Supplemental data S2. Proteins identified as sources of endogenous peptides detected in VOO, with -10logP
score above 30. Protein coverage, supporting peptides and best peptide-spectrum matches (PSM) are shown.
Protein -101gP score, sum of the -101gP scores of the protein's supporting peptides; Coverage (%),

percentage of the protein sequence that is covered by the supporting peptides; Area Sample, protein relative
abundance; #Peptides, number of high-confidence supporting peptides; #Unique, number of high confidence
supporting peptides that are mapped to only one protein group; PTM, posttranslational modifications.
Description, as seen in the FASTA data base.



Protein List

Protein Protein . _ Coverage Coverage (%) Sample | Area Sample . . #Spec Sample Avg. e
Group D Accession (-10IgP (%) 1 1 #Peptides | #Unique 1 PTM| | *9. |Description
1 1 OE9A032471P1 | 155.75 9 9 2.8186E6 6 6 8 N 51572 ?E9A032471P
1 2 OE9A042009P1 | 155.75 9 9 2.8186E6 6 6 8 N 51725 PESA042009P
165 11 |OE9A085162P3| 93.56 4 4 1.0776E6 1 1 1 N 40777 ‘3359’*085162"
165 12 |OE9A085162P1 | 93.56 4 4 1.0776E6 1 1 1 N 44093 ?E9A°85162P
165 13 |OE9A085162P2| 93.56 3 3 1.0776E6 1 1 1 N 55757 (Z)E9A°85162P
3 3 OE9A001718P2| 75.15 7 7 4.5393E5 2 2 3 N 47253 | QEOA001718P
3 4 OE9A001718P1| 75.15 7 7 4.5393E5 2 2 3 N 49955 ‘1359’*001718"
9 245  |OE9A057915P1| 43.19 7 7 4.0106E6 1 1 1 N 21805 ?E9A057915P
2 82  |OE9A117792P1| 43.16 2 2 6.1091E6 1 1 1 Y 38475 ?E9A117792P
166 177 |OE9A087501P1| 39.01 4 4 3.4884E7 1 1 1 N 27647 | QEOAOB7501P
40 222 |OE9A013295P1| 32.74 1 1 9.6294E5 1 1 2 N 72709 ?E9A°13295P
40 223 |OE9A042038P1| 32.74 1 1 9.6294E5 1 1 2 N 75341 ?E9A°42°38P
40 224 |OE9A062197P1| 32.74 1 1 9.6294E5 1 1 2 N 75780 ?E9A062197P
a1 244  |OE9A106456P1| 31.66 1 1 7.3958E4 1 1 1 N 86041 | DEOAL06436P
93 239  |OE9A058866P1| 31.36 1 1 4.1833E6 1 1 1 N 108486 ‘1)59’*05886“
167 249 |OE9A054657P1| 30.94 3 3 0 1 1 1 N 30439 ?E9A°54657P
167 250  |OE9A104108P1| 30.94 2 2 0 1 1 1 N 41131 ?E9A1°4108P
42 289  |OE9A026632P1| 30.30 4 4 4.3063E5 1 1 1 N 30682 | PEOA026632P
168 293 |OE9A100476P1| 30.09 2 2 2.2457E5 1 1 1 N 38275 ?E9A1°°476P
106 101 |OE9A087887P1| 29.54 3 3 0 1 1 1 N 28540 (I)E9A°87887P
total 20 proteins
| Protein Coverage | Supporting Peptides | Best Unique PSM |
Protein Coverage:
1 MAKICLLSLS LVLLFSLSFA QQQLEGQCQI QKINALQPQY KIQSEGGVTE SYDYNDDQFQ CAGAAFLRHT IYRRSLLLPS
21 YTSSPLLAYA VEGSGILGIM ISGCPETFES SQESQQESHG QGQRFEDRHQ KIGNFRQGDI IAVPAGAAHW IYNSGNEELV
161 LVVLQODTSNN VNQLDDIPRR FFLAGNPRSG QEQEQQQOPWQ PEKQYSRFDN VFEGFAVQVL AEAFNVDLET AKKLQGENDQ
RGHMVNIEQG LOVISFPPFTG EEQQYGEQNR RANGLEETIC TARVRQNIDN PSEADIYNPR AGRFTTANSL TLPILSFLQOL
SAARGVLHREK AIMSPHWYMN CHTIVYATEKG NAEMQIVDNR GQAVFDDTIQ EGQVVVVPHN FAVVEQAGDQD GFEWVEFNTN
401 ENAMINTISG RTSSFRGLPV DVIVNAYQVS REVAEQLEFN RQETLIFSGG ESSGQPRVSS V
— I ———
Supporting Peptides:
Source Area #Feature Fou
Peptide Uniq |-10IgP Mass Length | ppm m/z RT |Fraction| Scan File Sample |#Feature| Sample |Start|End|PTM|AScore By
1 1
P2860-
L.VVLQDTSNNVNQLD.D Y | 77.73 |1557.7634 14| 5.9|779.8878(2(24.96| 1 | 4137 [0l 4g33e5) g 1 162 |175 e
2.raw
P2860-
L.VWLQDTSNNVNQLDDIPRRFFLA.G| Y | 63.26 |2673.3875 23| 52(892.1344(3/48.98| 1 |10s42|ASEd0) g 0 0 162 | 184 Pes
2.raw
P2860-
L.IFSGGESSG Aislado PEA
) QPR.V Y | 57.53 [1220.5785 12| 6.8[611.2961(2(22.47| 1 | 3436 | N2 11043585| 1 1 446 | 457 -
2.raw

total 6 peptides



Usuario
Cuadro de texto

Usuario
Cuadro de texto


Source Area #Feature Fou
Peptide Uniq |-10IgP Mass Length |ppm m/z z| RT [Fraction| Scan File Sample |#Feature| Sample |Start|End |PTM|AScore By
1 1
P2860-
Aislado PEA

Q.DTSNNVNQLDDIPRR.F Y 46.89 |1755.8500 15| 5.1|586.2892|3(26.25 1 4526 informe 1.5401E5 1 1 166 | 180 DE
2.raw
P2860-

Aislado PEA

L.QDTSNNVNQLDDIPRR.F Y 33.36 (1883.9086 16| 8.0|628.9771|3(26.36 1 4524 informe 2.0584E6 1 1 165 | 180 DE
2.raw
P_2860-

M.INTISGR.T Y 31.90 | 759.4239 7| 8.6(380.7197|2(20.53 1 2900 _Alslado 1.3753E5 1 1 405 |411 PEA
informe DE
2.raw

total 6 peptides

Best Unique PSM (Scan 4137, m/z=779.8878, z=2, RT=24.96, ppm=5,9):
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OE9A042009P1 back to list

Protein Coverage:

1 MAKIICLLSL SLVLLFSLSF AQQQLKGQCQ
21 SYTSSPLLAY AVKGSGILGI MISGCPETFE
161 VLVVLQDTSN NVNQLDDIPR RFFLAGNERS

IQKINALQPQ YKIQSEGGVT ESYDYNDDQF RCAGAAFLRH TIYRRSLLLP
SSQESQQESQ GQGORFRDRH QKIGNFLQGD IIAFPAGAAH WIYNSGNEEL
GQEQEQQQLW QPEKQYSRFD NVFKGFAVQV LAEAFNVDLE TAKKLQGEND

241 QRGHMVNIEQ GLQVISPPFT GEEQQYGEQN REANGLEETI CTARVRQNID NPSRADIYNP RAGRFTTANS LTLPILSFLQ
321 LSAARGVLHE FAIMSPHWYM NCHTIVYATE GNARMQIVDN RGQAVFDDTI QEGQVVVVPH NFAVVEQAGD QGFEWVEFNT
401 NENAMINTIS GRTSSFRGLP VDVIVNAYQV SREVAEQLEKF NRQETLIFSG GESSGQPRVS SV
— —
Supporting Peptides:
. . . Source Area #Feature Fou
Peptide Uniq |-10IgP Mass Length |ppm m/z z| RT |Fraction| Scan File San;ple #Feature San;ple Start| End |PTM | AScore By
P2860-
L.VWLQDTSNNVNQLD.D Y | 77.73 |1557.7634 14| 5.9|779.8878|2|24.96| 1 4137 a'fﬂfri‘; 3.4433E5 1 1 163 | 176 PEI;*[
2.raw
P2860-
L.VWLQDTSNNVNQLDDIPRRFFLA.G| Y | 63.26 |2673.3875 23| 5.2/892.1344|3|48.98| 1 [10542 I’;':Q'f:q‘; 0 0 0 163 | 185 PE[?[
2.raw
P2860-
L.IFSGGESSGQPR.V Y 57.53 |1220.5785 12| 6.8(611.2961|2(22.47 1 3436 iﬁi:clfr?\c; 1.2435E5 1 1 447 | 458 PEDA[
2.raw
P2860-
Q.DTSNNVNQLDDIPRR.F Y 46.89 |1755.8500 15| 5.1|586.2892|3|26.25 1 4526 iﬁi’sol?:\c; 1.5401E5 1 1 167 | 181 PEDA[
2.raw
P2860-
L.QDTSNNVNQLDDIPRR.F Y 33.36 [1883.9086 16| 8.0/628.9771|3|26.36 1 4524 iﬁli’solfﬁc; 2.0584E6 1 1 166 | 181 PEDAE
2.raw
P2860-
M.INTISGR.T Y 31.90 | 759.4239 7| 8.6|380.7197|2|20.53 1 2900 iﬁlifsolfri(; 1.3753E5 1 1 406 | 412 PEDA[
2.raw

total 6 peptides

Best Unique PSM (Scan 4137, m/z=779.8878, z=2, RT=24.96, ppm=5.9):
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| Protein Coverage | Supporting Peptides | Best Unique PSM |

Protein Coverage:

1 MRQQEQGSES QKQFFDRHQK VRQFRQGDVL ALPAGITLWL YNNGQEPLVT VSLLDTANEM NQLDLQFRNF FLAGNENPQQ

21 SQGQOQQEESQ SEGESPINNI FYGFPDEVLA DVYNVEPETI RELKGEQDQE GERIVEAERFN VVLPREGQEE EQEGQQGQGG
1l ERNGLEETLCT LRLERENLGRP SRADVYNPEREA GRLATLNSQT LPILNYLQLS AVEKGVLYRNA IMAPHWNVNA HSVIYITRGS
24 SELRQVVGHSG NLVFDGEVEE NQLIIIPQSF VVIEFKAGDQG CEWIAFKTND NAMISFLAGR LSAFRESMPVD VLANAYRVSEK
321 QEAQVLEFSR DESTLFSSSS SSMSLEEPKA MEYARDVIET VI

Supporting Peptides:

Area
Peptide Uniq | -10IgP Mass Length |ppm m/z z| RT [Fraction|Scan SoFlill':e San:ple #Feature :::;tl';r: Start|End |PTM |AScore Fo;vnd
P2860-

L.LDTANEMNQLDLQFR.N| Y | 93.56 |1806.8571 15| 8.3|904.4365(|2(34.18| 1 6794 | Aislado |y 4776k 1 1 54 | 68 PEAKS
informe DB
2.raw

total 1 peptides

Best Unique PSM (Scan 6794, m/z=904.4365, z=2, RT=34.18, ppm=8.3):
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OE9A085162P1 back to list

| Protein Coverage | Supporting Peptides | Best Unique PSM |

Protein Coverage:

1 MRQQEQGSES QKQFFDRHQK VRQFRQGDVL ALPAGITLWL YNNGQEPLVT VSLLDTANEM NQLDLQFRVR ISEISWLVSN
21 IIRDFIEIFT IFFFQNFFLA GNRNPQQSQG QQQEESQSEG ESPINNIFYG FPDEVLADVY NVEPETIRKL KGEQDQRGRI
16l VEAERFNVVL PREGQEEEQE GQQGQGGENG LEETLCTLRL RENLGRPSEA DVYNPREAGRL ATLNSQTLPI LNYLQLSAVEK
24 GVLYRNAIMA PHWNVNAHSV IYITRGSSEL QVVGHSGNLV FDGEVEENQL ITITIPQSEVVI KKAGDQGCEW IAFETNDNAM
321 ISPLAGRLSA FRSMPVDVLA NAYRVSEQEA QVLKFSRDES TLFSSSSSSM SLEKPFAMEY ARDVIETVI

Supporting Peptides:

Peptid Uniq|-10igP| M Length RT |Fraction|s Source sAreal #Feat ¥Feature | gt |End|PTM|AS Found
eptide niq |-10Ig ass ength|ppm| m/z |z raction | Scan File an;pe eature| o e 1 | Start|En core| g,
P2860-

L.LDTANEMNQLDLQFR.V| Y | 93.56 |1806.8571 15| 8.3|904.4365(2(34.18| 1 |6794| Aislado 14 4776ke 1 1 54 | 68 PEAKS
informe DB
2.raw

total 1 peptides




Best Unique PSM (Scan 6794, m/z=904.4365, z=2, RT=34.18, ppm=8.3):
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| Protein Coverage | Supporting Peptides | Best Unique PSM |

Protein Coverage:

1 MAKLSLHFLS FTLLFLFGGC LAQLGSQQQF LWQKLQQQQQ HRLRAKTDCR
51 ECAGVAAVRT SIQENGLFLP HYNNVAQLIY VVQGKGLLGA VIPGCAETFE
161 VLALPAGITL WLYNNGQEPL VTVSLLDTAN EMNQLDLQFR NFFLAGNENP

24 LADVYNVEPE TIRELEKGEQD QRGRIVEAER FNVVLPREGQ EEEQEGQQGQ
321 BRAGRLATLNS QTLPILNYLQ LSAVEGVLYR NAIMAPHWNV NAHSVIYITR
401 SEVVIEKKAGD QGCEWIAFET NDNAMISPLA GRLSAFRSMP VDVLANAYRV
421 EKAMEYARDVI ETVI

Supporting Peptides:

IERLTAQEPT
TEMRQQOEQGS
QOSQGOAQEE

GERNGLEETL
GSSRLQVVGH
SKQEAQVLKF

miz

048

-0.4

RRYDSEAGYA
ESQKQFFDRH
SQSEGESPIN

CTLRLRENLG
SGNLVEDGEV
SEDESTLFSS

back to list

EYWDPNNEQF
QKVRQFRQGD
NIFYGEPDKV

RPSRADVYNP
KENQLIIIPQ
SSSSMSLEKP

Source

Peptide Uniq |-10IgP Mass Length [ ppm m/z |z| RT |Fraction|Scan File

Area

1

Sample |#Feature

#Feature
Sample 1

Start

PTM

Found

AScore By

P2860-

Aislado

informe
2.raw

L.LDTANEMNQLDLQFR.N | Y 93.56 [1806.8571 15| 8.3[904.4365(2(34.18 1 6794

1.0776E6 1

200

PEAKS
DB

total 1 peptides

Best Unique PSM (Scan 6794, m/z=904.4365, z=2, RT=34.18, ppm=8.3):
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Protein Coverage:

1 MEQAAGHGLL FMVLFFLLPI GSLSSDHHRH KSSFREVLIG HDSDEYAVIF

21 VSTEPGLSSY AADPQAAASS LERPLLEEAEA VVPIWLQPDT PARI.GATAGL

1€l WVSILDGVQE GTYMWVTINY LLNTLGRSYA ETVATIDLGG ASVQMAYAIS

241 VHSYLEYGSK AARAERIFKAS RNSTNPCILE GYEGTYTYGG VVYRVSAPRE
321 IWNGGGGDGE ENLYLSSSFY WTALDSGILE QNATGGRILV NAYKDTAKTA

401 YTLLVDGLGE LKFLLILPEE IINYTNTA

Supporting Peptides:

miz

0.4

-0.5

DAGSTGSRVH VFREDQNQDL

back to list

LPIGNELELY

RLVEGDAAEE ILDAVRENLFEK

DENAAKAPHV AANETYLLQEK
GANMERCQIL TREALEKINAP
CSTEFMDVES EFPDVQEENI

NESHLEYKHD

NLEGTNYNLY
CEYDSCTFNG
PYLCMDLVYI



Area
Peptide Uniq |-10IgP Mass Length | ppm m/z |z| RT [Fraction| Scan SoFl;lrece San;ple #Feature g:;aptl:ri Start | End |PTM | AScore FOB"'Y" d
P2860-
E.AVVPIWLQPDTPAR.L Y | 57.79 |1561.8616 14| 9.6|781.9397|2(38.09| 1 7972 I';‘]'fi'f:q‘; 4.3861E5 1 1 110 | 123 PES;(S
2.raw
P2860-
R.VHVFRFDQNQDLLPIGN.E| Y | 34.71 |2011.0275 17| 8.8|671.3506(3(48.03] 1  |10402 Iﬁ'ff]'fr?]‘; 1.5322E4 1 1 59 | 75 PE[?‘;(S
2.raw
total 2 peptides
Best Unique PSM (Scan 7972, m/z=781.9397, z=2, RT=38.09, ppm=9.6):
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OE9A001718P1 back to list

Protein Coverage:

1 MEQAAGHGLL FMVLFFLLPI GSLSSDHHRH KSSFRRVLIG HDSDEYAVIF DAGSTGSEVH VFRFDQNQDL LPIGNELELY
21 VSTEPGLSSY AADPQAAASS LERPLLEEAEA VWPIWLQPDT PARLGATAGL RLVEGDAAEEK ILDAVRNLFE NESHLEYEKHD
1€l WVSILDGVQE GTYMWVTINY LLNTLGRSYA ETVATIDLGG ASVQMAYAIS DENAAKAPHV AANETYLLQK NLEGTNYNLY
241 VHSYLKYGSE AARAEIFKAS RNSTNPCILE GYEGTYTYGG VVYRVSAPEK GANMEERCQIL TREALKINAFP CEYDSCTENG
321 IWNGGGGDGE ENLYLSSSFY WTALDSGILE QNATGGRILV NAYEDTAKTA CSTKFMDVEKS KFPDVQEENI PYLCMDLVYI
401 YTLLVDGLDL NASQEVEVVE DVEYENSEVE ASWPLGCAID VTSSLTSKGL IEEI
Supporting Peptides:
p - . - Source Area #Feature Found
eptide Uniq |-10IgP Mass Length | ppm m/z z| RT |Fraction| Scan File Sample |#Feature Sample 1 Start|End |PTM |AScore By
1
P2860-
E.AVVPIWLQPDTPAR.L Y | 57.79 |1561.8616 14| 9.6/781.9397|2(38.00| 1 |7972 | Aslado 14 3g61p5) 4 1 110 [123 PERKS
2.raw
P2860-
R.VHVFRFDQNQDLLPIGN.E| Y | 34.71 |2011.0275 17| 8.8|671.3506(3(48.03] 1  |10402 I';‘]'fi'f:q‘; 1.5322E4 1 1 59 | 75 PE[?‘;(S
2.raw
total 2 peptides
Best Unique PSM (Scan 7972, m/z=781.9397, z=2, RT=38.09, ppm=9.6):
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OE9A057915P1 back to list

Protein Coverage:



ERVPVVEDET VVQDNDFEER TSASVASTLQY SPPNEAEGTD NSNANAQNGT CSARSLLESA SISASKCIGV EGTNNTEEES

21 IAEHSEETQI YHSVVPYIDF ESISGRSFRE LDYPENSVMP PSISPFTLVL GCHAGGEAGG KGGEGGEGGV GGVGAGKGGG
I—
1lel GGSGSAGGGG SAFKGSDGIGA SSGMMEAPGE GGATISENLE AILEDILLEF GLPAGEEAGE
——
Supporting Peptides:
Peptid Uniq|-10igP| ™ Length RT |Fraction|s Source sAreal #F #Feature g, .+ |End |PTM|AS Found
eptide niq |-10Ilg ass ength|ppm| m/z |z raction | Scan File ar;.np e eature Sample 1 tart | En core| " 'gy
P2860-
G.KGGGGGSGSAGGGGS.A| Y | 31.14 |1048.4534 15| -4.9|525.2275(|2(35.95| 1 |7525 Iﬁ'fz'l?g‘; 4.0106E6 1 1 157 | 171 PE[?é(S
2.raw
total 1 peptides
Best Unique PSM (Scan 7525, m/z=525,2275, z=2, RT=35.95, ppm=-4.9):
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OE9A117792P1 back to list

| Protein Coverage | Supporting Peptides | Best Unique PSM |

Protein Coverage:

1 MVSPSPASAV AVAWRQVEHE AIQVEVADWS VEALRGEESK ELVVDGGSAL CESWAAACRR VEDESRIEQW LHLLQSSLEV @c
21 QLGEVFLFWV RQYQLLSPKR SFFFIINAFA AGVILLIGFI HVLPDAFESL TSPHLSSVAM VSAIGTLMVD AYATSHYNEEK
1lel SSSMAQIASG DEGGVVEPVHT HPTHGHAHGS ASVETDSGET QVLRHRVISQ VLEIIVHSVI IGIALGASES PRTIKPLIAA
24 LTFHQFFEGI GLGGCITQAK FESRAVVIMA IFFSLTTPIG IVIGIGISNI YSETSPTALI IEGIFNSASA GILIYMALVD
321 LLSADFISPE MQGNGELQSG ANVSLLLGAG CMSLLAEKWA
e —— ]
Supporting Peptides:
. . - Source Area #Feature Found
Peptide Uniq|-10IlgP| Mass |Length|ppm m/z z| RT |Fraction|Scan File San;ple #Feature Sample 1 Start|End |[PTM AScore By
P2860- M8:Oxi
Aislado Oxidation |dation | PEAKS
S.LLLGAGCM(+15.99).S| Y 34.51 |792.3874 8| 1.4|397.1985|2(33.76 1 7091 informe 6.1091E6 1 1 345 | 352 M) (M):10 DB
2.raw 00.00
total 1 peptides
Best Unique PSM (Scan 7091, m/z=397.1985, z=2, RT=33.76, ppm=1.4):
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| Protein Coverage | Supporting Peptides |

Protein Coverage:

Best Unique PSM |



MPSCFPITGE TTLAQNVIFD PSPRSMENPN RVLIVMNGLE DVSIELLEWV LENFTFHDCG TITIFGVSPW LNIPLSAKTW

21 SDIWSMDLED LSIVEERIEW ENDPKYQEVL RLVDLCQEYG VVPEIRTEMG HPLELLVVEQ ISSLNATLVV FDKYHDRENI
16l EYYAERKVPCN MVVVNDNGEV ELIKKERSCMD SDVENTPTTI AESSDAAAMA NCSTSIISGY LEKRLKSKSE GERDEKEMEYP
——
241 DTD
Supporting Peptides:
Peptide Uniq|-10igP| Mass |Length|ppm m/z z| RT |Fraction|Scan Source File Sa::lae 1 #Feature g:;:ﬁl:: Start|End |PTM |AScore F°|;'y"d
ANCSTSIISG.Q| Y | 39.01 |880.3961 9| 9.5441.2062|2(35.88| 1 |7180| P2860-Alslado | 5 4g84p7 1 1 211 [219 PEAKS
informe 2.raw DB
total 1 peptides
Best Unique PSM (Scan 7180, m/z=441.2062, z=2, RT=35.88, ppm=9.5):
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OE9A013295P1 back to list
| Protein Coverage | Supporting Peptides | Best Unique PSM |
Protein Coverage:
1 MHPEELLVLL IFISLSFHPD YVLPENVNLD FPFFTLENIT LLGDSYIRNG VVGLTEELEV PSS3SGSVIY NYPVAFFDPE
21 TNITASFSTR FSFSIDNVNP SSFGDGLTFF LSPNNQTLGS PGGYLGLVNS SQLTEERFIA IEFDTRQDLL FNDPDENHVG
1él LDINSLNSIE TANSMIQGVN LEGGNLITAW IDYENEEEEL EIFLSYSSFK PEEPLLRVGV DLSDYLEEFM YVGFSASTEG
—
241 STELHFIQNW NFRTLGFRPI RPEIHPYNVS ESSVPLRPPI TVSDSGNRHH KRIGLGLGIG FPAFFCTVLV GFGWISIKEW
-
21 EKGIEKSERTIE AEMVTGPRQF SYKELESATR GFHSSRILGH GAFGTVFEKAF FMDLGTISAV KRSKHTHEGE TEFLSELSIT
401 ASLREHENLVQ LQGWCVEKGE LLLVYDFMPS GSLDEVLYQE SENGNPLEWT YRYNSAVGLA SVLTYLHQEC EQQVIHRDIEK
481 TSNVMLDGNY NARLGDFGLA RLMDHGTSPV STLTAGTMGY LAPEYLQYGA ATEKTDVESY GVVILELACG REPIEREDES
56l QEPVNLVDWV WRKYSEGKLL EAADQEMNGE FEEEEMERLL LIGLSCANPN SSERPSMREV FQILNNEADFP VVVPEVEPSL
©41 ISRTACH
Supporting Peptides:
Peptide Uniq|-10lgP| Mass |Length|ppm m/z z| RT |Fraction|Scan Source File Saﬁ:;lil #Feature :::ﬁ:ll;r: Start|End |PTM |AScore FoBu:d
G.FSASTEGS.T| Y | 32.74 |784.3239 8| 0.5(393.1665|2(25.27| 1 |a197| P2860-Aislado | g g594p5 2 2 234 | 241 PEAKS
informe 2.raw DB
total 1 peptides
Best Unique PSM (Scan 4197, m/z=393.1665, z=2, RT=25.27, ppm=0.5):
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| Protein Coverage | Supporting Peptides

Protein Coverage:

| Best Unique PSM |

1 MSPRELLVFL ILINLSVHPD YVSSANVNLD FPFFFTFRNIT LLGDSYLRNG VIGLTRELGV PSSSSGTVIY NHPVAFFDPE
21 TNITASFSTR FSFSIDNVNP SSFGDGLAFF LSPNNQTLGS PGGYLGLVNS SEFSENRFIA IEFDTEQDLH FNDPDENHVG
161 LDINSLISIK TANSMIRGVN LESGNLITAW IDYENEEEEF EIFLSYSSFK PEEPLLRVSI DLSDYLEKEFM YVGFSASTEG
I—

241 ETELHCIENW SFRTMGFRPI RPEVQPHSVS ESSVPLEPPI TVSGSGNRHH KRIGLGLGIG FPAFFGAVLV IFGWISVEEW

321 KGTESERIIK AELVTGPREQF SYEELKESATR GFHSSRILGH GAFGTVYEKAF FMDLGTISAV EKRSKHTHEGK TEFLSELSII

401 ASLEHENLVQ LOGWCVEEGE LLLVYDFMPN GSLDEVLYQE SENNNPLEWT YRYYIAVGLA SVLTYLHQEC EQQVIHRDIK

481 TSNVMLDGNY NARLGDFGLA RLMDHGTSPV STLTAGTMGY LVPEYLQYGT ATEKTDVYSY GVVVLELACG REPIEREDES

561 QEQVNLVDWY WREYSEGELI EAADQRMNGE FEEEEMERLL LIGLSCANPD SSERPSMERV LQILNNEADP VIVPEVEPSL

41 IFSNSLFLSI DEIVSDCEEC SSPGSELEIE VY
Supporting Peptides:

Peptide Uniq|-10lgP| Mass |Length|ppm m/z z| RT [Fraction|Scan Source File Sa::lael #Feature g:;aptll:: Start|End |PTM |AScore FoBu;d
G.FSASTEGS.T| Y | 32.74 |784.3239 8| 05/393.1665(2(25.27| 1 |4197| P2BOO-ASado ) g gr94es 2 2 234 | 241 PERKS
total 1 peptides
Best Unique PSM (Scan 4197, m/z=393.1665, z=2, RT=25.27, ppm=0.5):
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| Protein Coverage | Supporting Peptides | Best Unique PSM |
Protein Coverage:
1 MNSRELLVVS TLLFLFNFWQ HPLLVSSENV NLDFPVESFR NFTILGDSYL RNGVEFGLTRE LEVPTSSSGC VIYNHPIEFF

21 DRETNITASF STRFSFSIGN VNESSFGDGL TFFISPNNQT VGNAGGYLGL VNSSQLTENR FTAIEFDTRQ DLHFNDPDDN

1€l HVGLDINSLI SIKTANPTLQ SVNLESGNLI TAWIDYMNEEK KELDVFLSYS SFEPEKPLLN VNVDLSGYLN EFMYVGEEEE

241 EEEETELHYI ENWSFQTMGF HPVRPRIHPH NVSDSSVPHT PPTPVSDSGN ENHERIRLGL GVGFPAFFCS VLVVEGWISF

121 EKEWRESRTEE CLEAELVTGP RQYSYEEIES ATRGFHSSEI VGHGAFGTVY KAFFTDLGTI SAVERSKHAH EGETEFLAEL

401 SITIACLRHEN LVPLQGWCVE KGELLLVYEF MPHGSLDSLL YSDSEHGNPL QWSYRYNIAV GLASVLTYLH QECEQQVIHR

451 DVETSNIMLD ANYNARLGDF GLARIMDHGE SPVSTLTAGT MGYLAPEYLQ YGEATEKTDV FSYGVVILEL ASGRRPIERE

561 TGSQEMVNLV DWAWMLHSEG KIIEAADENM NGEYDEKEME KLLLIGLSCA NPFDSMERPSM RAVLQILNNE AEPMVVPEAK

41 PTLTFSNSLP LSIDDIVLDC EDIVIPESQF EIRPE
Supporting Peptides:

Peptide Uniq |-10IgP| Mass |Length|ppm m/z z| RT [Fraction|Scan Source File Sa:::lll #Feature g::::ﬁ:i Start|End |PTM |AScore FoBuynd
G.FSASTEGS.T| Y | 32.74 |784.3239 8| 0.5393.1665|2(25.27| 1 |4197 frffifr?];’*‘z'f'ffx 9.6294E5 2 2 237 | 244 PEARS

total 1 peptides

Best Unique PSM (Scan 4197, m/z=393.1665, z=2, RT=25.27, ppm=0.5):
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| Protein Coverage | Supporting Peptides | Best Unique PSM |
Protein Coverage:
1 MEIEDDSGGQ DLESGTALPS RSGKSTMVGL DEELIEILNW LDGNSSARDT LSIVGMPGIG KTTFAGEIYD HQRVQEIFHV
—
21 RAWVTVSQENY DERKILLDLL ESMEKLSGEM HNLETSDLED KLHENLEGRE YLIVIDDIWD TEVWNDVNRL FPVDQERSRI
1él ILTTRLESVA VHVNSSRFAF RRMRFLNGVE SWNLFCEVFG GDCCPGELYQ TGTEIAKECG GLPLAIVLIG GLLSKSNQTQ
24 SYWDHVAENL SSVIASHDDQ SSEILHLSYN NLPHHLEECF LYMGIFPEDY EILASELVEL WTAEGFIETE TSESLEDVAE
121 EYLENLVEERES LILVSERSSD GEIKTCEIHD LLEEFCVREA EKESFFHVTDT SLERDLEPTNIS TSHITDESLE SLEFDEIISLE
401 RVSIHPNTQT SHPHADRLPT STVRSVLNFD PTLSLSVEFL NSSLIRVLDT VNGNSSDFPT EIVELLNLRY LSCLNGVREL
481 PSPIHELRNL QTLILSCMES SFRLPLEIWR MTQLEHVHLD LVSLPDPPIE RVEEENPLVV LHDLQSLSTV MNFEFVENIL
561 RRIPNLEKLG ILFDEIGEDW SDYCLNNLAL LONLEALECL FNWPYEPFLQ KIIFPPSLEK LTLRGCFLPW EDMTIIGSLE
£41 KLQVLELKREKE AFSGTVWEPK EGEFLELEFL LLEENNLEDW NAERTHFPKL EHLILDNCQR LKEVPCGIGE IPTLQKIELY
721 YCSDSLVTSA KDIYEEQQES GNEDFQVRIV EMTAEAYET
Supporting Peptides:
Peptide Uniq|-10lgP| Mass |Length|ppm m/z z| RT |Fraction|Scan Source File Saﬁ::lll #Feature g::.ﬁ:i Start|End |PTM |AScore FOBU:d
W.LDGNSSAR.D| Y | 31.66 |818.3882 8| -4.9410.1964|2(18.63| 1  |2491| P2860-Aislado | 5 3958p, 1 1 41 | 48 PEAKS
informe 2.raw DB
total 1 peptides
Best Unique PSM (Scan 2491, m/z=410.1964, z=2, RT=18.63, ppm=-4.9):
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| Protein Coverage | Supporting Peptides | Best Unique PSM |

Protein Coverage:




1
81
161

a4
<52

321
401
481
561
641

721
801
881
961

MASLASPVNL
KDNDTDTFLK
KPSGNKNAGL
PQLOAKPSVA
GRFKDEFRKK
MLTEELAYNL
PVLTIMGHVD
VVAADDGIQP
IMLVAELQDL

VIGLNNVPLA
SIEATIRQALQ
KAMEGLLETV
CGIGVEEFDD

Supporting Peptides:

GSVSMISSCQ
ALPEPVLEFPG
ENGEFVNSMA
PEVSIEEFPVI
GGPSGGSRRR
AISEGEILGY
HGETTLLDYI
QTNEATAHAK
EANPHRNAEG

GDEFEVVGSL
VLPQTNVTLE
EEQVFPIGSAE
WEEGDRIEAF

FEGSVCLVRR
SEVEPVLDMP
DSNSESETSK
LEDVNAATES
MFDDDIFDED
LYSKGIEPDG
RESEVAASEA
SAVVPIIVAI
TVIEAGLDES

DVAHEFKAELQ
FLLQATGDVS
VRAVFSSGSS
NTVQEEKERTLE

VAFRGNGNNE
WDEVELEEDS
SVWREGNPVA
SVADETNSTT
ASELDVSIPG
VQELSEDMVE
GGITQGIGAY
NEIDEDGANF
EGPVATEIVQ

ANYLENERIT
TSDVDLAVAS
RVAGCMVTDG
EASASMTAAL

REFLGGERWR
SNEEKTSESEE
AAPEVVEEFPF
AFFEREKFILI
AATAREGREW
MICREYEVEI
EVQVEFIDGEF
DEVMQDLSST
NGTLNRGDVV

AFAGDGEVTL
FATIFGENVE
KIVEDSGIRV
EGVGIEL

YVGICKYSVT
ERSEVIESLG
EQDSRIDNRG
DEFASKEPVV
TEASRFKAARL
IDTAPVRVEE
QICVFLDTEG
GLMPEEWGGD

VCGEAFGKAR
I—]

SSLASAVSAG
APGSIEKSYAD
LEEKGEEVHVG

TNYITEQGTS
EVLEMAEKLE
EDASHAVTEP
DEFLIAQAVLA
QAAFDAAPVE
MARKEKEMFDN
HEAFGAMRAR
IPVVEISALK
ALFDDEGERI

KLTGLDLHQL
NEGVEIRLYR
VLSSLREVEE

TSTDSTCRGS
KSKEPNVSVN
RPPQPPQONVR
PPKEGKSPPP
VEIMEVDEDG
DDLDELEDRP
GARVTDIAVI
GENVDDLLET
DEAGPSMEVQ

NIILEVDLQG
VIYELIDNVR
LVEEVNAGLE

Peptide

Uniq |-10IigP

Mass |Length

ppm

m/z z

RT

Fraction | Scan

Source File

Sample 1

Area #Feature

#Feature

Sample 1 Start

PTM |AScore

Found
By

V.VCGEAFGKA.R

Y 31.36

880.4113 9

-8.2

441.2060 (2

33.38 1

6569

P2860-Aislado
informe 2.raw

4.1833E6 1

1 691

699

PEAKS
DB

total 1 peptides

Best Unique PSM (Scan 6569, m/z=441.2060, z=2, RT=33.38, ppm=-8.2):
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Protein Coverage:

1
21
lel
241

miz

-0.5

back to list

MFPLLEEEFAD LEGSLAVTFS FPPQTGALVA AFPSKRSSREDE HTEVEGRGRR IRMPAACAAR IFQLTRELGH ESNDETIRWL
LERAEPAIIE ATGTVPPSPS PSTRQERAQS SEFYDVTNSS NLAPVAPIAP QGLVPVEPSG TFFMIPPTAG AATIAAAGLS
NQPQFWAIPA TATPVFSISG RPISNFVSAM QAGVNMSFEST STTTTTTTIN PTAVGGGAAA SSGNTESGEN SGGEISISTT
MAPSSSSVTS ETTVATGTQT LRDEFSLEIYD KKELQIMSGS GPGNHEQTPS SKEP

Supporting Peptides:

Peptide

Uniq | -10IgP

Mass |[Length

ppm

m/z z| RT

Fraction | Scan

Source File

Area
Sample 1

#Feature

#Feature

Sample 1 Start

PTM|AScore

Found
By

G.SGPGNHEQ.T

Y 30.94

824.3413 8

413.1722|2|30.3

8 1 5739

P2860-Aislado
informe 2.raw

0 0

0 280

287

PEAKS
DB

total 1 peptides

Best Unique PSM (Scan 5739, m/z=413.1722, z=2, RT=30.38, ppm=-6.5):
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| Protein Coverage | Supporting Peptides | Best Unique PSM |

Protein Coverage:

back to list

1 MASTIHRNHHS QPQHHHHHHS PPHIERQEHD EVITLPSDPL LGESHEYTIT AFGPPPFDAAE TNPSPPPLPF PSSDIMPLLE
21 EEPADLEGSL AVTPSPPPQT GALVAAPPER SSEDEHTEVE GRGRRIEMPA ACAARIFQLT RELGHKSDGE TIRWLLERAE
16l PAITEATGTG TVPAIAVSVN GTLKIPTTPS TASTSPETAG DGARKREKEA QSSEFYDVAN SSNLAPVAPI APQGLVPLFF
24 SGTFFMIFPPT AGAATIAAAG PSNQPQFWATI PATATPVESI SGEPMSNEVS AMQAGVNMSFE STSSTTTTIN PTAVGGGAAA
321 SSGNTESGEN SGGEISISTT MAPSSSSVTS KTTVATGTQT LEDFSLEIYD ERKELQFMSGS GPGNHEQTFES SEP
—
Supporting Peptides:
. . - " Area #Feature Found
Peptide Uniq|-10IlgP| Mass |Length|ppm m/z |z| RT |Fraction|Scan Source File sample 1 #Feature Sample 1 Start|End |PTM | AScore By
G.SGPGNHEQ.T| Y | 30.94 |824.3413 8| -6.5\413.1722(2(30.38| 1 |5739| P2860-Aislado 0 0 0 380 |387 PEAKS
informe 2.raw DB
total 1 peptides
Best Unique PSM (Scan 5739, m/z=413.1722, z=2, RT=30.38, ppm=-6.5):
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OE9A026632P1 back to list

Protein Coverage:

1 MENTSSGDAE GSSPNSTNFEP QQLDQSSPTS SPLERPEMAP SVMGNLGHSG FREYRPQGRQ QFDQSSPQRG SNSNISSPMQ

21 RPPVAPPPPP PPPLPLPVIG HTGQSAFMAH WPQGPQPQRQ FLGGGGSSGG AACASGNASS NGLFGAQAIP VGRSGGYRFG
————————]

16l GVGIGNPVIR KRVEEGNQGG QAEGGNPFQC RVCGEQFQSA KALFGHMERQL PDEGWEGTFP PPSFRAEEEF AEVPGHLNPG

a4
<52

RAAAAGDAAN AQAGEEATEV HEGREEAGDG LVGPQNYFLP DLNYEKPPHDD HDARA

Supporting Peptides:

- . . - Area #Feature Found
Peptide Uniq|-10igP| Mass |Length|ppm m/z z| RT [Fraction|Scan| Source File Sample 1 #Feature Sample 1 Start|End |PTM |AScore By
F.LGGGGSSGGAAC.A| Y | 30.30 |892.3708 12| -3.4|447.1878(2[20.67| 1 |2016 | P2860-Aislado | 4 3463p5 1 1 122 |133 PEAKS
informe 2.raw DB

total 1 peptides

Best Unique PSM (Scan 2916, m/z=447.1878, z=2, RT=20.67, ppm=-3.4):
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| Protein Coverage | Supporting Peptides | Best Unique PSM |

Protein Coverage:

1 MVTAEKESCQQ LSAWNLPNLD TLLQLRHNNS LSCFPNSS3SY AANVGEFPGHS
21 PIINPYLEDS QFGLSHGIGM SMNPAGSSST SQEKFLIFDQZ SGNNTRLFEFES
16l EQEQQ@SLVKP VVQEKWDENH LTVGSEVRED TEEINALLCS NSTDEYDEVT
—
24 GSTERQELLD GGYEESSLVD MGDPLEMASPE QNYEDGEESS CAGENNEYDD
321 PLLIIDRAII YLNSLELEAE TLGISYL

ICNLPGLETG QLNRESDGFFQ NLPPCWESSS
PSFFPSQNQI IASTAAAGDH GTLDEVAVQT
SMGHTPFTIE ERYDEDIQIG ELVEEVASSN

IDSIEEVEEV EIRESLEILE SIIPGLENED

Supporting Peptides:

- - . - Area #Feature Found
Peptide Uniq|-10IgP| Mass |Length|ppm m/z |z| RT |Fraction|Scan Source File sample 1 #Feature sample 1 Start|End |PTM | AScore By
LNALLCSNS.T| Y | 30.09 |820.3749 8| 8.1|411.1950(2(27.63| 1 |a927| P2860-Aislado | ;5 4g7es 1 1 195 | 202 PEAKS

informe 2.raw DB
total 1 peptides
Best Unique PSM (Scan 4927, m/z=411.1950, z=2, RT=27.63, ppm=8.1):
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Protein Coverage:

1 METEFVLVLLC LSSLMGALAQ GGVGSIISKS IFDQMLEHRN DANCPANGEFY TYEAFIAAAN
——
21 FLAQTSHETT GGWASAPDGP YAWGYCHEKQE EGNPPDYCVA NQOWPCAPGE KYFGRGPIQI
161l PDAVANDPTI SFKTALWFWM TPQTPEPSCH DAISGEWEPS AADSTAGRELP GYGVVTNIIN
24 KRYCDLLGVG YGPNLDCYNQ EPFA

Supporting Peptides:

SFGAFGTTGD TDTREREVAA

SYNYNYGPAG FATIGSDLLNN
GGIECGEGSN PQVEDRIGEY

. . - " Area #Feature Found
Peptide Uniq|-10IgP| Mass |Length|ppm m/z z| RT |Fraction|Scan Source File sample 1 #Feature Sample 1 Start|End |PTM |AScore By
N.CPANGFY.T| Y | 29.54 |770.3057 7| 6.7|386.1598|2|26.19| 1 |4a510| P2860-Aislado 0 0 0 44 | 50 PEAKS

informe 2.raw DB

total 1 peptides

Best Unique PSM (Scan 4510, m/z=386.1598, z=2, RT=26.19, ppm=6.7):
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Peptide List

Prepared with PEAKS ™ (bioinfor.com)
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