDR
ANDSSMEQLA DAHTLELARYC YDELDFARTA AEELFVERLL LTSLLPAIEY
ACSVESWNFL FWIFQLLSYM QIATPDREFLA PSGVEHFLDE VLMELVQDYF
ATSFEVLDRF VAELYRVVMFE ETRELSNMIAE LERHLASVTD QPTYQTEFIER
RTLQSLHFVE DRGTILAELY ELETNLESLE PRSEKETTRLQL EDLSPWLADY
HVTIVEVMFD VVVYGTLELP IQLTFRGSDG NEYRFLAEFG EDLEQDQEIQ
ILPNFGLFGW LEGTVAMSEI AFQAAPRYNFP GDRGQAHVHH EFGRFLMSVS
PDELQSKEVE LAQTIRGNTL ERALYDMAAT PEAYYRLEMN FAKSLATMNV
IAFPGAGTRDL PIPELVFPFFRL TEPQFVGVMEF MELAGVLQEC HLYTLQCLEN
QPGESGRAEE RRSDEEWNPQ VEVDTVLEEL NGANPEQLLT DELERFGVVAQ
ISTELQTEML LEMATIDSELL GITYSGWYPEW F
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass ppm m/z z| RT |Scan|#Spec|Start| End ([PTM

V.TDSLLT.W

Y

22.04

648.3330|133.6

649.4269 |1

0.27| 158

2

3209

3214

total 1 peptides

ECMLTSANGL
SVAYGCLONE
VSLAGAVRGL
GRWIKSSSQE
MAGPCQQLAG
FYHISNAHHE
TYKNYLELWQ
IFLNLVELYR
QMLLAFYLEQ
VREFRYPPLRR
QLRILNFFAD
ECSDRATKLA
LLDCLLDATS
RLLLQEDFHI
GRRQLIPTEL
ERASTLESLR
PVESFQQRSY
CNFSIHHEVE
AKHLRNRTLL
CSLSEDMLQP
MLLAGGWSPL
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

VAFLNKSFSS
TYAQLDQLPEA
DLFLVHFAPS
DRDAGLEALY
ASSISLNELL
LIVRSVVSML
GLLEKAQSAH
DMLHGPQTEA
TIQRALYAIG
EIRERLLRQV
LQPNECCWLV
ACELLHTIVL
NVQHSSTIRD
VRYSFELMHS
GGGEMEHLVR
NEQTNPPIMN
EQRMSADKFV
GDRHLWAQLE
AGTAKDRRIP
NIRHGEHFLV
FECSRLOSNQ
PEAESHWAEV
TAIERFFADQ
WALEHALIDR
AELFREYQCA
GGGGGDPAQR
TVCGCIRHMA
DLIALVLEWN
EMVSHRQPTE
FPEPEQQTGE
KFNDELYREL
SAELSEECRT
DPAIRCRESK
SBAQKQLPFE
QQTAWAVSRH
VGDSEGRTGR
LEARLADGAD
LVMRVSRARY
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, 15:15
tr|[AOAOC9QED2|AOAOC9QED2_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 MEILFVFALL VAVAFAEEAE KKDAATESKA DETESSEKTE
21 YGGGYHGDHH VKTVIVVENV AVEYPVEEHI PYPVEKHVPY
16l TVEEPYPVPV DEPVPYEVEV PVDRPYPVEPV EKPYPVEVEV
241 PVEEEVPVPV KVPYPVPVHV HHEEHHGHYG GEQHGDFGGG
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass |ppm m/z z| RT |Scan |#Spec|Start|End|PTM
P.VDKPYFI| Y 20.81 (767.3854(-26.1|768.3726(1(0.29| 260 1 228 | 233

total 1 peptides

tr| AOA1D2MGMO|A0OA1D2MGMO_ORCCI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1
81
16l
241
321

MDQONQPQLLH

ELNSHRLIHQ
RTTGLISHTK
TEYECVQCNE
HSNQFLHECV

Supporting Peptides:

PCKFCDHESA SECNLYTHIE MMHEVDKPYF
—

EFEQLECPVCS FMFRHESSLN THILGHTGEE
SEHPDFAKSK LNWEGPEKCQ LCGEKECSNEG
RFTELSGLRE HQFVHTGNEF FSCEYCEEAF
FCEEVFQSWI GFRNHMTTHT REKPEWCEFC

Peptide

Uniq [-10IgP

Mass

ppm m/z RT |Scan Start PTM

#Spec

E.VDKPYF.C| Y

20.81

767.3854

-26.1|768.3726(1(0.29| 260 1 35 | 40

total 1 peptides

tr| AOAOCO9RGU6|AOAOCO9RGU6_9HYME

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 SQWLSATLET HVSSRMETEI ELALVALLAL SQSTWVYSEE

21 YESHGHEEHV KTVTIEEKIP VPVEVTKHVP YLVEKHVPYE
161 YEVEVPVDRP YEVEVHVPQP YVVEEHVPVP VEVPVPQPYT
24 VPEPYPVTVE KPYFVEVDEFP VPYEVEVFEVD REFYPVPVEEP
321 IEKEVPVPVE KEVPVEVEVPE YPVPVHVHHE EHHGHYGGEQ
401 GEYHH

Supporting Peptides:

Peptide
P.VDKPYF.I

Uniq
Y

-10IgP
20.81

Mass
767.3854

m/z
768.3726|1

RT
0.29

Start
315

End
320

ppm Scan PTM

-26.1

N

#Spec
260 1

total 1 peptides

tr|E9IFI6 |E9IFI6_SOLIN

| Protein Coverage | Supporting Peptides |

Protein Coverage:

1 LQIATILVAV ATQVICAEDS SKVDSNESSQ DVEAESTEEK
21 VRTVTVVEEV PVEYEVTEHV PYLVEEKHVPY EVEVGVEPQPY
161l PYEVEVYVPQ PYTVEKHIPV PVEVPVEPQPY TVEEKHVEFPV
241 EERPYPVPVEK PVPYEVEVPV DEPYPVPVEK PYPVPVEVPI
321 EEKHIPVEVEV PVAVPVHIPE HHGDLGGYGG GGGGGGGYGG
401 SSGGGGGGGEGE GGGGGEGGGGEE GYDSIHG
Supporting Peptides:
Peptide |Uniq|-10IgP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End |PTM
P.VDKPYEV| Y 20.81 |767.3854-26.1|768.3726(1|0.29| 260 1 306 (311

total 1 peptides

tr|AOAOP4ZHG8|AOAOP4ZHGS_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

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

proteins

ERGILGLGYG
PVEVEIFVPA
PVPQPYTVHE

DLGGDHTGGY

CEFCETRFET

GFRCIICDEA
NLEIHMETHS
IFEPGILTTHL
DDCFDSNWRL

ASASFEMDES
VEVGVPQPYT
VEEHVPYPVE
YEVEVEVPVP

HGDFGGGDLG

TERRGLQHSF
TVEFEHVEFYFEV
EVEVEVFQFY
PAPYHVHEFV

GGGYGGGEGGEY

back to list

YGEYDIGGYDI GGGHGQSLHS SDYDVDSIGS
PYPVEEPVPY EVEVEVDRFY PVHVPEFYFV

HVEVEVEKPV PVEVEVEVDK PYFIEKEVEV
—

GGGYGGGYGEG GHAGEFQPSYG SEGGEYHH

back to list

KTELDNHTEI HADENPFPCD

FSQVGTLNHH YHSHTNEEFH
NLEKFECQLC PREFSQEASY
FEWHEEKPIKC ALCEERFRDN
KTHMQEEHSQ NFRED

SVEGESTVEE TEERGLGHSY
VEEHVPYPVE VEVEVEVHVP
VEIPVPAFPYF VEEFVEPYEVE
QFYTVHEHVFE VEVEEPVEVFE

FCGERYFPRLV

FCTLCDESFA
HTHLRRHTGE
DCFHAHLGDE

back to list

GDLGGGEGGG
QPYTVEEKVP
VEVDRPYPVH

VEVEVDKPYF
—

GDHTGGYGGGE YGGGYGGGHA GFQPSYGSEG

back to list

GDLGGGGIEL HGGGGGGGGG
EVEVEVEVHV PQPYTVEEEV
PVEEPVPYEV EVPVDEFYPV PVPEPYPVTV

PVPVEKPVPV PVEVEVDKPY FVEEKEVEVEV
—

GGYGGGGEGG DYGGGYSDGG GIDLHGGESG

GGGGYDSHEH
PYEVEVEVDEK

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

1 MEVWECVEKTE GTPLGMCMER FMFGSCCAHD LDNNVVPEPS
51 VPARANSTNE TELETETTKP SSGQPLTMPT DTPTDATLSN
161 HVVESTTEPS GSQLTLGYIK LEPEPYRRTT TPFRAATIPTVA
247 NLVAVPVATS PTTAQSLITT IQLLTTLQHP DALVALTVES
321 ATNEPVDKPY FHHVTTGVLP TTEAESTEPQ STQSDSSTPS
J—
401 SSREPESNVT PTSHENTTST ESTREPTLAV TSLPSSYNIE
481 FSSTHRCGGA LLNELWVITA GHCVEDLLVS QIRMRMGEFD
561 PITFQPNIAP ICLPATDESL IGQNGTVTGW GRLSEGGTLP
£41 GGREDSCQGDI QIYQLDSRER DVENFTRTVN VIYEILGRVQ
Supporting Peptides:
Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End |PTM
P.VDKPYF.H| Y 20.81 |767.3854(-26.1(768.3726|1|0.29| 260 1 326 | 331

total 1 peptides

tr| AOAON7ZRG5|AOAON7ZRG5_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:
1 MDFRFGMGLL LLSFLPLVFS ASQTQNNLTT PSYQISREPC
21 DNNVVPKPSL SSMIATMASN YPPPIVPENI SSAATPSPPS
1€l TPTDATLSNE LAPTTSSGSS TVTSSPSDGT TLLIDSEKETST

247 FEARATFTVAT GITNQFLVSS TVTEFINFTL ATAFFIAPTI

321 ALVALTVPSS HLSLVTSTQP NSSAPLIELP DSSVNELNST

401 TQSDSSTPST VSPITTSEVT KPNIDVTEFI AVSASSTETV

481 SLPSSYNIEC GVPPMLAEAT REERIVGGNN SKEFGSWEWQV

561 IRMEMGEFDF SSVQEPYPFV ERGVNKEIVH PEYNFFTYEY

©41 RLSEGGTLPS MLQQVTVPIV SNDECKDMFL FKAGRHEYIPD

721 GIDALRPISL EFVPEYPNLFP TGF
Supporting Peptides:

Peptide |Uniq|-10igP| Mass |ppm m/z |z| RT |Scan|#Spec|Start|End |PTM
P.VDKPYF.H| Y 20.81 |767.3854|-26.1|768.3726|1|0.29| 260 1 375 | 380
total 1 peptides
tr| AOAOP5TVI3|AOAOP5TVI3_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MDFRFGMGLL LLSFLPLVFES ASQTQNNLTT PSYQISREPC
21 DNNVVPEPSL SSMIATMASN YPPPIVPENI SSAATPSPPS
1€l TPTDATLSNE LAPTTSSGSS TVTSSPSDGT TLLIDSKTST

241 PRAATIPTVAT GITNQPLVSS TVTEPINPTL ATAPPIAPTI

321 ALVALTVPSS HLSLVTSTQP NSSAPLIELP DSSVNELNST

401 TQSDSSTPST VSPITTSEVT KPNIDVTEFI AVSASSTETV

481 SLPSSYNIEC GVPPMLAEAT REERIVGGNMN SKFEGSWEWQV

561 IRMERMGEFDF SSVQEPYPFV ERGVNKEKIVH PEYNFFTYEY

©41 RLSEGGTLPS MLQQVTVPIV SNDECKDMFL KAGRHEYIPD

721 GIGCAEANLP GVCTRISKFT NWILENVT
Supporting Peptides:

Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End |PTM
P.VDKPYF.H| Y | 20.81 [767.3854(-26.1|768.3726|1|0.29| 260 1 375 (380

total 1 peptides

tr| AOAOP6E702|AOAOP6E702_9CRUS

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

LSSMIATMAS
ELAPTTSSGS
TGITNQFLVS
SHLSLVTSTQ
TVSPITTSEV

CGVPPMLAEA
FSSVQEPYPF
SMLQQVTVEI
SMASKPKGTV

YVEGQEGTCM
ILTTLITSVV
TIATSSTQTH
NLLIFNNIVN
SDIESTIPSA

EVTSTSTESS
SVRRTSFFGF
DLALVRLEEP
IFMCAGFEEG

YVEGQEGTCM
ILTTLITSVV
TIATSSTQTH
NLLIPNNIVN
SDIESTIPSA

EVTSTSTESS
SVERTSFFGF
DLALVELEEP
IFMCAGFEEG

NYPPPIVPEN
STVTSSFSDG
STVTEPINPT
PNSSAPLIEL
TEPNIDVTEF

TREERIVGGN
VERGVNEKIV
VSNDECEDME
CFKSFSIMLP

FVWECVETEG
PARANSTNET
VVESTTEPSG
LVAVFVATSF

TNEEVDKPYF
—

SEEKPESNVTP
SSTHRCGGAL
ITFQPNIAPI
GRDSCQGDSG

FVWECVETEG
PARANSTNET
VVESTTEPSG
LVAVFPVATSP

TNEEVDKPYF
—

SEKPESNVTP
SSTHRCGGAL
ITEFQPNIAPI
GRD3CQGDSG

ISSAATPSFPP
TTLLIDSEKTS
LATAPPIAPT
PDSSVNELNS
IAVSASSTET

NSEEGSWPWQ
HFEKYNEFFTYE
LEAGRHEYIP

TPFLGMCMERF
ELETETTEKFPS
SQLTLGYIEL
TTAQSLITTI
HHVTTGVLPT

TSHENTTSTE
LNELWVITAG
CLPATDESLI
GPLQIRGRDG

TPFLGMCMERF
ELETETTEKFPS
SQLTLGYIEL
TTAQSLITTI
HHVTTGVLPT

TSHENTTSTE
LNELWVITAG
CLFATDESLI
GPLQIRGRDG

SILTTLITSV
TTIATSSTQT
INLLIPNNIV
TSDIESTIFS
VEVTSTSTES

VSVRRTSFEG
YDLALVELEE
DIFMCAGFEE

back to list

MFGSCCAHDL
SGQPLTMPTD
RPKPYRRTTT
QLLTTLQHPD
TEAESTEPQS

STREPTLAVT
HCVEDLLVSQ
GONGTVITGWG
EYFLGGIISW

back to list

MFGSCCAHDL
SGQPLTMPTD
RPKPYRRTTT
QLLTTLQHPD
TEAESTEPQS

STREPTLAVT
HCVEDLLVSQ
GONGTVITGWG
EYFLGGIISW

back to list
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1 MDFRFGMGLL LLSFLPLVEFS ASQTQNNLTT PSYQISREPC
51 DNNVVPKEPSL SSMIATMASN YPPPIVPENI SSAATPSPPS

161 TPTDATLSNE LAPTTSSGSS TVTSSPSDGT TLLIDSKETST

247 PERAATPTVAT GITNQPLVSS TVTEPINPTL ATAPPIAPTI

321 ALVALTVPSS HLSLVTSTQP NSSAPLIELP DSSVNELNST

401 TQSDSSTPST VSPITTSFVT KPNIDVTEFI AVSASSTETV

481 SLPSSYNIEC GVPPMLAEAT REERIVGGNN SKFGSWEWQV

561 IRMRMGEFDF SSVQEPYPFV ERGVNEKEIVH PEYNFFTYEY

£41 RLSEGGTLPS MLQQVTVPIV SNDECKDMFL KAGRHEYIPD

721 GIGCAEANLP GVCTRISKET NWILENVT
Supporting Peptides:

Peptide (Uniq|-10IgP| Mass |ppm m/z |z| RT [Scan|#Spec|Start End|PTM
P.VDKPYFH| Y 20.81 |767.3854(-26.1(768.3726|1|0.29| 260 1 375 | 380
total 1 peptides
tr| AOAOP6COG6|AOAOP6COG6_9CRUS
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MDFRFGMGLL LLSFLPLVFS ASQTQNNLTT PSYQISRKEPC
1 DNNVVPKPSL SSMIATMASN YPPPIVPENI SSAATPSPPS

161 TPTDATLSNE LAPTTSSGSS TVTSSPSDGT TLLIDSEKETST

247 PRAATPTVAT GITNQPLVSS TVTEPINPTL ATAPPIAPTI

321 ALVALTVPSS HLSLVTSTQP NSSAPLIELP DSSVNELNST

401 TQSDSSTPST VSPITTSEVT KPNIDVTEFI AVSASSTETV

481 SLPSSYNIEC GVPPMXXXXX XXSTREPTLA VTSLPSSYNI

561 GFSSTHRCGG ALLNELWVIT AGHCVEDLLV SQIRMRMGEF

©41 EPITFQPNIA PICLPATDES LIGQNGTVIG WGRLSEGGTL

721 EGGRDSCQGD SGGPLQIRGR DGEYFLGGII SWGIGCAEAN

801 KFTNWILENV T
Supporting Peptides:

Peptide |Uniq|-10igP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End |PTM
P.VDKPYFH| Y 20.81 |767.3854(-26.1(768.3726|1|0.29| 260 1 375 | 380
total 1 peptides
tr|AOA212ESI2|AO0A212ESI2_DANPL
| Protein Coverage | Supporting Peptides |
Protein Coverage:

1 MGAMFRSEEM ALCQLFIQPE AAYTSVSELG EAGSVQFRDL
51 AVEDMPRAPN PREIIDLEAH LEKTENEILE LSHNAINLEQ

161 QQAATRGRLG FVAGVVQRER VPAFERMLWR ISRGNVFLRR

241 FHASLYPCPP SNTERLDMVE GVRETRLEDLN MVLNQTQDHR

321 IGECWVPTAD LPNVQEALVD GSSDEVPPTF NRTNKFTRGF

401 IMALFGLWMV VEEVSLAAKE SNNEIWNIFF AGRYIILLMG

481 TLDPEASYVD KPYFFGIDPI WQTAENKEIIF LNSYKMELSIT

—

561 LFAYMVFMMF YEWVAYSTLA TDEAYTQGCA PSVLILFINM

£41 GEPLYLLCAA KKEHDKPQSN GSVNQGIEMQ EQTDIEQAPK

721 LWALSLAHAE LSEVLWNMVL QLGLEDHNWV GSIKLYVAFM

01 IFQPFCFETI LEQEDED
Supporting Peptides:

Peptide |[Uniq|-10IigP| Mass |ppm m/z z| RT |Scan|#Spec|Start|End |PTM
Y.VDKPYF.F| Y 20.81 |767.3854(-26.1(768.3726|1|0.29| 260 1 489 |494

total 1 peptides

tr|AOAOQ9WN59 | AOAOQO9WNS9_DROVI

| Protein Coverage | Supporting Peptides |

Protein Coverage:

proteins

YVEGQEGTCM
ILTTLITSVV
TIATSSTQTH
NLLIPNNIVN
SDIESTIPSA

EVTSTSTESS
SVRRTSFFEGF
DLALVRLEEFP
IFMCAGFEEG

YVEGQEGTCM
ILTTLITSVV
TIATSSTQTH
NLLIPNNIVN
SDIESTIPSA

EVTSTSTESS
ECGVEPMLAE
DESSVQEPYP
PSMLQQVTVE
LPGVCTRXXX

NEFDVNAFQREK
NYLELTELEH
AELDEPLEDF
QRVLVSVAEKE
QTLIDAYGVA
CESMYTGLVY
IFGVIHMIFG

MLEFSSTEPEG
PAAGGHDHDD
FWSLFTLAIL

EFVWECVETEG
FARANSTNET
VVESTTEPSG
LVAVPVATSP

TNEPVDKPYFE
—

SEEKPESNVTP
SSTHRCGGAL
ITFQPNIAPI
GERDSCQGDSG

FVWECVETEG
PARANSTNET
VVESTTEFSG
LVAVPVATSP

TNEPVDKPYFE
—

SEEKPESNVTPE
ATREERIVGG
EVERGVNEEI
IVSNDECKDM
KAXXYFLGGI

FVNEVRRCDE
VLERTEAFFA
NTGNEIYKTV
LGSWSIMVEK
SYRECNFALY
NDIFSKSMNI
VCMSVVNYNE

GCREYMFEGQ
EFFSEIMIHQ
VMMEGLSAFL

TFLGMCMERF
ELETETTEFPS
SQLTLGYIEL
TTAQSLITTI
HHVTTGVLPT

TSHENTTSTE
LNELWVITAG
CLPATDESLI
GPFLQIRGRDG

TFLGMCMERF
ELETETTEKFPS
SQLTLGYIEL
TTAQSLITTI
HHVITTGVLPT

TSHENTTSTE
NNSEFGSWEW
VHPEYNEFTY
FLEAGRHEYI
ISWGIGCAEA

MERKLRYIEV
AQEEIGMDSL
FVAFFQGEQL
MKAIYHTLNL
TIITFPFLFA
FGSAWENPYD
FKRRYSIFLE

ETLQRAFVLV
GIHTIEYVLS
HTLRLHWVEF

MFGSCCAHDL
SGQPLTIPTD
RPEPYRRTTT
QLLTTLQHPD
TEAESTEPQS

STREPTLAVT
HCVEDLLVSQ
GONGTVIGWG
EYFLGGIISW

back to list

MFGSCCAHDL
SGQPLTMPTD
RPKPYRRTTT
QLLTTLQHPD
TEAESTEPQS

STREFTLAVT
QVSVRRTSEF
EYDLALVRLE
PDIFMCAGFE
NLPGVCTRIS

back to list

EVHEDEVNVFE
TESLISDEAG
ESRIEEVCTG
FNMDVTNEKCL
VMEFGDLGHGL
NQTLERFEAF
FLPQIIFLFL

ALCCIPVMLL
TISHTASYLR
MSEFYAGLGY

back to list
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1 MMQRLITQQV VDQRGALYIT NALWTLMEHN IEEVEVLQTV
51 IRQLVSLVSA RVYLEKDSVH SLQQQQQOQQ QOLOQSGTSS
161 TEMTRTFGLE LLEAVLSNFS AVFHENQEFR LLLEERVCATL
247 VAILIQEYHT ILVTECEIFL SLIIEFLDFD EPHWQRATLAL
321 VRYSLINASA VLSNGGQQAV GAAGQPPSTL SALASGGNNQ
401 YGISLAYATIL LDMTRSIGGV IQRTPELHPT HNMAVITEEE
481 OQNYAALCGML DQLQPRDAFTI MAMCRASFPP HYAMSIFANA
561 GTPLPSASLP HSVMQAPVML TNENLQCMRA ILLLAHNNGS
641 NVGIQTAVMA DLPVLSQMIG QLFESSQYLD DVALHHLIDA
721 WRPLTNHLLE VCQHRHIEMR EWGVEAITYL VESALQFEHK
501 NTAGEILSFG WPAIIEIIGA VNDHHGEPLI RTAFQCLQLV
581 WNISDFFNQN QDELTSTQLE DVAILPDFPG TLEMPQFDKL
6l PTWQALVWQV LFPLLDNVRA LSSSASNEKV DASGNILIHH
1041 WSLILEFIQN AALSENGEVS LAALESLOEI MYHTSTERGL
1121 VTGGDSQEDF YIPSQAFLTA LIQIFPAIFQ HIQVRFSASD
1201 LECMELIQEE AIRPDSESSI RQLIPAIFRQ LLIFSKFACA
1281 ISICVELYQS TATEESVVQE QILHDITIEKAL RTPLAMEYKC
1361 TLDKFLFPIS VCTIEDRGLE EIVLDETIDC QVIELLRDEV
1447 REIFAETCFE TLLQFSLLED QATATACNNN RLNANLLTAG
1521 LPRFRLSEIS FVLEAIATLV VSMEKAPASK VNEPAWDLLI
1601 NATIQSNGQQ
Supporting Peptides:
Peptide |(Uniq|-10IgP| Mass |ppm m/z z| RT |Scan |#Spec|Start|End |[PTM
P.VDKPYF.P| Y 20.81 |767.3854|-26.1|768.3726(1|0.29| 260 1 226 (231
total 1 peptides
tr|B4LSM1|B4LSM1_DROVI
| Protein Coverage | Supporting Peptides |
Protein Coverage:
1 MSFEVGGGVVG GGTDVHEFVE ALQADFETLS LETKEEYPQT
51 DLEIIKFCLG MMQRLITQQV VDQEGALYIT NALWTLMEHN
16l PTIVNTAGAT IRQLVSLVSA RVYLEKDSVH SLQQQOOQOOO
241 AEQPFWLLGM TEMTRTFGLE LLEAVLSNEFS AVFHENQEFR
321 EPISMRLLRL VAILIQEYHT ILVTECEIFL SLIIEFLDPD
401 HDMIAAMGSY VRYSLINASA VLSNGGQQAV GAAGQPESTL
421 EKLDAPNIPDS YGISLAYAIL LDMTRSIGGV IQRTPELHPT
561 GTTENILEAM QNYAATLCGML DQLQPRDAFI MAMCRASFPP
©41 GDFRPQIVAV GTPLPSASLP HSVMQAPVML TNENLQCMRA
721 QAIPKPAVEA NVGIQTAVMA DLPVLSQMIG QLFESSQYLD
01 LVNMPRIEVL WRPLTNHLLE VCQHRHIEMR EWGVEAITYL
281 RQLDCVLQIL NTAGEILSEFG WPAIIEIIGA VNDHHGEPLI
961 NISLTAIGLM WNISDFFNQN QDELTSTQLE DVAILPDFPG
1041 TAAHGSLLNP PTWQALVWQV LFPLLDNVRA LSSSASNEEV
1121 LOMLGDFERA WSLILEFIQN AALSKNGEVS LAALKSLQET
1201 MSATTRLLPG VTGGDSQEDF YIPSQAFLTA LIQIFPAIFQ
1281 TLLTPLHDGI LECMELIQEE AIRPDSESSI RQLIPAIFRQ
1261 MNYIPFGEKES ISICVELYQS TATEESVVQE QILHDIIKAL
1447 FASQWDDLAD TLDEFLFFIS VCTIEDRGLE EIVLDETIDC
1521 NICYESDWEL REIFAKTCFE TLLQFSLLED QATATACNNN
1601 DDERQSGECP LPRFRLSEIS FVLEAIATLV VSMEEKAPASK
1681 LLQAPSYVED NAIQSNGQQ
Supporting Peptides:
Peptide (Uniq|-10IgP| Mass |ppm m/z z| RT |Scan |#Spec|Start|End [PTM
P.VDKPYF.P| Y 20.81 |767.3854|-26.1|768.3726(1|0.29| 260 1 316 (321

total 1 peptides

Prepared with PEAKS ™ (bioinfor.com)

proteins

TLLLTTNLVV
PDTDGNGTQD
VIELEFSPNVE

EVIHKLVTRS
CGFMFRGAYL
HEKPLCLQLIN
AQLDADLRCH
ILGTSWHIVL
LCKLSHEAME
QPLKENLELQ
ITDFLTVMEW
WMCLYAKLGE
SRNTAQKQWA
KDGQTAQQQD
FDKFCTVLTN
PPTFQQSVEH
LSSSTWKLAI
LPYAHELPHQ
GAGAVNKDFA
GLYPYLVDCT

KEACEEAISK
IEEVKVLQTV
QQLOQSGETSS
LLLKERVCAL

KPHWQRALAL

SALASGGNNQ
HNMAVITEEE
HYAMSIFANA
ILLLAHNNGS
DVALHHLIDA
VKSALQFKHK
RTAFQCLQLV
TLEKMPQFDKL
DASGNILIHH
MYHTSTERGL
HIQVREFSASD
LLIFSKFACA
RTPLAMKYKC
QVIELLRDEV
RLNANLLTAG
VNKPAWDLLI

HGDTLAEKALV
GQTFAMDAFH
HEQLPAFSNG

TLIAFFCKSY
PLVASFAPGL
SSWSGLLSAF
TRSGSQDLSS
QTLOHLVWIL
LAYANREPSL
TMLLSPLSEL
RCLPLCISTA
LCVDLRPAVR
ETQVLTLSGV
EEIWNIAWNI
AVCIPVQTDA
NKYGKSGNHY
SSLISVLHTG
FIMQIVVLLN
GRLAVTALLH
TTTSPEVSRS

LCTAGSSQON
TLLLTTNLVV
PDTDGNGTQD
VIKLFSENVK

EVIHELVTRS

CGFMFRGAYL
HRKPLCLOLIN
AQLDADLRCH
ILGTSWHIVL
LCKLSHEAME
QPLKENLELQ
ITDELTVMPW
WMCLYAKLGE
SRNTAQKQWA
KDGQTAQQQD
FDKECTVLTN
PPTFQQSVEH
LSSSTWKLAI
LPYAHELPHQ
GAGAVNKDFA
GLYPYLVDCT

LCFRLHYTEN
LEQDLVQLVN
TAAVEVDKPY

PTIVNTAGAT
AEQPFWLLGM
FPISMRLLRL

—

DLENHATHIV
PKAVYLEMLD
IPLVETSIDE
QFINSCNADG
GLKPSTGGSL
FAVAKLMETG
STVLHADVRQ
AKFGSQTQEL
KSAGQTLEST
CRVENTKRDL
WLSIGMESTK
VPYIMSTVSD
ANNAAVEVVS
LEVARTKPQH
KGSIHSASDS
REQEVLEREN
LREALLQYTD

SVYYTVNQIL
HGDTLAFALV
GQTFAMDAFH
HEQLPAFPSNG

TLIAFFCESY

PLVASFAPGL
SSWSGLLSAF
TRSGSQDLSS
QTLOHLVWIL
LAYANREPSL
TMLLSPLSEL
RCLPLCISTA
LCVDLRPAVR
ETQVLTLSGV
EETWNIAWNI
AVCIPVQTDA
NKYGKSGNHY
SSLISVLHTG
FIMQIVVLLN
GRLAVTALLH
TTTSPEVSRS

HDMIAAMGSY
KLDAPNIPDS
GTTENILKAM
GDFRPQIVAV
QAT PKPAVER
LVNMPRIEVL
RQLDCVLQIL
NISLTAIGLM
IARHGSLLNP
LOMLGDFERA
MSATTRLLEG
TLLTPLHDGI
MNYIPFGEKS
FASQWDDLAD
NICYESDWKL
DDERQSGKCP
LLOAPSYVED

back to list

YPLVQGCETK
LCFRLHYTEN
LFQDLVQLVN

TAAVEVDKEY
—

DLENHATHIV

PRAVYLEMLD
IPLVETSIDE
QFINSCNADG
GLKPSTGGSL
FAVAKLMETG
STVLHADVRQ
AKFGSQTQEL
KSAGQTLEST
CRVFNTKRDL
WLSIGMESTK
VPYIMSTVSD
ANNAAVEVVS
LKVARTKPQH
KGSIHSASDS
RFQEVLEREN
LREALLQYTD
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