Mass spectrometry data of 88 differentially abundant proteins
Spot No.: OL1

NCBI accession No.: AAL09820.1

Plant species: Arabidopsis thaliana

Protein name: Putative 2,3-bisphosphoglycerate-independent
phosphoglycerate mutase

Peptide sequences: UK.ALEYEDFDKFDR.V ;
UR.YLVSPPEIDR.T

PFF Mascot score: [105] Sequence coverage %: [3]
Matched peptides No.: [2]

Calculated Mr: 60671 Calculated pl: 5.27

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Mumber of Hits

0

T T T T T T 1
0 20 i ] 2e] 100 120
Protein Score

Matched peptide sequences: shown in Bold Red



51
101
151
201
251
301
351
401
451
501
551

MATSSRAWELD
LEHGLPDTWT
DRALASGEIF
GSRERGAFRI
SGGGERMYVTIL
GANDQYLFPF
FDKFDEVEYF
STEFRCS555CL
YWEIFS5DSGI
HIGDIEATVV
SGEPALDEEG
BLTVMNLHGE

DHFELFPEGKT
LIERAHGTAVGE
EGEGFEYVSE
RVHILTDGRD
DRYENDWEWVV
VIVDESGELV
KIRYAGMLOY
LITIGLYYALH
SFNVQPFEMEL
RCERADLAVE
KLQILTSHTL
VAPSDYEFTL

IAVIVLDGWG
LESEDDMGNS
SFETHNTLHLV
VLDGSSVGEV
ERGWDAQVLG
GEIVDGEDAVY
DGELELFSRY
FCQYETVEFG
LEIGEKARDR
MIFDAIEQVE
EEVPILIGGE
IEVVE

ESAPDQYNCI
EVGHNALGRG
GLLSDGGVHS
ETLEADLVAL
EAPHEFENAV
TFNFRADRMV
LVSFFEIDRT
HVTFFWNGHNR
ILSGEFDQVR
GIYVVIADHG
GLAQGVRFRE

HNRAPTEAMDS
RIFAQGAKLC
RLDQLOLLIK
RENGVDAQIR
ELVETLREEE
MHAKALEVED
SGEYLTHNGV
SEYFNEKLEE
VNIENGDMVG
NAEDMVKRDK
DLETEGLLNV



Spot No.: OL2

NCBI accession No.: AAL09820.1

Plant species: Arabidopsis thaliana

Protein name: Putative 2,3-bisphosphoglycerate-independent
phosphoglycerate mutase

Peptide sequences:K.ALEYEDFDKFDR.V; R.YLVSPPEIDR.T
PFF Mascot score: [150] Sequence coverage %: [3]
Matched peptides No.: [2]
Calculated Mr: 60671 Calculated pl: 5.27

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Humber of Hits

N

s

T T T T 1
150
Protein Score

Matched peptide sequences: shown in Bold Red

a1
101
151
201
251
301
351
401
451
01
551

MaTS5AWELD
LEHAGAFDTWT
DRALASGEIF
GSAERGRERT
SGEEERMYVTL
GANDQYLFEF
FDEFDEVRYFE
STFRCSES5CL
YVEIFSDSGET
HTGDIEATVV
SGEFALDEEG
ARTVMNLHGFE

DHPFFLPEGET
LIFRHGTAVE
EGEGFEYVSE
EVHILTDGRD
DEYENDWEWVWV
VIVDESGEAV
KIRYAGMLOY
LITGLYYALH
SFHVQPFMER
ACERRDLAVE
KLOILTSHTL
VARPSDYEPTL

IAVIVLDGHG
LESEDDMGEHS
SFETHTLHLV
VLDGESSVGEEV
KRGWDAOVLGE
GEIVDGDAVWV
DEELELESRY
FCQYETVEFG
LETGEFARDA
MIFDATEQVE
KEFVFIATGEE
IEVVE

ESAPDQYHNCT
EVGHNALGAG
GLL5SDGEVHS
ETLEADLVAL
ERPHEFENAV
TFNFRADRMWV
LVSPPEIDRT
HVTFFWHGHER
ILSGEFDQVER
GIYVWVIADHG
GLAQGVRFRE

HNAFTEAMDS
RIFRQGAFLC
RLDQLOLLITE
RENGVDAQTR
EAVETLEEKEF
MHAKAILEYED
SGEYLTHNGV
SGYFHNEFLEE
VHIPNGDMVGE
HAEDMVERDE
DLETPGLANV



Spot No.: OL4

NCBI accession No.: NP_051044.1

Plant species: Arabidopsis thaliana

Protein name: ATP synthase CF1 alpha subunit

Peptide sequences:K.IAQIPVSEAYLGR.V; R.VINALANPIDGR.G;

R.EAYPGDVFYLHSR.L

PFF Mascot score: [200]

Sequence coverage %: [7]

Matched peptides No.: [3]

Calculated Mr: 55351

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 5.19

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Mumber of Hits

N\

120

T T
160 200
Protein Scaore

Matched peptide sequences: shown

51
101
151
201
251
301
351
401
451
a0

MVTIRLDEIS
GELVEFEEGT
SEAYLORVIN
LIAIDSMIET
QRASSVAQVV
MYREQHTLII
RALARLSSQLG
NAGIREATINV
SDLDELTQNQ
IGOVREFLVQ
FLLQEKV

MIIRERIEQY
IGIALNLESH
ALANFPIDGRG
GREQRELIIG
TSLQERGAME
YDDLSKQRQA
EGSMTALEIV
GISVSRVGSA
LARGQRLEEL
LETYLETNEP

NREVTIVNTG
NVEVVLMGDG
KISRSESRLI
DEQTGETAVA
YTIVVAETAED
YROMSLLLRR
ETQSEOVSLY
AQIRAMEQVE
LEQSQSLELT
QFQEIILSTE

in Bold Red

TVLQVGDGIA
IMIQEGSSVE
ESPAPGIISR
TDTILHQQGQ
SPATLQYLRP
PEGREAYEGD
IETHVISITD
GELELELAQF
VEEQIMTIYT
TLTAEAESFEL

RIYGLDEVMA
ATGRIAQIEV
RSVYEPLQTG
NVICVYVRIG
YTGRRLAEYF
VFYLHSRLLE
GQIFLSADLE
AELELFSQFS
GTNGYLDGLE
¥ECIGQEQLER



Spot No.: OL5

NCBI accession No.: CAC81058.1

Plant species: Arabidopsis thaliana

Protein name: mitochondrial F1 ATP synthase beta subunit
Peptide sequences: R.TIAMDGTEGLVR.G;
R.VCQVIGAIVDVR.F; K.VVDLLAPYQR.G;
R.VGLTGLTVAEYFR.D; R.FTQANSEVSALLGR.I

PFF Mascot score: [339] Sequence coverage %: [10]
Matched peptides No.: [5]

Calculated Mr: 63560 Calculated pl: 6.52

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

Protein Score

Matched peptide sequences: shown in Bold Red



51
101
151
201
251
301
351
401
451
501
551

MTMITPSSNT
SAARELGNENP
EDEGERTYDY
TRLVLEVSHH
RIMNVLGEPI
LAPYQORGGRI
GNDLYREMIE
EYFRDAEGQD
ATQERITTTE
ELGIYPAVDP
LGMDELSEDD
FOQGLLDGEYD

THYRESWYAC
RLPSPSPARH
GGRGAIGEVC
LGOQNVVETIA
DERGEIETEH
GLFGGAGVGE
SGVIEKLGERR
VLLFIDNIFR
EGSITSVQAT
LDSTSEMLSPE
ELTVARARKI
DLSEQSFYMV

RYRSGIPGST
ARPCSYLLGR
OVIGAIVDVR
MDGTEGLVRG
YLPIHRDAPR
TVLIMELINN
SESKCALVYG
FTOANSEVSA
YVPADDLTDP
HILGEEHYNT
QRFLSQPFHV
GGIDEVVARL

HASVASRRVL
VAEYATSSPA
FEDQEGLPPI
BEEVLNTGAPT
LVDLATGQETI
VARAHGGESWV
OMNEPPGARL
LLGRIPSAVE
APATTFAHLD
ARGVQEVLON
LAETFTGAPGK
ERIARKESAR

SSLLESSSGR
SSAAPSSAPA
MTSLEVQDHP
TVPVGEATLG
LATGIEVVDL
FAGVGERTRE
EVGLTGLTVA
YQPTLASDLG
ATTVLSREQIS
YENLQDITAT
YVDLEENINS



Spot No.: OL7

NCBI accession No.: AAL08228.1

Plant species: Arabidopsis thaliana

Protein name: AT4g23100/F7H19_290

Peptide sequences:R.SHIWTDTDKDR.T; K.YIDCTGMTFR.Q;
K.EAGFLNAVDEVVR.T
PFF Mascot score: [228] Sequence coverage %: [6]
Matched peptides No.: [3]
Calculated Mr: 58938 Calculated pl: 6.16

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

N

T T T 1
200

Protein Scaore

Matched peptide sequences: shown

a1
101
151
201
251
301
351
401
451
s01

MARLLSQAGES
SLSTESMLLH
GCETEDEYRI
GDEITGLEQG
EEMGIGFLGI
CTVQVNLDES
SHIWTDTDED
GMTFRQFLAG
FWRERLCRALEL
TPFFRDGLLEH
LLEMYNGEWG

YIVVEPSEVCS
SVERSKRGHQ
GTEHEKEFGFE
KQSISLEPGG
GFQEFEWRREED
SEADHMTREFR
RTGHMLEFEVED
ELPCLEGELFP
FWVGLLYDDD
VAEDVLELAK
QSVDEVFEEL

RIGIEAVVSG
LIVALSFFTE
VHTLEREPMEYD
QFELSGAFLE
IFTHMPEGEYD
AGLATQPIAT
DSFGFEQYVD
SYNDWENHLT
SLQATLDLTL
DGLERRGYEE
LY

in Bold Red

GVELLDVLEM
ELVVATEFLT
RQIAELLNGIA
TLAQTCAEVHN
IMENYMEEVG
ALFLNSFFTE
YAL.DWVPMYFL
TIFPEVELER
LWIFLAEREML
AGFLHAVDEWV

KELFGSSHSR
REDLIAYLLS
ERFEWEEVHME
SHLYQVELVL
TLGLDMMLET
GEPHNGFLSHMRE
TRENEYIDCT
YLEMRGADGE
RHEVEVIGLE
VRTGVIPLEEK



Spot No.: OL8

NCBI accession No.: BAF01944.1

Plant species: Arabidopsis thaliana

Protein name: S-adenosylmethionine synthase like protein
Peptide sequences: KANVDYEQIVR.K;
R.EIGFVSADVGLDADNCK.V; R.FVIGGPHGDAGLTGR.K
PFF Mascot score: [291] Sequence coverage %: [10]
Matched peptides No.: [3]
Calculated Mr: 43110 Calculated pl: 5.60

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Husiber of Hits

a

]

| B N N N B R N N BN S BN N R R BN N |
Q0 C

308
Frotein Score

Matched peptide sequences: shown

1
51
101
151
201
251
301
351

MESFLETSES
VMVEFGEITTE
PDIAQGVHGH
KLTEVRENGT
VINDETAADL
GERFITITIDTYG
EVIVQVSYRT
NLDLERGGHNG

VHEGHPDELC
ANVDYEQIVER
LTEEPEEVGL
CEFWLEEFDGET
KEHVIKEVIE
GHGLAGEGELE
GVEPFEPLSVEWV
RFLETRARYGH

DQISDATLDA
ETCEEIGEVS
GDQGHMEGYL
QVTIEYTHES
EEYLDEETIF
SGEDPTEVDR
DSYGIGEIFD
FGRDDADETHW

400

in Bold Red

CLEQDPESEW
ADVGLDADHC
TIDETPELMFL
GAMVEVEVHT
HLNPSGRFVI
SGRYIVEQLD
KEILETVEES
EVVEPLESNE

ACETCTKTNM
RVLVNIEQQS
THVLATKLGA
VLISTQHDET
GOPHGDAGLT
KSIVASGLAR
FDFREGMISI
QR



Spot No.: OL10

NCBI accession No.:AAM61185.1

Plant species: Arabidopsis thaliana

Protein name: phosphoglycerate kinase

Peptide sequences:

R.VTLFLNLANDPTIER.I;

R.VDLNVPLDDNSNITDDTR.I;K.LVAGLPEGGVLLLENVR.F;R.FY
AEEEKNDPEFAK.K;K.LAALADVYVNDAFGTAHR.A;K.ELDYLV
GAVANPK.K;K.AQGLSVGSSLVEEDKLDLAK.S

PFF Mascot score: [519] Sequence coverage %: [24]
Matched peptides No.: [6]
Calculated Mr: 42178 Calculated pl: 5.49

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Humber of Hits

T T T T
100 200

T T T
300

T T T
400 500

600

Pratein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401

MATERSVGTL
YLMGHNGSREVV
EEVQELVAGL
GTAHRAHAST
SEVSTEIGVI
AFKSLMEEAFR
GEDSIETFSE
VITIIGGEGDS

A

KELADLEGESV
LCSHLGREEG
PFEGGVLLLEHN
EGVAKFLEFES
ESLLNTVDIL
KGVSLLLETD
ALDTTETITIW
VALVERVGELA

FVENVDLNVEL
VIPKYSLEFPL
VRFTAREREN
VAGFLMOEEL
LLGGGMIFTFE
VVIADEFAFPD
HGEMGVEFEFD
DFEMSHISTGG

DDHEHNITDDT
VERLSELLGV
DEFEFARFLAA
DY LVGAVANE
TEAQGLEVGS
ANSKIVEATR
KFALCTERVE
GASLELLEGE

RIRLLVETIE
EVVHANDSIG
LADVEWVHDARF
FFEPFRAATVGE
SLVEEDELDL
IPFDGWMELDI
EQLARET.SGKEG
FLPGVLALDE



Spot No.: OL11

NCBI accession No.: BAE98486.1

Plant species: Arabidopsis thaliana

Protein name: glutamine synthetase like protein

Peptide sequences:

K.EHISAYGEGNER.R

PFF Mascot score: [180]

Matched peptides No.: [2]

Calculated Mr: 39323

Annotated PFF spectra:

R.HKEHISAYGEGNER.R;

Sequence coverage %: [3]

Calculated pl: 5.14

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T T
160 200
Protein Score

T
120

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MSTLLADLVNL
PEWNYDGSST
PIPTNEERHAR
PGPQGPYYCS
OVGPSVGEISA
NYSTESMEEE
INTFLWGVAN
TLLWNP

DISDNSERII
GOARPGODSEV
AETFANPDVI
IGADESFGRD
ADETWIARYT
GEYEITKEREAT
RGASIRVGRD

AERYTWVGGESG
ILYPQATFED
AEVEWYGIEQ
IVDAHYEAST
LERITEIAGV
EELELEHKEH
TEREGEGYFE

10

MDOMESEARTL
PFRRGNNILV
E¥YTLLOEDVN
YAGINISGIN
VWVSFDPEPIP
ISAYGEGNER
DERPASNMDP

PGPVTDPSEL
MCDAYTPAGE
WPLGWPIGGE
GEVMPGOWEE
GDWNGAGAHT
RLTGHHETAD
¥IVVTSMIAET



Spot No.: OL13

NCBI accession No.: BAH20341.1

Plant species: Arabidopsis thaliana

Protein name: AT1G04410, partial

Peptide sequences:

PFF Mascot score: [50]

Matched peptides No.: [1]

Calculated Mr: 26347

Annotated PFF spectra:

R.ELVKDDAWLDGEFISTVQQR.G

Sequence coverage %: [8]

Calculated pl: 6.59

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0

[

%

Protein Scare

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MARKEEVEVLV
LNGVEMELID
DVMSENVSIY
ENISCLTRLD
VOTSSGEEEV
ACDHIRDWVL
QGLPIDEVER

TGAAGQIGYA
ARFPTLLEGVV
ESQARARAT.ERKH
HNRAT.GQISE
EELVEDDAWL
GTPEGTFVSM
EEMDLTAEET

LVPMIARGIM
ATTDAVEGCT
AAPNCEVLVV
ELSVEVSDVE
DCGEFISTVQQ
GVYISDGSYSV
EEEEDLAYSC

11

LGADQEVILH
GVNVAVMVGE
ANPANTNALI
NVIIWGNHSS
REGAATTEARK
PSGLIYSFEV
LS

MLDIPPAAELD
FPEEEGMERE
LEEFAPSIFE
SQYPDVNHAR
LEEAT.EARAESS
TCENGDWSIV



Spot No.: OL14

NCBI accession No.: AAC49472.1

Plant species: Arabidopsis thaliana

Protein name: Annexin-like protein

Peptide sequences:K.TLDKELSNDFER.A;

R.AILLWTLEPGER.D;K.SLEEDVAHHTTGDFR.K;K.HYNDEDVI

R.I;K.AQINATFNR.Y

PFF Mascot score: [270]

Matched peptides No.: [5]

Calculated Mr: 36322

Sequence coverage %: [17]

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 5.34

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

Matched peptide sequences: shown

51
101
151
201
251
301

T T T
100

MATLEVSDSV
QAYHETYGED
SSNQVLMEVL
SLVISYRYEG
IHATFHNRYQD
LESALTNETGT
RGDYEFMLVE

T T T
200

300

Protein Score

FAPSDDAEQL
LLETLDEELS
CTRISTQLLH
DEVHMTLAKQ
DHGEETLESL
DEGALTRIVT
LLGEDDR

RTLFEGWGTH
HDFERATLLW
LEQRYHLRERYE
EART.VHEKTIE
EEGDDDDELE
TELETDLEVI

12

in Bold Red

EDLITSTLAH
TLEPGERDAL
KELEEDVAHH
DEHYNDEDWVI
CTLRSTIQCL
GEEYQRENSI

RESLEQREVIER
LANEATERWT
TTGDFRELLV
RILSTRSEAQ
TRPELYFVDV
FLEEATTEDT



Spot No.: OL15

NCBI accession No.: CAA67608.1

Plant species: Arabidopsis thaliana

Protein name: Annexin, partial

Peptide sequences: K.VSDSVPAPSDDAEQLR.T;

R.AILLWTLEPGER.D; K.SLEEDVAHHTTGDFR.K;

K.SLEEGDDDDKFLALLR.S

PFF Mascot score: [350]

Matched peptides No.: [4]

Calculated Mr: 35928

Annotated PFF spectra:

Sequence coverage %: [18]

Calculated pl: 5.19

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumber of Hits

100

200 300

Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

TLEVSDSVEA
YHETYGEDLL
NOVLMEVACT
VITESYRYEGDE
ATFNRYQDDH
SATNETGTDE
YGEMLVATFG

PSDDAEQLRT
ETLDEELSND
RTETQLLHAR
VNMTLAFRQER
GEEILESLEE
GATLTEIVTTR
EDDA

AFEGWGTNED
FERAILLWTL
QAYHARYEES
ELVHEEIEDE
GDDDDKFLAT
AETDLEVIGE

13

LITSTITAHRS
EPGERDAT.LA
LEEDVAHHTT
HYNDEDVIEI
LESTIQCLTR
EYQRENSTPL

LAEQREVIEQRE
NEATERWTSS
GDFRELLVSL
LETISEAQIN
PELYFVDVLE
EATTEDNCGD



Spot No.: OL16

NCBI accession No.: BAH20433.1

Plant species: Arabidopsis thaliana

Protein name: AT4G04640, partial

Peptide sequences: K.SEPVIHTLLPLSPK.G;
K.GEICDINGTCVDAAEDEFFR.L; R ALQESLASELAAR.M
PFF Mascot score: [299] Sequence coverage %: [31]
Matched peptides No.: [3]

Calculated Mr: 16738 Calculated pl: 5.06

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T T T T T T T T T T T T
[} 10 200 300
Pratein Scaore

Matched peptide sequences: shown in Bold Red

1 YTEFVSLVES EPVIHTLLPL SPEGEICDIN GTCVDAAEDE FFRLITEEGE

51 LIVERETFRT PTADFSPILQ FEQDEVQILD ALLPLYLNSQ ILRALQESLA

101 SELAARMSAM SSASDNASDL EESLSMVYINE ERQAFKITGEI LEIVAGANLO
151 W

14



Spot No.: OL18

NCBI accession No.: AAL16248.1

Plant species: Arabidopsis thaliana

Protein name: AT3g44310/T10D17_100

Peptide sequences: R.KYHASAIHVPGPEVARL.L;

K.YHASAIHVPGPEVAR.L; K.LGAAICWENR.M

PFF Mascot score: [149]

Matched peptides No.: [3]

Calculated Mr: 38553

Sequence coverage %: [7]

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 5.78

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Mumber of Hits

N

T
150
Protein Score

Matched peptide sequences: shown

1
5
101
151
201
251
301

MS5TEDMSTV
VEAASHGREL
HVPFGPEVARL
RELMPTSLER
KGIELYCRAPT
LFTDWYDDEE
ARRFILYFDSV

QHATPFHGEVL
VLFPEGFIGG
ADVARFENHVY
CITWGQGDGEST
ADGSEEWQSS
HDSIVIQGEGES
GHYSREDVLH

BSTIVREVTIV
YPRGFREGLA
LVHMGATEEEG
IPVYDTPIGE
HMLHIATEGGC
VIISPLGQVL
LTVHEYFPRES

15

in Bold Red

QSSTVYNDTE
VEVHNEEGRD
YTLYCTVLEF
LGAATCWENR
FVLSLCQECD
AGENFESEGL
VTEVTKVEKL

ATIDEREKYT
EFREVHASAT
SPQGQFLGRH
MELYRTALYR
REHFEDHEDY
VTADIDLGDI
EDDSHE



Spot No.: OL19

NCBI accession No.: AAL16224.1
Plant species: Arabidopsis thaliana
Protein name: AT4g38970/F19H22_70

Peptide sequences: R.TAAYYQQGAR.F;

K.TWGGRPENVNAAQTTLLAR.A

PFF Mascot score: [133] Sequence coverage %: [7]

Matched peptides No.: [2]

Calculated Mr: 43029 Calculated pl: 6.79

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

R

Number of Hits

0 T T T T T T T T T T T T T T 1
150
Protein Score

Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351

MASTSLLEAS
YADELVETARK
LLVSAPGLGY
LVPLVGSNNE
VEEARWGLAR
FFYLAQNNWVM
AVPGIMFLSG
GRPENVHNAAQ

EVLDESEWVE
TIASPGRGIL
¥IVSEGAILFEE
SWGEQGELDGELS
YRARTSQDSGEL
FEGILLEPSM
GOSEVEATLN
TTLLARAKAN

GOSVLFRQPS
AMDESNATCG
TLYQSTTEGK
SRTAAYYQOG
VPIVEPEILL
VTPGAESKEDR
LNAMNQAPNE
SLAQLGEYTGE

16

SASVVLENEA
ERLDSIGLEN
EMVDVLVEQN
ARFARWRTVV
DEGEHDIDRTY
ATPEQVARYT
WHVSFSYARR
EGESEEAREG

TSLTVEARSS
TEANEQAFRT
IVPGIEVDEG
SIPNGPSATA
DVAERVWAEV
LELLENEVEP
LONTCLETWG
MEVEGYTY



Spot No.: OL20

NCBI accession No.: BAH56881.1
Plant species: Arabidopsis thaliana
Protein name: AT2G21330
Peptide sequences: R.LASIGLENTEANR.Q;
R.TAAYYQQGAR.F
PFF Mascot score: [111] Sequence coverage %: [6]
Matched peptides No.: [2]
Calculated Mr: 40612 Calculated pl: 6.34

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T T T T T T T T
100 120
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MLSSTATMLE
AYADELVETA
TLLVSAPGLG
GLVELVGSYD
AVKERRWGLE
VEFYLRQNNV
EAVEGIMFLS
GSEHSLEQSD

ASPVESDWVE
KTIASPGHGI
QYISGATLFE
ESWCQGLDGL
RYLLISQDSG
MFEGILLEFS
GEQSELEATL
SQFAGSARET

GQSLLLRQES
MAMDESHATC
ETLYQSTTDG
ASRTAAYYQQ
LVPIVEPEIM
MVTEGRELTD
NLNAMNQREN
HWRRRV

17

SVEAIRSHVA
GERLASIGLE
FEMVDVLVEQ
GARFAEWRTV
LDGEHGIDRT
FATPEQVASY
TCLAEHLLED

FSALTVERRS
HTEANEQRYR
NIVPGIEVDE
VSIFNGEPSAL
TDVAEEVHLAE
TLELLENRIF
MERQGREREG



Spot No.: OL22

NCBI accession No.: NP_565203.1

Plant species: Arabidopsis thaliana

Protein name: mercaptopyruvate sulfurtransferase 1

Peptide sequences:

R.NPIQEYQVAHIPR.A;

R.ALFFDLDGISDR.K; K.VWVLDGGLPR.W

PFF Mascot score: [197]

Matched peptides No.: [3]

Calculated Mr: 42152

Annotated PFF spectra:

Sequence coverage %: [9]

Calculated pl: 5.95

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumber of Hits

N

T T T
120 160

200

Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MASTLFSRTFE
TTWARRAMAS
SWYMPDEQEN
GCSALGIDNE
ASGYDVESSA
LDQVENNMED
MFDSCNTLLP
ETDVPIYDGS

LAASHRLITE
TGVETRAGYS
PIQEYQVAHT
DEVVVYDGEG
SGDATLEASA
PTYQHIDARS
AEELEERFDQ
WIEWATQPDL

SLEPQEIFNPA
TEEVETSERV
FRALFFDLDG
IFSALRERVWWM
ASEATERIYQ
EARFDGTAPE
EDISLDEPIM
PIESVESES

18

TFLERELHSQ
VEVDWLHANT
ISDRETSLEPH
FEVFGHEEVW
GQTVSPITEQ
PREGIRSGHI
ASCGETEVTAC

LGEASTAYERES
EEPDLEILDA
MLPTEEAFAR
VLDGGLFRWE
TEFQPHLVWT
PGSECIPFPQ
ITLAMGLHRLG



Spot No.: OL23

NCBI accession No.: BAH57171.1
Plant species: Arabidopsis thaliana
Protein name: AT3G16420
Peptide sequences: K.GANLWDDGSTHDAVTK.;
K.QLTAFGSDDGTVWDDGAYVGVK.K;
K.KVYVGQAQDGISAVK.F; KVYVGQAQDGISAVK.F;
K.FVYDKSPEEVTGEEHGK.S; K.IGVHVRPLSN.-

PFF Mascot score: [576] Sequence coverage %: [28]
Matched peptides No.: [6]
Calculated Mr: 29808 Calculated pl: 5.44

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumbet of Hits

SO0
Protein Scaore

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

MAQEVEAQGE
EQRPLRGTKG
IGFHESLGEN
GVERVYVGQA
EYITAVDGTY
HKIVEFHGEL

FHGANLWDDGS
EVLEFADPFVI
LHNSLGAYFAF
QDGISAVEEY
DEIFGSDGESV
DVLLHKIGVH

THDAVTEIQL
WHPDEHALVSWV
LTTTTPLTEA
YDESPFEEVTG
ITMLEFETHE
VEPLENH

19

ARAGIDGIQYWV
EGHYSPEGTH
FOLTAFGSDD
EEHGESTLLG
QTSPPFELEL

QFDYVENGQE
FTLQVEDEKI
GTVWDDGAYV
FEEFVLDYES
GTVFELKEEG



Spot No.: OL24
NCBI accession No.: AAA96254.1
Plant species: Arabidopsis thaliana

Protein name: GF14chi isoform

Peptide sequences: K.AVDKDELTVEER.N; R.GNDDHVSLIR.D;

R.KDAAEHTLTAYK.A; K.DAAEHTLTAYK.A;
K.AAQDIANSELAPTHPIR.L; K.DSTLIMQLLR.D

PFF Mascot score: [354] Sequence coverage %: [22]

Matched peptides No.: [6]

Calculated Mr: 29997 Calculated pl: 4.68

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N

Numbetr of Hits

0 T T T T T T T T T T T T T T T T
J00
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

MLTPGASSLAR
HLLSVAYENV
LSDICDGILE
DAARHTLTAY

HLAKQAFDEL

wwwww

DEFVYMAKLEA
IGARRASWRI
LLOTILVERA
RAAQDIANSE
ILELDTLGEE
EADEQQS

EQRERYEEMV
IS5IEQEEES
ASGDSENVEYL
LAPTHEFIRLG
SYFEDSTLIMY

20

EFMEEVAEAV
RGHDDHVSLI
FMEGDYHRYL
LALNFSVEYY
LLEDNLTLHL

DEDELTVEER
EDYRSKIETE
AFFESGRERE
ETLHSPDRAC
SOMQDDVADD



Spot No.: OL26

NCBI accession No.: BAH20249.1

Plant species: Arabidopsis thaliana

Protein name: AT5G14740, partial

Peptide sequences: K.YMVFACSDSR.V;
R.VCPSHVLDFHPGDAFVVR.N; K.VLAESESSAFEDQCGR.C;
R.EAVNVSLANLLTYPFVR.E
PFF Mascot score: [367] Sequence coverage %: [22]
Matched peptides No.: [4]
Calculated Mr: 30867 Calculated pl: 5.94

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T T T T T
300 L]
Protein Score

Matched peptide sequences: shown in Bold Red

1 CFRCICFSHF ELELREMGHNE SYEDATEALE ELLIEEDDLE DVAALEVEET

51
101
151
201
251

TRELQROSSS

TMVFACEDEERE

YAVLHLEVEN
SEVLAESESS
EYYDEVHGSFE

DSESFDEVER
VCPESHVLDFH
IVVIGHSACS
AFEDQCGRCE
ELWELQFGIS

TKEGFVIFEK
PGDAFVWENI
GIEGLMSFFEL
REAVITVSLAN
BVHSI

21

EEYETHEALY
ANMVEEFFDEV
DGHMHNSTDFIE
LLTYPFVREG

GELAKGOSERE
EYAGVGAATE
DWVEICLELAK
VVHEGTLALEG



Spot No.: OL27

NCBI accession No.: AAA03449.1

Plant species: Arabidopsis thaliana

Protein name: Cytosolic triose phosphate isomerase
Peptide sequences: R.AILNESSEFVGDK.V;
K.VIACVGETLEER.E; K.VASPAQAQEVHDELR.K;
K.VASPAQAQEVHDELRK.W; K.NVSADVAATTR.I

PFF Mascot score: [363] Sequence coverage %: [20]
Matched peptides No.: [5]

Calculated Mr: 27366 Calculated pl: 5.24

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

o T T T T T T T T T T T T T T T T T
200 300 400
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAREFFVGGHN WECHGTAEEV EEIVNTLNEL QVESQDVVEV VVSPPYVFLE
51 LWVESTLRSDF FVALQNCWVE EGGAFTGEVS AEMLVNLDIP WVILGHSERR
101 ATLHESSEFYV GDEVAYALLQ GLEVIACVGE TLEEREAGST MDVVALQTEL
151 IADRVINWSH VVIAYEPVHA IGIGEVASPA QAQEVHDELR EWLAFKNVSAD
201 VAATTRIIYG GSVHGGHNCEE LGGERADVDGE LVGGASLEFE FIDIIELAEV
251 HNESR

22



Spot No.: OL28

NCBI accession No.: AAA03449.1

Plant species: Arabidopsis thaliana

Protein name: Cytosolic triose phosphate isomerase
Peptide sequences: R.SDFFVAAQNCWVK.K;
K.VIACVGETLEER.E; K.VASPAQAQEVHDELR.K;
K.VASPAQAQEVHDELRK.W; K.NVSADVAATTR.I

PFF Mascot score: [513] Sequence coverage %: [20]
Matched peptides No.: [5]

Calculated Mr: 27366 Calculated pl: 5.24

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumber of Hits

L T T T T T T T T T
0 100 200 300 400 jall}
Protein Scare

Matched peptide sequences: shown in Bold Red

1 MALREFFVGGH WECHGTAEEV EERIVNTLNEL QVPSQDVVEV VVSPPYVELE
51 LVESTLEEDF FVAAQNCWVE EGGAFTGEVS AEMILVNLDIF WVILGHSERR
101 ATLNESSEFV GDEVAYALAQ GLEVIACYVGE TLEEREAGST MDVVARLQTHL
151 IADRVINWSH WVVILAYEPVWAL IGIGEVASPA QAQEVHDELR EWLAFINVSAD
201 VAATTRIIYG GSVHGGHCEE LGGRADVDGF LVGGASLEFE FIDITEAAEV
2531 HNESL

23



Spot No.: OL29

NCBI accession No.: BAH56801.1

Plant species: Arabidopsis thaliana

Protein name: AT3G01500

Peptide sequences:

K.AFDPVETIK.Q; K.YETNPALYGELAK.G;

K.YMVFACSDSR.V; R.VCPSHVLDFQPGDAFVVR.N;

K.VISELGDSAFEDQCGR.C

PFF Mascot score: [388]

Sequence coverage %: [22]

Matched peptides No.: [5]

Calculated Mr: 31727

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 6.14

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

400
Protein Score

Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251

MSTAPLSGFF
REVEFILIRNE
KIVARLEVEQ
YGELARGRSE
VEYGGVGRLT
EDWVEICLEL

LTSLESFSQ5S
FVEFRAPAFII
ITRAATQTGETS
EYMVFACSDS
EYLVLHLEVE
KSENVISELGD

LOKLSLETSS
APYWSEEMGT
SDEFAFDEVE
FVCPSHVLDF
HIVVIGHSLC
SAFEDQUGRC

24

IVACLFPASS
EAYDELIERL
TIEQGFIKFE
QPGDAFVVEN
GEIEGLMSFFE
ERVYEHMILDE

5555555555
KELLIEKEEL
KERKYETHPAL
TANMVEEEFDE
LDGHHMSTDFI



Spot No.: OL30

NCBI accession No.: BAH56801.1
Plant species: Arabidopsis thaliana
Protein name: AT3G01500
Peptide sequences:
K.YMVFACSDSR.V; R.VCPSHVLDFQPGDAFVVR.N;
K.VISELGDSAFEDQCGR.C
PFF Mascot score: [344] Sequence coverage %: [22]
Matched peptides No.: [5]
Calculated Mr: 31727 Calculated pl: 6.14

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N

Number of Hits

T T T
F00
Protein Score

Matched peptide sequences: shown in Bold Red

K.AFDPVETIK.Q; K.YETNPALYGELAK.G;

1
31
101
151
201
251

MSTAPLSGFEF
RSVETLIERNE
ETVRLAEVEQ
YOELAKGQSE
VEYGGVGRAT
EDWVEICLEA

LTSL5F555
FVEFRLPLFIT
ITARLQTGTIS
EYMVFACSDS
EYAVLHLEVE
KESEVISELGD

LOKLSLRETSS
APYWSEEMGT
SDEFAFDEVE
BVCPSHVLDE
HIVVIGHSAC
SAFEDQCGRC

25

TVACLEFEASS
EAYDEATEAL
TIEQGFIEFE
QEGDAFVEN
GGIEGLMSFF
ERVYEHMLDE

5555555555
KELLIEFKEEL
EEEYETHFAL
IANMVEPFDE
LDGHMHSTDFT



Spot No.: OL31

NCBI accession No.: BAH56768.1

Plant species: Arabidopsis thaliana

Protein name: AT5G54270

Peptide sequences: R.VDFKEPVWFK.A; R.VDFKEPVWFK.A
PFF Mascot score: [63] Sequence coverage %: [6]
Matched peptides No.: [2]

Calculated Mr: 17583 Calculated pl: 4.76

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N

Number of Hits

Protein Score

Matched peptide sequences: shown in Bold Red

1 MLGAFGCITF EVLQEWVEVD FEEPVWFELAG SQIFSEGGLD YLGNPHLVHL

51 QSILAVLGFD VILMGLVEGEF RINGLDGVGE GHDLYPGGEQRY FDPLGLADDE

101 VIFRAELEVEE IENGRLAMFS MFGFFVQALTV TGEGPLENLL DALDNPVANN
151 AWAFATEFAF G4
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Spot No.: OL32

NCBI accession No.: CAA72973.1

Plant species: Arabidopsis thaliana

Protein name: Glutathione transferase

Peptide sequences: KHVSAWWDDISSR.P

PFF Mascot score: [68] Sequence coverage %: [5]
Matched peptides No.: [1]

Calculated Mr: 24148 Calculated pl: 7.03

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N

Number of Hits

[ 25 50 75
Protein Score

Matched peptide sequences: shown in Bold Red

1 MVLEVYGPHF ASPERRINVTL IEEKGVAFETI FPFVDLMEGEHE QFLYLAT.QFF
51 GIVEAVVDGD YETIFESRAVM RYVAEEYRSQ GPFDLLGEIVE DRGQVEQWLD
101 VEATTYHFPL LNLTLHAIMFAR SVMGFPFSDEE LIEKESEEELA GVLDVYIELQR
151 AKSEYLAGDF VSLADLAHLE FIDYLVGPIG EAYMIEKDEEH VSAWWDDISS
201 ERPAWEETVAE YSFPL
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Spot No.: OL33

NCBI accession No.: BAD94306.1

Plant species: Arabidopsis thaliana

Protein name: ferretin 1 precursor, partial

Peptide sequences: K.ISDYITQLR.M

PFF Mascot score: [78] Sequence coverage %: [18]
Matched peptides No.: [1]

Calculated Mr: 5787 Calculated pl: 4.74

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T T T T T T T T T T T T
0 sl a0 75
Protein Score

Matched peptide sequences: shown in Bold Red

1 NNDPQLADFWV ESEFLGEQIE ATEKISDYIT QLEMIGEGHG VWHFDOMLLN

28



Spot No.: OL34

NCBI accession No.: AAG30126.1

Plant species: Arabidopsis thaliana

Protein name: Glutathione S-transferase

Peptide sequences: K.VFGHPASTATR.R; R.RVLIALHEK.N;
K.VPAFEDGDFK.L; K.VLDVYEHR.L

PFF Mascot score: [297] Sequence coverage %: [18]
Matched peptides No.: [4]

Calculated Mr: 23539 Calculated pl: 6.31

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Humber of Hits

T T T T T T T T T T
0 1y 200 300
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAGTEVFGHF ASTATEEVLI ALHEENLDFE FVHIELEDGE HEEEPFIFEN
51 PFGEVPAFED GDFELFESRAZ ITQYTAHFYS DEGHQLVSLG SEDIAGIAMG
101 IETESHEFDP VGSELVWEQV LEPLYGMITD KITVVEEEERE LAKVLDVYEH
151 RLGESEYLAS DEFTLVDLHAT IPVIQYLLGT PFTEFLFAERF HVSAWVADIT
201 SEESAFEVL

29



Spot No.: OL35

NCBI accession No.: AAM61077.1

Plant species: Arabidopsis thaliana

Protein name: Ferretin 1 precursor

Peptide sequences: K.FFKESSEEER.G; K.ISDYITQLR.M
PFF Mascot score: [107] Sequence coverage %: [7]
Matched peptides No.: [2]

Calculated Mr: 28156 Calculated pl: 5.73

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

\

Number of Hits

a T T T T T T T T T
0 20 401 4] go e} 120
Protein Score

Matched peptide sequences: shown in Bold Red

1 MRSHALSSFT ARNPALSPKP LLPHGSASPES VSLGFSEEVGE GSRAVVVIALD
51 TVDITHHMEMI GVVEFQPLEEV EFADLATFIT SHASLARQRF ADRSEAVINE
101 QINVEYNVSY VYHSMYAYFD RDNVAMEGLDL EFFEESSEEE RGHAEKFMEY
151 QNQRGGRVEL HPIVSPISEF EHAEKGDRLY AMELATSLEE LTHEELLNVH
201 EVASEWNNDEQ LADFVESEFL GEQIEATEEKI SDYITQLEMI GEGHGVWHFED
251 QMLLH

30



Spot No.: OL36

NCBI accession No.: AAA32791.1

Plant species: Arabidopsis thaliana

Protein name: Fe-superoxide dismutase, partial

Peptide sequences: K.QTLEFHWGK.H; K.PSGELLALLER.D;
K.TFMTNLVSWEAVSAR.L

PFF Mascot score: [159] Sequence coverage %: [15]
Matched peptides No.: [3]

Calculated Mr: 25409 Calculated pl: 6.30

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Humber of Hits

o T T T T T T T T T T T T T T T
[ G 100 150
Protein Scare

Matched peptide sequences: shown in Bold Red

1 SLHSSLELEL QLOEMAASSA VTANYVLEFP PFALDALEPH MSEQTLEFHW
21 GEHHEAYVDN LEEQVLGITEL EGEPLEHIIH STYNNGDLLE AFNNARQANI
101 HEFFWESMEF GGGGEPSGEL LALLERDFTS YERKFYEEFMA ARLTOFGERGH
151 AWLAYSHNEFKL EVVETPHNAVHN PLVLGSFPLL TIDVWEHAYY LDFQNEREDY
201 IETFMTHLVE WEAVSARLEL LFOLSH
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Spot No.: OL37

NCBI accession No.: AAM66134.1

Plant species: Arabidopsis thaliana

Protein name: Translationally controlled tumor protein

Peptide sequences: K.VVDIVDTFR.L; R.LQEQPTYDKK.G

PFF Mascot score: [115] Sequence coverage %: [11]

Matched peptides No.: [2]

Calculated Mr: 18926 Calculated pl: 4.52

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

HNumber of Hits

0 T T T T T T T T T T T 1

T
100
Protein Score

Matched peptide sequences: shown in Bold Red

51
101
151

MLVYQDLLTG
AEEGGEDEGV
KLSEEDQLVE
STHETFLYFR

LELLSDSFEY
DDSAQEVVDI
KEGIEGATEF
HGLEEVEC

KEIENGILWE
VDTFRLOEQP
LLFRLSDFQF

32

VEGEWVIVGA
TYDEEGFILY
FVGEGMHDDS

VDVHIGANES
TERYTELLTE
TLVFLYYEEG



Spot No.: OL39
NCBI accession No.: NP_173813.1
Plant species: Arabidopsis thaliana
Protein name: MLP-like protein 423
Peptide sequences: K.TIQVLAGDGNAPGSIR.L;
R.LITYGEGSPLVK.l; K. TAHEIDDPHVIKDFAVK.N
PFF Mascot score: [281] Sequence coverage %: [29]
Matched peptides No.: [3]
Calculated Mr: 17044 Calculated pl: 5.1

Annotated PFF spectra:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumber of Hits

T
0 100 200 el
Protein Score

Matched peptide sequences: shown in Bold Red

1 MGLSGVLHVE VEVESPAEKF WVALGDGINL FPEAFENDYE TIQVLAGDGH

51 APGSIRLITY GEGSPLVEIS AERIEAVDLE NESMSYSIIG GEMLEYYETFE

101 EGTIITVIPEN GGSLLEWSGE FEETAHEIDD PHVIFEDFAVE HNFEEIDEYLL
151 EQTISL
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Spot No.: OL40

NCBI accession No.: CAA32701.1

Plant species: Arabidopsis thaliana

Protein name: Ribulose bisphosphate carboxylase
Peptide sequences: R.EHGNTPGYYDGR.Y;
K.LPLFGCTDSAQVLK.E; K.KEYPGAFIR.I

PFF Mascot score: [261] Sequence coverage %: [19]
Matched peptides No.: [3]

Calculated Mr: 20588 Calculated pl: 7.59

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T
200
Protein Scare

Matched peptide sequences: shown in Bold Red

1 MBSSMILS5TL VWVISPRQATM WVAPFIGLESS ASFEVIEELN NDITSITSHG
51 GEVSCHMEVWE PIGEEEFETL SYLPDLSDVE LAKEVDYLLE NEWIPCVEFE
101 LEHGFVYREH GHTPGYYDGE YWIMWELPLFE GCTDSAQVLE EVEECEEEYP
151 GAFIRIIGFD NTIRQVQUCISF ILYKFEFSFIE A
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Spot No.: OL41

NCBI accession No.: CAA32701.1

Plant species: Arabidopsis thaliana

Protein name: Ribulose bisphosphate carboxylase
Peptide sequences: R.EHGNTPGYYDGR.Y;
K.LPLFGCTDSAQVLK.E

PFF Mascot score: [133] Sequence coverage %: [14]
Matched peptides No.: [2]

Calculated Mr: 20588 Calculated pl: 7.59

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Humber of Hits

4] 0 100 150
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAS5MLS5TR VWVISPLQATM VAPFTGLESS ASFPVIEEAN HDITSITSHG

51 GRVSCHMEVWE PIGEEFEFETL SYLPDLSDVE LAFKEVDYLLE HNEWIFCVEFE

101 LEHAGFVYEEH GHTPGYYDGRE YWIMWELPLF GCTDSAQVLE EVEECEEEYFP
151 GAFIRIIGFD NIRQVQCISF IAYKFPPSFTIE &
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Spot No.: OL42

NCBI accession No.: CAA32701.1

Plant species: Arabidopsis thaliana

Protein name: Ribulose bisphosphate carboxylase
Peptide sequences: R.EHGNTPGYYDGR.Y;
K.LPLFGCTDSAQVLK.E

PFF Mascot score: [197] Sequence coverage %: [14]
Matched peptides No.: [2]

Calculated Mr: 20588 Calculated pl: 7.59

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

- % ‘ I
0 I I I I I 1

I I 1 I
0 iy G0 120 jl=1e] 200
Protein Score

Mumber of Hits

Matched peptide sequences: shown in Bold Red

1 MRSSMILS5TA WWISPRQATM VAPFIGLESS ASFPVIEEAN NDITSITSHG

51 GEVSCHEVWE PIGEFEFETL SYLPDLSDVE LAFEVDYLLE NEWIPCVEFE

101 LEHGEFVYEEH GHTPGYYDGR YWIMWELFLF GCTDSAQVLE EVEECEEEYP
151 GAFTRIIGFD NTIRQWVQUCISF ILYKFESFIE &
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Spot No.: OL43

NCBI accession No.: CAA32701.1

Plant species: Arabidopsis thaliana

Protein name: Ribulose bisphosphate carboxylase
Peptide sequences: R.EHGNTPGYYDGR.Y

PFF Mascot score: [68] Sequence coverage %: [6]
Matched peptides No.: [1]

Calculated Mr: 20588 Calculated pl: 7.59

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N

Number of Hits

0 25 S 73
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAS5MLS5TA VWISPRQATM VAPFTGLESS ASFPVIRFAN HNDITSITSHG

51 GRVSCHMEVWE PIGEEEFETL SYLPDLSDVE LAFEVDYLLE HNEWIPCVEFE

101 LEHGEFVYEEH GHTPGYYDGR YWIMWELFLE GCTDSAQVLE EVEECEEEYP
151 GAFIRIIGFD NIRQVQCISF IAYKFPSFIE &
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Spot No.: OL44

NCBI accession No.: CAA31948.1

Plant species: Arabidopsis thaliana

Protein name: Ribulose bisphosphate carboxylase
Peptide sequences: R.EHGNSPGYYDGR.Y;
K.LPLFGCTDSAQVLK.E; K.KEYPNAFIR.I; K.EYPNAFIR.I
PFF Mascot score: [303] Sequence coverage %: [19]
Matched peptides No.: [4]

Calculated Mr: 20733 Calculated pl: 7.59

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Numbetr of Hits

T T T T T T
i 106 200 F00
Protein Score

Matched peptide sequences: shown in Bold Red

1 MASSMLSSAT MVASPRQATM WVAPFNGLESS AAFPRTEEAN NDITSITSHG
51 GEVNCHMQMOWV WEPPIGEEKFE TLSYLPDLTD SELBFEVDYL IRNEWIPCVE
101 FELEHGFVYR EHGHSPGYYD GEYWIMWELE LFGCTDSAQWV LEEVEECEEE
151 YPNAFIRIIG FDWNTRQVQCI SEVAYEFPSF TG
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Spot No.: OL45

NCBI accession No.: CAA31948.1

Plant species: Arabidopsis thaliana

Protein name: ribulose bisphosphate carboxylase
Peptide sequences: R.EHGNSPGYYDGR.Y;
K.LPLFGCTDSAQVLK.E; K.KEYPNAFIR.I; K.EYPNAFIR.I
PFF Mascot score: [324] Sequence coverage %: [19]
Matched peptides No.: [4]
Calculated Mr: 20733 Calculated pl: 7.59

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumber of Hits

300
Protein Score

Matched peptide sequences: shown in Bold Red

1
5
i01
151

MLSSMLSSAT
GRVNCMQMOV
FELEZGEVYR
YPNAFIRIIG

MVASPRQATM
WEPIGKKKFE
EHGNSEGYYD
FDNTRQVQCT

VAPFHNGLESS
TLSYLPDLTD
GRYWTHWELE
SEVAYKFPPSF

39

ARFPATREAN HNDITSITSHG
SELAKEVDYL IRNEWIPCVE
LFGCTDSAN LEEVEECEEER
TG



Spot No.:OR1

NCBI accession No.: NP_199996.1

Plant species: Arabidopsis thaliana
Protein name: PfkB-like carbohydrate kinase family protein

Peptide sequences:

K.KAPGGAPANVAVGVSR.L;

K.IFHYGSISLIEEPCR.S; K.AAGSLLSYDPNLR.L;

R.LPLWPSEEAAR.K

PFF Mascot score: [343]

Matched peptides No.: [4]

Calculated Mr: 37233

Sequence coverage %: [16]

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 4.99

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

1T T T T T T T T T T T T T T T
S0

Protein Score

Matched peptides shown in bold red.

1
5
101
151
201
251
301

MEEDATSENL
EAPGGAPANY
RFDHNARTAL
FEYGSISLIE
ETHMSTIWHLAD
GPHNGCRYYTQ
EFFKLREEALLF

FHLTIDTRDS
AVGVERLGGES
AFVTLRGDGE
EPCRSTQLVL
VIKISEDEIT
EFKGRVGEGEVE
ANACGATTVT

ETLVVCFGEM
SAFIGENVGDD
REFLFFEHFS
METAKAAGSL
FLTGGDDEYD
VEEVDTTGAG
ERGATPAMES
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LIDEVETVGEGE
EFGEMLADTL
ADMLLLESEL
LEYDPNLELFE
DDVVLQKELFH
DRFVSGLLNS
MDAVQDLLSS

VSLAELPRAFE
RLNNVDHSGH
DENLIQKAKT
LWESEEAARK
PHNLELLVVSE
LASDLTLLED
TES



Spot No.:OR2

NCBI accession No.: AAC27484.1

Plant species: Arabidopsis thaliana

Protein name: ACC oxidase

Peptide sequences:

K.GLDNLETEVEDVDWESTFYVR.H;

R.HLPQSNLNDISDVSDEYR.T; R.VVTQQEGNR.M

PFF Mascot score: [254]

Sequence coverage %: [15]

Matched peptides No.: [3]

Calculated Mr: 36374

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 4.97

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

T T
200

Number of Hits

1oy

Protein Scare

Matched peptides shown in bold red.

1
51
i01
151
201
251
301

MEFNMEFEVV
KIEFEMTEDHY
SHLHDISDWVS
HGTEGFTFGT
LEDGDWIDVE
ASFYNPGSDL
AMENASAVTE

DLSKLNGEER
¥TCQEQKFND
DEYRTAMEDF
KVSNYPPCEK
PLNHSIVINL
DISPATSLVE
LNPTALAVETF

DQTMALINED
MLESEGLDHL
GERLENLAED
PEMIEGLRAH
GDQLEVITHG
KDSEYPSEVE

41

CENWGFFEIV
ETEVEDVDWE
LLDLLCENLG
TDAGGITLLE
EYKSVLHEVWV
DDYMELYRGV

NHGLEPHDLMD
STFYVRHLEQ
LEKGYLEEVE
QDDEVSGLOL
TOOEGNRMSY
KFQPKEPRFA



Spot No.:OR4

NCBI accession No.: AAC14026.1
Plant species: Arabidopsis thaliana
Protein name: Chaperonin 10
Peptide sequences: K.YTSIKPLGDR.V; K.DGSNYIALR.A
PFF Mascot score: [111] Sequence coverage %: [7]
Matched peptides No.: [2]

Calculated Mr: 26912 Calculated pl: 8.86

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Mumber of Hits

0 T T T T T T T T T T
10 120
Protein Score

Matched peptides shown in bold red.

51
101
151
201
251

MARRTQLTASE
ARSVVLPEYT
VAVGEGRTIG
GILETEDIED
VGEGSLDEEG
ATLS

VIMSARSLAS
SIFPLGDRVL
FNEIDITVET
LEPLNDEVEL
EITPLEVSTG

LDGLEASSVE
VEIEEAEEET
GEROITYSEYLR

EVLELREERTL

STVLYSEYRG

42

V35LEPGTLR
LGGILTFHST
GTEVEFNDVE
GGLLLTETTER

NDFEGEDGSN

QSQFRRLVVE
LOSKPQGGEV
HLILKEDDIV
EEPSIGTVIA

YTALRASDVM



Spot No.:OR5

NCBI accession No.: NP_173387.1

Plant species: Arabidopsis thaliana

Protein name: Dehydroascorbate reductase

Peptide sequences: K.AAVGAPDHLGDCPFSQR.A;
K.SKDSNDGSEHALLVELEALENHLK.S; K.SHDGPFIAGER.V;
K.SWSVPESFPHVHNYMK.T + Oxidation (M); K.YVISGWAPK.V
PFF Mascot score: [356] Sequence coverage %: [36]
Matched peptides No.: [5]

Calculated Mr: 23740 Calculated pl: 5.56

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T T T T T T T T T T T T T T T T 1
400
Protein Score

Matched peptides shown in bold red.

1 MALEICVEAR WVGAPDHLGDC PFSQRALLTL EEESLTYEIH LINLSDEPQW
51 FLDISPQGEV PFVLEIDDEWV TDSDVIVGIL EERYPFDFFLE TEREFRSVES
101 NIFGTFGTFL ERSKFDSNDGSE HALLVELEAL ENHLKSHDGE FIAGERVSAV
151 DLSLAPELYH LQVALGHFES WSVPESFFHV HNYMHKTLFSL DSFEETETEE
201 EYVISGWARFK VHF
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Spot No.:OR6

NCBI accession No.: NP_180643.1

Plant species: Arabidopsis thaliana

Protein name:Glutathione S-transferase PHI 9

Peptide sequences: K.VYGPHFASPK.R;
K.GVAFETIPVDLMK.G; K.GVAFETIPVDLMK.G + Oxidation (M);
K.LAGVLDVYEAHLSK.S; R.KHVSAWWDDISSR.P;
K.HVSAWWDDISSR.P

PFF Mascot score: [432] Sequence coverage %: [23]
Matched peptides No.: [6]

Calculated Mr: 24131 Calculated pl: 6.17

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T T T T T T T T T T T T T T T T T T
[ 100 200 300 0
Protein Score

Matched peptides shown in bold red.

1 MVLEVYGPHF ARSPKEALVTL IEEGVAFETI FPVDLMEGEHE QPAYLALQEF
51 GTVEAVVDGD YEIFESEAVM RYVAEEYRSQ GPDLLGETVE DRGRVEQWLD
101 VEATTYHPFL LNLTLHIMFZ SVMGFPSDEE LIEESEERLA GVLDVYERHL
151 SKSEYLAGDF VSLADLAHLE FTDYLVGPIG EAYMIEDRKH VSAWWDDISS
201 RPRWEETVRE YSFPR
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Spot No.:OR7

NCBI accession No.: AAC04902.1

Plant species: Arabidopsis thaliana

Protein name: Mitochondrial chaperonin (HSP60)
Peptide sequences: R.NVIIEQSWGAPK.V;
K.QVANATNDVAGDGTTCATVLTR.A; K.LAVDTVVTNLQSR.A;
K.LLEQDNPDLGYDAAK.G
PFF Mascot score: [260] Sequence coverage %: [11]
Matched peptides No.: [4]
Calculated Mr: 55561 Calculated pl: 5.30

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

O T T T T T T T T T

T T T
200
Protein Scare

Matched peptides shown in bold red.

1
51
101
151
201
251
301
351
401
451
501

MGPEGENVII
THDVAGDGTT
LOSRAEMIST
ETLFNELEVV
NAMVEVLELDL
FGENREANLHA
VVLDGAGDEQR
IGGRSETEVS
TANFDQEIGV
ARWGEYVDMI
RSPGMGGGGEM

EQSWGAPENVT
CATVLTRAIF
SEEIAQVGTI
EGMEIDEGYI
LEEQRPLLIV
DLAGBLTGAQV
ATGERCEQIR
EFEDEVIDAL
RITQMNALETE
EAGIIDPLEV
GEMGEMGGEMG

EDGVIVAESI
TEGCESVALG
SAENGDEEIGE
SEYFITNFET
LEDVESDALL
ITEELGMNLD
SMVEASTSDY
NATERAVEEG
VYITIASNAGV
IRTALVDALS
GMGFEF

EFEDRIENVGE
MMNAMDLERGI
LIARAMETVG
QECELEDFLI
TLILNELELN
NIDLSMFGHC
DEEELQERLS
IVPGGGVALL
EGAVVVGELL

VSSLLTTTERA
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ASLVEQVAND
ELAVDTVVTN
EEGVITIQDG
LTHEEKISNI
IEVCAVELPG
EEVIVSEDDT
ELSGGVAVLE
YASEELEELS
EQDNFDLGYD
VVTEIFTEEV



Spot No.:ORS8

NCBI accession No.: OAP06349.1

Plant species: Arabidopsis thaliana

Protein name: TSA1 ( tryptophan synthase beta subunit)

Peptide sequences:

K.EALNNDIELVLLTTPTTPTER.M

PFF Mascot score: [219]

Matched peptides No.: [2]

Calculated Mr: 33362

Sequence coverage %: [13]

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

R.AVGVQGLVVPDVPLEETEMLR.K;

Calculated pl: 7.68

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Wumber of Hits

T T
=) 1z0

T T T
160 200

2da

Protein Scaore

Matched peptides shown in bold red.

1
31
101
151
201
251
301

MATAFESGVE
LADTFTQLEE
Y5DFLADGEV
FILERGLGEF
TETTEFTERME
DEFVAVGFGI
EFLTESLESS

FLOSEESQIG
QGEVEFIPYI
IQRALTRSLE
MSSIRAVOVO
RIVDLSEGFI
SKPEHVEQIL

FRHSSFFPLSS
TAGDPDLSTT
RGTNLDSTLE
GLVWVPDWVPLE
YLVS5IGVIG
GHGADGVIVEG

46

LSFERFTEMA
LAEALEVLDAC
MLDEVVEQIS
ETEMLEFEAL
ARSSVEGEVY
SAMVELLGDA

SLSTS5PTLG
GSDIIELGVE
CPISLFTYYHN
HHDIELVLLT
SLLEDIKEAT
KSPTEGLEEL



Spot No.:OR9

NCBI accession No.: AAN31820.1

Plant species: Arabidopsis thaliana

Protein name: Putative cysteine proteinase AALP
Peptide sequences: K.DWREDGIVSPVK.D;
K.AYPYTGKDETCK.F; KNSWGADWGDK.G
PFF Mascot score: [161] Sequence coverage %: [9]

Matched peptides No.: [3]

Calculated Mr: 39495 Calculated pl: 6.26

Annotated PFF spectra: Tons score is -10*Log(P), where P is the probability that

the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N

Number of Hits

L NN e S B S B S B B B . B R S —]
150

Protein Score

Matched peptides shown in bold red.

a1
101
151
201
251
301
351

MSRETILSSV
FRSRAVLSFL
KELGVHNQFADL
GIVEEVEDQG
HHNYGCHGELE
HSVNITLGAE
MDVHHAVILAV
CASYPVVA

VLVVLFARSE
RETHRYGEKY
THEFQRTKL
GCESCWIEST
SQLFEYIESH
DELKHAVGLY
GYGVEDGVEY

ARNIGEFDESH
QHVEEMELRF
GALONCSATL
TGLLEARYHQ
GGLDTEEAYP
REVSIAFEVI
WLIENSWGAD

47

FIEMVSDGLE
SIFEENLDLI
KEGSHEVTELD
AFGEGISLSE
YTGEDETCEF
HSFRLYESGV
WGDEGYFEME

EVEESVSQIL
RSTNEEGLSY
LEETEDWRED
QOLVDCAGAF
SAENVGVQVL
YTDSHCESTE
MGKNMCGIAT



Spot No.:OR10

NCBI accession No.: AAL07227.1

Plant species: Arabidopsis thaliana

Protein name: Putative lactoylglutathione lyase

Peptide sequences: K.DPDGYTFELIQR.G;

R.GPTPEPFCQVMLR.V; R.GPTPEPFCQVMLR.V + Oxidation

(M); R.EAGPLPGLGTK.I; K.IVSFLDPDGWK.T

PFF Mascot score: [292]

Sequence coverage %: [16]

Matched peptides No.: [5]

Calculated Mr: 31995

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 5.11

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

HNumber of Hits

300

Protein Scaore

Matched peptides shown in bold red.

1
31
101
151
201
251

MAFEASDLLEW
EEEKYSHAFLG
VENVELAKGEN
VHMLEVGDLDR
ELTYNYDVTE
FLPGLGTEIV

FEEDNRRFLH
FGPFETSHEVV
VIREFGEVEG
ATEFYEFALG
YTTEGHAYRQT
SFLDPDGWET

VVYREVGDLDR
ELTYNYGVSS
GEEVIAFVED
MRLLEETERE
ATGTDODVYES
VLVDNEDFLE

48

TIEFYTEVFG
YTDIGIGEFGHE
PDGYTFELIQ
EYEYTIGMMG
GEVIEIVHQE
ELE

MELLWERDIE
AISTQDVSEL
EGETEFEFFCQ
YAEEYESIVL
LGGEITREAG



Spot No.:OR11

NCBI accession No.: AAB17995.1
Plant species: Arabidopsis thaliana
Protein name: Glyoxalase Il
Peptide sequences: K.VSIGDIYLEVR.A;
R.ATPGHTAGCVTYVTGEGADQPQPR.M; R.MAFTGDAVLIR.G;
R.MAFTGDAVLIR.G + Oxidation (M);
K.GFEVSTVGEEMQHNPR.L
PFF Mascot score: [455] Sequence coverage %: [24]
Matched peptides No.: [5]
Calculated Mr: 27941 Calculated pl: 5.58

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T T T T T T T T T T T T T
0 100 200 300 400 F00
Protein Score

Matched peptides shown in bold red.

1
51
101
151
201
251

MGS555F555
VDREDLELIDE
SELDLFLEPG
TGDAVLIRGC
VETVGEEMOH

VESQAN

SSELLFEQLE
LELELIYRMN
DEVSIGDIYL
GRIDFQGGESS
NPRLTEDEET

ENESSTFTYL
THVHADHAVTG
EVRATEFGHTA
DQLYESVHSQ
FRETIMSNLNIL

49

LADVSHEDER
IGLLETELPG
GCVTEVTGEG
IFSLEPREDTLI
SYPEMIDVAV

ALLIDEVDET
VESVISERSG
ADQPOFRMAF
YPLHDYRGFE
PANMVCGLQD



Spot No.:OR12

NCBI accession No.: NP_565203.1

Plant species: Arabidopsis thaliana

Protein name: Mercaptopyruvate sulfurtransferase 1

Peptide sequences:

R.NPIQEYQVAHIPR.A; R.ALFFDLDGISDR.K;

K.VWVLDGGLPR.W

PFF Mascot score: [343]

Sequence coverage %: [12]

Matched peptides No.: [4]

Calculated Mr: 42152

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

K.ILDASWYMPDEQR.N;

Calculated pl: 5.95

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Humber of Hits

T T T T T T T T T T T T T T T
100 o] i}

Protein Score

Matched peptides shown in bold red.

1
31
101
151
201
251
301
351

MBRSTLEFSRIF
TTWAERAMLS
SWYMPDEQEN
GCSALGIDNE
ASGYDVESSL
LDGVENNMED
MFDSCHTLLE
ETDVEIYDGES

LAASHRLITP
TGVETKLGYS
PIQEVQVAHT
DEVVVYDGKG
SGDATILKALSA
PTYQHIDARS
AFELEKRFDQ
WTEWATQEDL

SLEPQEIFNEL
T55VSISEERV
PRALFFDLDG
ITF5ALBEVIHWM
ASELTEETYQ
FARFDGTAFPE
EDISLDEFPIM
FIESVESSS

50

TFLSRSLHSQ
VSVDWLHLNL
ISDRETSLEH
FRVEGHERVW
GQTVSEITFQ
PREGIRSGHI
ASCGTGVTAC

LESASTAYES
REFDLEILDA
MLETEEAFARR
VLDGGLEFEWER
TEFQPHLVHNT
BGSECIEFEQR
TLAMGLHRLG



Spot No.:OR13

NCBI accession No.: NP_199898.1

Plant species: Arabidopsis thaliana

Protein name: Transketolase family protein

Peptide sequences:

K.VFVMGEEVGQYQGAYK.I;

K.VLAPYSAEDAR.G; K.LAEEGISAEVINLR.S;

R.IAGADVPMPYAANLER.L; R.LALPQIEDIVR.A

PFF Mascot score: [409]

Matched peptides No.: [5]

Calculated Mr: 39436

Sequence coverage %: [18]

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 5.67

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Numbet of Hits

T T T T T T T T T T T T T T T T
3

T
Lloe

Protein Score

Matched peptides shown in bold red.

1
5
i01
151
201
251
301
351

MLGILEQRAT
SLADPENVFVMG
GRAAYRCLEEV
NEALLGVEAD
VFLENELLYG
FALELLEFLA
QHGVCAETICH
IVRASKERACY

DEASTLERTR
EEVGIYQGAY
VEFMTFNFSH
HEQCYRAWYL
ESFFISEEAL
EEGISAEVIN
SVVEESFSYL
R5E

FRLVSAESYL
KITEGLLEEY
QRTDHTTHSS
SVPGLEVLAFP
DS5FCLEIGE
LRSIRFLDEL
DAPVERITAGA

51

AGARFEMTVED
GEFERVYDTFI
AFSHYMSRAGR
TSAEDARGLL
AKTEREGEDV
TINLSVEREIS
DWVPMEPYAANL

ALNSLIDEEM
TELGFTGIGV
INVEIVEFRGE
FRLTRDEFDEV
TIVIFSEMVG
RLVIVEEGEF
ERLALFPQIED



Spot No.:.OR14

NCBI accession No.: NP_850976.1

Plant species: Arabidopsis thaliana

Protein name: MLP-like protein 34

Peptide sequences: K.TEAPSLVGKLETEVEIK.A;
R.IEAVEPEKNLITFR.V; R.VIEGDLMKEYK.S;
R.VIEGDLMKEYK.S + Oxidation (M); K.TTETLETEVEIK.A;
K.EIDEHLLAEE.-

PFF Mascot score: [329] Sequence coverage %: [20]
Matched peptides No.: [6]
Calculated Mr: 35719 Calculated pl: 5.14

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T T T T T T T T T T T
0 i} 200 30

Protein Scare

Matched peptides shown in bold red.

1
51
101
151
201
251
301

MRAETEAPSLV
HEGDWGTVGES
EYKSFLITIQ
EIDEALLSEE
IQSCDLAEGD
EGDLMEEYES
AVEVSEEIDE

GELETEVEIK
IVEFWNYVHDG
VIPEHGGEGES
EEVETTETLE
WEIVGSIVEW
EVITIQVIFR
HLLAEER

ASAGOFHHME
ELEVAFRERIE
IVAWHLEYER
TEVEIFASLE
NYVADGEREV
HGGSGSVVHW

52

AGEPHHVSER
AVEPEFNLIT
ISDEVAHPET
FFHHMFAGEE
AFRERIELRVDFE
HFEYERINEE

SPGNIQSCDL
FRVIEGD LMK
LLOQFCVEVSQ
HHVSEATEGH
EFNLITFEVI
VRHPETLLQFE



Spot No.:.OR15

NCBI accession No.: NP_565107.1

Plant species: Arabidopsis thaliana

Protein name: NmrA-like negative transcriptional regulator

Peptide sequences:

K.AGHSTFALVR.E;

K.DLGVTILHGDLNDHESLVK.A; R.FLPSEFGVDVDR.T;

K.AVINKEEDIAAYTIK.A

PFF Mascot score: [336]

Sequence coverage %: [18]

Matched peptides No.: [4]

Calculated Mr: 33733

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 5.66

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T
jelule)

Protein Score

Matched peptides shown in bold red.

1
51
i01
151
201
251
301

MATEESEILWV
QSFEDLGVTI
KELGHNWVERFL
AVIGCFGGEYY
TIEAVDDERT
LLESIQESPFI
SVDEYLSYFL

IGGIGYIGEF
LEGDLHNDHES
BEEFGVDVDER
LEFTLVQFEPG
LNEILYTEFS
FINVVLSINH

LVELSRFAGH
LVELATEQVDV
TSAVEFAKSR
LTSFPRDEVT
HNTLSHNEIV
AVEVHGDTINI

53

STFALVEEAT
VISTVGEEMQI
FAGEIQIRRT
TLGDGHAFAV
TLWEEEIGES
SIEPSFGVEL

LSDPVEGETV
LDQTEITSAT
TEARGIPYTY
INFEEEDIAAYT
LEKTHLPEEQ
SELYPDVEYT



Spot No.:.OR16

NCBI accession No.: OAP16650.1

Plant species: Arabidopsis thaliana

Protein name: GSTU26

Peptide sequences: R.FWAEFIDKK.F; R.IEYVYVLR.K
PFF Mascot score: [106] Sequence coverage %: [8]
Matched peptides No.: [2]

Calculated Mr: 25891 Calculated pl: 5.53

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T T T T T T T T T 1
0 20 40 0 a0 100 120
Protein Scare

Matched peptides shown in bold red.

1 MANDOVILLD YWPSMEFGMRT FMALAFEKGVE YEYEETDPWV KTPLLIEMNE
51 THEEIPFVLIH NGEFICESLI QLEYIDEVWS DASPILPSDE YQESRARFWA
101 EFIDEFFYDE SWEVWATMGE EHAAVEFELL EHFETLETEL GDEEYYGGEW
151 FGYLDIATMG YYSWFEAMEE FGEFSIETEF PELTTWIERC LERESVVEAL
201 ADSDRIIEYV YVLEEQFGARZ
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Spot No.:.OR17

NCBI accession No.: CAA52238.1
Plant species: Arabidopsis thaliana
Protein name: RCI1B

Peptide sequences: K.AAQDIAAADMAPTHPIR.L

PFF Mascot score: [58] Sequence coverage %: [6]

Matched peptides No.: [1]

Calculated Mr: 28239 Calculated pl: 4.97

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N

Number of Hits

0 T T T T 1 T T T T T
0 25 jalv}
Protein Scaore

Matched peptides shown in bold red.

1 MAATLGRDQY

a1
101
151
201
251

LEVAYFNVIG
SVCSGILELL
AFDTHMLAYFA
RFQAFEEARTR
I

VYMARLAEQR
SLELLWEIVS
DSHLIPSAGH
AQDTAAADMA
ELDTLGEESY

ERYEEMVQFM
SIEQFEESEE
SESEVFYLFEM
PTHPIRLGLA
KDSTLIMQLL
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EQLVITGATEL
HDEAVSLVED
KGDYHRYMAE
LHFSVEYYEI
RDNLTLWISD

EELTVEERNL
YRSEVESELS
FESGDERETL
LHS55DEACHM
YAGLDGERGLE



Spot No.:.OR18

NCBI accession No.: NP_188267.1

Plant species: Arabidopsis thaliana

Protein name: Mannose-binding lectin superfamily protein
Peptide sequences: K.SGFQISAPEATGK.Q;
K.IYASYGGEGIQYVK.F; KVYVGQGQDGVAAVK.F;
K.TAGPFGIVSGTK.F; K.LEGAGSEAGTLWDDGAFDGVR.K;
K.FGVHVAPITK.-

PFF Mascot score: [560] Sequence coverage %: [11]
Matched peptides No.: [6]

Calculated Mr: 72430 Calculated pl: 5.31

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Hits

mber of

Nu

T T T T T T
100 200 300 oo Foo 2]
Protein Score

Matched peptides shown in bold red.

1 MSWDDGSHRK VEEVQLTFDE IIYSIQVIYD GATALQSQLR GSVGPKSREF

51 TLAPDEYITA LSAYGKSLST QEVITALTFT TNEISYGPFYIG T SAP
101 EATGERISGF LGTSGNVLNT IDVHYSPIFT
151 GT TGIGT GIGT G TGIGIGIGGT GIG

201 T GIG TGGIGIGIGT GGIGIGIGIG TG 5I GIGIGIGIGS
251 GR QGN STGGTSWDDG SDYDGVIEIY VEFDYVEGGV
301 TEQGVLHGE(Q QSRONPREFV INHPFDEYLVS VEGWYETW GIQFETNLNT
351 YEVSIYPFEP STDTEFTLQV QDEEKIIGFHG FAGNHVNSIG AYFVPESSTT
401 FVPSTPLELT REGGETGAVW DDGSHDDVEE VYT DGV AAVEFEYENG
451 SQVVFGDERG TRTLLGFEEF ELESDEYITS VEGYYEENFG VDIVVITLIF
501 ETSENETAGP FGIV R FEEEGYKITG FHGRAGEYVN AIGAYLAPSG
551 IT TQS QELE A GTLWDDGAFD GVREVSVGQR QDGIGAVSEWV
601 YDERGQVVEG KEHGKF G FEEFELDYPS EYITAVDGIY
651 NMLRFTTNER VSIPFGIGAG TAFEFEEDGD EIVGFHGRAG DLLHE
701 APITE

56



Spot No.:OR19

NCBI accession No.: AAF19535.1

Plant species: Arabidopsis thaliana

Protein name: F23N19.3

Peptide sequences: R.TAFHFQPEK.N; K.DFRDPTTAWK.T;
R.TGISLIYDTTDFK.T; K.GWSSVQGIPR.T; K.NLVQWPVEEIK.S
PFF Mascot score: [334] Sequence coverage %: [7]
Matched peptides No.: [5]
Calculated Mr: 81758 Calculated pl: 7.26

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T T
i)
Protein Score

Matched peptides shown in bold red.

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701

MASTERLLEV
VTLIVTHDGS
ILSWQRTAFH
WEHAVSEDLI
TDEFVQVQNL
WETSSEEWRI
CVDEYPVSET
TWVEDNPSID
AADVQECISS
GEGTVVEVDV
GSTRRGALGE
TLANDVVEPI
PTEATYGATE
TYLRTQSELS
EVKEKEGEKRQ

TSLQDPLSES
FKAEIATESEF
FOPEENWMING
HWLYLPIAMV
BYPEDFPSDFL
TIGSKINRTG
QLNGLDITSVN
VGISTGLRYD
VQGIPRIVVL
GSATQLDIER
FGFSVLADEG
YGSEVEVLEG
LFLFNNAIDZR
SHARFYFISY
KQSHPRARKI

RSDRIFETRER
EMAGVSEESH
TNIKCPLFYE
FDQWYDANGV
LLEWVKFSGN
ISLIYDTTDF
GPDVEHVIFR
YGEYYASKIF
DTRTHENLVQ
EFEIKTDDLE
LSEQTEVYFY
EELTMRILVD
IVIASFIVIWNQ
ETTETVVIMT
SIRNLEKSA

RERPIEVHLAV
DGVWISSDDG
GWYHFFYQYN
WIGSATFLDD
EVLVPPFGIG
KETYEKHETLL
SMDDTRIDHY
YDOWEGRRIL
WEVEEIEKSLE
LFFDODSVER
VIEGEHSELN
HSIVEGFRAQG
MNNAFIHPYS
RQYELESLAVH
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YSGLLLIALY
EVERFPWNNT
ENARVWGDIV
GSIVMLYTGES
RFDFEDFTTA
HOVPNTGHMWE
ATIGTYDDSHA
WGWIGESDSE
LSSEFFDMTI
DNEFSCETHG
IVEFCIDISRS
GRSCITSREVY
SDDLGRILSL
ETITEQKSLS



Spot No.:OR20

NCBI accession No.: OAP11759.1

Plant species: Arabidopsis thaliana

Protein name: GSTF8

Peptide sequences: K.VHGVPMSTATMR.V;
K.VHGVPMSTATMR.V + Oxidation (M); K.DLQFELIPVDMR.A;
K.DLQFELIPVDMR.A + Oxidation (M);
R.AITQYLAEEYSEKGEK.L; KATTNVWLQVEGQQFDPNASK.L
PFF Mascot score: [341] Sequence coverage %: [22]
Matched peptides No.: [6]

Calculated Mr: 29357 Calculated pl: 8.50

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

O =TT T T T T T T T T T T T
100 200 300

Protein Score

Matched peptides shown in bold red.

1 MGATQARLFPFL FLSPPSIEKHH TFLHS5555HNS NFEIRSHESS S5555555IIM
21 ASIEVHGVEM STATMEVLAT LYEFDLQFEL IPVDMRAGAH EKQEAALALNE
101 FGQIPALEDMG: DLTLFESRAT TQYLAREYSE EGEELISQDC EEVEATTHVW
151 LOVEGQQFDP HASKLAFERV FEGMEGMTTD PAAVQELEGE LOEVLDVYEL
201 RLAKSEFLAG DSFTLADLHH LEATHYLLGT DSEVLFDSRE EVSEWIEEIS
251 ARPAWAEVID LOEQ
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Spot No.:OR21

NCBI accession No.: AAM61077.1
Plant species: Arabidopsis thaliana
Protein name: Ferretin 1 precursor
Peptide sequences: K.KADLAIPITSHASLAR.Q;
K.ADLAIPITSHASLAR.Q; K.FFKESSEEER.G; K.KISDYITQLR.M;
K.ISDYITQLR.M

PFF Mascot score: [384] Sequence coverage %: [14]
Matched peptides No.: [5]
Calculated Mr: 28156 Calculated pl: 5.73

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T T T T T T T T T T T T T T T T
400
Protein Scaore

Matched peptides shown in bold red.

1
51
101
151
201
251

MLSHALSSET
TVDTHNMEMT
QINVEYNVSY
QNORGGRVEL
KVASENNDEQ
QMLLN

ALNPRALSFEEE
GVVEQPLEEV
VYHSMYAYFD
HEIVSPISEF
LADFVESEFL

LLPHGSASES
FEADLATPIT
RDNVAMEGLL
EHAFRKGDALY
GEQIEATKEKI
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VSLGFSREVG
SHASLARQRF
KFFEESESEEE
AMETLATSLEK
SDYITQLRMI

GERAVVVALL
ADASELVINE
RGHAEEKFMEY
LTHEKLLNVH
GEGHGVWHED



Spot No.:OR22

NCBI accession No.: AAM63854.1

Plant species: Arabidopsis thaliana

Protein name: Atpm24.1 glutathione S-transferase
Peptide sequences:K.VFGHPASIATR.R;
R.NPFGQVPAFEDGDLK.L; R.AITQYIAHR.Y;
R.YENQGTNLLQTDSK.N; K.SIYGLTTDEAVVAEEEAK.L;
R.VNEWVAEITK.R

PFF Mascot score: [526] Sequence coverage %: [36]
Matched peptides No.: [6]

Calculated Mr: 24036 Calculated pl: 6.08

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumber of Hits

0 T T T T T T T T T T T 1
0 100 200 300 A0 S [S]
Protein Score

Matched peptides shown in bold red.

1 MAGTEWVFGHP ASTATERVLI ALHEENLDFE LVHVELEDGE HEEEPFLSEN
31 FPFGOWVEAFED GDLELFESRA ITQYIAHRYE NQGTHLLQTD SENISQYAIM
101 ATGMOQWVEDHQ FDEVASKLAF EQISESIYGL TTDEAVVAXE EAFLAEVLDV
151 YEARLFEFEY LAGETFTLTD LHHTPATQYL LGIPTEELFT ERPEVHEWVA
201 EITERFLSEE Vi
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Spot No.:OR23

NCBI accession No.: NP_195637.1

Plant species: Arabidopsis thaliana

Protein name: Cold, circadian rhythm, and RNA binding 1
(Glycine-rich RNA-binding protein 8)

Peptide sequences: R.CFVGGLAWATNDEDLQR.T;

R.GFGFVTFKDEK.A; R.VITVNEAQSR.G;

R.SGGGGGYSGGGGGGYSGGGGGGYER.R

PFF Mascot score: [528] Sequence coverage %: [37]

Matched peptides No.: [4]

Calculated Mr: 16626 Calculated pl: 5.58

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0

T T T T T T T T T T T 1
[ 100 200 feluln) L S [
Protein Score

Matched peptides shown in bold red.

1 MSEVEYRCFV GGLAWATNDE DLORTFSQFE DVIDSKEIIND RESGRSRGFG

51 FVTFFKDEKAM ERDATIEEMMGE ELDGREVITVN EAQSRESGEGEE GGEERGGESGESE

101 YRSGGGEEYS GGGEEGEYSGE GEGGYERRSE GYGSEGEEGEEE REYEGEEGRRE
151 GGEYEEEDEE SYGEEEEGEW
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Spot No.:ML1

NCBI accession No.: AAL06896.1
Plant species: Arabidopsis thaliana
Protein name:AT5g26000/T1N24_7
Peptide sequences: K.LFNSGNFEK.G; R.GYALGTDAPGR.C;
R.EYVGDRLPEFSETEAALVK.G

PFF Mascot score: [238] Sequence coverage %: [7]
Matched peptides No.: [3]
Calculated Mr: 61704 Calculated pl: 5.67

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T T
200
Protein Score

Matched peptides shown in bold red.

51
101
151
201
251
301
351
401
451
a01

MELLMLAFVF
VASSAYQVEG
IDVMDELNST
MTEFVTLFHW
ITINQLYTVE
AHARAVDVYR
HEWFMGELTE
QYAQNNQTIV
YYVMDYFKTT
LSEVIKEENY
KLSGEWFQKF

LLALATCEGD
GRERGLNVIWD
GYRFSIAWSR
DLEQTLQUDEY
TRGYALGTDA
TEYRDDQEGM
GEYPDIMREY
PSODVHTALMD
YGDPLIYVTE
MVEGYFAWSL
INVTDEDSTN

EFVCEENEFF
SFTHRFFEEG
LLPEGERSRG
HGFLNETIVD
PGRCSPEIDV
IGEFVHMITEWFE
WVGDELPEFEE
SRTILTSENL
HGFSTPGDED
GDNYEFCHGF
QDLLESSVSS
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TCHQTELFNS
GADLGHNGDTT
VHEPGLIEYYH
DFEDYADLCE
RCPGGHSSTE
LEFFDHSQESE
TEAALVEGSY
TGHAHGEEFHN
FEELTADYER
IVRFGLSYVD
ENEDEESLLD

GHFEEGFIFG
CDSYTLWQED
GLIDGLVAEL
ELFGDREVENW
FYTVAHNQLL
DLTERRKIFF
DFLGLNYYWVT
BASYYYPEGI
IDYLCSHLCF
FANITGDRDL

Y



Spot No.: ML3

NCBI accession No.: CAA61592.1

Plant species: Arabidopsis thaliana

Protein name: Thioglucoside glucohydrolase

Peptide sequences: R.GPALWDIYCR.R;

K.DFLSQGVRPSALK.K; R.CNNDNGDVAVDFFHR.Y

PFF Mascot score: [183]

Matched peptides No.: [3]

Calculated Mr: 60222

Sequence coverage %: [7]

Calculated pl: 6.45

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Numbet of Hits

N\

T T T
120

T T
160

200
Protein Score

Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
501

MVLOELPLIG
AAYOVEGATH
LMENLNTDAF
BFVIVFHWDT
FHEFWVESHL
LELVERYREC
WHLDTTTEFGD
SHHLEEKFPDFES
LLEYTEDEYA
MQELVCIDEWV
ESGEYYFDFL

LLLLLTIVAS
ETCRGPALWD
EMSILWPRIF
PQDLEDEYGE
GYDVGEELPG
EECEGGEIGI
YEQIMEDIVGE
KPRWMQDSLI
NEEIMIMENG
HVIGYEVHSL
SOGVEFRALE

PANADGEVCE
IYCRREYPERC
PHGREEEGVS
FLSERIVEDF
RCSSYVHAEC
AASPAWFERH
HRLPEFTTER
TWESENAQHNY
YGEELGASDS
LONFEWQDGY
KDEL
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ESHELSREASFE
NNDNGDVAVD
QRGVQFYHDL
REYADFVEQE
QDGRSGYERY
DLADSQDGLS
ELKLEASTDF
ATGSKPLTAR
VAVGTRDHNR
KNRFGLYYVD

PFEGFLFGTAT
FFHRYKEDIQ
IDELTENGIT
YGEGEVEHWIT
LVTHNLLISH
IDRALDFILG
VGLNYYTSVE
LHVYSRGFRS
EYYLORHLLS
FENNLIRYEE



Spot No.: ML4

NCBI accession No.: NP_051044.1

Plant species: Arabidopsis thaliana

Protein name: ATP synthase CF1 alpha subunit

Peptide sequences: R.ADEISNIIR.E; K.IAQIPVSEAYLGR.V;
R.VINALANPIDGR.G; R.EQHTLIIYDDLSK.Q;
R.EAYPGDVFYLHSR.L; K.EGIQEQLER.F

PFF Mascot score: [506] Sequence coverage %: [13]
Matched peptides No.: [6]

Calculated Mr: 55351 Calculated pl: 5.19

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T
0y falelv}
Protein Scaore

T T T
kel 200 300

Matched peptide sequences: shown in Bold Red

1 MVTIRADEIS NITRERIEQY NREVIIVNIG TVLOVGDGIA RIYGLDEVMA
51 GELVEFEEGT IGIALNLESN NWVEVVLMGDE LMIQEGSSVE ATGHIAQIFRY
101 SEAYLGENVIN ALANFIDGRG KISASESELI ESPAPGIISE RIVYEFLQIG
151 LIATDSMIPI GRGQRELIIG DRQIGETIAVA TDTILNQQGER NVICVIVAIG
201 QERSSVAQVV TSLOQERGAME YTIVVAETAD SPATLOYLAF YTGARLAEYF
251 MYEEOHTLII YDDLSEQAQR YROQMSLLLRE FPPGEEAYPGD WETLHSRLLE
301 RRRAKLSSQLG EGSMTALPIV ETQ3GDVSAY IPTNVISITD GQIFLSADLE
351 HAGIRPAINV GISVSEVGIR AQIKAMEQVA GELELELAQF AELERFIQFS
401 SDLOEATONG LARGORLREL LEQSQSAPLT VEEQIMIIYT GINGYLDGLE
451 IGQVEEFLVQ LETYLETNEF QFQEIIASTE TLTAEAFSFL EEGIQEQLER
501 FLLQEEV
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Spot No.: ML5

NCBI accession No.: OAP04789.1

Plant species: Arabidopsis thaliana

Protein name: HCEF1 (fructose 1,6-bisphosphatase)

Peptide sequences:

R.TLLYGGIYGYPR.D; R.VLDIQPTEIHQR.V

PFF Mascot score: [214]

Matched peptides No.: [3]

Calculated Mr: 45592

U R.YIGSLVGDFHR.T;

Sequence coverage %: [8]

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 5.25

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

120

T
160

T 1
200 240
Protein Scare

Matched peptide sequences: shown

1
a1
101
151
201
251
301
351
401

MRRSRATTTS
QYLSGVRCHML
TIVMSSISLA
FSHNCLESSGER
STGSIFGIYS
MYS55VIFVL
TOMWDDELEE
EDAKSENGEL
LYIGSTEEVE

SHLLLSSSRH
VALDASETKT
CEQIASLVQR
TGIIASEEED
ENDECIVDDS
TLEEEVESET
YIDDLKDEGE
RLLYECLEMS
KLEKYLA

VASS55QFSIL
ARRKESGYEL
AGISHLIGVR
VEVLAVEESYS
DDISALGSEE
LDPMYGEFVL
TGEPFYSARYT
FIVEQLGGEG
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in Bold Red

SERSLESHNG
QTLTGWLLRQ
GAVMIQGEDQ
GNYVVVFDPL
QRCIVNVCQP
TQENIEIEKA
GSLVGDFHRT
SDEHSRVLDI

¥RAPTGEVENH
EMKGEIDAEL
E¥HLDVISHEV
DGSSNIDRRV
GNNLLALGYC
GRIYSFHEGH
LLYGCIYGYP
QPTEIHQRVE



Spot No.: ML6

NCBI accession No.: AAN18180.1

Plant species: Arabidopsis thaliana

Protein name: At2g39730/T517.3

Peptide sequences: R.GLAYDTSDDQQDITR.G;
U.R.YREAADLIK.K; R.VPIICTGNDFSTLYAPLIR.D;
R.EGPPVFEQPEMTYEK.L;R.VQLAETYLSQAALGDANADAIGR.
G; K.GAQQVNLPVPEGCTDPVAENFDPTAR

PFF Mascot score: [517] Sequence coverage %: [22]
Matched peptides No.: [6]

Calculated Mr: 52371 Calculated pl: 5.69

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

o T T T T T T T T T T
L] 100 200 300 400 500 B0
Protein Score

Matched peptide sequences: shown in Bold Red

1 MARARVSTVGA INRAFLSLNG S5GSGAVSAFPR STFLGEEVVI VSRFAQSNEE

51 SNGSFEVLAV KEDEQTDGDR WRGLAYDTSD DQODITRGEG MVDSVFEFQRPM
101 GIGTHHAVLS SYEYVSQGLE QYNLDWMMDG FYIAPAFMDE LVVHITENFL
151 TLFNIEVPLI LGIWGGKGRG ESFQCELVMA FMGINFIMMS AGELESGHNAG
201 EPAFLIRQRY BEAADLIFEG FMCCLLINDL DAGAGEMGGT TQYTVNNQMV
251 NATLMNIADN PTHVQLPFGMY NEEENARVPI ICTGNDFSTL YAPLIRDGEM
301 EXKFYWAFTRE DRIGVCKGIF RTIDEIFDEDI VILVDQFPDQ SIDFFGALRA
351 RVYDDEVREF VESLGVEEIG ERLVHNSREGE PVFEQPEMTY EELMEYGHNML
401 VHMEQENVEERV QLAETYL30A ALGDANADAI GRGIFYGEGA QUVHNLEVEEG
451 CTDFVAENFD PTARSDDGIC VYNE

66



Spot No.: ML7

NCBI accession No.: AA019414.1

Plant species: Arabidopsis thaliana

Protein name: Ribulose-1,5-bisphosphate carboxylase

Peptide sequences:

R.DNGLLLHIHR.A; R.ESTLGFVDLLR.D; R.VALEACVQAR.N;

R.DLAVEGNEIIR.-

PFF Mascot score: [488]

Matched peptides No.: [6]

Calculated Mr: 47920

K.DTDILAAFR.V; K.TFQGPPHGIQVER.D;

Sequence coverage %: [14]

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 6.12

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Mumber of Hits

0

0

T
106

T
200

T T
F00 400

SO0

Protein Score

Matched peptide sequences: shown

1
a1
101
151
201
251
301
351
401

KLTYYTPEYE
TDELTSLDRY
VEHVEGFELL
GCTIKPELGL
CRELTYFESQL
TGGFTANTSL
SGGDHTHAGT
LPGVLEVASGE

REVALBACWV(A

TEDTDILAAF
KGRCYHIEFPV
ART.RLEDLRI
SAFNYGRRVY
ETGEIFKGHYL
SHYCEDNGLL
VWVGHKLEGDERE
GIHVWHMPAL
ENEGEDLAVE

EVTEPQEGVEE
PGEETQFILY
FELYTETFQG
ECLRGGLDET
HATAGTCEEM
LETHRAMHDY
STLGFVDLLE
TEIFGDDSVL
GHEIIREACHK
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in Bold Red

EEAGRAAVALE
VAYPLDLFEE
PPHGIQVERD
EDDENVHSQE
IFKRLVFAREL
IDRQENHGMH
DDYVEKEDRSR
QFGGGTLGHE

SS5TGIWTITIVH
GEVINMEISI
KLNEKYGRFPLL
FMEWERDERFLF
GVPIVMHDYL
FEVLAKALERL
GIFFTQDWVS
WEHLPGAVAN



Spot No.: ML9

NCBI accession No.: AAN18180.1
Plant species: Arabidopsis thaliana
Protein name: At2g39730/T517.3
Peptide sequences: R.GLAYDTSDDQQDITR.G;
K.SFQCELVMAK.M; R.VQLAETYLSQAALGDANADAIGR.G
PFF Mascot score: [214] Sequence coverage %: [10]
Matched peptides No.: [3]
Calculated Mr: 52371 Calculated pl: 5.69

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

N

T
120

T T T
1 2000

1
2d

Protein Score

Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351
401
451

MRLOVETVEL
SHGSFEVLLV
GITGTHHAVLS
TLFNIEVFLI
EFLELIRQEY
HATLHMNTADHN
EFFYWAFTERE
REVYDDEVEEF
VMEQENVERWY
CITDEVAENFD

INRAPLSLNG
KEDKQTDGDR
SYEYVSQGELR
LGINGGRGQG
RELADLIKKG
PTHVLEGMY
DRIGVCKGIF
VESLGVEKIG
QLAETYLSQA
PTARSDDGTC

SEEGAVSAEL
WRGLAYDTSED
QYNLDNMMDG
KSFQCELVMA
FMCCLLINDL
HEEENARVEI
RTDEIKDEDI
KRLVHSEEGE
ALGDANADAT
VYNF

68

STFLGKEVVT
DQODITRGEG
FYIAPLFMDE
RMGINEIMMS
DAGAGRMGGT
ICTGHDESTL
VTLVDQFEDQ
EVFEQEEMTY
GRGTFYGKGA

VSREAQSNER
MVDSVFQLEM
LVVHITENFL
AGELESGNAG
TQYTVHNQMV
YAPLIRDGEM
SIDFFGALEA
ERLMEYENML
QOVNLEVEEG



Spot No.: ML14

NCBI accession No.: NP_566728.1

Plant species: Arabidopsis thaliana

Protein name: Plastid-lipid associated protein PAP / fibrillin
family protein

Peptide sequences: R.GLVASVDDLER.A; R.LLYSSAFSSR.S;
K.TSGNLSQIPPFDIPR.L
PFF Mascot score: [216] Sequence coverage %: [12]
Matched peptides No.: [3]
Calculated Mr: 30493 Calculated pl: 5.82

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Humbet of Hits

0 T T T T T T T T
0 dir g0 120 160

T
200 240
Protein Score

Matched peptide sequences: shown in Bold Red

1 MATSSTFS5L LPSPPALLSD HRSPPPSIRY SEFSPLTTPES SELGFIVEEE
51 EBNLARWNSSLV EVSIGGESDF PP555G5GGD DEQIALLELE LLSVVIGLNR
101 GLVASVDDLE RAEVAAKELE TAGGEVDLID DLDELQGEWE LLYSSAFSSR
151 SLGGSRPGLE TGRLIBVILG QVEFQRINVES EKDFDNIAEVE LGAPWEFEPL
201 EATATIAHEF ELLGICEIEKI TFEETIVETS GHLSQILPPFFD IPRLFDSFRF
251 S5SNPGIGDFE VIYVDDTMRI TRGDRGELEWV FVIA
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Spot No.: ML15

NCBI accession No.: AAL07227.1

Plant species: Arabidopsis thaliana

Protein name: Putative lactoylglutathione lyase

Peptide sequences: K.DPDGYTFELIQR.G;
R.GPTPEPFCQVMLR.V; R.EAGPLPGLGTK.I

PFF Mascot score: [217] Sequence coverage %: [12]
Matched peptides No.: [3]

Calculated Mr: 31995 Calculated pl: 5.11

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N\

Number of Hits

T T T T T
o a0 B0 120 160 200 240
Protein Scaore

Matched peptide sequences: shown in Bold Red

1 MRAEASDLLEW PEEKDWNERFLH VVYREVGDLDE TIEFYTEVFG MELLWERDIFP
51 EEEYSHAFLG FGPETSHNEVV ELTYNYGVSS YDIGIGFGHF ATSTQDVSEL
101 VENVRLAEGGH VIREPGPVEG GGSVIAFVED PDGYTFELIQ RGEFTEFEFPFCQ
151 VHMLEVGDLDR ATKFYEKALG MELLREEKIERF EYEYTIGMMGE YAEEYESIVL
201 ELTYNYDVTE YTEGNAYAQT ATGTDDVYES GEVIEIVHQE LGGEITEEAG
251 PLPGLGTEIV SFLDFDGWET VLVDNEDFLE ELE
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Spot No.: ML17

NCBI accession No.: CAA63909.1

Plant species: Arabidopsis thaliana

Protein name: 2-Cys peroxiredoxin bas1
Peptide sequences: K.SFGVLIHDQGIALR.G
PFF Mascot score: [97] Sequence coverage %: [5]
Matched peptides No.: [1]
Calculated Mr: 28966 Calculated pl: 8.76

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N

Number of Hits

100

Protein Scare

Matched peptide sequences

: shown in Bold Red

1
51
101
151
201
251

MASVASSTTL
ERSSLSSTSE
NGEEYVILEFF
HLAWVQTDEER
DEEGVIQHST
MFEPDPRLSEE

ISSPFSSEVEP
ESFAVERQLD
YPLDFTEFVCE
SEGELGDLNYE
THNNLGIGESWV
TFSAT

ARSSL33PSV
DLELVGNELE
TEITAFSDEH
LISDVTESIS
DETMETLQAT

71

SFLETLSSPES
DFERARERAVEDQ
SEFERELNTEW
ESFGVLIHDO
QYTGNEDEVC

ASASLESGEL
EFIEVELSDY
LGVSVDSVES
GIATLRGLEIT
FLGWESGEERS



Spot No.: ML18

NCBI accession No.: AAM63854.1

Plant species: Arabidopsis thaliana

Protein name: Atpm24.1 glutathione S transferase
Peptide sequences: K.VFGHPASIATR.R;
R.NPFGQVPAFEDGDLK.L; RYENQGTNLLQTDSK.N
PFF Mascot score: [218] Sequence coverage %: [18]
Matched peptides No.: [3]

Calculated Mr: 24036 Calculated pl: 6.08

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

0 T T | T | T T
i a0

T
Q 120 160

Number of Hits

T T
200 240

Protein Score

Matched peptide sequences: shown in Bold Red

1 MAGIEWVFGHP ASTATREVLI ALAEENLDFE LVAVELEDGE HEKEFFLSEN
51 PFGOVPAFED GDLELFESER ITQYTAHRYE MNQGTHLLQTD SFNISQYATM
101 ATGMOVEDHQ FDEVASKLAF EQISESIYGL TTDEAVVAXE EAMLAKVLDV
151 YEARLKEFEY LAGETFTLTD LHATPATQYI. LGTPFTEELFT ERFEVHEWVL
201 EITERPASEE VQ
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Spot No.: ML19

NCBI accession No.: AAM64537.1

Plant species: Arabidopsis thaliana

Protein name: Putative 2-cys peroxiredoxin BAS1 precursor
Peptide sequences: K.APDFEAEAVFDQEFIK.V;
K.SFGVLIHDQGIALR.G; K.SFGVLIHDQGIALR.G
PFF Mascot score: [164] Sequence coverage %: [11]
Matched peptides No.: [3]
Calculated Mr: 29256 Calculated pl: 6.91

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T T T T T
150
Protein Score

Matched peptide sequences: shown

in Bold Red

1
a1
101
151
201
251

MASVASSTTL
ER55L55TS5R
IGEEYVILFF
HLAWVQTDRE
DEEGVIQHST
SMEPDPELSE

ISSPSS5EVEER
RESFLAVFRQAD
YELDFTFVCE
SGGELGDLNYE
THNLGIGRSV
EYFSLT

AFSS5LESESV
DLPLVGHEAP
TEITAFSDEH
LISYFTESIS
DETMETLQAT.
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SFLRTLSSES
DFEAEAVFDQ
SEFEXLNTEV
¥SFGVLIHDD
QYIQEMEDEV

ASASLESGEA
EFIEVELSDY
LGVSVDEVES
GIALRGLFII
CPLGWEFGEE



Spot No.: ML20

NCBI accession No.: AAM64537.1

Plant species: Arabidopsis thaliana

Protein name:

Peptide sequences:

putative 2-cys peroxiredoxin BAS1 precursor

K.APDFEAEAVFDQEFIK.V;

K.SFGVLIHDQGIALR.G; K.SFGVLIHDQGIALR.G

PFF Mascot score: [164]

Matched peptides No.: [3]

Calculated Mr: 29256

Sequence coverage %: [11]

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 6.91

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

1
150

Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251

MASVASSTTL
ER55L55TS5R
IGEEYVILFF
HLAWVQTDRE
DEEGVIQHST
SMEPDPELSE

ISSPSS5EVEER
RESFLAVFRQAD
YELDFTFVCE
SGGELGDLNYE
THNLGIGRSV
EYFSAT

AFSS5LESESV
DLPLVGHEAP
TEITAFSDEH
LISYFTESIS
DETMETLQAT.
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SFLRTLSSES
DFEAEAVFDQ
SEFEXLNTEV
¥SFGVLIHDD
QYIQEMEDEV

ASASLESGEA
EFIEVELSDY
LGVSVDEVES
GIALRGLFII
CPLGWEFGEE



Spot No.: ML21

NCBI accession No.: OAP02726.1

Plant species: Arabidopsis thaliana

Protein name: PBPI (PYK10-binding protein 1)
Peptide sequences: K.GANLWDDGSTHDAVTK.I;
K.VYVGQAQDGISAVK.F; K.FVYDKSPEEVTGEEHGK.S;
K.IGVHVRPLSN.-

PFF Mascot score: [208] Sequence coverage %: [19]
Matched peptides No.: [4]

Calculated Mr: 32110 Calculated pl: 5.46

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T T T

T T
0 40 faie] 120

T T T 1
200 240
Protein Score

T
160

Matched peptide sequences: shown in Bold Red

1 MAQEVEAQGGE HGANLWDDGS THDAVTEIQL AAGTIDGIQYV QFDYVENGQE
31 EQAPLRGTEG RVLPLDPEVI NHPDEHLVSV EGWYSPFEGII QGIEFISHEE
101 TSDWVIGSDEG THFTLOVEDE EIIGFHGSLG GNLNSLGAYF APLTITTTELT
151 PAEQLTAFGS DDGTAWDDGER YVOVEEVYWVG QAQDGISAVE FVYDESPEEY
201 TGEEHGESTL LGFEEFVLDY FPSEYITAVDG TYDEIFGSDG SVITHMLEFET
251 HNEQTSPFPFGL EAGIVFELEE EGHEIVGFHG RADVLLHKEIG VHVEPLSEHN
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Spot No.: ML22

NCBI accession No.: CAA31948.1

Plant species: Arabidopsis thaliana

Protein name: Ribulose bisphosphate carboxylase
Peptide sequences: R.EHGNSPGYYDGR.Y; K.EYPNAFIR.I
PFF Mascot score: [80] Sequence coverage %: [10]
Matched peptides No.: [2]
Calculated Mr: 20733 Calculated pl: 7.59

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Mumber of Hits

0 25 a0 75
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151

MRSSMLSSAT
GEVNCMOMOW
FELEHGEVYE
YTPHAFIRIIG

MVASPAQATM
WEPIGEEEFE
EHGNSPGYYD
FONTROVQCT

VRARPFNGLESS
TLSYLPDLTD
GRYWTMWELE
SEFVAYRPEPSFE
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ARFPRATRFAN NDITSITSHNG
SELAREVDYL IENEWIFPCVE
LFGCTDSAQWV LEEVEECEEE
TG



Spot No.: ML23

NCBI accession No.: CAA36675.1

Plant species: Arabidopsis thaliana

Protein name: 33 kDa oxygen-evolving protein
Peptide sequences: K.RLTYDEIQSK.T; KNAPPEFQNTK.L;
K.QLDASGKPDSFTGK.F
PFF Mascot score: [140] Sequence coverage %: [10]
Matched peptides No.: [3]
Calculated Mr: 35285 Calculated pl: 5.68

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N\

Number of Hits

150
Protein Score

Matched peptide sequences: shown in Bold Red

1 MRLST.QSTAT
51 FQSDFEDFIG
101 TYMEVEGIGT
151 SEMAFPEFQN
201 VQLPGGEEWVE
251 TGYDHAVALF
301 GVFESLQFSD

FLOSAKTATL
FCS5DAVEIAG
ANQCEFTIDGGE
TELMTRLTYT
FLEFTVEQLDA
LAGGRGDEEEL
TDLGAEVEED

PSRGS5SHLRS
FLLASSALVY
SETFSFKEGK
LDEIEGEFEV
SGRPDSFTGE
VEENVENTAR
VEIQGVWYGQ
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TRAVGESFGEL
SGASREGAFE
TAGEEFCFEF
ASDESVHNFEE
FLVESYRGESS
SVGEITLEVT
LE

ETS554RLTCS
ELTYDEIQSE
TSFIVERDSV
EDGIDYAAVT
FLDPEGRGGES
KSKPETGEVI



Spot No.: ML24

NCBI accession No.: AAG30126.1

Plant species: Arabidopsis thaliana

Protein name: Glutathione S-transferase

Peptide sequences: K.VFGHPASTATR.R; K.VPAFEDGDFK.L;
K.VLDVYEHR.L

PFF Mascot score: [206] Sequence coverage %: [13]
Matched peptides No.: [3]

Calculated Mr: 23539 Calculated pl: 6.31

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

o T T T T T T T T T T T 1
0 40 &0 120 160 200 240
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAGTEVFGHP ASTATERVLI ALAEENLDFE FVHIELEDGE HEFKEPFIFEN
51 PFGEVPAFED GDFELFESRLZ ITQYIRAHFYS DEGHQLVSLE SEDIAGIAMG
101 IETESHEFDP VGSELVWEQV LEPLYGMITD ETVVEEEEAK LARVILDVYEH
151 RLGESEYLAS DEFTLVDLHT IPVIQYLLGT PTEELFAERF HVSAWVADIT
201 SEPSLEEVL
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Spot No.: MR1

NCBI accession No.: OAP03586.1

Plant species: Arabidopsis thaliana

Protein name: Hypothetical protein AXX17_AT3G17230 (plant
invertase/pectin methylesterase inhibitor)

Peptide sequences: K.HLYVFDLETR.T; K.LLTPVEEGPTPR.S;
R.LDKFGGEEETPSSR.G

PFF Mascot score: [180] Sequence coverage %: [7]
Matched peptides No.: [3]

Calculated Mr: 51810 Calculated pl: 5.37

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T T T 1
0 40 ] 120 160 200
Protein Scaore

Matched peptide sequences: shown in Bold Red
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51
101
151
201
251
301
351
401
451

MAQELEAKGG
VGEDEHGEETE
KGETSHPIEK
GEWIEVEQEG
ETRTWSISEL
TTTHEWELLT
IVDEEWFHCS
VQDEWTQVET
TDGTFALDTE
GELFTHDRFED

EMGDVWDDGEY
LGVEEFEIDL
REGVEFVLHG
EGPGLERCSHG
TGDVPHLSCL
FVEEGPTPRS
TPGEDSLTARG
FGVRESERSV
TLQWERLDEF
DLFFYGIDSL

YENVREVYVGE
DODYIVYVEGY
GEIIGFHGRS
TAQVGNETIYS
GVREMVSVEST
FHSMAADEEN
GAGLEVVQGEE
FASLLT.GKHI
GGEEETPSSR
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QAOYGIAFVE
REKVNDMTSE
TDVLHSLGLY
FGEEFTENGQE
LYVFGGRDAS
VYVEGGVSAT
VHVVYGFNGC
VIFGGEIAMD
GWTASTTATI

FEYVHNGSQVV
MITFLSIETF
VSLS5TTELL
IDKHLYWVFDL
ROYHNGFYSFD
ARLNTLDSYH
EVDDVHYYDE
PLAHAVGEPERL
GGFEGLVMHG



Spot No.: MR2

NCBI accession No.: OAP09497.1

Plant species: Arabidopsis thaliana

Protein name: JAL22 (Jacalin-related lectin 22)
Peptide sequences: R.KLALCGGEGGQEWDDDVYEGVR.K;
R.KVYVGQDLNR.I; K.VYVGQDLNR.I; R.VWDDGSYDGIK.T;
R.ITYLEVEYEKDGEAK.T; K.GDTPSEFVLGYPDEYIK.S;
R.TSFFGYNVGK.K; K.LPAIGGNEGVTWDDGVYDGVR.K;
K.ILVGQGNDGVSFVK.F
PFF Mascot score: [624] Sequence coverage %: [26]
Matched peptides No.: [9]
Calculated Mr: 50604 Calculated pl: 5.15

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Nunber of Hits

Matched peptide sequences: shown in Bold Red

1 MRFMYRKLAL CGGEGGQEWD DDVYEGVEEV YVGODLNRIT YIEFEYVQED

51
i01
151
201
251
301
351
401
451

GEVVITEYGT
KTSEGRESPL
FVLDITFFPL
YEFDGEARTF
SLEFLTSEGR
FVETFTFLIF
EYSEGEDLVE
IVCLQFETNE
IVFITTITE

NHGGEGDTES

TNQHPFEEFVI QYPDEHIIAV
FGPNLLGITT GIKFVFEDEG
YELDAQGGTD GEVWDDGESYD
EFVLGYFDEY
TSFFGYNVGE EFVLEQEGHR

EGSYHQVALI ATEVITSLIF
EEIVGFHGRL GDAVDALGVY
GIEKTLRIDQD NSRITYLEVE
IKSVEATYQE PNIFSNIRIT
LVGFHGKEDL AIDALGLYFG

SEELPAIGGN EGVTWDDGVY
GDDHGEKETLL GAEEFVLEDG
RESMPFGMDS GEEFSLGEEG

DGVREILVGY GHNDGVSFVEE
EYLMNIDGYY DEIFGVEEFI
HEIVGFHGQA SDVVHSIGVT
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Spot No.: MR3

NCBI accession No.: OAP06341.1

Plant species: Arabidopsis thaliana

Protein name: JR 1 (JA-responsive protein 1)

Peptide sequences:

K.VYVGQGDSGVVYVK.F; K.TSQPFGLTSGEEAELGGGK.I;

R.GGDVWDDGGAYDNVK.K

PFF Mascot score: [426]

Matched peptides No.: [4]

Calculated Mr: 48548

R.GGEEWDDGGAYENVK.K;

Sequence coverage %: [13]

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 5.17

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0

N

T T
t]

T T T T T T T T T T T T T T T7T
0 200 L]

Protein Score

Matched peptide sequences: shown

1
51
101
151
201
251
301
351
401
451

MAEKLELDGE
VSHEHGEQTL
KGETSQFFGL
BVS5GGLTELE
DGKIVSHEHG
FETFEGET5Q
ELTESSHTIE
SEPVLGSDHG
FETHERTSIE
K

RGGEEWDDGS
LGTEEFVVDE
TECERARLGG
AQGGRGGDVW
KQITLLGTEEF
PFFGLTSEEEL
AQGGDGEVAN
KETLLGRAEEF
YGLEGGTEFV

AYENVEEVYW
EDYITSVEIY
GEIVGFHGESS
DDGGAYDHVE
EIDFEDYITY
ELGGGEIVGE
DDGVHDSVEE
VLGFDEYVTA
LEEEDHEIVGE
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in Bold Red

GOGDEEN
YEKLFGSFPIE
SDLIASVGEVY
EVYIVGERGEDSG
VEVIYEELEG
HGTS55DLIHS
IYVGERGEDSCV
VSGYYDEIFS
FYGQAGEYLY

EFDYEEDGETL
IVTALIFETF
ITPSTTFLTFE
VVIVEFDYEE
SPIEIVIALI
LEGLYTTES5T
TYFEADYEFED
VDLPATVSLE
ELGVHWVAFIL



Spot No.: MR4

NCBI accession No.: OAP06341.1

Plant species: Arabidopsis thaliana

Protein name: JR 1 (JA-responsive protein 1)
Peptide sequences: R.GGEEWDDGGAYENVK.K;
K.VYVGQGDSGVVYVK.F; K.FDYEKDGK.I;

K. TSQPFGLTSGEEAELGGGK.l; R.GGDVWDDGGAYDNVK.K;
K.ASKPVLGSDHGK.K; R.TSIPYGLEGGTEFVLEK.K

PFF Mascot score: [561] Sequence coverage %: [22]
Matched peptides No.: [7]
Calculated Mr: 48548 Calculated pl: 5.17

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Humber of Hits

0 T
[ 100

T
oo 600
Protein Score

T T T T T T T
200 300 400

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MARKKLEAQGE
VSHEHGEQTL
EGETSQFFGL
BVSGEGLTELE
DGEIVSHEHG
FETFEGETSQ
FLTES5NHTIF
SEPVLGSDHG
FETHERTSIF
K

RGGEEWDDGG
LGTEEFVVDP
TSGEEAELGG
BQGEERGGDVW
EQTLLGTEEF
PFFGLTSGEEA
BOGGDEEVAN
KFTLLGAEEF
YGLEGGTEFV

AYENVEEVTV
EDYITSVEIY
GEIVGFHGESS
DDGGAYDIWVE
EIDFEDYITY
ELGGGEIVGE
DDGVHDSVEE
VLGPDEYVTA
LEREKDHEIVG

GOGDSEA
YEELFGSFIE
SDLIHSVGVY
EVYVGEQGDSG
VEVYYEELFG
HGTSSDLIHS
IYVGRGEDSCV
VSGYYDEIFS
FYGRQAGEYLY
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FEFDYEEDGEL
IVITALIFEIF
ITESTTFELTF
VVYVEFDYEE
SFIEIVTALI
LGAYIIESST
TYFELDYEKA
VDAPATIVSLE
ELGVHVAFPIA



Spot No.: MR5

NCBI accession No.: BAE98486.1

Plant species: Arabidopsis thaliana

Protein name: Glutamine synthetase like protein

Peptide sequences:

R.TLPGPVTDPSKLPK.W;

R.HKEHISAYGEGNER.R; K.EHISAYGEGNER.R

PFF Mascot score: [229]

Sequence coverage %: [7]

Matched peptides No.: [3]

Calculated Mr: 39323

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.

Calculated pl: 5.14

Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

Protein Score

Matched peptide sequences: shown in Bold Red

1
5
101
151
201
251
301
351

MSLLADLVNL
PEWNYDGESST
PIFTHEERHLL
PGEQGEYYCS
QVGPSVEISA
NYSTESHMEEE
INTFLWGVAN
TLLWHFE

DISDNSEKIT
GQAPGQDSEV
AETFANPDVI
IGLDESFGRD
ADEINIERYI
GGYEITKKAT
RGASIRVGRD

AEYTWVGEGESGE
TLYPQATFED
AEVPWYGIEQR
IVDAHYKASL
LERITETAGV
EKLGLRHKEHR
TEFEGEGYFE

84

MDMESEARTL
FFRRGHHILY
EYTLLOKDVH
YAGINISGIN
VWVSFDEEFIE
ISAYGEGHER
DERFASHMDE

FGEWTDESEL
HMCDAYTEAGE
WELGWPIGGE
GEVHMEGOWEF
GDWHNGAGRHT
RLTGHHETAD
YWVWVISHMIAET



Spot No.: MR7

NCBI accession No.: NP_188266.1

Plant species: Arabidopsis thaliana

Protein name: Mannose-binding lectin superfamily protein
Peptide sequences: K.VEAGGGAGGASWDDGVHDGVR.K;
K.TSPPYGLETQK.K; K.LSAIGGDEGTAWDDGAYDGVK.K;
K.VYVGQGQDGISAVK.F; K.QTSAPFGLEAGTAFELK.E

PFF Mascot score: [425] Sequence coverage %: [28]
Matched peptides No.: [5]
Calculated Mr: 32003 Calculated pl: 5.06

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

MRQEVEAGGS
EGGEHGEKTL
FKGETSPPYGL
VIPAFKLSAT
NIVGGEHGEFE
KTHNEQTSAFPF

AGGASWDDGY
LGFETFEVDA
ETQEEEFVLED
GGDEGTAWDD
TLLGFEEFEI
GLEAGTAFEL

HDGVREVHVG
DDYIVAVOVT
KNGGELVGFH
GAYDGVEFEVY
DYPSEYITAV
KEEGHEIVGEE
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QGODEVSSIN
YDHVEGQDSD
GRAGERALYRL
VEOGODEISA
EGTYDKIFGS
HEKLSELLHQ

VVYLREDSQDWV
ITITSITFHTF
GAYFATTTTE
WVHFEYNEGAE
DGLIITHMLEF
FGVHVHMELTH



Spot No.: MR8

NCBI accession No.: AAM66134.1

Plant species: Arabidopsis thaliana

Protein name: Translationally-controlled tumor protein-like
protein

Peptide sequences: K.VVDIVDTFR.L

PFF Mascot score: [74] Sequence coverage %: [5]
Matched peptides No.: [1]

Calculated Mr: 18925 Calculated pl: 4.52

Annotated PFF spectra:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

\

Number of Hits
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[u] 28 iy 7a
Protein Score

Matched peptide sequences: shown in Bold Red

1 MLVYQDLLTG DELLSDSFEY EEIENGILWE VEGEWVIVGA VDVNIGANES

51 LZEEGGEDEGWV DDS&QEVWVDI VDTFRLQEQF TYDEEGFIAY IEEYIKLLIP

101 ELSEEDQAVF EEGIEGATEF LLPRLSDFQF FVGEGMHDDS TLVFAYYEEG
151 STHNPIFLYFA HGLEEVEC
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Spot No.: MR9

NCBI accession No.: NP_180766.1

Plant species: Arabidopsis thaliana

Protein name: Ribosomal protein L7Ae/L30e/S12e/Gadd45
family protein

Peptide sequences: R.NAQLCVLAEDCNQPDYVK.L;
K.ALCADHSIK.L; K.TLGEWAGLCK.I

PFF Mascot score: [227] Sequence coverage %: [25]
Matched peptides No.: [3]

Calculated Mr: 15661 Calculated pl: 5.62

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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0

0 hR) 200
Protein Score

Matched peptide sequences: shown in Bold Red

1 MSGDEAVARP VVEEVAERLV IPEDMDVSTZR LELTVRESRE YGGVVRGLHE
51 SAERLIEEBNA QLCVLAEDCH QPDYVKLVEA LCADHSIKLL TVEPSAETLGE
101 WACSCLCKIDSE GHMAREVVGCS CLVIEDFSEE TTALNIVEERH LDSN
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Spot No.: MR10
NCBI accession No.: AAM66134.1
Plant species: Arabidopsis thaliana

Protein name: Translationally controlled tumor protein-like

protein

Peptide sequences: K.VVDIVDTFR.L

PFF Mascot score: [74] Sequence coverage %: [5]

Matched peptides No.: [1]

Calculated Mr: 18925 Calculated pl: 4.52

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

W

Numbet of Hits

75
Praotein Score

Matched peptide sequences: shown in Bold Red

1
31
101
151

HLVYQDLLTG
AFEGGEDEGWV
ELSEEDQAVE
STHFTFLYFL

DELLSDSFEY EETENGILWE VEGEWVIVGELE VDVNIGANES
DDSAQEVVDI VDTFRLQEQF TYDEEGFIALAY IEEYIEKLLTP
FEGIEGATEF LLPRLSDFQF FVGEGHMHDDS TLVFAYYEEG
HGLEEVEC
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Spot No.: MR12

NCBI accession No.: NP_565265.1

Plant species: Arabidopsis thaliana

Protein name: MLP-like protein 329

Peptide sequences: K.EIDDENMVITFR.G + Oxidation (M)
PFF Mascot score: [66] Sequence coverage %: [7]
Matched peptides No.: [1]

Calculated Mr: 17705 Calculated pl: 5.30

Annotated PFF spectra:

Tons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumber of Hits
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0 25 ] 75
Protein Score

Matched peptide sequences: shown in Bold Red

1 MATSGTYVTE VPLEGSADEH YERWRDENHL FPDAIGHHIQ GVIVHDGEWD

51 SHEATEIWNY TCDGEPEVFE EREEIDDENM VITFRGLEGH VMEQLEVYDL

101 IYQFSQESPD DIVCEITMIW EERTDDSPEP SNYMEFLESV VADMDEHVLE
151 =
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Spot No.: MR13

NCBI accession No.: NP_194098.1

Plant species: Arabidopsis thaliana

Protein name: Polyketide cyclase/dehydrase and lipid transport
superfamily protein

Peptide sequences: R.SWDYTYDGK.K; R.SWDYTYDGKK.E;
R.GLDGHVMEHLK.V; K.ITMIWEKR.N; K.RNDDFPEPSGYMK.F;
R.NDDFPEPSGYMK.F; K.QMVVDIEGHVNKA.-

PFF Mascot score: [414] Sequence coverage %: [35]
Matched peptides No.: [7]

Calculated Mr: 17621 Calculated pl: 5.91

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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400
Protein Score

Matched peptide sequences: shown in Bold Red

1 MATSGTYWTE VPLEGSAEEREH YESWESENHV FADATGHHIQ NVVVHEGEHD

51 SHGSIRSWDY TYDCGRKEMFE EEREIDDENE TLTERGLDGH VMEHLKRVEDI

101 IYEFIPESED SCVCEITMIW ERRNDDFPEP SCGYMREFVEQM VVDIEGHVNR
151 &
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Spot No.: MR14

NCBI accession No.: NP_565264.1

Plant species: Arabidopsis thaliana

Protein name: MLP-like protein 328

Peptide sequences: K.IWNYTCDGKPEVFK.E;
R.REIDDENMAVTFR.G; R.EIDDENMAVTFR.G;
R.EIDDENMAVTFR.G + Oxidation(M); R.GLEGHVMEQLK.V;
R.GLEGHVMEQLK.V + Oxidation (M)

PFF Mascot score: [369] Sequence coverage %: [25]
Matched peptides No.: [6]

Calculated Mr: 17616 Calculated pl: 5.42

Annotated PFF spectra:

Ions score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 35 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumber of Hits

i 100 200 F00 400
Protein Score

Matched peptide sequences: shown in Bold Red

1 MATSGIYVIE VPLEGSAEKH YEEREWERSENHL FPDAIGHHIQ GVIIHDGEWD

51 SHGATKIWNY TCDGEPEVFE EREEEIDDENHM AVTFRGLEGH VMEQLEVYDWV

101 IFQFIQESPD DIICEITHMIW EEQNDDMPEP SHNYMEFVESL ALDMDDHWVLE
151 &

91



