Supplementary Figure S2

Detail information for MS identification of DEPs in rubber latex

Database searched results of the identified proteins in the 2-DE gels.
Spot numbers of the 169 proteins correspond to the proteins that listed in
Figure 2.

Accession No.: The accession number of identified proteins in the rubber
tree genome database.

Peptide sequences: The amino acid sequence of the matched peptides
from the identified protein.

PFF Mascot score: The score of protein database search after MALDI
TOF/TOF MS.

Sequence coverage %: The percentage of the matched peptides in the
identified protein.

Matched peptides No.: The number of matched peptides from identified
protein.

Calculated Mr: The theoretical molecular weight of identified protein.

Calculated pl: The theoretical isoelectric point of identified protein.



Spot No.:1

Accession No.: scaffold0698 149194.mRNA1
Protein name: uncharacterized protein

Peptide sequences: K.EFEELKPEVESVR.E; R.SCCGLFEVLR.R

PFF Mascot score: [98] Sequence coverage %: [8]
Matched peptides No.: [2]

Calculated Mr: 29873 Calculated pl:  4.17

Data base searched result:

lons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 MEEFSHGQIE VAQEVETDEE DNRGVAKEFE ELEFEVESVRE EIVVDGHSES
51 FEETHDVLSS DSSHNSPFEEEZ EAKDQSLSAK DSGITLEEEVE EDVIDIITES
101 AESIVPLPQV LSSTTETSIE ESQEFDVTEV EQEEIEVEIF PSSHNETHEET
151 TLDETDGGVS EVAPDGSEET RLESSDDERD LSATATDTVS DGEVEEATVIL
201 LEENTGEFSZ FVDEESEENT DDSLEFPSHNHNL TIVGSS5DGFF ESEGHEHVIS
251 LSQRTLQRETS WRSCCGLFEW LER

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm Mi=s= Sequnence
28 - 40 1550.7535 1589.7463 1589.7937 -30 1 EKE.EFEELEPEVESVR.E (Ions score S3)
263 - 272 1240.5476 1239.5403 1239%.5740 -27 0 R.SCCGLFEVLR.R (Ions score 37)
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Spot No.: 2
Accession No.: scaffold1173 171897.mRNA1
Protein name: Aldose l-epimerase

Peptide sequences:K.ITNLGCITSLSVPDR.N;

K.GAAPYFGAIVGR.V;K.FTLNGVEYTLPINKPPNSLHGGHK.G;K.YQSHDGEEGYPGDLSVTATYTLTSSTTM
R.L

PFF Mascot score: [127] Sequence coverage %: [23]
Matched peptides No.: [4]
Calculated Mr: 36961 Calculated pl: 5.70

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 MADQTONEPQT FELMNNGSMLY EITHLGCIIT SLSVPDENGH LADVVLGEDS

51 VEPYLEGAAP YFGATWVGRVA NRIENGEFTL NGVEYTLPIN EFPNSLHGGH
101 EGFDEVIWEV AEYEKGENSS ITFEYQSHDG EEGYPGDLESWV TATYTLTSST
151 THRLODMEAVE EDEATEVSLA QHTYWNLAGH NSGHNILDHSI QIWGSHVIEV
201 DENTVPIGEI MPVEGTFFDF SSEEERVGASI LEVGLGYDHN YVVDCGEEQRS
251 GLERAAFLKED PSSSEVLNLW THAPGHMQFYT GHNYVDGEVVGE GEAVYGEHSG
301 LCLETQGFEN ATHNQSHNFESYV VVQPGETYEH THLFEFSVE



Matched peptide information:

22 - 37

57 - &8

78 - 101
125 - 153
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1758.9076
1178 . 6006
2633.306%9
3167.3708

Mr (expt) Mr (calc)
1757.93003 1757.9346
1177.55%33 1177.6244
2632.2996 2632.3762
3166.3636 3166.4037

T
1200
REMZ error 22 ppm

T
1606

T
2000

T
2400

T
2600

Mas=z (Da)

ppm
-19
-26
-29
-13

1
3200

Miss Sequence

o

a
1
o

K.ITNLGCIITSLSVPDR.N (Ions score 72)
K.GAAPYFGAIVGR.V (Icns score &64)
K.FTLHGVEYTLPINFPPNSLHGGHE.G (Icns scors 27)
K.YQSHDGEEGYPGDLSVTATYTLTSSTTMR.L (Ions score 45)



Spot No.: 3
Accession No.: scaffold0901 132647.mRNA1

Protein name: ADP-ribosylation factor GTPase-activating

protein AGD13

Peptide sequences: R.DHGGSDPYVVVTSGHQK.L;

K.NNSNPEWNDELTLSITDLNVPIK.L;K.LEVFDKDTFTEDDK.M; K.MGDAEIDIKPYIEILK.M;
K.VDNCLADESHIIWNNGEITQDMHLR.L

PFF Mascot score: [467] Sequence coverage %: [55]
Matched peptides No.: [5]
Calculated Mr: 19416 Calculated pl: 5.14

Data base searched result:

lons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individnal ions scores > 31 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 MENTLGLLET RVEREGVHNLAYV EDHGGSDEYV VWTSGHQELF TRTEFNHSHE

51 EWHDELTLST TDLHNVFPIELE WVFDEDTFTED DEMGDAEIDI EFYIEILEMG

101 LOWLPNGCWVYV EEVPPEVDNHNC LADESHITWNHN NGEITQDMHL RLENVECGEWV
151 EVQIFWINVE GSEGLEIEGS 5



Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) PP
22 - 38 1782.74%0 1781.7417 1781.8333 -51
46 - 68 2626.1785 2625.1712 2625.2922 —-46
6% - 82 1701.7014 1700.6%41 1700.7781 —-43
83 - 98 1847.8888 1846.8815 1846.9750 -51
117 - 141 2980.2241 2979.2168 2979.3603 -48
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R.DHGGSDPYVVVTSGHQOKE.L (Icns score 123)
K.NNSNPEWNDELTLSITDLNVPIK.L (Ions score 153)
K.LEVFDEDTFTEDDE.M (Icns score 108)
K.MGDAEIDIEPYIEILE.M (Icns score 77)
K.VDNCLADESHITWNNGEITQDMHLR.L (Icns score 120)



Spot No.: 4

Accession No.: scaffold0155 515853.mRNA1

Protein name: Pro-hevein

Peptide sequences: KYGWTAFCGPVGAHGQPSCGK.C; R.IVDQCSNGGLDLDVNVFR.Q
PFF Mascot score: [211] Sequence coverage %: [18]
Matched peptides No.: [2]

Calculated Mr: 23042 Calculated pl: 8.15

Data base searched result:

Ions score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 MGEVMNIFIV VLLCLIGVAI AEQUGRQAGE ELCFENMNLCCS QYGWCGSSDD
31 YCSPSFHNCQS NCEGGGEEGEE GGEEGESLSHVL ATYHALYNPQQ HGWDLNAVSL
101 YCSTWDANEFE YSWRSEYGWT AFCGEVGAHG QPSCGECLSV THIGIGAETT
151 VRIVDQCSNG GLDLDVHVEFR QLDTDGEGYE RGHLIVHNYQF VHCGDSENEL
201 FSIMESSVIN



Matched peptide information:

Start - End Observed Mr {expt) Mr (calc) ppm Miss Sequence
117 - 136 2136.8301 2135.8228 2135.9306 -50 0 EKE.YGWTAFCGPVGAHGQPSCGE.C (Ions score EB3)
153 - 170 2020.8917 2019.8844 2019.9684 —-42 0 R.IVDQCSNGGLDLDVNVFR.Q (Icns score 158)
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Spot No.: 5
Accession No.: scaffold4512 855.mRNA1
Protein name: Osmotin-like protein OSM34

Peptide sequences:R.NNCPYTVWAAASPGGGR.R;R.RLDQGQTWELNVPAGTSMAR.I;

R.LDQGQTWELNVPAGTSMAR.I; RTNCNFDGSGK.G; K.CRPLFCTADINGQCPNQLK.A;
K.APGGCNNPCTVFK.T; KTNEYCCTEGYGTCGPTEFSK.F; R.CSDAYSYPQDDPSSTFTCPGGTNYR.V

PFF Mascot score: [607] Sequence coverage %: [50]

Matched peptides No.: [8]

Calculated Mr: 27682 Calculated pl: 5.23

Data base searched result:

Tons score is - 10¥*Log(P), where P is the probability that the observed maich is a random event.
Individual ions scores > 31 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
a1
101
151
201

MSHFNIFLIS IFLLSALFFT
QGOTWELNVE AGTSMARIWG
PENTLAEYRL. HNQFGNLDEYD
DINGOQCPNQL EAPGGCHNEC
SDAYSYPQDD PSETFTCPGG

S5DGATFTIR HNNCEYTVWAA ASPGGGRELD
RTHCHFDGSG EGHCQTGDCGE GILACQGWGEV
ISLVDGFNIF IEFSPFTSGAE DECRFPLFCTA
TVFETHNEYCC TEGYGTCGET EFSEFFESEC
THYRVVEFCPL RSPHFFLEMV REEDVE



Matched peptide information:

Start - End Observed Mr {expt) Mr{calc) ppm Mi=s Sequence
31 - 47 1777.7050 1776.6%77 1776.8002 -58 0 R.NNCPYTVWAAASPGGGR.R (Icns score 141)
48 - a7 2229.9822 2228.9745% 2229.0860 -54 1 R.RLDOQGOTWELNVEPAGTSMAR.IL (Ions score 47)
49 - a7 2073.8831 2072.8758 2072.9949 -57 0 R.LDOGOTWELNVPAGTSMAR.T (Ions score 175)
72 - 81 109%.3757 109%8.3685 1058.4400 —-63 0 R.THCNFDGSGE.G (Ions score 31)
143 - 161 2291.9348 229%0.9%275 2291.0609 -58 1 E.CRPLFCTADINGQCPNOLE.A (Icns score 47)
162 - 174 1421.5402 1420.532% 1420.6228 -63 0 K.APGGCHNPCTVFE.T (Ions scors T4)
175 - 154 2360.7610 2359.7537 2359.9032 -63 0 E.THEYCCTEGYGTCGPTEFSK.F (Ions score 116)
200 - 224 2845.9517 2844.9444 2845.1232 -63 0 R.CSDAYSYPODDPSSTFTCPGGTNYR.V (Icns score 154)
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Spot No.:6
Accession No.: scaffold0026 1110574.mRNA1
Protein name: Actin-7

Peptide sequences:K.AGFAGDDAPR.A; R.AVFPSIVGR.P; K.IWHHTFYNELR.V;

R.VAPEEHPVLLTEAPLNPK.A; R.TTGIVLDSGDGVSHTVPIYEGYALPHAILR.L; R.GYMFTTTAER.E;
K.LAYVALDYEQELETAK.S; K.NYELPDGQVITIGAER.F; K.DLYGNIVLSGGSTMFPGIADR.M;
K.GEYDESGPSIVHR.K

PFF Mascot score:  [644] Sequence coverage %: [40]

Matched peptides No.: [10]

Calculated Mr: 41897 Calculated pl: 5.31

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
31
101
151
201
251
301
351

MADAEDTQPFL VCDHGTGMVE
QEDAYVEDER QSERGILILE
EEHPFVLLTEA PLNFELNREE
TGIVLDSGDG VSHTVPIYEG
MFTTTAERET VREDMEEELAY
TIGAERFRCEF EVLFQPFSLIG
LEGGSTMFPG IADEMSEETT
LSTFQRMWNIS EGEYDESGES

AGFAGDDAPR
YPIEHGIVSH
MTQIMFETEN
YALPHATLRL
VALDYEQELE
MELAGIHETT
ALAPSSMKIK
IVHRKCF

AVFPSIVGRE
WDDMEETWHH
VEAMYVATOQR
DLAGRDLTDR
TAKS555VEK
YHSIMECDVD
VVAFFEREYS

RHTGVMVGMG
TFYNELRVAP
VLSLYASGRT
LMKILTERGY
NYELPDGQVI
IRKDLYGNIV
VWIGGSILAS



Matched peptide information:

Start - End Observed Mr {expt) Mr {calec) ppm
21 - 30 976.3781 5975.3708 575. 4410 -72
31 - 39 945_4824 544.4751 544.5444 =73
87 - 87 1515.6470 1514.6397 1514.741% -67
%8 - 115 1953.9282 1852.9209 1953.0571 =70
150 - 179 3151.4067 3150.3995 3150.6350 -75
198 - 208 1176.4526 1175.4454 1175.5281 =70
218 - 233 1855.8101 1854.8028 1854.9251 -66
241 - 256 1774.7760 1773.7687 1773.88397 -68
254 - 314 2182.9358 2181.9285 2182.0729 -66
362 - 374 1445.5649 1444.5577 1444.6583 =70
= " -
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Mi== Sequence
K.AGFACDDAPR.A (Ions score 44)
R.AVFPSIVGR.P (Ions score 48)

o
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K.IWHATFYNELR.V

(Ions score 77)

R.VAPEEHPVLLTEAPLNPK.A (Icons score 103)
R.TTGIVLDSGDGVSHTVPIYEGYALPHATLR.L (Icons score 47)
R.GYMFTTTAER.E (Ions score &5)

K.LAYVAIDYEQELETAR. S (Ions score B2)
E.NYELPDGOVITIGAER.F (Ions score 137)
KE.DLYONIVLSGGSTMFPGIADR.M (Ions score 170

K.GEYDESGPSIVHR . K

(Ions score 115)



Spot No.:7
Accession No.: scaffold0026 1110574.mRNA1
Protein name: Actin-7

Peptide sequences:

K.AGFAGDDAPR.A;R.AVFPSIVGR.P;K.IWHHTFYNELR.V;R.VAPEEHPVLLTEAPLNPK.A;R.TTGIVLDSG
DGVSHTVPIYEGYALPHAILR.L;R.GYMFTTTAER.E;K.LAYVALDYEQELETAK.S;K.NYELPDGQVITIGAER.F
;K.DLYGNIVLSGGSTMFPGIADR.M;K.GEYDESGPSIVHR.K

PFF Mascot score: [644] Sequence coverage %: [40]
Matched peptides No.: [10]
Calculated Mr: 41897 Calculated pl: 5.31

Data base searched result:

Tons score is - 10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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 MADAEDIQFL VCDHNGIGMVE AGFAGDDAPR AVFPSIVGREF RHTGVMVGHME
51 QEDAYVGEDER QSERGILTLE YPIEHGIVSHN WDDMEETWHH TFYNELEWVAFP
101 EEHFVLLTEA PLNPEANREE MTQIMFETFN VPARMYVATQR VLSLYASGRT
151 TGIVLDSGDG VSHTVEFIYEG YALPHATLRI. DLAGRDLTDZ LMEILTERGY
201 MFTTTAERET VRDMEEKLAY VALDYEQELE TAKS555VEE NYELPDGOWVI
251 TIGAERFRCFE EVLFQPSLIG MEARGIHETT YWNSIMECDVD IRKDLYGNIV
301 LEGGSTMFPG IADEMSKEIT ALRPSSMETE VVAFPEREYS VWIGGSILAS
351 L3TFQQMWIS KGEYDESGES IVHRECFE



Matched peptide information:

Start -
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150 -
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Mr(calec)
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Mi=s Sequence
AGFAGDDAPR.A (Ions score 37)

0
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AARAZREAEA

AVFPSIVGR.P
IWHHTFYNELR.V

(Ions score 48)

(Ions score 73)

WVAPEEHPVLLTEAPLNPK.A (Icns score 104)
TTGIVLDSGDGVSHTVPIYEGYALPHATLR.L (Icns score 101)
GYMFTTTAER.E (Ions score 56)

LAYVALDYEQELETAK. S (Ions score B1)
NYELPDGOVITICAER.F (Ions score 145)
DLYGNIVLSGGSTMFPGIADR.M (Icns score 155)

GEYDESGPSIVHR.K

({Ions score 1089)



Spot No.:8
Accession No.: scaffold0944 314376.mRNA1
Protein name: Glutathione S-transferase PARB

Peptide sequences:

K.ELEFVFVNINMGIGEHK.K;R.AITQYIAHENQEK.G;K.VLDVYESR.L;K.YLAGDSFTLADMHHLPNLHLLFV
TQSK.K;R.PHVSAWAADITAR.P

PFF Mascot score: [317] Sequence coverage %: [36]
Matched peptides No.: [5]
Calculated Mr: 23875 Calculated pl: 6.31

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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 MAATEVHGSE LSTATQRVLYV SLHEEELEFV FVNINMGIGE HEFEFFISLN
51 PFGQVEALEH GDLELFESEA ITQYITAHENQ EEGTQLLCOG EQMATVSVIHM
101 EVELRQQFEPL ASKLNWEIFF EFLFGLITDA LALVEENELAKL AEVLDVYESE
151 LAQSEYLAGD SFTLADMAHAL PHNLHLLFVTQ SEELIESEPH VSAWAADTTA
201 EPAWLAEVLAM QFN

Matched peptide information:



Start - End Observed Mr (expt) Mr (calc) ppm
26 - 42 1975.8385 1974.8312 1974.9873 -79
70 - 82 1544.6414 1543.6341 1543.7630 -84
143 - 150 580.4189 579.4116 979.4975 -88
156 - 182 3068.3164 3067.30%1 3067.55%0 -81
18% - 201 1394.6106 1393.6033 1393.7102 -77
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Mis=s Sequence
K.ELEFVFVNINMGIGEHE.K (Icns score 131)

o

coooo

R.AITQYIAHENQEK.G

(Ions score £4)

E.VLDVYESR.L (Ions score 43)
K. YLACDSFTLADMHHLPNLHLLFVTQSK. K (Icns scors 32)

[R.. PHVSAWAADITAR. P

({Ions score 128)



Spot No.:9
Accession No.: scaffold0217 269209.mRNA1
Protein name: Uncharacterized protein

Peptide sequences:

K.SLDLLQEIR.L;R.LPMGLLPLDDIVEVGYNR.T;R.NVSYDKEVTAFVEDR.R;K.ITFGNPTGISR.T

PFF Mascot score: [181] Sequence coverage %: [30]
Matched peptides No.: [4]
Calculated Mr: 20418 Calculated pl: 9.49

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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 MLSLPENAQP LESFAKFNNE YFREVETPFIQ MTSQPLTHNHERE EGRETIYHGES

51 LCEQESLDLL QEIRLPMGLL PLDDIVEVGY NRTTGEVWLE QEFREEHEFR

101 ATGENVEYDE EVTAFVEDRE MERLTGVESE EFLIWVIISD IYVDSGDTEE
151 ITFGHPTGIS RTIFEVSAFEL EEEEEE

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) pEm Mi== Segmence
56 - 64 1086.5454 1085.5381 1085.6080 -64 0 EKE.SLDLLOEIR.L (Icns score 57)
65 - 82 2013.9347 2012.%274 2013.0605 -66 0 R.LPMGLLPLDDIVEVGYNR.T (Ions score S8)
105 - 119 1771.7423 1770.7350 1770.8424 -61 1 R.HVSYDEEVTAFVEDR.R (Ions score 65)
151 - 161 1162.5509 1161.5436 1161.6142 -61 0 EK.ITFGNFTGISR.T (Ions score 51)

Error Cppmd
&
1)
o

RMS error 63 ppm Mazs (Dal



Spot No.:10

Accession No.: scaffold1093 241290.mRNA1

Protein name: Pro-hevein

Peptide sequences:

K.GGGGGGGGGGGGGSASNVR.A;KYGWTAFCGPVGPHGQASCGK.C;R.IVDQCSNGGLDLDVNVFR.K

PFF Mascot score: [263]

Matched peptides No.: [3]

Calculated Mr:

23451

Data base searched result:

Sequence coverage %: [26]

Calculated pl:  8.12

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 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 MGEVHMNICVY VLLCLIGGAI AEQUGRQAGE EKLCPMNMNLCCS QYGWCGESSDD
21 YCSPSENCQS NCEGGGGEGGEG GGGGGGSASN VREATYHLYNF QQHGWDLINAV
101 SAYCSTWDAN EFYSWRSEYG WTAFCGEVGE HGQASCGECL RVINTETGRE
151 TIVRIVDQCS HGGLDLDVHYV FRELDTDGEG YEQGHLITVHNY EFVHCGDSEHN
201 PLESIMDHQY IN

Matched peptide information:

Start - End Observed
64 - 82 1374.5085
11% - 138 2136.7827
155 - 172 2020.8341

Errar Cppmi
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RFMS error 72 ppm

Mr {expt) Mr {calc) ppm
1373.5013 1373.6033 -74
2135.7754 2135.9306 -73
2019.8268 2019.9684 -70
T T 1

1750 2000

Mazs (Dad

Mis= Seguence
0 K.GGGGGGGGGGGGGSASNVR.A  (Ions score &0)
0 K.YGWTAFCGPVGPHGQASCOR.C (Ions score 117
0 R.IVDQCSNGGLDLDVNVFR.K (Ions score 14E8)



Spot No.:11

Accession No.: scaffold1093 241290.mRNA1
Protein name: Pro-hevein

Peptide sequences:

K.GGGGGGGGGGGGGSASNVR.A;KYGWTAFCGPVGPHGQASCGK.C;R.IVDQCSNGGLDLDVNVFR.K

PFF Mascot score:  [262] Sequence coverage %: [26]
Matched peptides No.: [3]
Calculated Mr: 23451 Calculated pl: 8.12

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 N
46
35
30
25
20
15
16

Number of Hits

0 ] ]

T T T T T T T T 1
200

Protein Score

Matched peptide sequences: shown in Bold Red

1 MGEVMNICYVY WLLCLIGGARI AEQUGRQAGE ELCFMNMNLCCS QYGWCGSSDD
31 YCSPSENCQS NCEGGGGGGE GGGGGGSASN VEATYHLYNFE QQHGWDLNAY
101 SAXCSTWDAN EPYSWRSEYG WTAFCGEVGE HGQASCGECUL RVINIRTGRAE

151 TIVRIVDQCS NGGLDLDWVNY FRELDIDGEG YEQGHLIVIY EFVHNCGDSEN
201 PLESIMDHRY IN

Matched peptide information:

Start - End Observed Mr {expt) Mr (calc) ppm Miss Sequence
64 - 82 1374.5205 1373.5132 1373.6033 -66 0 EK.GGGGGGGGGGGEGSASNVR.A  (Icons score 59)
119 - 138 2136.7830 2135.7757 2135.9306 =73 0 E.YGWTAFCGPVGPHGQASCGE.C (Ions score 96)
155 - 172 2020.8378 2019.8305 2019.9684 -68 0 R.IVDQCSHGGLDLDVNVFR.K (Icns score 168)

Error Cppm)
&
=
o

RMS error &5 ppm Mass (Dad



Spot No.:12

Accession No.: scaffold0029 867537.mRNA1

Protein name: Universal stress protein A-like protein
Peptide sequences: R.GLHLLEYFVNR.C;R.VLPDFLVVGCR.G;R.VFVGTVSEFCQK.H
PFF Mascot score: [202] Sequence coverage %: [19]
Matched peptides No.: [3]

Calculated Mr: 20167 Calculated pl: 5.87

Data base searched result:

Ions score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 N
40
5
30
25
20
15
10

Number of Hits

0 T T T T T T T T 2 pm—
0 40 ale] 120 160 200

Protein Score
Matched peptide sequences: shown in Bold Red

1 MESEFTREIMI AVHESTIKGY PHESISSEGA FDWTLQEIVE SHTAGFELLE

51 LHVQVPDEDG FDDMDSTYAS PEDFESHEQE DEVREGLHLLE YFWVHRCHQIG

101 VACEAWIESG DPEEVICHEYV EEVLPDFLVV GCRGLGPFQE VEVGTVSEFC
151 QEHAECEVIS IEKRRAEETEQ DEVDD

Matched peptide information:

Start - End Observed Mr (expt) Mr {calc) P Miz== Sequence
85 - 95 1360.6550 1359.6478 13595.72%99 -60 0 R.GLHLLEYFVHR.C (Ions score EB2)
123 - 133 1274.6146 1273.6073 1273.6853 -61 0 R.VLPDFLVVGCR.G (Ions score 399)
141 - 152 1400.5972 1399.5899 1399.6806 -65 0 R.VEVGTVSEFCOK.H (Icns score 85)
R R
Z
M A e LR EE
=]
o e R e i
w
B R i it
_65 T T T T T T T T T T T T T .I
1250 1300 1320 1340 1360 1380 1400

RMS errar 62 ppm Masz (Dal)



Spot No.:13
Accession No.: scaffold0100 712967.mRNA1
Protein name: Patatin-like protein 2

Peptide sequences:

K.ITVLSIDGGGIR.G;K.LQDLDGPDAR.I;K.SLDCEDYYLR.I;R.IQDDTLTGEESSGHIATEENLQR.L

PFF Mascot score: [306] Sequence coverage %: [12]

Matched peptides No.: [4]

Calculated Mr: 49142 Calculated pl: 5.13

Data base searched result:

lons score is - 10*Log(P), where P is the probability that the observed match is a random event.
Individnal ions scores > 31 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

FI T T T FII

300
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401

MCLESHMLDIH
DENMATGESTT
ARTADYFDIT
FEEESEDTYD
TKLLLEPVIFS
IHTFELIDGG
LGTGESEYEE
SALFESLDCE
ESRINLDTGE

DVIVHASTIL
LTRQGEEITVL
AGTSTGGLIT
PIHSIGEIYD
SDDAFCHALE
VRAARTHPTLLA
EYNADMT SEW
DYYLRIQDDT
LESIPGRFTH

YIPELHAQLH
SIDGGGIRGI
THLTAFPHNEDE
GEYLRELCHN
HARLADWVCIS
LTHIRNEIIER
RLYNWALYNG
LTGEESSGHI
ERATAFFRFL

SHSQLVLINL
IPGIILASLE
KPIYQRFDIE
LLEDLTVEDT
TSALAPVLLEL
QHPRFIGANL
HSPAVDIFSH
ATEENLQRLV
LSEERKLERQL

LYEDRELSSL
SELODLDGED
DEYLENCEEI
LTDVIIEPAFD
HSFTTEDDEN
TESESRLVLS
ASSDMVDFHL
EIGTELLEEQR
K



Matched peptide information:

Start -

Mr (expt) Mr (calc)
&7 - 78 1200.6353 1199.6280 1199.6874
93 - 102 109%.48632 1098.47%1 1098.5305
356 - 365 1333.5071 1332.45%8 1332.5656
366 - 388 2543.0491 2542.0418 2542.1783
[ e e
=
550 Lo---- .
£
.
fru}
B R
T T T T T T T T =
1000 1500 2000 2500
RMS error 49 ppm Mass (Da)

Observed

ppn
-50
-47
-9
-54

Mis=s Segnence

o

o
o
o

K. ITVLSIDGGGIR
K.LQDLDGPDAR. I
K.SLDCEDYYLR.I

R.IQDDTLTGEESSGHIATEENLQR. L

.G

(Ions score 66)
({Ions score 52)
(Ions score 64)
(Ions score 219)



Spot No.:14
Accession No.: scaffold4512 855.mRNA1
Protein name: Osmotin-like protein OSM34

Peptide sequences:

R.NNCPYTVWAAASPGGGR.R;R.LDQGQTWELNVPAGTSMAR.I;K.CRPLFCTADINGQCPNQLK.A;K.AP
GGCNNPCTVFK.T;K.TNEYCCTEGYGTCGPTEFSK.F;R.CSDAYSYPQDDPSSTFTCPGGTNYR.V

PFF Mascot score: [467] Sequence coverage %: [45]

Matched peptides No.: [6]

Calculated Mr: 27682 Calculated pl: 5.23

Data base searched result:

Tons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits_

3

Mumber of Hits

0 T T T T T T T T T - 1
[ 100 200 300 400 S0
Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201

MSHFNIFLIS IFLLSALFFT
QGOTWELNVE AGTSMARIWG
PENTLAEYRL. HNQFGNLDEYD
DINGOQCPNQL EAPGGCHNEC
SDAYSYPQDD PSETFTCPGG

S5DGATFTIR HNNCPYTVWAA ASPGGGRELD
RTHCHNFDGSGE EGHCQIGDCE GILACQGWGEV
ISLVDGFNIF IEFSPFTSGAE DECRFPLFCTA
TVFETHNEYCC TEGYGTCGET EFSEFFESEC
THYRVVEFCPL RSPHFFLEMV REEDVE

Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) Ppm Miss Sequence
31 - 47 1777.7087 1776.7015 1776.8002 -56 0 R.NNCPYTVWAAASPGGGR.R (Icns score 141)
49 - &7 2073.8826 2072.8753 2072.9949% -58 0 R.LDOGOTWELNVPAGTSMAR.I (Ions score 157)
143 - 161 2291.5358 2290.9285 2291.0609% -58 1 FK.CRPLFCTADINGQCPHQLKE.A (Ions score 28)
162 - 174 1421.5459 1420.5386 1420.6228 -59 0 FK.APGGCHNPCTVFE.T (Ions score 46)
175 - 194 2360.7583 2355.7510 2359.9032 -64 0 EK.THEYCCTECYGTCCPTEFSK.F (Ions score E80)
200 - 224 2845.9536 2844.9463 2845.1232 -62 0 R.CSDAYSYPQDDPSSTFTCPGGTNYR.V (Icons score 147)
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1500
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Spot No.:15

Accession No.: scaffold0013 2366000.mRNA1

Protein name: Annexin-like protein RJ4

Peptide sequences: K.SSDYHVIVEIACVR.S;K.LLLGLVTAFR.Y;K.VLLGETADNEYKR.L

PFF Mascot score: [198] Sequence coverage %: [11]

Matched peptides No.: [3]

Calculated Mr: 36064 Calculated pl: 7.72

Data base searched result:

lons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 %

Number of Hits

0 T T T T T T T T T -I 1
0 40 g0 120 10 200
Protein Scare

Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301

MATLVVEQNV
AYWDLYQEDL
YHVIVEIACV
VTAFRYEGAE
ATFNSFEDSQ
NAFKKFGNDE
DYKDFLLALL

SVVEDAENLR
VEKRLESEIKG
RSSEELLAVRE
VNSRLAKSER
GTSITKVLLG
DAITRVIVIR
GEQD

FAFEGHGTHE
DFERAVYRWI
REAYHOLRYKHS
DILHDATEDE
ETADNEYERL
AFKDLQLIEE

EVIISVLAHR
LDFEDRDAVL
LEEDVAVHTT
KINHDEVIRI
LEILATRCINE
LYYSENSVFEL

NAAQRKQIRL
ANVALKKSSD
GDIRKLLLGL
LTTRSKTQLM
PIKYYEKVLR
DQAVAKETSG

Matched peptide information:

Start - End Ob=erved Mr (expt) Mr (calc) ppm Mi== Seqgnence
98 - 111 1647.735%8 1646.7325 1646.80386 —-46 0 K.SSDYHVIVEIACVR.S ({Ions score 110)
146 - 155 1102.6438 1101.6365 1101.6910 -49 0 K.LLLGLVTAFR.Y (Ions score &64)
217 - 229 1507.7044 1506.6571 1506.7678 -47 1 EK.VLLGETADNEYER.L (Icons score E7)
=
B 47 e Rt
.
2 48 e e e e
P
w

T
1600
Mazs CDa)

T
1500
RMS error 47 ppm



Spot No.:16
Accession No.: scaffold0479 272073.mRNA1
Protein name: Obg-like ATPase 1

Peptide sequences:

K.EAPAERPILGR.F;K.LSIPAENFPFCTIEPNEAR.V;K.SEVSAFLEIHDIAGLVR.G;R.GAHQGQGLGNNFLSHI
R.A;R.AVDGIFHVLR.A;R.AFEDPDIIHVDDSVDPVR.D;R.DLEVIGNELR.L;K.IHAWVQEHGAEPIIPFSCVL
ER.N;K.APQAAGTIHSDFER.G

PFF Mascot score: [689] Sequence coverage %: [35]

Matched peptides No.: [9]

Calculated Mr: 44941 Calculated pl: 6.62

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

Fa0
Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351

MPPESAKSKE
AENFPFCTIE
GAHQGQGLGN
GNELRLEDIE
VRLGDWEAAD
VQEHGAEPIT
AINLIYFFTL
DLEELGSESA

APAFRFILGR
FHEABVYIFD
NFLSHIRAVD
FMDREEVEDLE
TETILNTFQLL
PFSCVLERNL
GPFDEVECWQI
VELLGEYRQE

FSSHLEIGIV
ERFEWLCQLY
GIFHVLRAFE
KSMERSNDEH
TAKPVVYLVN
ADMAPDEATK
RRQTEKAPQAA
GETYVVQDGD

GLEFNVGKESTL
KPESEVSAFL
DEFDIIAVDDS
LEIEHELCER
MNEEDYQREEK
YCEENEVQSS
GTIHSDFERG
VIFFEFNVSG

FNTLTELSIFP
ETHDIAGLVR
VDFVEDLEVI
VERWLEGGED
NEFLEETHAW
LEKITETGES
FICAEVMEFD
GGEEE



Matched peptide information:

Start - End Observed Mr (expt) Mr{calc)
10 - 20 1208.6174 1207.6102 1207.6673
47 - 65 2204.97%0 2203.9717 2204.0572
84 - 100 1855.9220 1854.9147 1854.9839
101 - 117 1805.8480 1804.8407 1804.9081
118 - 127 1126.5896 1125.5823 1125.62595
128 - 145 2038.8877 2037.8804 2037.9644
146 - 155 1157.5681 1156.5608 1156.6088
247 - 268 2588.1975 2587.1%02 2587.3006
326 - 339 1499.6660 1498.6587 1498.7164
T EEEEEEEEEEE LR o
2 .
e
N .
e .
s
w
B LT e
-47.57 T T T T T T T T
1500 2000 2900
RMS error 40 ppm Mass <Da)

ppm
-a7
-39
-37
-37
—a2
-41
-a1
-43
-39

Miss Segunence

1

ooococoOooo

ARRPDERAAN

.EAPAERPILGR.F (Ions score 35)
LSIPAENFPFCTIEPNEAR.V (Icns score 104)
SEVSAFLETIHDIAGLVR.G (Ions score 163)
GAHQGQGLGNNFLSHIR.A (Icns score 13E8)
AVDGIFHVLE.A (Ions score &0)
AFEDFDITHVDDSVDEVR.D (Ions score 123)
DLEVIGHNELR.L (Ions score 75)
THAWVQEHGAEPIIPFSCVLER.N  (Ions score 94)
.APQAAGTIHSDFER.G (Ions score 133)



Spot No.:17
Accession No.: scaffold0155 515853.mRNA1
Protein name: Pro-hevein

Peptide sequences:

KYGWTAFCGPVGAHGQPSCGK.C;R.IVDQCSNGGLDLDVNVFR.Q;R.QLDTDGKGYER.G

PFF Mascot score: [211] Sequence coverage %: [23]

Matched peptides No.: [3]
Calculated Mr: 23042 Calculated pl: 8.15

Data base searched result:

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

Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

a5 s

Nunber of Hits
[}
f=)

0 T T T T T T T T T I-I T T I-

T
sl pllely] 200 00
Protein Score

Matched peptide sequences: shown in Bold Red

1 MGEVMNIFIV VLLCLTGVAI AEQCGRQAGGE EKLCFNNLCCS QYGWCGSSDD
31 YCSPSFNCQS NCEGGGEEGE GGEEESLASHVL ATYHLYNPQQ HGWDLNAVSL
101 YCSTWDANEFE YSWRSEYGWT AFCGEVGAHG QPSCGECLSV THIGIGAETT
151 VRIVDQCSHNG GLDLDVHVFER QLDTDGEGYE RGHLTVNIQF VHNCGDSEFNEL
201 FSIMESSVIN

Matched peptide information:

Start - End Observed Mr {expt) Mr{calc) ppm Miss Sequence
117 - 136 2136.8611 2135.8538 2135.9306 -36 0 K.YGWTAFCGPVGAHGOPSCGE.C (Ions score 97)
153 - 170 2020.9143 2019.95070 2019.9684 -30 0 R.IVDQCSNGGLDLDVHNVFR.(Q (Ions score 136)
171 - 181 1281.5598 1280.5525 1280.5997 -37 1 R.QLDTDGEGYER.G (Icns score 52)
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Spot No.:18
Accession No.: scaffold1222 136753.mRNA1
Protein name: Rubber elongation factor protein

Peptide sequences:

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.NVAVPLYNR.F;R.FSYIPNGALK.F;K.FVDSTVVASVTIIDR.S;K.D
ASIQVVSAIR.A

PFF Mascot score: [313] Sequence coverage %: [50]
Matched peptides No.: [5]
Calculated Mr: 14713 Calculated pl: 5.04

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \QS

Number of Hits

-

0 T T T T T T T T T T T T T T

T
0 Ly 200 300
Protein Score

Matched peptide sequences: shown in Bold Red
1 MAREDEDNQQRG QGEGLEYLGEF VODAATYAVT TFSHVYLFAK DESGPFLOPGV

51 DITEGEVENY AVPLYNRFSY IPNGALEFVD STVVASVTII DRSLEFIVED
101 ASTOVVSATER BLPERARSIL S5LPGQTEIL AKVEYGEN

Matched peptide information:



Observed

2689.
1045.
1109.
1621.
1158.

2585
5446
5523
6351
6145

Mr (expt)

2688
1044
1108
1620
1157

-2513
-5373
- 5450
.8278
.6072

Mr({calc)
2688.
1044.
1108.
1620.
1157.

3476
5716
5917
8723
6404

17 - 40
59 - &7
68 - 77
78 - 92
100 - 110
= -
\% =30
. .
=)
<
o
[}
—
1000

RMS error 33 pom

(Day

ppm
-36
-33
—-42
-27
-29

Miz= Sequence

K. YLGFVODAATYAVTTFSHNVYLFAK.D

({Ions score 74)
(Ions score 51}

o]

o
o
o
0

K.NVAVPLYNR.F
R.FSYIPHGALK.F

K.FVDSTVVASVTIIDR. 5

E.DASIQVVSAIR.A

(Ions score 73)

(Ions score 145)

(Ions score

82)



Spot No.:19

Accession No.: scaffold1093 209300.mRNA1

Protein name: Pro-hevein

Peptide sequences: KYGWTAFCGPVGPHGQASCGK.C;R.IVDQCSNGGLDLDVNVFR.K

PFF Mascot score: [250]

[2]

Sequence coverage %: [36]
Matched peptides No.:

Calculated Mr: 11842 Calculated pl: 6.79

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 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
i
33
30
25
20
15
10
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.* T - T 1

T T T T T
200
Protein Score

Matched peptide sequences: shown in Bold Red

1 MSESYSWERSE YGWTAFCGEYV GPHGQASCGE CLEVINTRTG AETTVEIVDO
51 CSHNGGLDLDWV HVFERELDTDG EGYEQGHLTV NYEFVNCGDS FNELFSIMDH

101

OYIN

Matched peptide information:

Start -
11 - 30
47 - 64

!
r
)

Errar (ppmi

RMS error 23 ppm

End Observed Mr (expt) Mr {calc)
2136.8860 2135.8787 2135.9306

2020.%313 2015.5240 2015.9684

Miss Segunence
0 E.YGWTAFCGPVGPHGQASCGE.C (Ions score 115)
0 R.IVDQCSNGGLDLDVNVFR.E (Ions score 165)

T T T = 1
2120 2140
Mazz (Da)

T T T T T T T T T
2020 2040 2060 2080 2100



Spot No.:20

Accession No.: scaffold0625 11329.mRNA1

Protein name: Glucan endo-1,3-beta-glucosidase, basic
vacuolar isoform

Peptide sequences:

R.IYDPNQAVLEALR.G;R.YIAVGNEISPVNR.G;R.GTAWLAQFVLPAMR.N;K.VSTAIDLTLVGNSYPPSAGAF
R.D;R.SYLNPIIR.F;R.SPLLANIYPYFTYAGNPR.D;R.DISLPYALFTSPSVVVWDGQR.G;K.NLFDATLDALYSA
LER.A;R.ASGGSLEVVVSESGWPSAGAFAATFDNGR.T

PFF Mascot score:  [1073] Sequence coverage %: [41]
Matched peptides No.: [9]
Calculated Mr: 41512 Calculated pl: 9.27

Data base searched result:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40
35
30
25
20
15
10
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T T 1
0 200 i) G 00 1000 1200
Protein Score

Matched peptide sequences: shown in Bold Red

1 MATCSSTSGT S5S5LPSRTTV MLLLFFFTAS VGITDALVGEY CYGMQGHNLE
51 PVSEVIALYE ESHITEMRIY DPHQAVLEAL RGSNIELILG VENSDLOSLT
101 NESHAESWWVD FHNVEGEFWSSV RFRYIAWVGHE ISPVHRGTAW LAQFVLPAME
151 NIHDATRSAG LODOTEVSTA IDLTLVGHSY PPSAGAFRDD VESYLNFPIIR
201 FLSS5IERSPLL ANIYPYFTYA GHFEDISLEY ALFTSPSVVY WDGQRGYFNL
251 FDATLDALYS ALFRASGGSL EVVVSESGWE SAGAFAATFD HGRTYLSHLI
301 QHVERGTPER PHNRATETYLF AMFDENEFEQEF EVEEHFGLFF PDERPEYNLHN
351 FGAEFNWDIS TEHNATILFL ESDM



Matched peptide information:

Start - End Observed Mr{expt) Mr(calc) ppm Miss Seqguence
69 - 81 1501.7711 1500.7638 1500.7936 -20 0 R.IYDPNQAVLEALR.G (Icns score 127)
124 - 136 1431.729%9 1430.7226 1430.7518 -20 0 R.YIAVGNEISPVNR.G (Icons score 111)
137 - 150 1560.8025 1559.7952 1559.8282 -21 0 R.GTAWLAQFVLEAMR.N (Ions score 110
167 - 188 2236.1208 2235.1136 2235.1535 -18 0 K. VSTAIDLTLVGNSYPPSAGAFR.D (Icns scores 21E)
1%3 - 200 975.5377 974.5304 974.5549 -25 0 R.SYLNPIIR.F (Ions score 45)
207 - 224 2057.00%8 2056.0025 2056.0418 -19 0 R.SPLLANIYPYFTYAGNPR.D (Ions scores 154)
225 - 245 2350.1624 2349.1551 2349.2005 -13 0 R.DISLPYALFTSPSVVVWDGQR.G (Icns score 13E)
249 - 264 1811.68868 1810.8796 1810.5101 -17 0 K.NLFDATLDALYSALER.A (Ions score 1&2)
265 - 253 2826.26595 2825.2623 2825,.3257 -22 0 R.ASGGSLEVVVSESCWPSAGAFAATFDNGR.T (Ions scores 190)
o EEREE R e
LmB0 Fem g R
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Spot No.:21
Accession No.: scaffold0331_686228.mMRNA1

Protein name: Vacuolar protein sorting-associated protein 2

homolog 1

Peptide sequences:

R.KTPAELLR.E;K.SQLQGVSLR.I;K.IMQEFER.Q;K.VAQVETTGNDDSGIDSELQAR.L

PFF Mascot score:  [231] Sequence coverage %: [20]
Matched peptides No.: [4]
Calculated Mr: 25163 Calculated pl: 5.55

Data base searched result:

Ions score is -10*Log(P), where P is the probabilitv that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 N

Mumber of Hits
(]
k=)

O am T T T T T T - T 1
200
Protein Scare

Matched peptide sequences: shown in Bold Red

1 MSFLFGERKT PAELLRENKR MLDKSIREIE RERQGLQAQE KKLIAEIKKS

51 AKQGQMGAVEK VMAKDLIRTR HQIEKFYKLK SQLOGVSLRI QTLESTQAMG
101 EAMEGVTKAM GQMNRQMNLE SLOKIMQEFE RQNERMEMVT EVMGDAIDDA
151 LEGDEEEEET EELVNQVLDE IGIDINQELV NAPSSAVAAP ARKGEVAQVE
201 TTGNDDSGID SELQARLDNL RRM

Matched peptide information:

Start - End Observed Mr (expt) Mr(calc) Ppm Miss Sequence
9 - 16 527.5458 526.5386 926.5549 -18 1 R.KTBAELLR.E (Icns score &)
81 - 89 587.5403 5B6.5330 9B6.5509 -18 0 EKE.SQLOGVSLR.I (Icns score 48)
125 - 131 552.4347 551.4274 951.4484 -22 0 E.IMQEFER.Q (Ions score 33)
196 - 216 2205.0061 2203.9988 2204.0193 -9 0 K. VAQVETTGHNDDSGIDSELQAR.L (Icns score 207)
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Spot No.:22
Accession No.: scaffold0625 11329.mRNA1

Protein name: Glucan endo-1,3-beta-glucosidase, basic

vacuolar isoform

Peptide sequences:

R.IYDPNQAVLEALR.G;K.VSTAIDLTLVGNSYPPSAGAFR.D;R.SPLLANIYPYFTYAGNPR.D;R.DISLPYALFT

SPSVVVWDGQR.G;K.NLFDATLDALYSALER.A

PFF Mascot score:

[375]

Matched peptides No.: [5]

Calculated Mr:

41512

Data base searched result:

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

Sequence coverage %: [24]

Calculated pl: 9.27

Individual ions scores > 30 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

W

T
300
Protein Score

e
i

Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351

MATCS5TSET
BVSEVIALYE
HESHAESWHVY
HIHDATRSAG
FLS55TRSFLL
FDATLDALYS
QHVERGTFER
FGLEENWDIS

S55LESRTTV
KSNITRMRIY
KNVRGEFWSSV
LODQIKVSTA
ANIYPYFTYA
ALERASGGSL
ENRAIETYLF
TEHNATILFL

MLLLFFFTL4S
DENQAVILEAL
RFEYIAVEHE
IDLTLVGHSY
GHEFEDISLEY
EVWVWVSESGHWE
AMFDENEEQFE
E5DM

VEITDAQVEV
RGSNIELILG
ISEVHRGETLAW
FPSAGAFRDD
ALFTSESWVWV
SAGAFRATED
EVEEHFGLEF

CYGMQGNNLE
VENSDLQSLT
LAQFVLEAMR
VRSYLNEIIR
WDGQRGYKNL
NGRTYLSNLI
PDKREKYNLN



Matched peptide information:

ppm
-15
-12
-15
-14
-12

Start - End Ob=zerved Mr (expt) Mr (calc)
69 - 81 1501.7783 1500.7710 1500.7936
167 - 188 2236.1335 2235.1263 2235.1535
207 - 224 2057.0188 2056.0115 2056.0418
225 - 245 2350.1746 2349.1673 2349.2005
249 - 264 1811.8964 1810.8891 1810.%101
E 2 oo
=
- R R
=1
=
R R LT .
-15 ——————————————————————————————. ————————————————
1 T T L— T T
1500 1730 2000 2290

RMS error 13 ppm Mass (Da)

Miz= Seguence

0 R.IYDPNQAVLEALR.G (Icns score 79)
K. VSTAIDLTLVGNSYPPSAGAFR.D (Icns score 112)
R.SPLLANIYFYFTYAGHFR.D (Ions score 85)
R.DISLEYALFTSPSUVVWDCGOR.G (Ions score 108)

o
o
o
0 K.NLFDATLDALYSALER.A (Ions score 103)



Spot No.:23
Accession No.: scaffold1735 70085.mRNA1
Protein name: ricin B-like lectin EULS3

Peptide sequences: K.TESESSHCR.K;R.KPHLPSGSYLSK.K;

K.ADPNFFLTIR.D;K.VVLAPPDPSDEFQHWYK.D;K.VVLAPPDPSDEFQHWYKDEK.F;K.DEEGFPSFALVN
K.A;K.HSFGPTHPVLLTPYDPDDLEASILWTESK.D;K.VVLAYWNK.G

PFF Mascot score: [425] Sequence coverage %: [55]
Matched peptides No.: [8]
Calculated Mr: 20724 Calculated pl: 7.77

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

43 N

Number of Hits

|

T T T T
00
Protein Score

Matched peptide sequences: shown in Bold Red

1 HMEELGSSHEE TESESSHCREE PHLPSGSYLS EEPSYEVYCE ADPNFFLTIR

51 DGEVVLAFPFD PEDEFQHWYE DEEFSTHVED EEGFPSFALY NEASGEALKH

101 SFGPTHFVLL TPYDPFDDLEA STILWTESEDL GDGYRIVEML HNIRLNVEAL
151 RGDEESGGEVS NGTEVVLAYW HEGDHQEWRI APL



Matched peptide information:

Start - End Observed Mr {expt) Mr{calc)
11 - 19 1092.4293 1091.4220 1051.4302
20 - 31 1313.7057 1312.6%84 1312.713%
41 - 50 1193.6023 1192.5950 1192.6241
54 - 70 2027.5434 2026.9361 2026.9789%
54 - 73 2400.1013 2399.09%940 2399.1434
80 - 92 1452.6652 1451.6579 1451.6933
100 - 128 3265.5303 3264.5230 3264.597%
165 - 172 992.5263 991.51%0 591.5491
g 10 F-------- ST mmemsemeeoeeo-ooooo-
5
220 Foo-oo- S Fo-e- B R ERREECEEEEEE -
—30 e e m e e e e e e emmeooo -
T T T T T T T T T
SO0 1200 1600 2000 2640y 2800 200
RHMS errar 21 ppm Mazs (Dax

Ppm

-12
-24
-21
-21
—24
-23
-30

Mis=s Sequence

0

coorRooR

K.TESESSHCR.K

(Ions score 51)

R.EPHLPSGSYLSK.K (Ions score 73)

K.ADPNFFLTIR.D

K. VVLAPPDPSDEFQHWYK.D
K. VVLAPPDPSDEFQHWYEKDEK.F

(Ions score 60)

K.DEEGFPSFALVNE.A (Ions scores 104)
K.HSFGPTHFVLLTPYDFDDLEASILWTESK.D

K. VVLAYWNE. G

(Ions score 59)

(Ions score 102)
(Ions score 98)

(Ions score 75)



Spot No.:24

Accession No.: scaffold0155 515853.mRNA1

Protein name: Pro-hevein

Peptide sequences: KYGWTAFCGPVGAHGQPSCGK.C;R.IVDQCSNGGLDLDVNVFR.Q
PFF Mascot score: [235] Sequence coverage %: [18]
Matched peptides No.: [2]

Calculated Mr: 23042 Calculated pl: 8.15

Data base searched result:

Ions score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 S

Number of Hits
(]
[i]

0 T T T T T T T T I- T -I 1

T
0 100 200
Protein Scaore

Matched peptide sequences: shown in Bold Red

1 MGEVMNIFIV VLLCLTGVAI AEQCGRQAGE ELCEFNNLCCS QYGWCGSSLDD

51 YCSPSFNCQS NCEGGGGEEGE GGEESASHVL ATYHLYNPQD HGWDLNAVSL
101 YCSTWDANEF YSWRSEYGWT AFCGPEVGAHG QFPSCGECLSV THIGIGRETT
151 VRIVDQCSHNG GLDLDVHVFR QLDTDGEGYE RGHLTVHNYQF VHNCGDSFNEL
201 FS5IMESSVIN

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm Mis= Seguence
117 - 136 2136.8762 2135.8689 2135.9306 -29 0 E.YGWTAFCGFVGAHGQPSCGK.C (Ions score 83)
153 - 170 2020.9286 2019.9213 2019.9684 -23 0 R.IVDQCSNGGLDLDVNVFR.Q (Icns score 182)
E
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o
~ _25 ______________________________________________
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w
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2020 2040 2060 2080 2100 2120 2140

RMS error 26 ppm Mass (Dal



Spot No.: 25
Accession No.: scaffold0370 918136.mRNA1
Protein name: Proteasome subunit beta type-4

Peptide sequences:

K.YKDGILMAADMAASYGSTLR.Y;K.DGILMAADMAASYGSTLR.Y;K.HSLLGASGEISDFQEILR.Y;R.YLDELIL
YDNMWDDGNSLGPK.E;K.EVHSYLTR.V;K.FNPLWNSLVLGGVK.N;K.YLGMVSMIGVNFEDNHVATGFGN
HLAR.P;R.DEWHENLSFEDGVK.L;K.ITEEGVTISQPYALK.T

PFF Mascot score: [823] Sequence coverage %: [55]
Matched peptides No.: [9]
Calculated Mr: 27904 Calculated pl: 6.97

Data base searched result:

Ions score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 I-I 1
TaQ
Protein Score

Matched peptide sequences: shown in Bold Red

1 MATTHMVEENN SGPAQLLGPFE SAFERTLYPY VIGISVVALE YEDGILMAAD
51 MAASYGSTLR YESVERMESI GEHSLLGASG EISDFQEILR YLDELILYDH
101 MWDDGHSLGE EEVHSYLTRYV MYNRENEFNE LWNSLVLGGEY ENGQEYLGMV
151 SMIGVHFEDN HVATGFGHHL ARPILEDEWH ENLSFEDGVE LLEEKCMEVLL
201 YRDRSATHEL QILKITEEGYV TISQPFYALET FWGEFSAFQHNF TVGELAEGSW

Matched peptide information:



Error Cppml

Start - End Observed Mr (expt) Mr (calc)
41 - &0 2133.9%895 2132.9822 2133.0234
43 - &0 15842.8340 1841.8267 1841.8651
73 - 90 1971.9%761 1970.9688 1971.0061
31 - 111 2471.0864 2470.07%2 2470.1362
112 - 119 1004.4935 1003.4862 1003.5087
128 - 141 1543 .8209 1542.8136 1542.8558
146 - 172 2949,3362 2948.3289 20948.4062
177 - 1%0 1704.7046 1703.6973 1703.7427
215 - 229 1648.8319 1647.8246 1647.8719
_20 g
—22,5% - mmm e e
T
I - = I s ...
T T T T = T T T T
1200 1600 2000 2400 2800
error 23 ppm Mass (Da)

RS

ppm
-19
-21
-19
-23
-22
-27
-26
-27
-29

Miss Sequence

1

coocooooo

K. YRDGILMAADMAASYGSTLR.Y
K.DGILMAADMAASYGSTLR.Y
K.HSLLGASGEISDFQEILR.Y

R.YLDELILYDNMWDDGNSLGFK.E (Ions
K.EVHSYLTR.V (Icns score 53)

K.FNPLWHELVLGGVE. N

R.DEWHENLSFEDGVE. L
K.ITEEGVTISQFPYALK.T

(Ions score 144)
(Ions score 130)
(Ions score 201)

score 127)

{Ions score
K. YLGMVEMIGVNFEDNHVATGFGNHLAR . P

57)
(Ions score 121)

{Ions score

116)

{Ions score

52)



Spot No.:26
Accession No.: scaffold0625 426005.mRNA1
Protein name: Acylpyruvase FAHDL1, mitochondrial

Peptide sequences:

R.DVPQTTAMDYVGGYALALDMTAR.E;K.GQDTFTPISSVLPK.S;K.SAVPDPDNLELWLK.V;K.ITAGITDLLD
VHFNVEK.R

PFF Mascot score: [382] Sequence coverage %: [30]

Matched peptides No.: [4]

Calculated Mr: 24248 Calculated pl: 6.52

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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 BT
0 100y

I-I T I- T
400
Protein Score

200

F00

Matched peptide sequences: shown in Bold Red

1 MATASSGEVQE
51 LENGGTIEIF
101 MTARETQ4SH
151 DGDMEQEGST
201 QEITAGITDL

LLOVGTEIVA VGENYLLHLEK ELGHNAVPEEF VLFLEFTSSY
HPLESLDHEV ELAVVIGQES RDVEQTTAMD YWVGGYALALD
FKSAGLEWSVLA EGODTFTPIS SVLPESAVED PDNLELWLEWV
FDMIFETPYL ISHISSIMTL FEGDVILITGTI PQGVGEVENVGE
LDWVHFNVEER ERERPGSY

Matched peptide information:



Start - End Observed Mr (expt) Mr (calc) ppm
82 - 104 2459.1016 2458.0943 2453.1508 -23
122 - 135 1489.7419 1488.7347 1488.7824 -32
136 — 149 1596.7777 1595.7704 15395.8195 -31
203 - 219 1884.9579 1883.9506 1883.55953 —-26
= .
g B I T ST
[
5
e
_32'=I -I T T T T T T T T T T T T T T 1
1500 1750 2000 2250 2500
RMZ error 28 ppm Mazs (Da)

Mis= Sequence
R.DVPQTTAMDYVGGYALAILDMTAR.E (Icns score 201)
K.GQDTFTPISSVLPK.S (Ions score 66)
E.SAVPFDEDHNLELWLE.V (Ions score 77)

0

o
o
o

K. ITAGITDLLDVHFNVEK.R

({Ions score 127)



Spot No.:27
Accession No.: scaffold0564 474434.mRNA1
Protein name: Uncharacterized protein

Peptide sequences:

K.VGPDEEDNGGLVR.D;R.DFEELKPEVESVK.E;K.EVTNIIASAEPIESLPQELSSTVEASIEK.S;K.LPSSDVSNV
IETDIVSEVR.G;K.VLPSLDENGGEPPALADVESK.R;K.SCCGLFEVLR.R

PFF Mascot score: [360] Sequence coverage %: [33]

Matched peptides No.: [6]

Calculated Mr: 33888 Calculated pl: 4.17

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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

*

T T T 1
300 400
Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301

MEEFSVGEVD
KETHDMLSSD
PIESLPQELS
VIEKIISPET
GIEEEVLESL
SVESDDDSLE
GLFEVLRERSH

ATQEVGPDEE
SGNIFEEELV
STVEASIEES
TLDEIVEDLS
DENGGEFEPAL
PFSHHASIIGS
GWLEL

DHGGLVERDFE
DEDQSESGED
KESDANEGEL
EEVSGGPFEEL
ADVESKRVEE
SDGEFFESTEH

ELEPEVESVE
SGTLEEEVEK
FPSSNENNEM
ELPSSDVENV
AFMVALEDDHN
PHVISLNQRT

EVVDENSQSL
EVTHIIASAR
APVALDGEVLN
IETDIVSEVR
GESS5GIVDEE
LODASLESCC



Matched peptide information:

Start - End Observed Mr (expt) Mr (calec)
15 - 27 1356.5890 1355.5817 1355.6317
28 - 40 1548.7181 1547.7109 1547.7719
91 - 119 3084.4651 3083.4578 3083.5761
182 - 200 2058.9766 2057.%715 2058.0481
206 - 226 2136.9780 2135.9708 2136.0586
298 - 307 1240.5333 1235.5261 1239.5740
B L e g
2
I Lt e EE LT T
L L) "
S 30 A e m e m e e e
& .
T I I I T
B £
t T T T T T
1500 2000 2800 3000
RMZ error 33 ppn Mass (Da)

Miz= Segmence
0 E.VGPDEEDNGGLVER.D
R.DFEELEPEVESVE.E

{Ions score 118)
(Ions score 62)

K.EVINIIASAEPIESLPQELSSTVEASIER. S

K. VLPSLDENGGEPPALADVESK.R

1

o

0 K.LPSSDVSNVIETDIVSEVR.G
i}

0 K.SCCGLFEVLR.R

(Ions score 12})
(Ions score 168)
(Ions score 50)

(Ions score



Spot No.: 28
Accession No.: scaffold0745 297880.mRNA1
Protein name: Elongation factor 1-alpha

Peptide sequences:

K.YYCTVIDAPGHR.D;K.IGGIGTVPVGR.V;R.VETGILKPGMVVTFGPSGLTTEVK.S

PFF Mascot score: [136] Sequence coverage %: [10]
Matched peptides No.: [3]
Calculated Mr: 49754 Calculated pl: 9.20

Data base searched result:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \Qg
40
35
30
25
20
15
10

Number of Hits

0 T T T T T T T T T T T T I-I

1
0 . 16 150
Protein Score

Matched peptide sequences: shown in Bold Red

1 MGEEEVHINI VWVIGHVDSGE STITGHLIYE LGGIDEEVIE RFEKEAAFRMN

51 ERSFEYAWVL DELFAERERG ITIDIALWEF ETTEYYCTVI DAPGHRDFIE
101 MMITGTSQAD CAVLIIDSTT GGFEAGISED GQTREHALLL FTLGVEQMIC
151 CCHNEMDATTPE EYSEARYDEI VEEVASYLEEK VGYNPEKIPF VEPISGFEGDN
201 MIQRSTNLDW YEGPTLLEAIL DQILEPEKRPS DEPLELPLQD VYKIGGIGTV
251 PVGEVETGIL EPGMVVTEGE SGLTTEVESV EMHHEALQEZ LPGDHNVGENWV
301 FNVAVEDLEE GFVASHNSKDD PAFEAANFTR QVIIMNHEGY IGHGYAPVLD
351 CHTSHIAVEF AETLTEIDRE SGEELEKEPE FLENGDAGEV EMIPTEEPMVY
401 ETFSEYPPLG RFAVEDMEQT VAVGVIESVE EFDPSGAEVT KSAAFHGGE



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) jeyeant
85 - 96 1451.6102 1450.6030 1450.6663 —-44
244 - 254 1025.5663 1024.55%0 1024.6030 —-43
253 - 278 2460.2312 2459.2239 2459.3346 —-45
I
=3
=
5 .
£ ool oo
w
-45 - T T T
1000 500 2000 2800

RFMS ervor 43 ppm

Hasz (Da)

Miss Sequence
K. YYCTVIDAPGHR.D (Ions score 74)
KE.IGGIGTVEVGR.V (Ions score 45)

o
o
1

R.VETGILKPGMVVTFGPSGLTTEVK. 5

(Ions score 75)



Spot No.:29

Accession No.: scaffold0155 515853.mRNA1

Protein name: Pro-hevein

Peptide sequences: KYGWTAFCGPVGAHGQPSCGK.C;R.IVDQCSNGGLDLDVNVFR.Q
PFF Mascot score: [268] Sequence coverage %: [18]
Matched peptides No.: [2]

Calculated Mr: 23042 Calculated pl: 8.15

Data base searched result:

lIons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \Qg
40
33
30
25
20
15
10

Number of Hits

0 T T T T T T T T T I-I T I-I

1
0 100 200 300
Protein Score

Matched peptide sequences: shown in Bold Red

1 MGEVMNIFIV VLLCLITGVAI AEQUGRQAGE ELCFMNNLCCS QYGWCGSSDD
31 YCSPSFNCQS NCEGGGEEEGE GGEEESLASHVL ATYHLYNPQQ HGWDLINAVSL
101 YCSTWDANEF YSWESEYGWT AFCGEVGAHG QPSCGECLSV THIGIGAETT
151 VRIVDQCSHNG GLDLDVHVFER QLDTDGEGYE RGHLTVNIQF VHNCGDSEFNEL
201 FSIMESSVIN

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm Mis= Sequnence

117 - 136  2136.8162 2135.8089 2135.9306 -57 0 K.YGWTAFCGPVGAHGOPSCGR.C (Ions score 116)
153 - 170  2020.8679 2019.8606 2019.9684 -53 0 R.IVDQCSNGGLDLDVNVFR.Q (Ions score 182)
E
BBl oo
T
&
e
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2020 2040 2080 2080 2100 2170 2140

RMZ error 55 ppm Mass (Da)



Spot No.:30

Accession No.: scaffold0625 11329.mRNA1

Protein name: Glucan endo-1,3-beta-glucosidase, basic
vacuolar isoform

Peptide sequences:

R.IYDPNQAVLEALR.G;R.YIAVGNEISPVNR.G;R.GTAWLAQFVLPAMR.N;K.VSTAIDLTLVGNSYPPSAGAF
R.D;K.VSTAIDLTLVGNSYPPSAGAFRDDVR.S;R.SYLNPIIR.F;R.SPLLANIYPYFTYAGNPR.D;R.DISLPYALF
TSPSVVVWDGQR.G;K.NLFDATLDALYSALER.A;R.ASGGSLEVVVSESGWPSAGAFAATFDNGR.T

PFF Mascot score: [846] Sequence coverage %: [42]

Matched peptides No.: [10]

Calculated Mr: 41512

Calculated pl:  9.27

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40
33
30
25
20
15
10

Number of Hits

T * T 1

0 T T T T T T T T T T T T T T T
TaQ
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MATCSSTSGET
BVSEVIALYE
HESHAKSWVY
HIHDATRSAG
FLSS5IRSFLL
FDATLDALYS
QHVERGTEFER
FGREENWDIS

SSSLESRTTV
KSNITRMRIY
KNVRGFWSSV
LQDQIKVSTA
ANIYPYFTYA
ALERASGGSL
ENRAIETYLF
TEHNATILFL

MLLLFFFTAS
DEHQAVILEAL
RFEYTAVGHE
IDLTLVGHSY
GHPFEDISLEY
EVVWVEESGWE
AMFDENEEQE
KS5DM

VEITDAQVEV
RGSHNIELILG
ISPVHRGTAW
FESAGAFRDD
ALFTSPSVVWV
SAGAFAATFD
EVEEHFGLEF

CYGMQGNNLE
VENSDLQSLT
LAQFVLPAMR
VRSYLNPIIR
WDGQRGYKNL
NGRTYLSNLI
PDKREKYNLN



Matched peptide information:

Start - End Observed Mr (expt) Mr {calc) ppm Miss Sequence
69 - 81 1501.7177 1500.7104 1500.7936 -55 0 R.IYDPNQAVLEALR.G (Icns score B8
124 - 136 1431.6791 1430.6718 1430.7518 -56 0 R.YIAVGHNEISFVHR.G (Icns score 75)
137 - 150 1560.74%3 1559.7420 1559.6282 -55 0 R.GTAWLAQFVLPAMR.N (Icns scors 88
167 - 188 2236.0447 2235.0374 2235.1535 -52 0 E.VSTAIDLTLVGNSYPPSACGAFR.D (Icns score 143)
167 - 1592 2721.2346 2720.2273 2720.3770 -53 1 EK.VSTAIDLTLVGNSYFPSAGAFRDDVR.S (Ions score 2)
193 - 200 975.4985 574.4912 574.554% -65 0 R.SYLWPIIR.F (Icns score 41)
207 - 224 2056.9434 2055.9361 2056.0418 -51 0 R.SPLLANIYPYFTYAGHPR.D (Ions score 151)
225 - 245 2350.0876 2349.0804 2345.2005 -51 0 R.DISLPYALFTSESVVVWDGQR.G (Ions scors 137)
249 - 264 1811.8210 1810.8138 1810.9101 -53 0 K.HLFDATLDALYSAIER.A (Icn=s score 127)
263 - 293 2826.1811 2825.173% 2825.3257 -54 0 R.ASGGSLEVVVSESGWESAGAFAATFDNGR.T (Ions score 177)
2 o
& - "
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Spot No.:31
Accession No.: scaffold1735 70085.mRNA1
Protein name: ricin B-like lectin EULS3

Peptide sequences:

K.TESESSHCR.K;K.ADPNFFLTIR.D;K.VVLAPPDPSDEFQHWYK.D;K.VVLAPPDPSDEFQHWYKDEK.F;K.
FSTMVKDEEGFPSFALVNK.A;K.DEEGFPSFALVNK.A;K.HSFGPTHPVLLTPYDPDDLEASILWTESK.D;K.VV
LAYWNK.G

PFF Mascot score: [494] Sequence coverage %: [51]
Matched peptides No.: [8]
Calculated Mr: 20724 Calculated pl: 7.77

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

a5 B

Number of Hits
(]
L

0 e T T T T T T — = 1
0 100 200 300 400 Loy

Protein Score

Matched peptide sequences: shown in Bold Red

1 MEELGSSHEE TESESSHCRE PHLPSGSYLS EEPSYEVYICE ADFNFFLTIR

51 DGEVVLAPPD PSDEFQHWYE DEEFSTMVED EEGFPSFALYV NERLASGELLEH

101 SFGPTHFVLL TEYDFDDLEA SILWTESEKEDL GDGYRIVEML NNIRLNVEAL
151 RGDEESGGVS NGITEVVLAYW NEGDHQEWRI AFL



Matched peptide information:

Start - End Observed Mr (expt) Mr{calc)
11 - 19 1092.3724 1091.3652 1091.4302
41 - 50 1193.54%90 1192.5417 1192.6241
54 - T0 2027.8546 2026.8473 2026.978%
54 - 73 2399.9971 2398.9898 2399.1434
T4 - 82 2145.9106 2144,.5034 2145.0452
80 - 92 1452.5966 1451.5893 1451.6933
100 - 128 3265.36818 3264.3746 3264.5979
165 - 172 992.4874 591.4801 591.5451
e
S
=
o [, e
Z .
f
w O
—70 R .
T T T = T T T T T T
800 1200 1600 2000 2400 2800 3200
RMS error 66 ppm Mass (Dar

Ppm
-60
-69
-65
-64
-66
=72
-68
=70

Miss Seguence

0

cCookRKHoO

K.TESESSHCR.K
K.ADPNFFLTIR.D

K. VVLAPPDPSDEFQHWYE.D
K. VVLAPPDPSDEFQHWYEDEK. F
K. FSTMVEDEEGFPSFALVNK. A

{Ions score 47)
(Ions score 56)

K.DEEGFPSFALVNE.A (Icns score 104)
K.HSFGPTHFVLLTPYDPDDLEASILWTESK.D

K. VVLAYWNE.G

(Ions score 54)

(Ions score 94)
(Ions score 10&)
(Ions score 102)

(Ions score 133)



Spot No.:32
Accession No.: scaffold0143 850373.mRNA1
Protein name: Hevamine-A

Peptide sequences:

K.FGNGQTPQINLAGHCNPAAGGCTIVSNGIR.S;K.VMLSLGGGIGSYTLASQADAK.N;K.SSSRPLGDAVLD
GIDFDIEHGSTLYWDDLAR.Y;R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y;K.KVYLTAAPQCPFPDR.Y;K.VYL
TAAPQCPFPDR.Y;K.IFLGLPAAPEAAGSGYVPPDVLISR.I

PFF Mascot score: [830] Sequence coverage %: [39]

Matched peptides No.: [7]

Calculated Mr: 34013 Calculated pl: 8.07

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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
Fa0
Protein Score

Matched peptide sequences: shown in Bold Red

1 MATRTQAILL

21 Y¥SYVHNIAFLN
101 MLELGGGIGS
151 DIEHGSTLYW
201 FDYVWVQETN
251 AGEGYVEFPDV
301 FLHSEECMIV

LLLATSLIMS SSHVDGGGIA
FFGHNGQTEPQI NLAGHCHEAA
YTLASQADAR NVADYLWHNE
DDLARYLSAY SEQGEEVYLT
NEPPCQYSSGH INNIINSWHER
LISRILPEIEK ESPEYGGEVML
L

IYWGQNGNEG
CGCTIVSNGI
LGGKSSSRPL
AAPQCPFEDR
WITSINAGKI
WSKFYDDENG

TLTETCSTGK
RSCQIQGIKV
GDAVLDGIDF
YLGTALNTGL
FLGLPAAPEA
YSS5IRDSVL



Matched peptide information:

Start - End Observed

Mr (expt) Mr{calc) Ppm
62 - 51 3082.2617 3081.2544 3080.466% 256
100 - 120 2038.9144 2037.%072 2038.0403 -65
135 - 165 3420.4080 341%.4007 3419.6270 -66
139 - 165 3003.2463 3002.23%1 3002.4298 -64
176 - 180 1762.7%04 1761.7831 1761.8872 -59
177 - 180 1634.7051 1633.6978 1633.79523 -58
240 - 264 2510.2161 250%.2088 2509.3580 -59
- .
g o
L
=
i
0 oo oo o oo
— I T —T —
2000 2000 F0) 3900
RMS error 112 pom Mazs (Dad

Mis=s Sequence

0

(== = R ]

E.FGNGOTPQINLAGHCNPAAGGCTIVSHGIR.S (Ions scores 1Z28)
K. VMLSLGGGIGSYTLASQADAK. N (Ions score 17B)
K.SS5S5RPLGDAVLDGIDFDIEHGSTLYWDDLAR.Y (Ions score 121)
R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y (Ions score 184)
K.EVYLTAAPQCPFPDR.Y (Icns score 111)

K. VYLTAAPQCPFPDR.Y (Ions score 391)
K.IFLGLPAAPEAAGSCYVPPDVLISRE. I

(Ions score 184)



Spot No.:33
Accession No.: scaffold0491 874744.mRNAL1
Protein name: Elongation factor 1-delta

Peptide sequences:

K.APSSEYVNVSR.W;R.WYYHIDALLR.I;K.AVAAAAEDDDDDVDLFGEETEEEK.K;K.SSVLLDVKPWDDET
DMK.K;R.SIQMEGLLWGASK.L

PFF Mascot score: [192] Sequence coverage %: [31]
Matched peptides No.: [5]
Calculated Mr: 25911 Calculated pl: 4.51

Data base searched result:
Tons score is - 10*Log(P), where P is the probability that the observed maich is a random event.

Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 %

Number of Hits

0 T T T T T T T T T — T 1
0 40 an 120 160 2000
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAVTFYDLGS PAGLEELDDY LLTHSYITGY QASEDDVIVY AALPEKAPSSE
51 YWVHNVSEWYYH IDALLRISGV TEEGSGVIVE GSAPTTEEVI ATEPANDSEA
101 VAAAAFRDDDD DVDLFGEETE EEFFALAEERA AAVEASAFEE ESGESSVLLD
151 VEPWDDETDM EFLEEAVRESI QMEGLLWGAS KLVEVGYGIE ELQIMLTIVD
201 DLVSVDNLIE EHLTVEFVNE HVQSCDIVAF NEICEQS



Matched peptide information:

Start

57
io00
145
169

Errar Cppm)

- End Observed Mr (expt) Mr (calc)

- 56 1208.5186 1207.5113 1207.5833

- 66 1349.6156 1348.6083 1348.6528

- 123 2582.89594 2581.89%21 2582.0667

- 161 1977.8140 1976.8067 1976.5401

- 181 1419.6374 1418.6302 1418.7228

T T T T T T e

1500 2000 2500

Mazz (Da)

RMS error 64 ppm

ppm
-60
-63
-68
-67
-65

Mi== Segumence

o

o
o
1
o

K.APSSEYVNVER.W

R.WYYHIDALLR.I (Ions score

({Ions score &8)

}

K. AVAAAAEDDDDDVDLFGEETEEEK. K (Ions score 40)
K.SSVLLDVKFWDDETDME.K (Ions score 74)

R.SIQMEGLLWGASK. L

(Ions score 4E8)



Spot No.:34
Accession No.: scaffold0935 348908.mRNA1
Protein name: Proteasome subunit beta type-5

Peptide sequences:

K.NEINPYMLGTMAGGAADCQFWHR.N;K.LLANILYSYR.G;R.GMGLSVGTMIAGWDETGPGLYYVDSEGG
R.L;R.FSVGSGSPYAYGVLDSGYR.Y;R.YDLSIEEAAELAR.R;R.AIYHATFR.D

PFF Mascot score: [472] Sequence coverage %: [37]
Matched peptides No.: [7]
Calculated Mr: 29355 Calculated pl: 5.86

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p=0.035).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

o
43 N

40
33
30
25
20
15
10

MWumber of Hits

0 T T T T T T T T T — T
0 16 2000 300 i) el
Protein Score

Matched peptide sequences: shown in Bold Red

1 MELDTSGLES RASLFGASSE LFDGFATAFPS FELEVINDFD GEFQEEATOMWV
51 EPREGTTTILR FIFEEGVMVA ADSRASMGGY ISSQSVEEILI EINFYMLGTM
101 AGGAADCOFW HENLGIECEL HELAWNKERIS VIGASELLAN TLYSYRGMGL
151 SVGTMIAGWD ETGPGLYYVD SEGGRELEGTRE FEVGSGEPYA YGVLDEGYRY
201 DLSIEEAAFL ARBATYHATF RDGASGGVAS VYYVGENGWE ELSGDDVGEL
251 HYEYYPVMES TVEQEMVEWVS GL



Matched peptide information:

Start - End Observed Mr (expt) Mr{calc)
89 - 112 2751.116% 2750.10%7 2750.2767

137 - 146 1225.6282 1224.6209 1224.6866

147 - 175 2975.1653 2974.1580 2974.3477

181 - 199 1981.8212 1980.813% 19580.9218

200 - 212 1479.6545 1478.6473 1478.7252

214 - 221 578.4653 577.4780 977.5083
=30 e
£
g
B
o
5
I e
w [l - -

B s I i e

T T T T T T
800 1200 1600 2000 2400

RMS error 53 ppm

Mass (Dax

ppm
-61
-54
-64
-54
-53
-31

Mi==s Seguence
IIEINPYMLGTMAGGAADCOFWHR.N (Ions score 32)

0

coooo

s

LLANILYSYR.G

GMGLSVGTMIAGWDETGPGLYYVDSEGGR. L

{Ions score

(Ions score 156)

FEVGSGSPYAYGVLDSGYR.Y (Icns score 193)
YDLSIEEAAELAR.R (Ions score 115)

ATYHATFR.D

(Ions score 39)



Spot No.:35
Accession No.: scaffold0645 687748.mMRNA1
Protein name: 18.5 kDa class | heat shock protein

Peptide sequences:

R.TNIFDPFSLDVWDPFHDFPFPSTALSAPR.F;R.FEFANETSAFANTR.I;K.EEVKVEIEEGNVLQISGER.S;K.V
EIEEGNVLQISGER.S;R.FRLPENAK.V

PFF Mascot score:  [420] Sequence coverage %: [43]
Matched peptides No.: [5]
Calculated Mr: 18335 Calculated pl: 6.00

Data base searched result:
lIons score is - 10¥Log(P), where P is the probability that the observed match is a random event.

Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 B

Number of Hits
[x]
L)

s

T T T T
400
Protein Score

Matched peptide sequences: shown in Bold Red

1 M5LIF55LFG GRERTHNIFDFF SLDVWDFFHD FPFPSTALSA PRFEFANETS

51 AFANTRIDWE ETPEAHVFEL DLPGLEFEEV EVEIEEGNVL QISGERSKEEK

101 EEFNDELHRV ERS5GEFLER FRLPENAEVD QVEASMESGV LIVIVEFEEEWV
151 EFFDVEAIDI 5G



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc)
14 - 42 3336.39%960 3335.3887 3335.5928
43 - DHé 1604.6473 1603.6401 1603.7267
18 - 96 2156.9954 2155.9881 2156.0%61
82 - 96 1671.7681 1670.7608 1670.8475
121 - 128 974.4775 973.4703 973.5345
-
= .
=3
= .
L e . P
<
5
o
§ 60 S mm e
T S ..
T T T T T T T T
800 1200 1600 2000 2400 2800 FE200
M5 error 56 ppm Mazs (Dal

bpm
-61
-54
-50
-52
-66

Miss Sequence
R.TNIFDPFELDVWDPFHDFPFPSTALSAPR.F (Icns score 5&)
R.FEFANETSAFANTR.I (Ions score 128)
K.EEVEVEIEEGHNVLQISGER. S (Ions score 192)
K.VEIEEGHVLQISGER.S (Ions score 117)

0

0
1
0
1

R.FRLPENAK.V

(Ions score 41)



Spot No.:36
Accession No.: scaffold1194 13551.mRNA1
Protein name: (+)-neomenthol dehydrogenase

Peptide sequences:

K.GIGFEICR.Q;R.QLASNGIVVVLTAR.D;K.TDINLNMGILSVEEGAESPAR.L;K.EVFVDADNLSEER.I;K.EVF
VDADNLSEERIDEVLGK.Y;R.LALLPNDGPSGCFFFR.K

PFF Mascot score: [332] Sequence coverage %: [10]

Matched peptides No.: [6]

Calculated Mr: 88348 Calculated pl: 7.08

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identitv or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

N
40
ia]
30
25
20
15
10

Number of Hits

|

300
Protein Score

Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
501
551
601
631
701
751

MTEALIPLLY
DEVLSKYLED
INCVCEGEVE
YYLOWHEQER
VTGRNKGIGF
FHQLDVADRA
KEGASINWHE
V555MGKLEN
GWEAFMSAYI
LSVEEGAESP
RYAVVTGANE
DLLVFHQLDV
EAESSEDSGI
PRIVHVSSSM
SLESEGWELF
LNMGILSVEE

LSDSERIVHV
YKEGSLESKR
TDINLMMGVL
GHSFLIHIHR
EICRQLASNG
SIARLVDFIE
THQTYELAEE
VINEWAKEVFE
LSFRAMNAYT
ARLALLFNDG
GIGFEICRQL
BRDRARSIATLA
NWHEVSTQTY
GELENVINEW
MSAYTLSEARL
GAESFRRLAL

S555MGELENV
WEAFMSAYIL
SVEEGAESER
QYSYLYLECF
IVVVLTARDE
TEFGELDIMWV
CLTINYYGAE
VAADNLFEER
RILAKKLFTF
BSGCFFIVIL
BSNGIVVVLT
NEFIKTQFGKL
ESAEECLTIN
BFEVEVDADN
MHNAYTRILAK
LPFNDGPSGCF

THEWAEEVEV
SFRBMNAYTR
RLALLFNDGE
LLRLLLTTSS
KRGLERFQFKL
NHAGVLGIEWV
RMVEVLIFLL
IDEVLSEYLE
RINCVCEPGEV
FYLLLLLLRL
BRDEERGLER
DILVWNHAGV
YYGRKRMTER
LSEERIDEVL
ELFTFRINCWV
FFREEESFF

BADNLSEERI
ILAFFLFNFR
SGCFFSLTHE
SSFFLFRYAV
EDSGFSDLLV
DGDAFITEPRG
RLSDSPRIVHN
DYKEGSLESE
KTDINLMMGI
LVINCSFFFF
FRQELEDSGFS
GGIEVDVDAL
LIPLLQLSDS
GEYLEDYKEG
CEGFVETIDIN



Matched peptide information:

Start
207
215
442
673
673
768

Ertor (ppm)
&
[o5)
in

End Observed Mr (expt) Mr ({calc)
214 951.4416 950.4343 950.4644
228 1440.8117 1439.8044 1439.8460
462 2216.0045% 2214.9976 2215.073%0
685 1522.6564 1521.6491 1521.6947
692 2277.0383 2276.0311 2276.1172
783 1810.8383 1809.8310 1809.8872
77I7 7777777777777777 Iiiiiliiil 7777777777 T 777777;77;
1000 1500 2000
Mass (Dad

RMS error 32 ppm

ppm
-32
-29
-37
-30
-38
-31

Miss Segmence

0

o OoOOoOo

K.GIGFEICR.Q (Icns scores 38)
R.QLASNGIVVVLTAR.D (Ions score 102)
E.TDINLHNMGILSVEEGAESPAR.L (Ions score 148)
K.EVFVDADNLSEER. I (Icns score 70)
K.EVFVDADNLSEERIDEVLGE.Y (Ions score 38)
R.LALLPNDGPSGCFFFR.K (Icns scores 7E8)



Spot No.:37
Accession No.: scaffold1220 115657.mRNA1
Protein name: ATP-citrate synthase beta chain protein 1

Peptide sequences:

R.MLDFDFLCGR.E;R.VTDGIYEGIAIGGDVFPGSTLSDHVLR.F;K.DLVSSLVSGLLTIGPR.F;R.VELLQLFAR.T

PFF Mascot score: [263] Sequence coverage %: [10]

Matched peptides No.: [4]

Calculated Mr: 66478 Calculated pl: 7.95

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

43
40
i
30
29
20
15
10

W

Number of Hits

=

T T T T T T T 1
300
Protein Score

Matched peptide sequences: shown in Bold Red

1 MATGQLEFSRT

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

FQELFFGQEE
QETIRVVAII
DTAGTIDNII
GGDVFPGSTL
KEVVAWVSGT
TSYEAFETAT
THIISTISDD
HFIEICIMLC
AIDDAARYFK
ELLQLFARTH
AGSGMFTKEE
WEDVLYTK

TQLALFYNYEQ
IAIPVHSTIE
AEGVPESDTK
ACKLYRPGSV
SDHVLRFNNI
CARLFESEV(Q
KETFQKLVEE
RGEEBCYAGV
ADHGECVSGA
DAYDRGLTPEY
FESVKYMEYA
IDEIVEIGYL

LEIQEMLDFD
VACLAAHFTAD
QLIAYARSHHN
GEVSESGGEMS
BOVEMMVVLG
FGHAGRESGG
GEITEVEEIE
PFMS5IVEQGY
HHNTIVIARAG
EFVESMEFEG
VQVETYTLSE
HGLEVLARST

FLCGRETESV
VFINFASFRS
EVVIGBATVG
NELYNTIARV
ELGGRDEYSL
EME SAQAKNQ
PEQIPEDLNT
GVGDVISLLW
KDLVSSLVSG
IRVPGIGHRI
ANNLVLNVDG
GLIGHTFDQK

AGIINPGAEG
AAVSSMALLK
GIQAGAFKIG
TDGIYEGIAI
VEALKQGEVT
ALKDAGAVVE
AIKSGEVRAP
FERSLERYCT
LLTIGPRFGG
KRGDNRDKRV
AIGSLFLDLL
RLEQPLYRHP



Matched peptide information:

Start - End

Mr (expt) Mr{calec)
26 - 35 1273.5244 1272.5171 1272.5631
150 - 216 2788.3086 2787.3013 2787.4080
432 - 447 1626.8898 1625.8825 1625.9352
500 - 508 1088.6080 1087.6008 1087.6390
2 —32SF - L T
1=
=
e
Z
s
w
B R e
T T T T T T T T T 5
000 1500 2000 2500
RMS error 35 ppm Mass (Dal

Observed

ppm
-36
-38
-32
-35

Mi== Sequence

o

o
o
o

R.MLDFDFLCGR.E

{Ions score 74)

R.VTDGIYEGIAIGGDVFPGSTLSDHVLR.F (Ions score 111)
K.DLVSSLVSGLLTIGFR.F (Ions score 111)

R.VELLOLFAR.T

(Ions score 55)



Spot No.:38
Accession No.: scaffold1222 136753.mRNA1
Protein name: Rubber elongation factor protein

Peptide sequences: K.NVAVPLYNR.F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A

PFF Mascot score: [181] Sequence coverage %: [25]

Matched peptides No.: [3]

Calculated Mr: 14713 Calculated pl: 5.04

Data base searched result:

Ions score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

33

Number of Hits

T
120

T !. 1
160 200
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAEDEDHQQG QGEEGLEYLGE VQDAATYAVT TFSHVYLFRE DESGPLOPGV
51 DITEGEVENYV AVPLYNRFSY IPNGRALEFVD STVVASVTII DRSLEFIVED
101 ASTOVVSATER AAPERLARSIL S5LEPGQTEIL AEVEYGEN

Matched peptide information:

Start - End Ob=erved Mr ({expt) Mr (cale) ppm Mi== Segquence
59 - &7 1045.5503 1044.5430 1044.5716 -27 0 FKE.NVAVPLYNR.F (Ions score 6&1)
T8 - 92 1621.8475 1620.8403 1620.8723 -20 0 K.FVDSTVVASVTIIDR.S (Ions score 128)
100 - 110 1158.6215 1157.6142 1157.6404 -23 0 E.DASIQVVSATR.A (Ions score 54)
T mB0 e mm et
o
=
5 e e
“
.
w BT S e e
-27.5 .

hLll)
RMS error 23 ppm

T T T T T T T 1
1100 1200 13000 1400 1600

Mazs (Da?

T
1500



Spot No.:39
Accession No.: scaffold0686 576053.mRNA1
Protein name: Pyridoxal biosynthesis protein PDX1

Peptide sequences:

R.GGVIMDVVNPEQAR.I;R.IAEEAGACAVMALER.V;R.IGHFVEAQILEAIGIDYVDESEVLTPADEENHINK.
H;R.IPFVCGCR.N;K.GEAGTGNVIEAVR.H

PFF Mascot score: [162] Sequence coverage %: [27]
Matched peptides No.: [5]
Calculated Mr: 33397 Calculated pl: 6.26

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \§§

Number of Hitsz
(1)
(=)

0 Jale] 100 150
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAGTGVVAVY GHGAITETEE SPFSVEVGLA QMLEGGVIMD VWHEEQARTA
31 EEAGACAVMA LERVPADIRL QGGEVAEMSDE QLIEEIEQSYV TIPVMAEARI
101 GHEVEAQILE AIGIDYVDES EVLTPADEEN HINEHNFRIF FVCGCRNLGE
151 ALRRIREGAL MIRTEGEAGT GHVIEAVRHV RSVMGDIRLL RNMDDDEVET
201 FAFKILLPYD LVMQTEQLGE LEVVQFARGE VATPADAATM MOLGCDGVEW
251 GSGVEFESGDEF ARRARARIVQL WIHYSDPDML AEVSCGLGEA MVGINLNDEE
301 VERFANESE

Matched peptide information:



Start - End Observed Mr (expt) Mr(calc) ppm
35 - 48 1484.7329 1483.7256 1483.7433 -13
49 - 63 1590.7413 15859.7341 1589.7541 -13
100 - 134 3907.8130 3906.8057 3506.9163 -28
139 - 146 1008.4561 1007.4488 1007.4681 -19
166 - 178 1272.6345 1271.6272 1271.6470 -16
z .
B8 Fe
[ LR
E
]
e U
T T T T T T T = 1
1000 2000 3000 4000
RMS error 18 ppm Mass (Da)

Miss Seguence

o

cooo

R.GGVIMDVVNPEQAR. I
R.IAEEAGACAVMALER.V

R.IGHFVEAQILEAIGIDYVDESEVLTPADEENHINK. H

R.IPFVCGCR.N (Ions
K.CGEAGTGNVIEAVR.H

(Ions score &8)
(Ions score E7)

score 51)
(Ions score 27)

(Ions score 40)



Spot No.:40

Accession No.: scaffold0166 1819893.mRNA1
Protein name: Uncharacterized protein

Peptide sequences: K.LSDEEPDVDYR.I;R.TFQLVAGGKPGALIR.P

PFF Mascot score:  [129] Sequence coverage %: [22]

Matched peptides No.: [2]
Calculated Mr: 12855 Calculated pl: 5.37

Data base searched result:

lIons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).

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

43 y%
dia
35
30
25
20
15
10

Number of Hits

0 T T T T T T T T T T —
0 G0 iRl

Protein Score
Matched peptide sequences: shown in Bold Red

1 MSHNTSDYTSE ESLTHLFEEI SVDEQEQETR ITLSILLEGIS VEELSDEEPD

51 VDYRIESFSE LFDELESDSI YEPTAFFWNTHH IPTEWLREAGG RVRETFQLVAG
101 GEFPGALIERFPE QS5ES

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) prpm Miz== Sequnence

44 - 54 1337.5874 1336.5801 1336.5783 1 0 K.LSDEEPDVDYR.I (Ions score &8)
94 - 108 1527.9012 1526.8940 1526.8933 0 1 R.TFQLVAGGRPGALIR.P (Ions scors 93)
B LT -
=
L 1 oo m oo oo m oo
[=]
o
R T e e T LT
L T TR

T T T T T T T T
1320 1360 1400 1440 1450 1520
RMS error 1 ppm Mass (Da)



Spot No.:41
Accession No.: scaffold1222 136753.mRNA1
Protein name: Rubber elongation factor protein

Peptide sequences:

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.DKSGPLQPGVDIIEGPVK.N;K.NVAVPLYNR.F;R.FSYIPNGALK.
F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A

PFF Mascot score: [294] Sequence coverage %: [63]
Matched peptides No.: [6]
Calculated Mr: 14713 Calculated pl: 5.04

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits

45%

Number of Hits

0 T T T T T T T T T T T T -I 1
300
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAREDEDNQQG QGEGLEYLGF VOQDAATYAWT TFSNVYLFAE DESGPLOPGV
51 DITEGEVENV AVPLYNRFSY IPHGALEFVD STVVASVTII DRSLEFEFIVED
101 ASTOWVVEATR LLPERARSLE S5LPGQTEIL AEVFYGEN

Matched peptide information:

Start - End Observed Mr (expt) Mr(calc) ppm Miss Sequence
17 - 40 2689.3347 2688.3274 2688.3476 -7 0 K.YLGFVQDAATYAVTTFSNVYLFAK.D (Icns score 110)
41 - 58 1845.0012 1847.959%35 1847.9983 -3 1 E.DESGPLOPGVDIIEGEVE.N (Icns score 47)
5% - a7 1045.5614 1044.5541 1044.5716 -17 0 E.NVAVPLYNR.F (Ions score 535)
68 - 77 1109.5828 1108.5755 1108.5917 -15 0 R.FSYIPNGALE.F (Ions score 51)
78 - 92 1621.8658 1620.8586 1620.8723 -8 0 EKE.FVDSTVVASVTIIDR.S (Iocns score 110)
100 - 110 1158.6356 1157.6283 1157.6404 -10 0 EKE.DASIQVVSAIR.A (Ions score &6)
= e
2
5 10
T S U
&
T
I. T T T T T T T T T T T T T T T
1000 1500 2000 2500

RMS error 11 ppm Mass (Dad



Spot No.:42

Accession No.: scaffold0878 145544.mRNA1

Protein name: Importin subunit alpha-1b

Peptide sequences:

R.SPPIEEVIQAGVVPR.F;R.FVEFLMR.E;R.EDFPQLQFEAAWALTNIASGTSENTR.V;K.IQAVIEAGVCPR.L

PFF Mascot score: [123]

Matched peptides No.: [4]

Calculated Mr:

59161

Data base searched result:

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

Sequence coverage %: [11]

Calculated pl: 5.28

Individual ions scores > 31 indicate identity or extensive homology (p<0.05).

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

45
i
35
30
25
20
15
10

Number of Hits

N

T T T
106

Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
a01

MSLRESLRTE
EGLQTQEMEA
SIERSPPIEE
TRVVIDHGAV
ALIPLLAQLN
IHSNDEEVLT
LIPALRTVGN
ISNITAGNEE
THDQIKYLVS
STGGVNQYAQ
TMPEGDASQS

VRRNRYKVAV
LIHSSAVEER
VIQAGVVERF
PIFVELLGSE
EHAKLSMLEN
DACWALSYLS
IVTGDDMQTQ
QIQAVIEANT
QGCIKPLCDL
MIDDAEGLEK
GFQFGGSEME

CRAEESEEREE
LEHLESMVAG
VEFLMEEDFFP
SDDVREQRVW
ATWTLSNFCR
DETHDEIQAW
CITHHQALPC
TAPLVHLLON
LICEDERIVT
TENLQSHDNT
SVPSGGFNFES

DNMVE IRKNR
VWSDDSNLLL
QLOFEAAWAL
ALGNVAGDSE
GKPQEPFDQV
IEAGVCPRLV
LLNLLTNNYK
LEFDIKKELL
VCLEGLENIL
EIYEKAVEIL

REESLOEERR
EATTQFRELL
THIASGTSEN
KCRDLVLGHG
KPLLPRALRHL
ELLLHESESV
KSIKFEACWT
WATSHATSGEGE
EVGEADENLG
ETYWLEEEDE



Matched peptide information:

Start - End Observed Mr (expt) Mr {calc)
105 - 119 1590.8744 1589.8671 1589.8B777
120 - 126 541.4836 940.4763 540.4841
127 - 152 2896.3347 2895.3274 2895.3675
277 - 288 1312.7009 1311.6937 1311.6969
2 .
=4
B B oo
L .
-3
£ .
W o) === === mmm e e e mm e e e e oo
T T T T T T T T
00 1200 1600 2000 2400

RMS error 8 ppm

Mazs (Da)

Miss Seguence
R.SPPIEEVIQAGVVPR.F (Ions score 113)
R.FVEFIMR.E (Ions score 16)
R.EDFPOQLOFEAAWALTHNIASGTSENTR.V (Icns score 3E)

o

o
o
o

K.IQAVIEAGVCER. L

(Ions score 25)



Spot No.:43
Accession No.: scaffold0026 1110574.mRNA1
Protein name: Actin-7

Peptide sequences:

K.AGFAGDDAPR.A;R.AVFPSIVGR.P;K.IWHHTFYNELR.V;R.VAPEEHPVLLTEAPLNPK.A;R.TTGIVLDSG
DGVSHTVPIYEGYALPHAILR.L;R.GYMFTTTAER.E;K.NYELPDGQVITIGAER.F;K.DLYGNIVLSGGSTMFP
GIADR.M;K.GEYDESGPSIVHR.K

PFF Mascot score: [521] Sequence coverage %: [36]
Matched peptides No.: [9]
Calculated Mr: 41897 Calculated pl: 5.31

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
(]
L

0 T o T T T T T T T 1
0 100 200 300 400 Loy (=1408]

Protein Score

Matched peptide sequences: shown in Bold Red

1 MADRAEDIQFL VCDNGIGMVE AGFAGDDAPE AVFPEIVGEF RHTGVMVGHMG

51 QEDAYVGDER QSERGILTLE YPIEHGIVSN WDDMEEIWHH TFYNELEVAP
101 EEHFVLLTEA PLNPEANEEE MTQIMFETFN VEAMYVATQR VLSLYASGRT
151 TGIVLDSGDG VEHTVPIYEG YALPHATLRL DLAGRDLTDA LMETILTERGY
201 MFTTTAERET VEDMEEELLY VALDYEQELE TAKSSS55VEE NYELFDGOVI
251 TIGAERFRCE EVLFQPSLIG MEALAGTHETT YNSIMECDVD IRFDLYGHIV
301 LSGGETHMFPG IADEMSEEIT ALAPSSMETE VVAPPEREYS VWIGGSILAS
351 LSTFQUMWIS EKGEYDESGPS IVHRECF



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm Miss Sequence
21 - 30 576.4400 575.4327 975.4410 -8 0 EKE.AGFAGDDAPR.A (Ions score 23)
31 - 39 545.5354 544.5322 944 .5444 -13 0 R.AVFPSIVGR.P (lcons score 39)
&7 - 87 1515.7417 1514.7344 1514.7419 -5 0 K.IWHATFYNELR.V (Ions score 70)
%8 - 115 1954.0541 19%53.0468 1953.0571 -5 0 R.VAPEEHPVLLTEAPLNPE.A (Icns score 102)
150 - 179 3151.6201 3150.6128 3150.6350 -7 0 R.TTGIVLDSGDGVSHTVPIYEGYALPHATILR.L (Icns score 38)
199 - 208 1176.5269 1175.5196 1175.5281 -7 0 R.GYMFTTTAER.E (Icns score 52)
241 - 2586 1774.8904 1773.8831 1773.8837 -4 0 K.HYELPDGOVITIGAER.F (Iocns score 145)
254 - 314 2183.0730 2182.0657 2182.0729 -3 0 K.DLYGNIVLSGGSTMFPGIADR.M (Icons scors 114
362 - 374 1445.6577 1444.6504 1444.6583 -5 0 E.GEYDESGPSIVHR.K (Icns score 91)
] - '
g -5 B i e
S 7.5 F------ B e L
o .
F
Wogg oo
B e e et
T T T T T T T T T T T T 1
[=1eli] 1200 1600 2000 2400 2800 J2i00

REM3 error 7 ppm Mass (Da)



Spot No.:44

Accession No.: scaffold0625 1132.mRNA1

Protein name: Glucan endo-1,3-beta-glucosidase, basic
vacuolar isoform

Peptide sequences:

R.IYDPNQAVLEALR.G;K.VSTAIDLTLVGNSYPPSAGAFR.D;R.SYLDPIIGFLSSIR.S;R.SPLLANIYPYFTYADN
PR.D;R.DISLPYALFTSPSVVVWDGQR.G;K.NLFDATLDALYSALER.A;R.ASGGSLEVVVSESGWPSAGAFAA
TFDNGR.T;K.HFGLFFPDK.R

PFF Mascot score: [764] Sequence coverage %: [37]

Matched peptides No.: [8]

Calculated Mr: 41184 Calculated pl: 7.77

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranling protein hits.

Number of Hits

F T 1

TaQ
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MATSS55TSGET
SVSEVIALYE
HNESHANSWVE
NIHDATRSAG
FLSSIRSPLL
FDATLDALYS
QHVEGGTEER
FGAEENWDIS

SSSLESRTTV
QSNIKRMRIY
KNVRGFWSSV
LODQIKVSTA
ANIYPYFTYA
ALERASGGSL
PNRAIETYLF
TEHNATILFL

MLLLIFFTAS
DENQAVIEAL
RFREYIAVGHE
IDLTLVGHSY
DHPEDISLEY
EVVWSESGWE
AMFDENEEQE
KES5DM

LGITDAQVGEY
RGSHIELILG
ISEVNGGETANW
PPSAGAFRDD
ALFTSPSVVWV
SAGAFAATFD
EVEFHFGLFF

CYGMQGNNLE
VPNSDLQSLT
LAQFVLEAMR
VRSYLDPIIG
WDGQRGYENL
NGRTYLSNLI
PDERPEYNLN



Matched peptide information:

Start

167
183
207
225
249
265
335

Error Cppml
=

-10

RMS errar 4 ppm

- End Observed Mr (expt) Mr (calc)
- 81 1501.8020 1500.7947 1500.7936
- 188 2236.1694 2235.1622 2235.1535
- 206 1580.8711 15795.8638 1575.8610
- 224 2115.0630 2114.0557 2114.0473
- 245 2350.2156 2349.2083 2349.2005
- 264 1811.9249 1810.9%177 1810.9101
- 293 2826.3330 2825.3257 2825.3257
- 343 1107.5513 1106.5440 1106.35549
T T T T T
1500 00 E000)
Nazs (Da)

ppm

(=R =T N RN RS

Miss Sequence

0

coooooo

R.IYDPNQAVLEALR.G (Ions score 117)
E.VSTAIDLTLVGNSYPPSAGAFR.D (Ions score 172)
R.SYLDPIIGFLSSIR.S (Ions score 112)
R.SPLLANIYPYFTYADNPR.D (Ions scores 53)
R.DISLPYALFTSPSVVVWDGOR.G (Icns score 183)
E.NLFDATLDALYSALER.A (Ions score 147)
R.ASGGSLEVVVEESCWPSAGAFAATFDNGR.T (Ions score 138)
K.HFGLFFFDKE.R (Ions score 51)



Spot No.:45

Accession No.: scaffold1465 23608.mRNA1

Protein name:

5-methyltetrahydropteroyltriglutamate--homocysteinemethyltr

ansferase

Peptide sequences:

K.YIPSNTFSYYDQVLDTTAMLGAVPPR.Y;K.KLDLPILPTTTIGSFPQTIELR.R;

K.LQEELDIDVLVHGEPER.N;K.GMLTGPVTILNWSFVR.N;K.AGINVIQIDEAALR.E;K.SEQAFYLDWAVHS
FR.;K.YGAGIGPGVYDIHSPR.I

PFF Mascot score: [558] Sequence coverage %: [16]
Matched peptides No.: [7]
Calculated Mr: 85146 Calculated pl: 6.30

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p=<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 B

Mumber of Hits
L)
o

T T T T F_|
8] 100 200 300 iy 00 GO0
Protein Score

Matched peptide sequences: shown in Bold Red



1 MASHIVGYFR

51 GRGIEYIPSN
101 HWASVEAMEMT
151 SVEVLIGEVS
201 SWIQFDEPTL
251 AFETLTSLEG
301 NDLASSLSTL
351 LAFLALQEVVE
401 ARARLRGSDH
451 REYEANEKISE
501 GEQLSGFAFT
551 ARPMEGHMLTG
601 VIQIDEAALR
651 SNFNDIIHSI
701 HSPRIESTEE
751 VRRLAKLLEIQ

MGFERELEFA LESFWDEEKESS
TFSYYDOVLD TTAMLGAVEP
EWFDTNYHFI VPELGFDVQF
YLLLSKPREG VEKTFSLISL
VMDLDSHELQ RAFTIDAYSELE
VSAYGFDLVR GTETLDLIKS
HELEGIVGED EKLVVSISCSL
VHALAKALAG EFDEAFFSAN
RRATNVIARL DAQQFKLDLE
DDYIKATEEE IQEVVELQEE
VHGWVQSYGES RCVEFPIIYG
FVTILNWSFV ENDQFRFETC
EGLPLERESE(Q AFYLDWAVHS
IDMDADVITI ENSRSDEELL
IADRINFMLA VLEENILWVH

LASRE

REDLEEVALD
EYGWSGGEIG
SYALSHERVTE
LGEILEVYEE
STLSGLHNVLI
EFPEGEYLFL
LHTAVDLVNE
BLLORSEESS
ILPTTTIGSF
LDIDVLVHGE
DVSREEFMIV
YQIALATEDE
FRITHCGVQD
SVFREGVEYG
PDCGLETREY

Matched peptide information:

Mr {calc) ppm

2918.
2452.
1550.
1789.
1481.
1854.
1657.

4160
3541
ooo7
9549
8202
8689
8213

-14
-12

-9
-10
-14
-11
-10

Start - End Observed Mr (expt)
56 - 81 2919.3826 2918.3753
426 - 447 2453.3731 2452.3658
477 - 483 1990.9906 1989.9833
556 - 571 17%0.9436 1789.9363
587 - 610 1482.8060 1481.7986
618 - 632 1855.8562 1854.8489
689 - 704 1658.8124 1657.8051
= .
3
B 0 e e
- .
5
[
R

T
1500
RMS error 11 ppm

1
3000
Mass (Dad

LETSIWEQMA
FDVYFSMARG
YEEALKRLGVD
VISELFRALGRE
ETYFADIPLE
GVVDGENIWA
TELDEEIXSW
FEVTHERVQE
POTIELRRVRE
FERHNDMVEYF
FWSSTRQSHT
VEDLEFKAGIN
TTQIHTHMCY
AGIGPGVYDI
SEVEPRALNNM

Miss Sequence
1]

GMLTGEVTILNWSFVR. N
AGINVIQIDEAALR.E
SEQAFYLDWAVHSFR. T
YGAGIGPGVYDIHSPR. T

oooookH
AAAANAAN

YIPSNTFSYYDOVLDTTAMLGAVPPR.Y (Icons score 101)
KLDLPILPTTTIGSFPQTIELR.R (Icns score 120)
LOEELDIDVLVHGEFER.N (Ions score 118)

(Ions score T5)
{Ions score 88
{Ions score 1

({Ions score 12E8)




Spot No.: 46
Accession No.: scaffold1222 136753.mRNA1
Protein name: Rubber elongation factor protein

Peptide sequences:

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.DKSGPLQPGVDIIEGPVK.N;K.SGPLQPGVDIIEGPVKNVAVPLY
NR.F;K.NVAVPLYNR.F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A

PFF Mascot score: [449] Sequence coverage %: [55]
Matched peptides No.: [6]
Calculated Mr: 14713 Calculated pl: 5.04

Data base searched result:

lons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

B

Mumber of Hits

o LI L T T T T T T 177 T T I-I 1

0 100 200 300 L 1ely]
Protein Score

Matched peptide sequences: shown in Bold Red
1 MAEDEDHQQG QGEGLEYLGEF WVQDAATYAVT TEFSHNVYLFAE DESGPLOPGV

51 DITEGPEVENYV AVPLYNRFS5Y IPHGALEFVD STVVASVTII DRSLFFIVED
101 ASTOWVSATR RLPERARSIA S5LPGQTEIL AEVEFYGEN

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) Ppm Mi=s Sequence

17 - 40 2685.3562 2688.3489 2688.3476 1 0 E.YLGFVODAATYAVTTFSNVYLFAK.D (Icns score 126)
41 - 58 1845.0000 1847.9927 1847.9993 -4 1 K.DESGPLQPGVDIIEGFVE.N (Ions score E6)

43 - 67 2632.4368 2631.4255 2631.4384 -3 1 K.SGPLOPGVDIIEGEVENVAVPLYNR.F (Ions score 72)
59 - &7 1045.5651 1044.5578 1044.5716 -13 0 EKE.NVAVPLYNR.F (Icns score 65)

78 - 92 1621.8757 1620.8685 1620.8723 -2 0 K.FVDSTVVASVTIIDR.S (Ions score 137)

100 - 110 1158.6361 1157.6288 1157.6404 -10 0 EK.DASIQVVSAIR.A (Icons score 104)

E=3

Errar Cppmi
&

T e e

RMS error 7 ppm Mazs (Dad



Spot No.:47
Accession No.: scaffold0014 3373206.mRNA1
Protein name: UDP-glucose 6-dehydrogenase 1

Peptide sequences:

K.CPSIEVAVVDISVSR.I;K.FQILSNPEFLAEGTAISDLLSPDR.V;K.DVYAQWVPEDR.I;R.LSIYDPQVTDDQI
QR.D

PFF Mascot score: [256] Sequence coverage %: [13]

Matched peptides No.: [4]

Calculated Mr: 53491 Calculated pl: 5.90

Data base searched result:
lons score is -10*Log(P), where P is the probability that the observed match is a random event.

Individual ions scores > 31 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
2000

-

Protein Score

Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351
401
451

MVEICCIGAG
EPFGLDGVVEE
LADLTYWESRL
QILSHNFEFLA
EDRILTTHLW
VEEDIRIGEE
KINDYQENEFE
KGLLGDEARL
TWWWDAYELT
HVDELREIGE

YVGGETMAVI
CRGRNLFEST
RMIADVSKSH
EGTAISDLLS
SAELSKLALN
FLNASVGEGG
VNRVVSSMEN
SIYDPQVTDD
KDAHGLCFLT
IVYSIGKELD

ALKCPSIEVA
EVEKHVSELD
KIVVEKSTVE
PDRVLIGGRE
AFLAQRISSV
SCFQEDILNL
TVSHNEKIAIL
QIQRDLTMEK
EWDEFKTLDY
AWLKDMEAVA

VWVDISVERIN
IVEVSVNIFT
VETLEATEFKI
TPFEGRQARIEL
HAMSALCELT
VIICECHGLFE
GEFLFEEDTIGD
FODWDHPLHLQ
KRIYDNMQEFE

AWNSEQLPIY
KTRGLGAGKA
LTHNSKGIKF
LEDVYAQWVE
GADVTQVSYA
EVAEYWEQVI
TRETEAIDVC
PTSETTVEQV
AFVEDGRNVV



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm
24 - 38 1630.8463 1629.83%0 1629.839%6 -0
150 - 173 2633.3355 2632.3282 2632.3384 -4
183 - 203 1377.6400 1376.6327 1376.6361 -2
360 - 374 1790.8898 1789.8825 1789.8846 -1
= .
A R b P e e TR
L B
£ .
e g g
-4 T T T T =
1500 2000 2500
FNS error 2 ppn Mass (Dad

Mis==s Sequence

0

o
o
0

K.CPSIEVAVVDISVSR. I

(Ions score 103)

K.FQILSNPEFLAEGTAISDLLSPDR.V (Icns score 112)
E.DVYAQWVPEDR.I (Ions score 58)

R.LSIYDPOVTDDOIQR.D

(Ions score 75)



Spot No.:48
Accession No.: scaffold1222 136753.mRNA1
Protein name: Rubber elongation factor protein

Peptide sequences:

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.NVAVPLYNR.F;R.FSYIPNGALK.F;K.FVDSTVVASVTIIDR.S;K.D
ASIQVVSAIR.A

PFF Mascot score: [411] Sequence coverage %: [50]
Matched peptides No.: [5]
Calculated Mr: 14713 Calculated pl: 5.04

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.03).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

a5 B

Number of Hits
[}
o

0 T I-I T T T T T T T T T T T T T T T T I-I 1

0

Protein Score

Matched peptide sequences: shown in Bold Red

1 MAEDEDHQQG QGEGLEYLGEF VQDAATYAVT TFSNVYLFAE DESGELOPGV
51 DITEGEVENV AVPLYMRFEY IPHGALEFVD STVVASVTII DRSLEEFIVED
101 ASTOWVVSATR RLPERARSIL SSLPGQTEIL AEVEYGEN

Matched peptide information:



Erraor Cppm)

Start - End Observed Mr (expt) Mr (calc)
17 - 40 2689.3086 2638.3013 2688.3476
58 - &7 1045.5547 1044.5474 1044.5716
a8 - 77 1109.5700 1108.5627 1108.5917
78 - 92 1621.8569 1620.8497 1620.8723
100 - 110 1158.6267 1157.6194 1157.6404
45 -
B
=25 B it
— T T T T
1000 1500 2000 2500
error 20 ppm Mazs (Dad

ppm
-17
-23
-26
-14
-18

Miss Sequence
K. YLGFVODAATYAVTTFSNVYLFAR.D (Icns score 158)

0

o
o
o
o

K.NVAVPLYNR.F
R.FSYIFNGALK.F

(Ions score 64)
(Ions score 61)

KE.FVDSTVVASVTIIDR. S (Ions score 139)

K.DASIQWVVSATR. A

({Ions score 109)



Spot No.:49
Accession No.: scaffold0457 538964.mRNA1
Protein name: Alpha-soluble NSF attachment protein 2

Peptide sequences:

K.HEAAQAYVDAAHCYK.K;K.TSTNEAISCLGQAVDLFCDIGR.I;K.AADFFQGEEVTTSANQCK.Q;K.AIEIYE
EIAR.Q;K.GDVVAITNALER.Y;R.YQDLDPTFSGTR.D

PFF Mascot score: [401] Sequence coverage %: [30]

Matched peptides No.: [6]

Calculated Mr: 32767 Calculated pl: 5.05

Data base searched result:

Tons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

43
40
33
30
29
20
15
10

N

Number of Hits

FIIIIIIIIII*II

i)
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

MGEDQIARGEE
FAGSTYVELL
LFCDIGRISHM
ANQCEQEVLAD
ICHLCEGDVWY
TDVVEEFDSM

FEKKLEKKLN
NCHLEKLDSKH
ALRYYKEIGE
FALAQLEQYQK
AITNALERYQ
TPLDSWKTTL

GWGLFGSKFE
EAAQAYVDAA
LYESELNFEK
AIEIYEEIAR
DLDPTFSGTR
LLRVKEKLKL

DRADLFDERL HNSFELAKSWD
HCYEETSTHE AISCLGQAVD
ATDFYEEAAD FFQGEEVTTS
QSLGNNLLEY GVEGHLLNAG
DYELLADTRAR ATDEEDILAKF
KELEEDDLT



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm Mis= Sequence

70 - B4 1733.7212 1732.713% 1732.7627 -28 0 K.HEAAQAYVDAAHCYE.K (Ions score 122)

86 — 107 2427.0647 2426.0574 2426.1206 -26 0 K.TSTHEAISCLGQAVDLFCDIGR.I (Ions score 1
138 - 155 2002.8256 2001.8183 2001.8738 -28 0 KE.AADFFQGEEVTTSANQCE.Q (Icns score B1)
171 - 180 1206.5988 1205.5915 1205.6292 -31 0 K.ATEIYEEIAR.(Q (Icns score
207 - 218 1257.6538 1256.6465 1256.6725 -21 0 K.GDVVAITHNALER.Y (Icns score
21% - 230 1399.6117 1398.6044 1398.6416 =27 0 R.YQDLDPTFSGTR.D (Icns score
I USRI

Error Cppmi
o
o

T T T T T T T T T T T
1200 1400 1600 1300 2000 2200 2400
RMZ error Z6 ppm Mass (Da



Spot No.:50
Accession No.: scaffold1222 136753.mRNA1
Protein name: Rubber elongation factor protein

Peptide sequences:

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.DKSGPLQPGVDIIEGPVK.N;K.SGPLQPGVDIIEGPVKNVAVPLY
NR.F;K.NVAVPLYNR.F;R.FSYIPNGALK.F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A

PFF Mascot score: [480] Sequence coverage %: [63]
Matched peptides No.: [7]
Calculated Mr: 14713 Calculated pl: 5.04

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Mumbeer of Hits
[}
on

0 T T T T T T T T T = T
0 100 200 300 400 T
Pratein Score

Matched peptide sequences: shown in Bold Red

1 MAEDEDHQQGC QGEGLEYLGE VQDAATYAVT TEFSHVYLFAE DESGPLOPGV
51 DITEGPVENYV AVPLYNRFSY IPHNGALEFVD STVVASVTII DRSLEPIVED
101 ASTOAVSATR ALAPERARSIA SSLPGLUTEIL AEVEYGEN

Matched peptide information:

Start - End Observed Mr (expt) Mr(calc) ppm Miss Sequence
17 - 40 2689.2725 2688.2652 26885.3476 -31 0 K.YLGFVODAATYAVTTFSNVYLFAK.D (Ions score 134)
41 - 58 1848.9608 1847.9535 1847.9933 -25 1 FK.DESGPLOPGVDIIEGFVK.N (Icons score 132)
43 - 67 2632.3535 2631.3462 2631.4384 -35 1 FK.SGPLOPGVDIIEGPVENVAVPLYNR.F (Ions scores 27)
59 - &7 1045.5453 1044.5380 1044.5716 -32 0 FK.NVAVPLYNR.F (Icons score &3)
68 - 77 110%.5632 1108.5561 1108.5917 -32 0 R.FSYIPNGALE.F (Ions score 55)
78 - 52 1621.8395 1620.8322 1620.8723 -25 0 K.FVDSTVVASVTIIDR.S ({Ions score 131)
100 - 110 1158.6158 1157.6086 1157.6404 -28 0 FK.DASIQVVSATR.A (Ions score 103)

Error Cppm)

RMS error 29 ppm Mass (Da»



Spot No.:51
Accession No.: scaffold0884 428899.mRNA1
Protein name: Triosephosphateisomerase, cytosolic

Peptide sequences:

K.FFVGGNWK.C;K.DLLRPDFQVAAQNCWVR.K;R.SLLNESNEFVGDK.V;K.VIACIGETLEQR.E;K.VATPAQ
AQEVHLELR.K;K.VATPAQAQEVHLELRK.W;K.WLHDNVCAEVAASTR.I

PFF Mascot score: [451] Sequence coverage %: [32]

Matched peptides No.: [7]

Calculated Mr: 27571 Calculated pl: 5.90

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

S

Number of Hits

T T T T T T
i S0

Protein Score

LB L D N R R
0 1 2000

T T T 1
3000

Matched peptide sequences: shown in Bold Red

1 MARFFFVGGHN WECHGATEEWV
51 EVEDLLEPDF (WAAQNCWVE
101 SLLWNESHEFWV GDEVAYALSQ
151 TAEEVTHWIN VVLAYEEVHA
201 VAASTRIIYG GSVHGANCEE
251 EEE

KEIVITLNEA EVESHDVVEWV VVSPEEVEFIP
EGGAFTGEVS AEMLVNLSVE WVILGHSEERR
GLEVIACIGE TLEQRESGST MAVVARQTERL
IGTGEVATPA QAQFVHIELR EWLHDNVCARE
LAAKPOVDGE LVGGASLEPE FIDITESATV



Matched peptide information:

Start
5

54
101
124
176
176
192

Ertor Cppmd
£ A
o E=3

!
o
=

-85

End Observed Mr (expt) Mr(calc)

12 954.4294 953.4222 953.4760

70 2087.9614 2086.9542 2087.0371

113 1451.6323 1450.6250 1450.6540

135 1388.6635 1387.6562 1387.7129

190 1661.8309 1660.8237 1660.8896

191 1789.9222 1788.9150 1788.9846

206 1728.7439 1727.7366 1727.8049
____________________________ e _____n
= T T T T T T T T T

1000 1200 1400 1600 1800 2000

Mazz (D&l

EMS errar 43 ppm

ppm
-56
—a0
-8
-41
—a0
-39
—40

Mi== Segumence

o

(=N =T = =

H.FFVGGNWE.C (Ions score S5B)
KE.DLLRPDFQVAAQNCWVR.K (Icns score 113)
R.SLLNESNEFVCGDE.V (Iocns score 77)
KE.VIACIGETLEQR.E (Ions score §3)

K. VATPAQAQEVHLELR.K (Icns score 131)
K. VATPAQAQEVHLELRE. W (Ions score 40)
K.WLHDNVCAEVAASTR. I (Ions score 127)



Spot No.:52
Accession No.: scaffold1479 76107.mRNA1
Protein name: Acetyl-CoA acetyltransferase, cytosolic 1

Peptide sequences:

R.ANVDPSLVQEVFFGNVLSANLGQAPAR.Q;R.EDQDNYAIHSFER.G;R.GIAAQDSGAFAWEIVPVEVSGG
R.G;K.VNVHGGAVSLGHPLGCSGAR.|

PFF Mascot score: [299] Sequence coverage %: [20]

Matched peptides No.: [4]

Calculated Mr: 41646 Calculated pl: 6.01

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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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Number of Hits

300
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401

MAPVALAFTE
ANVDPSLVOE
CGMEATMLARG
DGMLEDGLHD
DEGAFAWETWV
GIVTAGHASS
TTAPRALATPE
VHGGAVSLGH
VELL

ERDVCIVGVA
VEFFGHVLSAN
SIQLGTNDVY
VENDVGMGESC
PVEVSGGRGE
ISDGARATVL
AVEHNAGLDAS
PLGCSGARTL

RTEMGGFLGL
LGQAPARQAA
VAGGMESMSH
AEICADNHSI
PSTIVDKDES
VSGETALKLG
QVDYYEINER
VTLLGVLRQK

Matched peptide information:

LSTLEATELG
LGAGTEHNSVY
APEYLAFERARK
TEEDQDNYAT
LGKFDEVELR
LOVIAKTTGEY
FRVVALRNQE
HEEYGVGEEVC

SIATERALFR
CTTVNEVCAS
GSRLGHDSVV
HSFERGIAAQD
KLRPSFEENG
ADRAOAPELE
LLGLNEPEEVH
HNGEGGEGEASALV



Start - End Observed Mr {expt) Mr (calc) ppm Miss Sequence

51 - 77 2813.3088 2812.3016 2812.4508 -53 0 R.ANVDPSLVQEVFFCNVLSANLGQAPAR.Q (Ions score £4)
183 - 195 1623.6234 1622.6161 1622.6961 -49 0 R.EDQDNYATHSFER.G (Ions score 23)
196 - 218 2316.0535 2315.0462 2315.1546 -47 0 R.GIAAQDSGAFAWEIVEVEVSGGR.G (Icns scors 156)
349 - 368 1944.8862 1043.8790 1943.9748 -49 0 K.VNVHGCAVSLCHPLCCSGAR.I (Ions score 40)
£ -47.5F--
=
5 : :
B oB) mm oo
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&
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1600 1800 2000 2200 2400 2600 2500
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Spot No.:53
Accession No.: scaffold0438 1023124.mRNA1
Protein name: Probable phosphatase SPAC5H10.03

Peptide sequences:

K.KIDLVITSPLLR.A;R.AMQTAVGVFGGER.S;K.SPPIVAVELCR.E;K.TRQETEIAVVTHHR.F;R.QETEIAVVT
HHR.F;R.FLQYTLNALANDFHPSVR.S;K.EFVNCELR.S

PFF Mascot score: [454] Sequence coverage %: [27]
Matched peptides No.: [7]
Calculated Mr: 31328 Calculated pl: 7.07

Data base searched result:

Ions score is - 10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

a5 B
40
a5
30
o5
20
15
10

Number of Hits
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0 100 200 300 i) S
Protein Score

Matched peptide sequences: shown in Bold Red

1 MIFFSFIENF ILEE&YFLRE LCVFLFSFSY LDSADMDSTT SQCLIFLGHS
51 EITHLVEHAD AWHNVAGEED LGALLSFEFF DRQLSPLGLE QVSHLCHNVH
101 TSGLFEKIDL VITSPLLEAM QTAVGVFGGE RS5GLESFPFI VAVELCRERT
151 GVHECDEERRT ITEYSS5LFPQ IDFSLMESDD DNLWEADVEE TDEEVARLARGL
201 EFMNWLETERD) ETEIAVVTHH RFLOYTLHAL ANDFHPSVES EMCEEFVHCE
251 LERSMVIVDER MMMNCEATDGS GGSV



Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) ppm
107 - 118 1367.7915 1366.7842 1366.8548 -52
119 - 131 1322.5806 1321.5733 1321.6449 -54
137 - 147 1240.6148 1239.6075 1239.6645 -46
208 - 221 1676.7913 1675.7840 1675.8754 -55
210 - 221 1419.6571 1418.6498 1418.7266 -54
222 - 239 2105.9717 2104.9644 2105.0694 -50
245 - 252 1066.4375 1065.4302 1065.4913 -57
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=
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B T el L
T .I T T T T T T T 1
1000 1200 e 1600 1800 2000 2200
RMS error 52 ppm Mass (Dal

Miss Sequence
K.FKIDLVITSFLLR.A (Ions score 92)
R.AMOTAVGVFGGER. S (Ions score 119)
K.SPPIVAVELCR.E (Iocns score 75)
K.TROETEIAVVTHHR.F (Ions score BB
R.QETEIAVVTHHR.F (Ions score 75)
R.FLOYTLHALANDFHPSVR. S (Ions score 122)

1

oo oHOo

KE.EFVNCELR.S

(Ions score 67)



Spot No.:54
Accession No.: scaffold0878 145544.mRNA1
Protein name: Importin subunit alpha-1b

Peptide sequences:

R.LEHLPSMVAGVWSDDSNLLLEATTQFR.K;R.SPPIEEVIQAGVVPR.F;R.EDFPQLQFEAAWALTNIASGTS
ENTR.V;R.NATWTLSNFCR.G;K.IQAVIEAGVCPR.L;R.LVELLLHPSPSVLIPALR.T

PFF Mascot score: [441] Sequence coverage %: [20]

Matched peptides No.: [6]

Calculated Mr: 59161 Calculated pl: 5.28

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 MSLRPSARTE

51 EGLQTQEMEL
101 SIERSPPIEE
151 TRVVIDHGAV
201 ALIFLLAQLN
251 IHSNDEEVLT
301 LIPALRTVGN
351 ISNITAGNKE
401 THDQIKYLVS
451 STGGVNQYAQ
501 TMPEGDLSQS

VRRNRYKVAV
LIHSSAVEKR
VIQAGVVEPRF
PIFVKLLGSE
EHAKLSMLRN
DACWALSYLS
IVTGDDMQTQ
QIQAVIEANT
QGCIKFLCDL
MIDDAEGLEK
GFQFGGSEME

DAEESRERRE
LEHLPSMVAG
VEFLMEEDFFP
SDOVREQRVH
ATWTLENFCR
DGTHDEIQAW
CITHHQALPC
TAPLVHLLGN
LICEDEPRIVT
TENLQSHDNT
SVESGGFNFS

DNMVE IRKNR
VWSDDSNLLL
QLOFEAAWAL
ALGNVAGDSE
GKEQEEFDQV
IEAGVCPRLV
LLNLLTNNYK
LEFDIKKELL
VCLEGLENIL
EIYEKAVKIL

REESLOEEERR
EATTQFRELL
THIASGTSEN
KCRDLVLGHG
KPLALPALRHL
ELLLHPSPSV
KSIFKEACWT
WATSHATSGE
EVGELDENLG
ETYWLEEEDE



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) Ppm Miss Seguence
71 - 97 3029.3818 3028.3746 3028.4964 —-40 0 R.LEHLPSMVAGVWSDDSENLLLEATTQFR.K (Icns score 32)
105 - 119 1590.8232 1589.8160 1589.8777 -39 0 R.SPPIEEVIQAGVVPR.F (Ions score 142)
127 - 152 2896.2463 2895.2391 2893.3673 —-44 0 R.EDFPQLOFEAAWALTHNIASGTSENTR.V (Ions score 18&)
220 - 230 1369.5855 1368.5782 1368.6245 -34 0 R.HATWTLSNFCR.G (Ions score 57)
277 - 288 1312.6559 1311.6486 1311.6969 -37 0 FK.IQAVIEAGVCPR.L (Iocns scors 79)
289 - 306 1967.1338 1966.1265 1966.1979 -36 0 R.LVELLLHPSPSVLIPALR.T (Icns score BE)
§m -
ETR QT T
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Spot No.: 55
Accession No.: scaffold0331_834438.mMRNAL1
Protein name: Phospholipase D alpha 1

Peptide sequences:

R.AYVPVEELLDGQEIDR.W;K.YPGVPYSFYSQR.Q;R.VLMLVWDDR.T;R.IVSYVGGIDLCDGR.Y;R.YDTPFH
SLFR.T;R.LEGPIAWDVLFNFEQR.W;K.SGEYEPSEKPEADSDYLR.A;K.MMIVDDEYIIIGSANINQR.S;K.YW
DLYSSETLEHDLPGHLLR.Y

PFF Mascot score: [487] Sequence coverage %: [17]
Matched peptides No.: [9]
Calculated Mr: 88898 Calculated pl: 5.60

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 B
4
33
30
25
20
15
10

Number of Hits

0 T T = T T T T T T T -I
a 160 2 F0 400 fatele)
Protein Score

Matched peptide sequences: shown in Bold Red

1 MENVEATLGF GEGSSELYAT VDLEKARVGR TEVLEKEDTHN PRWYESFIIY
51 CAHLASNVIF TIKERNPIGA TLIGRAYWVEV EELLDGQEID RWVEILDEEE
101 NPIHGGSKIH VELQYFDVTE DENWGRGIRS PEYPGVPYSF YSQROGCEWVS
151 LYQDAHVPDE FVFEIPLAGG KYYEPHRCWE DVFDAITHNAE HLIYITGWSWV
201 YTEISLVEDS RRFESGGDIT LGELLKEKAS EGVEVLMLVW DDRTSVGLLE
251 KDGLMATHDE ETEHYFQNTD VHCILCERNF DDGGSIVQDL SISTMFTHHQ
301 EIVVVDSAMF NGDSQERRIV SYVGGIDLCD GEYDTPFHSL FRTLDTAHHD
351 DFHQFNFIGA SIQEGGPREF WHDIHSRLEG PIAWDVLFNF EQRWEEQGGE
401 DLLVQLRELE DIIISPSFVM YFDDYETWNV QLFRSIDGGAR AFGFFETFED
451 ARBAGLISGE DNIIDRSIQD AYTHRTRRAK NFIYIENQYF LGSSFCWSPD
501 GIEPEDINAL HVIFEELSLE IVSEIEAGER FIVYIVVVEMW PEGIPESGSV
551 QRILDWQERT MEVMYRDVVQ ALKAKGIEEN LENYLTFFCL GHREAKKSGE
601 YEPSEEFEAD SDYLRAQEAR RFMIYVHREM MIVDDEYIII GSANINQRSM
651 DGARDSEIAM GRAYQPYHLST REPARGQIHG FEMALWYEHL GMLDETIFLYF
701 ESEECVREVN QIADEYWDLY SSETLEHDLP GHLLRYPVGI ASEGDVIELP
751 GTIEFFFDTIFA EVLGAESDYL FFMLIT



Matched peptide information:

Start
76
133
235
319
333
378
598
630
716

Erraor (ppmd

End Observed Mr {expt) Mr {calc) ppm
91 1845.8320 1844.8248 1844.9156 -49
144 1463.6245 1462.6172 1462.6881 -48
243 1146.5363 1145.529%90 1145.5%03 -54
332 1523.6788 1522.6716 1522.7450 -48
342 1282.5560 1281.5488 1281.6142 -51
393 1933.8874 1932.8802 1932.9734 -48
615 2071.8030 2070.7857 2070.5018 -51
648 2194.9773 2193.9700 21954.0762 -48
735 2444 .0608 2443.0535 2443.1808 -52
- T T T T T T T 1
1500 2000 2500
Mazs (Dal

RMS error S0 ppm

Miss Sequence

0

cooFOoOOoOOOO

R.AYVPVEELLDGQEIDR.W (Icns score 108)
E.YPGVPYSFYSQR.Q (Icns score &639)
R.VLMLVWDDR. T (Ions score 44)
R.IVSYVGGIDLCDGR.Y (Icns score 79)
R.YDTPFHSLFR.T (Ions score 45)
R.LEGPIAWDVLFNFEQR.W (Icns score 104)
K.SGEYEPSEEPEADSDYLR.A (Icns score E86)
KE.MMIVDDEYIIIGSANINQR.S (Iocns score 109)
KE.YWDLYSSETLEHEDLPGHLLR.Y (Ions score EB1)



Spot No.:56
Accession No.: scaffold0280 1322570.mRNA1
Protein name: Dynamin-related protein 4C

Peptide sequences:

K.SSVLESLAGINLPR.G;K.GIPDLTMIDLPGITR.V;R.GEFDEYLNDHQMHCTAR.L;R.LVEMLNLYSNELHK.C;
R.NFLVEEIR.L;K.LMNQQDTFR.G;K.AHQDVLHQAFDLK.M;K.EMEKEIISELMSNQGGVIER.M;K.EIISEL
MSNQGGVIER.M

PFF Mascot score: [538] Sequence coverage %: [16]
Matched peptides No.: [9]
Calculated Mr: 74315 Calculated pl: 5.91

Data base searched result:

lIons score is - 10¥Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
301
351
401
451
a0
551
601
651

MAPISHNGEDL
GIQLETIVVV
ETEEVFLEFN
¥GIPDLTMID
ATVDFETCES
LGYVCVENRI
QIQATIIAKC
GSAKESLEKI
TRNFLVEEIR
IWDYIESVVL
QMEEMTDYTC
GHIKAHQDVL
MEREIISELM
IMDEIATYSD

VEYEDLNMEN
GDQSSGESSV
GETVYTDELR
LPGITRVEVH
IRMSRQVDET
GDESFEDARE
LEDIARNINE
LIRGEFDEYL
LLEESKGIKL
SVLMHHSENY
NENYMSEWSKE
HQAFDLEMEM
SHQCGVIERM

QVELVSSYND
LESLAGINLP
AADATSLATD
GQPEDIYEQT
GERTLAVVTE
EEAQLFEKHE
KLWASISELN
NDHQMHCTAR
PNFLEHSALL
HOLOSSTRRA
LMNOQDTFRG
TAYWEIVLSR
MEESESILAK

HIRPLLDAVD
RGRGICTEVE
ETAGDGEGIS
TGIITEYIRFE
SDEAPEGLLE
LLSEIDESHMV
FMEFRTESSEL
LVEMLNLYSH
STLQEEVDGI
GRNLISEMEE
FILIQGHSERL
LVDSMATHLG
REKLNESTEL

KLRHLEVMNE
LVMRLQHQET
NTPLTLVVEK
EESIILNVLS
KVAADDVNIG
GIPFLAQKLT
EAMTAFMGIV
ELHRCSESDPE
SEMHIDFVEK
QSIGWVTEII
KIDGIGEVEL
FCVQNLVNKE
LGESKKVLGN

Matched peptide information:

Miss Sequence

0

K.SSVLESLAGINLFR.G
K.GIFDLTMIDLPGITR.V
R.GEFDEYLNDHOMHCTAR. L
R.LVEMLNLYSNELHE.C

R.NFLVEEIR.L
K. LMNQQDTFR. G
K. AHQDVLHQAFDLE.M

(Ions score 96)
(Ions score 103)

(Ions score &67)

(Ions scores 50)
(Ions scors 49)

(Ions score 104)

(Ions score 108&)

Start - End Observed Mr {expt) Mr {calc) ppm
68 - 81 1455.7542 1454.746% 1454.8093 -43
152 - 166 1611.8091 1610.8018 1610.8702 —-42
364 - 380 2122.7825 2121.7752 2121.8633 —-42
381 - 394 1702.8033 1701.79%61 1701.8759%9 -47
403 - 410 1019.5070 1018.4997 1018.5447 —-44
521 - 529 1152.49%87 1151.49%14 1151.5393 —-42
555 - 567 1521.7086 1520.7013 1520.7736 -47
600 - 619 2292.0286 2291.0213 2291.1137 -40
604 - 619 1774.8323 1773.8250 1773.8931 -38
H
B0 o
.
g 42.5
e
-47.5 T T T T T T T T T 1
W) 1200 e 1600 1800 2000 2200
RMZ error 42 ppm Mazs (Dal

o OoOOoOoOOoOOO

K.EMEEEIISELMSNQGGVIER.M
K.EIISELMSNQGGVIER.M

(Ions score 37)

(Ions score 159)



Spot No.:57
Accession No.: scaffold4512 855.mRNA1
Protein name: Osmotin-like protein OSM34

Peptide sequences:

R.NNCPYTVWAAASPGGGR.R;R.LDQGQTWELNVPAGTSMAR.I;RTNCNFDGSGK.G;K.APGGCNNPCT
VFK.T;R.CSDAYSYPQDDPSSTFTCPGGTNYR.V

PFF Mascot score: [453] Sequence coverage %: [34]
Matched peptides No.: [5]
Calculated Mr: 27682 Calculated pl: 5.23

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual jons scores > 31 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 MSWFHIFLIS IFLLSALFFT S5DGATFITR WHCEYTVWAA ASPGGGRERELD
51 QGOTWELNVE AGTSMARIWG RETHCHFDGSG EGHCQTGDCG GILACQGWGEW
101 PEHTLRAEYAL HQFGHNLDFYD ISLVDGEFWNIF IEFSPFTSGAE DECEFLECTA
151 DINGQCEHNQL EAPGGCHNPC TVFEINEYCC TEGYGICGFT EFSEFFESEC
201 SDAYSYPQDD PSSTFTCPGG THYEVWVECEFR ESPHFFLEMV REEDVE

Matched peptide information:



31 - 47
49 - &7
72 - 81
162 - 174
200 - 224
2
g
&
I
a
2
.
o
-50

Observed

1777
2073
1099

1421,
2846

.7324
.9529
.3859

5589

0019

Mr {expt)
1776.
2072.
1098.
1420.
2844.

7251
9456
3786
5527
9947

Mr (calco)

1776
2072
1058

2845

.8002
.9949
.4400
1420.
-1232

6228

T
iy
RFM3 error 44 ppm

L
2500

Mazz (Da)

ppm
-42
-24

-49
-45

Miss Sequence

0

oooo

R.NNCPYTVWAAASPGGGR.R (Ions score 165)
R.LDQGQTWELNVPAGTSMAR.I (Ions scors 92)
R.THNCHFDGSCK.G (Ions score 3&)
K.APGGCNNPCTVFE.T (Ions score B2)
R.CEDAYSYPODDPSSTFTCPGGTHNYR.V (Ions score 13E8)



Spot No.:58
Accession No.: scaffold4512 855.mRNA1
Protein name: Osmotin-like protein OSM34

Peptide sequences:

R.NNCPYTVWAAASPGGGR.R;R.LDQGQTWELNVPAGTSMAR.I;K.APGGCNNPCTVFK.T;R.CSDAYSYP
QDDPSSTFTCPGGTNYR.V

PFF Mascot score: [348] Sequence coverage %: [30]
Matched peptides No.: [4]
Calculated Mr: 27682 Calculated pl: 5.23

Data base searched result:

Ions score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 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 MSNFNIFLIS IFLLSALFFT SS5DGATFIIR HNHNCPYTVWAA ASPGGGRELD
51 QGOTWELNVE AGTSMARIWG RETHCHFDGSG EGHCQTGDCG GILACQGWGEV
101 PENTLAEYAL NQFGNLDFYD ISLVDGFNIF IEFSPETSGRAE DECEPLECTA
151 DINGQCPHQL FAPGGCHNPC TVEFEINEYCC TEGYGTCGPT EFSEFFESEC
201 SDAYSYPQDD PSSTFTCPGG THYRVVECEA RSPHFFLEMV REEDVE

Matched peptide information:



Start - End Observed Mr (expt) Mr (calc)
31 - 47 1777.7688 1776.7615 1776.8002
49 - 67 2073.%%02 2072.9830 2072.99%49
162 - 174 1421.5964 1420.5892 1420.6228
200 - 224 2846.0400 2845.0328 2845.1232
z .
o L i
.
]
20 oo e
w L)
0 PP
T T T T T
1500 200y 2500
RMZ ertor 22 ppm Mass (Dad

ppm
-22
-6
-24
-32

Mis= Sequence
R.NNCEYTVWAAASPGGGR.R (Ions score 135)
R.LDQCGOTWELNVPAGTSMAR. T (Ions score &B)
K.APGGCNNPCTVFE.T (Icns score

o

o
o
o

R.CSDAYSYPODDPSSTFTCPGGTHYR.V

B1})
(Ions score 144)



Spot No.:59

Accession No.: scaffold0625 1132.mRNA1

Protein name: Glucan endo-1,3-beta-glucosidase, basic
vacuolar isoform

Peptide sequences:

R.IYDPNQAVLEALR.G;K.VSTAIDLTLVGNSYPPSAGAFR.D;R.SYLDPIIGFLSSIR.S;R.DISLPYALFTSPSVVV
WDGQR.G;K.NLFDATLDALYSALER.A;K.HFGLFFPDK.R

PFF Mascot score:  [691] Sequence coverage %: [25]

Matched peptides No.: [6]

Calculated Mr: 41184 Calculated pl:  7.77

Data base searched result:

lons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

— =

Fan
Protein Score

F T T

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MATSS55TSGET
SVSEVIALYE
HESHANSWVY
HIHDATRSAG
FLESTRSFLL
FDATLDALYS
QHVEGGTEER
FGREENWDIS

SSSLESRTTV
QSNIKRMRIY
KNVRGFWSSV
LQDQIKVSTA
ANIYPYFTYL
ALERASGGSL
ENRAIETYLF
TEHNATILFL

MLLLIFFTAS
DEHQAVILEAL
RFEYIAVGHE
IDLTLVGHSY
OHEFEDISLEY
EVVWVSESGHE
AMFDENEEQE
KS5DM

LGITDRAOVGEV
RGSHNIELILG
ISEVHNGGETANW
FPSAGAFRDD
ALFTSPSVVWV
SAGLFRATFED
EVEKHFGLFF

CYGMQGNNLE
VENSDLQSLT
LAQFVLEAMR
VRSYLDPIIG
WDGQRGYKNL
NGRTYLSNLI
PDRREKYNLN



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) pEm
69 - 81 1501.7440 1500.7367 1500.7936 -38
167 - 188 2236.0847 2235.0774 2235.1535 -34
193 - 206 1580.8102 1579.8029 1575.8610 -37
225 - 245 2350.1265 2349.1192 2349.2005 -35
249 - 264 1811.8558 1810.8486 1810.9101 -34
335 - 343 1107.5111 1106.5038 1106.5549 —-46
= 3 ool LS
=2 -
N .
[ T e Rttt
.
w
T
T T T T T T 1
1200 1400 1600 1800 2000 2200 2400
RFMS erraor 37 ppm Mass (Dad

Miss Sequence

0 R.IYDPNQAVLEALR.G (Iocns score 124)
K. VSTAIDLTLVGHSYPPSAGAFR.D (Ions score 208)
R.SYLDPIIGFLSSIR.S (Icns score 126)
R.DISLPYALFTSPSVVVWDGOR.G (Icns score 173)
K.NLFDATLDALYSALFER.A (Ions score 153)
K.HFGLFFPDE.R (Ions score 55)

coooo



Spot No.:60
Accession No.: scaffold0444 175845.mRNA1
Protein name: Ubiquitin-conjugating enzyme E2 35

Peptide sequences:

R.LLSEPAPGISASPSEDNMR.Y;R.YFNVMILGPTQSPYEGGVFK.L;K.LELFLPEEYPMAAPK.V;K.DKWSPAL
QIR.T;K.WSPALQIR.T;R.TVLLSIQALLSAPNPDDPLSENIAK.H

PFF Mascot score: [389] Sequence coverage %: [58]
Matched peptides No.: [6]
Calculated Mr: 17266 Calculated pl: 6.74

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \QS

Mumbet of Hits
(]
on

0 T T T T T T T T T T T T T T T
0 1o 200 F00 i

Protein Score

Matched peptide sequences: shown in Bold Red

1 MANSNLPERT TEETQRLLSE PAPGISASPS EDHMEYFNVM ILGEPTQSPYE
51 GGVFELELFL PEEYPMAAPE VRFLTEKIYHF NIDELGRICL DILFDEWSEA

101 LOQIRTVLLSI QALLSAPNPD DPLSENIAKH WETHNEAEAVE TAFKEWTRLYR
151 5GA

Matched peptide information:



Start - End

17 - 35
36 - 55
56 - 70
95 - 104
97 - 104
105 - 128
=
g
&
<
2
&
I}
-50

Mr (expt)
.8808
.0374
.8226
. 6137
. 4905
.3301

Mr (calc)

.9415
.1082
.8302
6615
.5396
. 4167

T
1000
RMS erraor 37 ppm

L —
2500
Mazs (Dax

ppm
-31
-32
-39
-39
-51
-33

Miss Seguence
R.LLSEPAPGISASPSEDNMR.Y (Icns score 146)
R.YFNVMILGPTQSPYEGGVFK.L (Icons score &3)
K.LELFLPEEYPMAAPK.V (Icns score £6)

o]

ooroo

K.DEWSPALQIR.T (Ions score 92)
K.WSPALQIR.T (Iocns score &4)
R.TVLLSIQALLSAPNPDDPLSENIAK.H

(Ions score 76)



Spot No.:61

Accession No.: scaffold0664 98467.mRNA1
Protein name: Caffeic acid 3-O-methyltransferase
Peptide

SequenCes . K.SALELNVIDIISTAGNSGASLSAPEIAQR.I;K.NPEAPVLLDR.M;K.SWYHLNEAILEGG

TPFNR.A;R.AYGMNQFEYPGTDQR.F;K.WVLHDWNDDLCLK.L;R.TRQEFEALASK.S

PFF Mascot score:[456] Sequence coverage %: [29]
Matched peptides No.: [6]
Calculated Mr:36827Calculated pl: 5.54

Data base searched result:

Tons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

Number of Hits

0 T T T T 1
0 100

T T T T T T
400 falely]

Protein Score

200

oy

Matched peptide sequences: shown in Bold Red

1 MTGSEQSHSL
51 STAGHSGASL
101 FENGELERLY
151 ATLEGGTPFN
201 EGFDGLESLV
251 EHVAGDMEES
301 EFEALASESGE

SIMSGRSDEE
SAPETAQRIFE
APGFICEKFLT
RAYGMNQFEY
DVGEGHNSGVT L
VPEGDATTLE
F55CEFICCL

TWHLATDLAN
ELFNPEREAFVL
FHENGSE54L
PGTDOREFHNEV
NSITSKYPHI
WWVLHDWHNDDL
YHSWVIEFHE

TVILPMVLES
LDREMLRLLAT
PLLLLHHDEV
FHDAMSSYTT
KGINYDLEPHV
CLELLENCHWE

ALELNVIDII
YDIVECSSHT
FMESWYHLNE
YLVEETILDAY
LADLPSFPGEV
ALPSHERTEQ



Matched peptide information:

ppm
-21
-14
-16
-17
-21
-13

Start - End Observed Mr {expt) Mr (calc)
40 - &8 2897.4597 2896.4524 2896.5141
74 - 83 1123.5945 1122.5872 1122.6033
144 - 161 2103.5%02 2102.9830 2103.0174
182 - 176 1776.7351 1775.7278 1775.7573
271 - 283 1713.768% 1712.7616 1712.7581
298 - 308 1279.6480 1278.6407 1278.6568
B - B LT T LT T T E P
=
& .
o L e R
L .
L .
[
v}
B I e )
T T T T T T T
1500 2000 2500
RMS error 17 ppm Mazs (Da)

Miss Sequence
K. SALELNVIDIISTAGNSGASLSAPETAQR. I (Iocns score 1E9)

0

oo oo

K

.NPEAFVLLDE.M

(Ions score 63)

KE.SWYHLNEAILEGGTPFHR.A (Icns score 148)
CAYGMNQFEYPGTDOR . F (Ions score 95)
K.WWLHDWNDDLCLE.L (Ions score 71)

R

R

-TROEFEALASKE. S

(Ions score 20}



Spot No.: 62
Accession No.: scaffold0066 550349.mRNA1
Protein name: Probable prefoldin subunit 5

Peptide sequences:

K.ALKEQTDLEVNLLQESLNNIR.T;K.EQTDLEVNLLQESLNNIR.T;R.LEIASSALHDLSLRPQGK.K;K.VLVDIGT
GYFVEK.T;K.SNFDQLIELASK.K

PFF Mascot score: [456] Sequence coverage %: [40]
Matched peptides No.: [5]
Calculated Mr: 17309 Calculated pl: 8.59

Data base searched result:

lons score is - 10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

a5 B

Number of Hits
[}
[

0 T T T T T T I-I T L T T T T T T I-I

T 1
falulv}
Protein Score

Matched peptide sequences: shown in Bold Red

1 MASSEGGGGGE GSSPVVRVAE MEFMSIEQLE ALKEQTDLEYV HLLOESLHNNI
31 RTATTELEIA SSALHDLSLE PQGEFMLVPL TASLYVEPGEL DDANEVLVDI
101 GTGYFVEETM AEGEEYCERE INLLESNFDQ LIELASEEET RAADEAGAVLY
151 AFLEQMVELT

Matched peptide information:



Start - End Observed

Mr (expt) Mr (calc)
31 - 51 2440.3213 2439.3140 2439.2969
34 - 51 2128.1062 2127.0%89 2127.0807
57 - 74 1935.0845 1934.0772 1934.0585
S& - 108 14395.7760 1438.7687 1438.7708
126 - 137 1364.7056 1363.6983 1363.6983
B L R
= L)
= .
é L
.
w
0 B e e i
T - T T T T T T T
1400 1600 15300 2000 2200 2400
RMS error & ppm Mass (Dad

ppm

Miss Sequence

1

o
1
o
o

K.ALEEQTDLEVNLLOESLNNIR.T
K.EQTDLEVNLLOESLNNIR.T
R.LETASSALHDLSLRPQGK. K
KE.VLVDIGTGYFVEE.T
K. SNFDQLIELASK.K

(Ions score 114)
(Ions score 186&)
(Ions score 112)
({Ions score 9B)

(Ions score &l1)



Spot No.:63

Accession No.: scaffold4512 855.mRNA1

Protein name: Osmotin-like protein OSM34

Peptide sequences: R.NNCPYTVWAAASPGGGR.R;K.APGGCNNPCTVFK.T

PFF Mascot score: [112] Sequence coverage %: [12]

Matched peptides No.: [2]
Calculated Mr: 27682 Calculated pl: 5.23

Data base searched result:

lons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).

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

45 %

40
33
30
29
20
15
10

Number of Hits

o T T T T T * T F_|
0 20 0 &0 80 100 120

Protein Score

Matched peptide sequences: shown in Bold Red

1 MSWFNIFLIS TFLLSALFFT SS5DGATFTIRE HHCPYTVWAA ASPGGGRELD
51 QGQTWELNVE AGTSMARIWG RTHCHFDGSG EGHCQTGDCG GILACQGWGEV
101 PEHTLAEYAL HQFGNLDEFYD ISLVDGEFNIEF IEFSETSGAE DECEPLECTA
151 DINGQCPHNQL FAPGGUCHNPC TWVFETHEYCC TEGYGTCGET EFSEFFESEC
201 SDAYSYPQDD PSSTFTCEGG THYERVWVECEA RSPHEFFLEMV REEDVE

Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) ppm Mis= Segquence
31 - 47 1777.8068 1776.7995 1776.8002 -0 0 R.HNCPYTVWAAASPGGGR.R (Icns score 50)

162 - 174 1421.6248 1420.6175 1420.6228 -4 0 E.APGGCHNNPCTVFE.T (Icns score 47)
z
L T R
i B LR
i

S

T T T T T T T T T T T T T T T T T T
1500 1600 1700

RMS error 2 ppm Mass (Dal



Spot No.:64

Accession No.: scaffold0114 231043.mRNA1

Protein name: Cysteine synthase

Peptide sequences:

K.TPLVYLNHVVDGCVAR.L;K.LITMPASMSLER.R;K.VDALVSGIGTGGTVTGAGQYLK.E;K.LYGVEPVESAV
LSGGKPGPHK.I;K.EGLLAGISSGAAAAAAIR.I;K.LIVVVFPSFGER.Y;R.YLSSVLFESVK.H

PFF Mascot score: [585] Sequence coverage %: [16]

Matched peptides No.: [7]

Calculated Mr: 75280 Calculated pl: 6.22

Data base searched result:

Tons score is - 10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

45
i
33
30
25
20
15
10

T
Goa

Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
25
301
351
401
451
501
551
601
631
701

MLQGRYIISY
RSSPGSIKND
LNBEVVDGCVA
IEPTSGNIGI
ERRGMEGAVQ
GEVDALVSGI
HEIQGIGAGE
CAAAAAATRT
DGNTGIALED
TILIEETSGH
LTDPAMGFNG
DSGEGEVDALY
PGPHLIQGIG
ISSGARVARLD
MTID

ELELINIAVL
CREQRETGWHN
RIRBRKLELME
GLAFMARRLEG
KLRFEEILAKTE
GTGGTVTGAG
IPGVLDVGIL
AFRFENAGEL
CERRIALFLE
TGIGLASIAR
VLQETDELLS
AGIGIGEIVI
AGVIESVLDI
IKLAFKRFENL

LOSHEQLLVE
RTRLSLEMAE
BCSSVEDRIG
YKLIITMPAS
WSYILQQFEN
QYLEEQHPDI
CEVVQISSEE
TVVVFPSFCE
MMEPCFSVED
VEGYKLMLTM
KTENGHMLEG
GLGEFLKEKN
DLLDEVLOVS
GKLILVILES

HGLQATCRTL
EEKTATAKDVT
YSMIRDREEK
MSLEREMVLR
BANFEIHYET
ELYGVEFVES
SIETRELLAL
RYLSSVLFES
RIAHSMIKEDA
BASMSLERRI
FDNPANEPEIH
SETEVYGVEF
SEEATETAQL
FGERYLSTEL

AFFWLMLARS
ELIGETPLVY
GLIKFGESVL
AFGRELVLID
TGFEIWKEGSGE
AVLSGGEFGE
EEGLLAGISS
VEHERAENMTF
EEEGLIIFGE
VLRALGREVH
YETTIGEFEIWR
VESAVLNGRN
LATKEGLLVG
FDSVRHEVEN



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc)
96 - 111 1812.9362 1811.5289 1811.9353
173 - 185 1461.7715 1460.7642 1460.7731
253 - 274 2064.0872 2063.0799%9 2063.0899
282 - 302 2121.1257 2120.1185 2120.1266
342 - 359 1598.8802 1597.8730 1597.8787
370 - 381 1362.7637 1361.7564 1361.7707
382 - 392 1271.6735 1270.6662 1270.6809
2 I i ----
i
g FtiS= Js nfatielittiete ettt ittt
w
g
T . T T T T T T T T
1250 1500 1750 2000
RMS error 7 ppm Mass (Dax

Mis= Sequence

o

coookrErOoOo

K.TPLVYLNHEVVDGCVAR. I ({Ions score 101)
K.LIITMPASMSLER.R (Icns score E82)
K.VDALVSGIGTGGTVTGAGQYLE.E (Icns score 153)
K. LYGVEFVESAVLSGGEFPGFHE. T (Ions score 1189)
K.EGLLAGISSCGAAAAAATR.I (Icns score 144)
K.LIVVVFPSFGER.Y (Ions score 7E8)

R.YLSSVLFESVE.H (Icns score 87)



Spot No.:65

Accession No.: scaffold0625 1132.mRNA1

Protein name: Glucan endo-1,3-beta-glucosidase, basic
vacuolar isoform

Peptide sequences:

R.IYDPNQAVLEALR.G;R.YIAVGNEISPVNGGTAWLAQFVLPAMR.N;K.VSTAIDLTLVGNSYPPSAGAFR.D;
R.SYLDPIIGFLSSIR.S;R.DISLPYALFTSPSVVVWDGQR.G;K.NLFDATLDALYSALER.A;K.HFGLFFPDK.R

PFF Mascot score: [744] Sequence coverage %: [32]

Matched peptides No.: [7]

Calculated Mr: 41184 Calculated pl: 7.77

Data base searched result:

Tons score is - 10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40
33
30
25
20
15
10

Number of Hits

e L
a0

Protein Score

T T T 1
falely]

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MATS55TSGT
SVSEVIALYE
NESHANSHVE
NIHDATRSAG
FLSSIRSFLL
FDATLDALYS
QHVEGGTEER
FGAEENWDIS

SSSLESRTTV
QSNIKRMRIY
KNVRGEFWSSV
LODQIKVSTA
ANIYBYFTYLA
ALERASGGSL
PNRAIETYLF
TEHNATILFL

MLLLIFFTAS
DPHQAVLEAL
RFRYTAVGHE
IDLTLVGHSY
CHEEDISLEY
EVVWVSESGHE
AMFDENEEQE
KES5DM

LGITDAOVGEV
RGSHIELILG
ISPVHGGTAW
PPSAGAFRDD
ALFTSPSVVV
SAGAFRATFED
EVEFHFGLFF

CYGMQGNNLE
VENSDLQSLT
LAQFVLPAMR
VRSYLDPIIG
WDGQRGYEKNL
NGRTYLSNLI
PDEREKYNLN



Matched peptide information:

Error Cppml

Start - End Obzerved Mr (expt) Mr (calc)
69 - 81 1501.80%82 1500.8019 1500.7936
124 - 150 2874.4541 2873.4869 2873.4898
167 - 188 2236.1765 2235.16%2 2235.1535
193 - 206 1580.8752 1579.8680 1575.8610
225 - 245 2350.2212 2349.2139 2345.2005
249 - 264 1811.5%318 1810.9%245 1810.%101
335 - 343 1107.56536 1106.3583 1106.5549
2 T
5 ,,,,,,,,,!,:,,,,,,,,,,,,,,,,,,,Z ,,,,,,,,,,,,,,
2 -
S
T T T T T T T =
15900 2000 2800
error 3 ppm Mass (Da)

RH3

ppm

(]

W ok

Mis=z Sequence
R.IYDPNQAVLEAIR.G (Icns score 110)
R.YIAVGHNEISPVNGCTAWLAQFVLPAMR.N (Ions score 130)
K. VSTAIDLTLVCHNSYPPSAGAFR.D (Icns score 19&)
R.SYLDPIIGFLSSIR.S (Ions score 114)
R.DISLPYALFTSPSVVVWDGQR.G (Ions score 168)
K.NLFDATLDALYSALER.A (Ions score 138)

0

cooooo

K.HFGLFFPDK.R

(Ions score &B)



Spot No.:66
Accession No.: scaffold0340 174387.mRNA1
Protein name: Malignant T-cell-amplified sequence 1

Peptide sequences:

K.KFSYEDVSSQNQVK.A;K.FSYEDVSSQNQVK.A;R.QSIADEYPGLEPVLEDLLPK.K;K.CQNHLNLVMVNN
VPLFFNVR.D;R.DGPYMPTLR.L;R.LLHQYPNIMK.K;K.GIGVDNMHYLNDGLWK.M

PFF Mascot score: [341] Sequence coverage %: [49]
Matched peptides No.: [7]
Calculated Mr: 20282 Calculated pl: 8.46

Data base searched result:

Tons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \Qg

Mumber of Hits

0 T T T T T T T T T T T T T I- T 1
F00
Protein Score

Matched peptide sequences: shown in Bold Red

1 MFEEFSYEDW SSQNQVEASYV QEEIRQSIAD EYPGLEFVLE DLLPEESFLI

21 VAECQONHLNL VMVHNNVELFF NVEDGEYMET LELLHQYFPNI MEFLQVDRGL

101 IEFVLAGANI MCPGLISPGG ALDEEVEAET PVAIMAEGEQ HALATGETEM
151 SAFDIFAINE GIGVDHNMHEYL NDGLWEMERL D

Matched peptide information:

Start - End Observed Mr (expt) Mr (calo) ppm Miss Sequence
4 - 17 1658.8019% 1657.7946 1657.7948 -0 1 FK.FEFSYEDVSSQNOVE.A (Ions score &3)
5 - 17 1530.7062 1529.6989 1529.6998 -1 0 FKE.FSYEDVSSQNOVE.A (Icns score 96)
26 - 45 2226.1470 2225.1397 2225.1467 -3 0 R.QSIADEYPGLEPVLEDLLPE.E (Icns score T71)
54 - 73 2428 .2378 2427.2305 2427.2304 0 0 EK.CONHLNLVMVHNVPLFFHVR.D (Icns score E87)
T4 - 82 1045.5057 1048.4985 1048.5012 -3 0 R.DGPYMPTLR.L (Icns score 48)
83 - 92 1256.6760 1255.6688 1255.6747 -5 0 R.LLEQYPNIMR.K (Icns score 59)
161 - 176 1831.8823 1830.8750 1830.8723 1 0 FK.CIGVDNMHYLNDGLWE.M (Ions score 95)
z
B0 e
<
]
Z
B =25 oo
-3 T T T T T T T T T T T 1
Loy 1500 20000 2500

RME error 2 ppm Mass (Dad



Spot No.:67

Accession No.: scaffold0197 1486649.mRNA1

Protein name: Uncharacterized protein Os08g0359500

Peptide sequences:

K.VFITVLLPDAK.N;K.VNLEPEGVFTFSASAGAGDNLYELK.L;R.SIFCILEK.A;R.GDGKPPHYLK.V

PFF Mascot score:

[235]

Matched peptides No.: [4]

Calculated Mr:

20458

Data base searched result:

Sequence coverage %: [29]

Calculated pl: 4.48

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40
33
30
25
20
13
10

Number of Hits

N

T
200
Protein Score

Matched peptide sequences: shown in Bold Red

1 MSEHPFEVEWZA QEVDEVFITV LLPDAFNAEY NLEPEGVFTF SASAGAGDNL
531 YELELELHDE VHVEESKINI GVRSIFCILE FELEEGWWEEL LRGDGEFPPHY
101 LEVDWDEWWVD EDEDDGGLGHN NFEFDMGGMDES WNFGDMGGMGD DGEMGEFDDSD
151 DEDQEVAKPE FREGARKTGE EEEKLEEEEDAR AFSS

Matched peptide information:

Start - End
16 - 26
30 - 54
74 - 81
%3 - 102

£~

Ertor Cppm)
&

Observed
1215.7223
2628.2825
1005.5311
1111.5875

Mr {expt)
1214.7150
2627.2752
1008.5238
1110.5802

Mr {calc)
1214.7275
2627.2755
1008.5314
1110.5822

T
106y
RMS error 6 ppm

L
2000

Mazz (Dal

rpm

Miss Sequence
0 K.VFITVLLPDARK.N (Ions score 59)
0 K.VHLEPEGVFTFSASAGAGDNLYELK.L (Ions score 173)
0 R.SIFCILEK.A (Ions score 45)
1 R.GDGEKPPHYLEK.V (Icns score 47)



Spot No.:68
Accession No.: scaffold0625 591792.mRNA1

Protein name: Translationally-controlled tumor protein

homolog

Peptide sequences:

R.MLVYQDLLTGDELLSDSFPYK.E;K.EIHNGILWEVEGK.W;K.WVVQGAVDVDIGANPSAEGADEDEGVDD
QAVK.V;K.VVDIVDTFR.L; R.LQEQPAFDKK.Q;K.LSDLQFFVGESMHDDGSLVFAYYR.E;

PFF Mascot score: [505] Sequence coverage %: [64]

Matched peptides No.: [6]
Calculated Mr: 19156 Calculated pl: 4.47

Data base searched result:

ITons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

Humber of Hits
oy
o

a T T T T T T T T T I-
0 1) 200 Sipiy L] Sipiy
Protein Score

Matched peptide sequences: shown in Bold Red

1 MLVYQDLLTG DELLSDSFPY EEIHNGILWE VEGEWWVWVOGA VDVDIGANES
51 AEGADEDEGYV DDOQAVENVVDI VDTFRELOEQF AFDEEQEFVIY MERFIELLTE
101 KLDEEEQESF KENIEGATEF LLSELSDLOF FVGESMHDDG SLVFAYYREG
151 ATDFTFLYF& YALEEVEC

Matched peptide information:

Start - End Observed Mr({expt) Mr(calc) ppm Miss Sequence
1-21 2447.1821 2446,1749 2446.1978 -9 0 -.MLVYQDLLTGDELLSDSFPYR.E (Ions score 145

22 - 34 1523.7560 1522.7487 1522.7780 -19 0 E.EIENGILWEVEGK.W (Ions score 111

35 - 66 3255.4526 3254.4454 3254.4852 -12 0 K.WUVQGAVDVDIGANPSAEGADEDEGVDDQAVKE.V (Ions score 136

67 - 75 1063.5508 1062.5435 1062.5710 -26 0 K.VVDIVDTFR.L (Ions score 76

76 - 85 1203.6078 1202,6005 1202.6295 -24 1 R.LQEQPAFDER.Q (Ions score 50

125 - 148 2796.2681 2785.2608 2795.2901 -10 0 K.LSDLOFFVGESMHDDGSLVFAYYR.E (Ions score 136
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Spot No.:69
Accession No.: scaffold0387_85080.mRNA1
Protein name: Macro domain-containing protein VPA0103

Peptide sequences:
K.MLGGGGADGAIHR.A;R.AAGPELLDACYR.V;R.VPEVQPGVR.C;K.LPASHVIHTVGPIYDTDR.G
[170]

PFF Mascot score: Sequence coverage %: [19]

Matched peptides No.: [4]

Calculated Mr: 29500 Calculated pl: 7.67

Data base searched result:
Tons score is -10*Log(P). where P is the probability that the observed match is a random event.

Individual ions scores > 31 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

Number of Hits
(1)
=

—=
150

Protein Score

T * T 1

Matched peptide sequences: shown in Bold Red

31
101
151
201
251

MTALCTGILL
LLKKHLPLTS
HEGDITEWEW
PEVQPGVRCE
HSLTVAKDHN
FVLEFSDDIYHN

VESRLSTEQF
F55IMRAQTIES
DGSSDATIVHE
IGEARTTLGE
IFKYILFPRLS
IWLEFAKQLL

LVALSPHSS5L SLSSHHAYLV
YAGVSTAPFSF DDGGDHITVE
ANEFMLGGGE ADGATHRAAG
ELPASHVIHT VGPIYDTDRG
CEGVYGYFYEE ARRVATSIVE
LF

KRSLHYCYHR
PFL5555VLEI
PELLDACYENW
FASSLENAYR
EFLDDLEETH



Matched peptide information:

Start
125
138
150
172

10

Error Cppm)
o

— End Observed Mr (expt) Mr (calc) ppm
- 137 1211.6077 1210.6004 1210.5877 10
- 1439 1335.6429% 1334.6357 1334.6289 5
- 158 980.5494 979.5422 979.5451 -3
- 189 1991.0464 1550.039%1 1990.0272 [
T T T T T T T 1
W) 1200 1400 1600 1500 2000

RMS error 6 ppm

Maz=z (Da)

Mis=s Sequence
K.MLGGGGADGATHR.A (Icns score 22)
R.AAGPELLDACYR.V (Icns score 75)
R.VPEVQPGVR.C (Ion=s score 33)

0

o
0
o

K. LPASHVIHTVGPIYDTDR.G

(Iocns score 121)



Spot No.: 70
Accession No.: scaffold1772_2818.mRNA1
Protein name: universal stress protein PHOS32

Peptide sequences:

R.EVTLPSLIPVVPKPELER.E;R.DILIAIDHGPNSK.H;K.HAFDWALIHLCR.L;K.NDVVYEMAQGLMEK.L;K.L
AVEAFQVVMVK.S;R.GIVQSVLQGSVSEYCFHHCK.A

PFF Mascot score:  [470] Sequence coverage %: [45]

Matched peptides No.: [6]

Calculated Mr: 22504 Calculated pl: 7.70

Data base searched result:

lons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
0 100 200 300 400

T 1
jalue]
Protein Score

Matched peptide sequences: shown in Bold Red

1 MEVLNEEEEY HWEEVTLPSL
51 NSEHAFDWAL IHLCELADTI
101 QVWVMVESVAR IVEGDAGEVI
151 SEYCFHHCER APVIIVEGER

IFVVPEFELE RESGERERGE DILIATDHGE
HLVHAVSSVE NDVVYEMAQG LMEFKLAVEAF
CEEAERLRPA AWVVMGTRGRG IVQSVLOGEV
FIEYELYCEF GITTINTHRY EYTYET

Matched peptide information:

Start - End Observed

Mr (expt) Mr (cale) ppm Miss Sequence
14 - 31 2016.1592 2015.1519 2015.1667 -7 1 R.EVTLPSLIPVVPEPELER.E (Icons score 140)
41 - 53 1392.7228 1391.7155 1391.740% -18 0 R.DILIAIDHGPNSK.H (Ions score E81)
54 - 65 1538.7526 1537.7453 1537.7612 -10 0 FK.HAFDWALTHLCR.L (Ions scores 83)
81 - 94 1626.7255 1625.7182 1625.7429 -15 0 K.NDVVYEMAQGLMEK.L (Icns score 94)
85 - 106 1333.7242 1332.7170 1332.7475 -23 0 EK.LAVEAFQVVMVE.S (Icns scores 76)
140 - 159 2335.0727 2334.0655 2334.0885 -10 0 R.GIVQSVLQGSVSEYCFHHCK.A (Ions score 131)
"5\_
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Spot No.:71
Accession No.: scaffold0005 28735.mRNA1
Protein name: S-adenosylmethionine synthase 2

Peptide sequences:

K.NGTCPWLRPDGK.T;K.TQVTVEYYNDNGAMVPVR.V;K.TIFHLNPSGR.F;R.FVIGGPHGDAGLTGR.K;K.
ENFDFRPGMISINLDLK.R

PFF Mascot score: [182] Sequence coverage %: [18]

Matched peptides No.: [5]

Calculated Mr: 43540 Calculated pl: 5.59

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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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Number of Hits

F

T T 1
160 200
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Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351

METFLYTSES
VMVFGEITTE
PFDIAQGVHGH
RLTEVEENGT
VINDEI&ADL
GREIIIDTYG
RCIVQWVSYRT
NLDLERGGHE

VNEGHFDELC
ANVDYEKIVR
LTERFEEIGL
CPFWLEFDGET
KEHVIEEVIFE
GHGAHGEEAE
GVEEFLSVEWV
RFLETARYGH

DQVSDAILDR
DTCRSIGEVS
GDQGHMFGYL
QVTVEYYNDN
EKYLDEKTIF
SGKDETKVDR
DTYGTGKIED
FGRDDADETW

CLEQDEDSEV
DDVGLDADEC
TDETFELMFL
GAMVEVEVHT
HLHNPSGRFVI
SEAYIVEQADL
KEILKIVEEN
EVVEFLEWNEE

ACETCTKTNM
KVLVYIEQQS
SHVLATKLGL
VLISTQHDET
GGPHGDAGLT
KSIVASGLAR
FDFRPGMISI
BPQL



Matched peptide information:

Start End Observed Mr (expt) Mr (cale)
158 169 1400.6628 1399.6556 1399.6667
170 187 2055.9673 2054.9600 2054.9731
228 237 1141.6018 1140.5945 1140.6040
238 252 1453.7457 1452.7385 1452.7474
339 355 2008.9985 2007.9913 2008.0088
- & B T
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1250 1500 1750 2000
RM3 errar 7 ppm Mass (Dal

Mis= Segqunence

1

o
o
o
1

K.NGTCPWLRPDGE.T (Ions score 37)
E.TQVTVEYYNDNGAMVEVR .V  (Ions score 78)
K.TIFHLNPSGR.F (Icns score 47)
R.FVIGGPHGDAGLTGR.K (Ions score 108)
K.ENFDFRPGMISINLDLE.R (Ions score 29)



Spot No.:72
Accession No.: scaffold0197 1256978.mRNA1
Protein name: Glutathione S-transferase

Peptide sequences:

K.ELEFEFVNVNMGAGEHK.K;R.AITQYITHENPDK.G;R.AITQYITHENPDKGTQLLCTGK.Q;K.LANVLDVY
ESR.L;K.YLAGDSFTLADLHHLPNLHLLLVTQSK.K;R.PHVSAWAADITAR.P

PFF Mascot score:  [259] Sequence coverage %: [42]

Matched peptides No.: [6]

Calculated Mr: 23988 Calculated pl: 5.81

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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 MMATTEVHGS PFSTATQRVL VSLYEFKELEF EFVHVHNMGAG EHEEEFPFISL
51 HPFGQVEALE DGDLELFESRE ATTQYITHEN PDEGTQLLCT GEQMATVSVH

101
151
201

MEVEAQEFEF AASKLNWEVE YEPFFGLTTD PAAVEENEAE LANVLDVYES
RLAQSEYLAG DSFTLADLHH LPNLHLLLVT QSEELIDSREP HVSAWAADIT
ARPAWAEVLA MOEN



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) pPpm Miss Seguence
27 - 43 1949.8723 1948.8650 1948.89%989 -17 0 K.ELEFEFVNVNMCACEHE.E (Ions score 108)
71 - 83 1529.72%4 1528.7221 1528.7522 -20 0 R.AITQYITHENPDE.G (Icns score 56)
71 - 92 2488.2136 2487.2063 2487.2428 -15 1 R.AITQYITHEWNPDEGTQLLCTGE.Q (Ions score 28)
141 - 151 1278.6521 1277.6448 1277.6615 -13 0 FK.LANVLDVYESR.L (Ions score 7B)
157 - 183 3016.5554 3015.5481 3015.61862 -23 0 K.YLAGDSFTLADLHHLPNLHLLLVTQSK.K (Icons score 44)
1%0 - 202 13%4.6976 1353.6504 1353.7102 -14 0 R.PHVSAWAADITAR.P (Ions =score TEB)
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Spot No.:73
Accession No.: scaffold0143 850373.mRNA1
Protein name: Hevamine-A

Peptide sequences:

K.FGNGQTPQINLAGHCNPAAGGCTIVSNGIR.S;K.SSSRPLGDAVLDGIDFDIEHGSTLYWDDLAR.Y;R.PLG
DAVLDGIDFDIEHGSTLYWDDLAR.Y;K.KVYLTAAPQCPFPDR.Y;K.VYLTAAPQCPFPDR.Y;K.IFLGLPAAPEA
AGSGYVPPDVLISR.I

PFF Mascot score:  [521] Sequence coverage %: [32]

Matched peptides No.: [6]

Calculated Mr: 34013 Calculated pl: 8.07

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 1003 200 300 i) alely} G
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MATRTQATLL
YSYVNIAFLN
MLSLGGGEIGS
DIEHGSTLYW
FDYVHVQEYHN
AGSGYVPPDV
FLHSEECHMTV

LLLAISLIMS
KFGNGQTPQI
YTLASQADAK
DDLARYLSAY
NPPCQYSSGN
LISRILPEIK
L

SSHVDGGGIA
NLAGHCHNEPAA
NVADYLWHNNE
SEQGEEVYLT
THNIINSWHE
KSPEYGGVML

IYWGQNGNEG
GGCTIVSNGI
LGGESSSRPL
AAPQCPFPDR
WITSINAGKI
WSEFYDDENG

TLTETCSTGK
RSCQIQGIKV
GDAVLDGIDF
YLGTALNTGL
FLGLPAAPEA
YSSSIRDSVL



Matched peptide information:

Start

Errar Cppml

RM3

62
135
139
176
177
240

300

200

100

error 121 ppm

End Observed Mr (expt) Mr (calc) ppm
91 3082.3796 3081.3724 3080.4669 254
165 3420.5325 3419.5252 3419.6270 -30
165 3003.3601 3002.3528 3002.4298 -26
190 1762.8639 1761.8566 1761.8872 -17
190 1634.7706 1633.7634 1633.7923 -18
264 2510.3057 2509.2984 2509.3580 -24
T T —T ™
2000 2500 00 3500

Mass <Dal

Mi=s Segmence

0

cooroR

K. FGNGOTPQINLAGHCNPAAGGCTIVSNGIR. S
K.SS5S5RPLGDAVLDGIDFDIEHGSTLYWDDLAR.Y
R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y
K.EVYLTAAPQCPFFFDR.Y (Ions score 56)
K.VYLTAAPQCPFPDR.Y (Icns score }

K. IFLGLPAAPEAAGSGYVPPDVLISR. I (Ions score 153)

(Ions score 137)
(Ions score 55)
(Ions score 171)




Spot No.:74

Accession No.: scaffold0625 1132.mRNA1

Protein name: Glucan endo-1,3-beta-glucosidase, basic
vacuolar isoform

Peptide sequences:

R.IYDPNQAVLEALR.G;K.VSTAIDLTLVGNSYPPSAGAFR.D;R.SYLDPIIGFLSSIR.S;R.SPLLANIYPYFTYADN
PR.D;R.DISLPYALFTSPSVVVWDGQR.G;K.NLFDATLDALYSALER.A;R.ASGGSLEVVVSESGWPSAGAFAA
TFDNGR.T

PFF Mascot score: [733] Sequence coverage %: [35]
Matched peptides No.: [7]
Calculated Mr: 41184 Calculated pl: 7.77

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 MATSS5TSGT SS5S5LPSRTTIV MLLLIFFTAS LGITDAOVGEYV CYGMQGHNLE

51 SVSEVIALYE QSHNIEEREMREIY DPHQAVIEAL RGSNIELILG VENSDLOQSLT
101 NESHANSWVD EFNVEGFWSSV RFRYIAVGHE ISPVHGGTAW LAQFVLEAME
151 WNIHDATRSAG LOQDOTEVETA IDLTLVGHSY PPSAGAFRDD VEEYLDPIIG
201 FLSSIRSPLL ANIYPYFTYA DHNFEDISLEY ALFTSPEVVY WDGORGYENL
251 FDATLDALYS ALERASGGEL EVVVEESGWE SAGAFAATFD NGRTYLSHNLI
301 QHVEGGIFER PFNEATETYLF AMFDENEEQEF EVEEHFGLFF PDERFPEYNLHN
351 FGRAEFNWDIS TEHWNATILFL ESDM



Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) Ppm Miss Seguence
69 - B1 1501.7556 1500.7483 1500.75%36 -30 0 R.IYDPHNQAVLEALR.G (Ions score 86)
167 - 188 2236.1011 2235.0838 2235.1535 =27 0 K.VSTAIDLTLVGNSYFPPSAGAFR.D (Ions score 1E4)
183 - 206 1580.8209 1579.8136 1575.8610 -30 0 R.SYLDPIIGFLSSIR.S (Ions score 33)
207 - 224 2114.99%966 2113.9893 2114.0473 -27 0 R.SPLLANIYPYFTYADNPR.D (Icns score 105)
225 - 245 2350.1440 2349.1368 2349.2003 =27 0 R.DISLPYALFTSPSVVVWDGQR.G (Icons score 126)
249 - 264 1811.8669 1810.8616 1810.5101 -27 0 FK.NLFDATLDALYSALER.A (Ions score 15B)
265 - 293 2826.2456 2825.2383 2825.3257 -31 0 R.ASGGSLEVVVSESCWPSAGAFAATFDNGR.T (Icns score 158)
B 27 F et
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Spot No.:75
Accession No.: scaffold0344 256841.mRNA1
Protein name: 18.5 kDa class | heat shock protein

Peptide sequences:

K.DFPFPSFASSSSLFPR.E;R.ENSAFVSTR.I;R.VLQISGER.H;K.EDKNDTWHR.V

PFF Mascot score: [176] Sequence coverage %: [26]
Matched peptides No.: [4]
Calculated Mr: 18064 Calculated pl: 5.97

Data base searched result:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 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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156
Protein Score

Matched peptide sequences: shown in Bold Red

1 MSLTPFSGHE RSSIFDPFSL DIWDFFEDFP FPSFASSSS5L FPRENSAFVS
51 TRIDWEETPE AHVFEADLPG LEEEEVEVEI EDDEVLQISG ERHVEEEDEN

101 DTWHRVERSS GEFSRSFRLEF ENTEMDQTERZ SMENGVLIVI VEELEVEEED
1R1 VEATETSR

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) Ppm Mi== Sequence
28 - 43 1788.7832 1787.7759 1787.8519 -42 0 K.DFPFPSFASSSSLFPR.E (Ions scores 1389
44 - 52 1010.4426 1009.4354 1009.4829 -47 0 R.ENSAFVSTR.I (Icns score 53)
85 - 92 901.4721 S00.4648 S00.5029 -42 0 R.VLQISGER.H (Ions score 32)
97 - 105 1200.4703 1199.4631 1199.5319 -57 1 K.EDENDTWHER.V (Icons score 53)
E
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Spot No.:76
Accession No.: scaffold0026 327123.mRNA1
Protein name: Chlorophyllase type O

Peptide sequences:

K.APASHFVTTDYGHMDMLDDNPTGILAIIANSICK.N;K.AYFQADSGDFMTILNEPSVAPAK.L

PFF Mascot score: [182] Sequence coverage %: [16]
Matched peptides No.: [2]
Calculated Mr: 37785 Calculated pl:  6.30

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 MLVTLLVILL ASALEAKPQF PIVVLLETEP VQDILDVEVI GSFPFTESIDV
31 EESHNPASPFPE PLLIVSPITD GTYPVEMFLH GICLENYFYS NLLPHIASHG
101 FIVVAPQVYIS CINWLIFELF IRESEEIEFL AEVGHWLLSG LQSVLPEEVT
151 WDQDELALGG HNRGGNIAFA LALGYSETPL EVEISALVGL DEVGEVSTDFE
201 EILTHVEHSF NLSIPVIVIG TGLGHESVCGE VVGLACAPNY MHNHVEFYNEC
251 EFAPASHFVTT DYGHMDMLDD WPTGILAIIA NSICENSEDE RDQMERTVGG
301 LIVAFLEAYF QADSGDFMTI LWNEPSVAPAK LDEVQFEEEQ NHLQWV



Matched peptide information:

Start - End Observed Mr (expt) Mr(calc) pPpm Miss Seguence

252 - 285 3688.5349 3687.5276 3687.7371 -57 0 FK.APASHFVTTDYGHMDMLDDNPTGILAITANSICE.N (Icns score 7

308 - 330 2472.0693 2471.0621 2471.167% -43 0 K.AYFQADSGDFMTILNEPSVAPAR.L (Ions score 1
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Spot No.: 77
Accession No.: scaffold0618 714426.mRNA1
Protein name: Beta-glucosidase 42

Peptide sequences:

K.GTILDGSNGDVAVDHYHR.Y;K.DNQGGEVGLVVDCEWAEANSDKIEDK.A;R.NSLDFIGLNHYSSR.F;K.W
EDGEPIGER.A;K.VLNYIVQR.Y

PFF Mascot score: [263] Sequence coverage %: [15]

Matched peptides No.: [5]
Calculated Mr: 56728 Calculated pl: 5.49
Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
a1
101
151
201
251
301
351
401
451

MIEKKEEFLEE
STWDLFSHTE
SRIFPDGLGT
MGEGHLHEETV
APGEHEQSDR
ARANSDEIED
FSEEDEELLRE
EDGEPIGERL
SAPLHEMLDD
GYTERFGLIY

HEFYLLEKEVS
GTILDGSHGD
KEVHEEGIAFY
EYFATYADTC
EPFLASHHAQT
FRRLLERLEF
NSLDFIGLNH
ASEWLYVCEW
KLEVRYFEGY
VDYENGLARH

R5DFEPPHFLE
VAVDHYHRYE
NNITHALLEK
FASFGDRVEE
LAHLTAVSIY
QLGWYLHPLY
YSSREFTEHVT
GLEEVLNYTV
LALVLQBRTED
PESSLYWEFME

GVATSAYQIE
EDIELIAKLG
GIEPYITLYH
WITLNEELQT
RSMYKDNQGG
YGDYPEVMLM
DGEAECYYYK
QRYNNPIIYV
GADVRGYFAW
FLEGDEGENG

GGCREGGRGE
FDAYREFSLSW
WDLEFLHLQES
AVHGFDTGIF
EVGLVVDCEW
RETLGDGLEE
AQETERLAFW
TENGMDDEDS
SLLDNFEW&G
KE



Matched peptide information

ppm
-40
-12
-40
-44
-7

Start End Observed Mr (expt) Mr (calc)
61 T8 1925.8339 1924.8266 1924.9028
236 261 2877.1631 2876.1558 2876.2770
311 324 1622.7273 1621.7200 1621.7849%
350 359 1187.4805 1186.4732 1186.5255
3753 382 1004.5416 1003.5343 1003.5813
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Miss Sequence
KE.GTILDGSNGDVAVDHYHR.Y (Icns score TE)
E.DNQGGEVGLVVDCEWAEANSDRIEDK.A  (Ions score 1293)
R.NSLDFIGLNHYSSR.F ({Ions score &2)

0

1
0
o
0

K.WEDGEPIGER.A
K. VLRYIVQR.Y

(Ions score 75)
(Ions score 39)



Spot No.:78
Accession No.: scaffold0026 327123.mRNA1
Protein name: Chlorophyllase type O

Peptide sequences:

K.APASHFVTTDYGHMDMLDDNPTGILAIIANSICK.N;R.TVGGLIVAFLK.A;K.AYFQADSGDFMTILNEPSV
APAK.L

PFF Mascot score: [158] Sequence coverage %: [19]

Matched peptides No.: [3]

Calculated Mr: 37785 Calculated pl: 6.30

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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
a1
101
151
201
251
301

MLVTLLVILL
HKESHEPLSPPE
FIVVAPQVYS
WDQDELALGG
KILTNVEPHSFE
KAPASHEVTT
LIVAFLEAYF

ASALEAKPQF
PLLIVSPITD
CINWLIPELPE
HNRGGNIAFA
NLSIBVIVIG
DYGHMDMLDD
QADSGDFMTI

FIVVLLETEFE
GITYPVEFMEFLH
IRESFKEIEFL
LALGYSKETPL
TGLGNESVCG
NHETGILAIIA
LHEPSVAPAR

Matched peptide information:

VQDILDVEVT
GTCLENYFYS
AEVGNWLLSG
EVEISALVGL
VVGLACAENY
NSICENSKDE
LDEVQFEEEQ

GSFPTESIDV
NLLPHIASHG
LQSVLPEEVT
DEVGRVSTDE
MNHVEFYNEC
RDQMRRTVGG
NHAQV



Start - End Observed Mr (expt) Mr {calc) ppm Miss Sequence

252 - 285 3688.5955 3687.5882 3687.7371 —40 0 K.APASHFVTTDYGHMDMLDDNPTGILATIIANSICE.N (Icns score 44)
297 - 307 1117.6459 1116.6386 1116.6907 -47 0 R.TVGGLIVAFLE.A (Ions score 66)
308 - 330 2472.0779 2471.0706 2471.1679 -39 0 K.AYFQADSGDFMTILNEPSVAPAK.L (Icns score 98)

Errar (ppmy
b
)
in

T T T T T T
1000 2000 felilue}
RMS error 42 ppm Mass (Da?



Spot No.: 79
Accession No.: scaffold0143 850373.mRNA1
Protein name: Hevamine-A

Peptide sequences:

K.FGNGQTPQINLAGHCNPAAGGCTIVSNGIR.S;K.VMLSLGGGIGSYTLASQADAK.N;K.SSSRPLGDAVLD
GIDFDIEHGSTLYWDDLAR.Y;R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y;K.KVYLTAAPQCPFPDR.Y;K.VYL
TAAPQCPFPDR.Y;K.IFLGLPAAPEAAGSGYVPPDVLISR.I;K.YGGVMLWSK.F

PFF Mascot score: [721] Sequence coverage %: [42]
Matched peptides No.: [8]
Calculated Mr: 34013 Calculated pl: 8.07

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 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 I-I
7a0
Protein Score

Matched peptide sequences: shown in Bold Red

1 MATRTQATILL LLLATSLIMS SSHVDGGGIA IYWGQNGHEG TLTETCSIGE

31 YSYIVHILAFLN EFGHNGQTEQI NLAGHCHNEPAA GGCTIVSNGI RSCQIQGIEV
101 MLSLGGGIGS YTLASQADAK NVADYLWHNNE LGGESSSEFL GDAVLDGIDF
151 DIEHGSTLYW DDLARYLSLY SEQGFEVILT AAPQUFFPDE YLGTALNTGGL
201 FDEIVWVQEFIN NPPCQYSS5GH INNIINSWHE WITSINAGEI FLGLEPAAPEA
2531 AGEGYVFEFDV LISRILPFEIE ESPFEYGGVML WSEFYDDENG Y¥S5S5S5IRDSWVL
301 FLHSEEFCHMIV L



Matched peptide information:

Start - End Observed Mr {expt) Mr{calc) Ppm
62 - 91 3082.3567 3081.34%4 3080.4669 286
100 - 120 2038.9880 2037.9808 2038.0405 -23
135 - 165 3420.5166 3419.5093 3419.6270 -34
139 - 165 3003.3420 3002.3348 3002.42%8 -32
176 - 130 1762.8508 1761.8436 1761.8872 -25
177 - 150 1634.7567 1633.74%4 1633.7923 -26
240 - 264 2510.29%20 2509.2847 2509%.3580 -23
275 - 283 1040.4850 1039.4777 103%.5161 -37
s 300 e e e e e e e e e m e m e
=
g
T e
o
5
o L e e L L e
Jiv}
0 R T LTIttt
T T T T T T I. 1
1200 1606 2000 2400 2600 J2i0 3600
RS errar 105 ppm Mazs (Da)

Miss Sequence

0

cooROROo

K. FGNGQTPQINLAGHCNPAAGGCTIVENGIR.S (Icns score 112)
K. VMLSLGGGIGSYTLASQADAK.N (Icns score 101)

K. 555RPLGDAVLDGIDFDIEHGSTLYWDDLAR.Y (Ions score §7)
R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y (Icns score 170)
K.EVYLTAAPQCPFPDR.Y (Ions score §5)

K. VYLTAAPQCPFFEDR.Y E4)

K. IFLGLPAAPEAAGSGYVPPDVLISR. I

(Ions score
(Ions score 20B)
K. ¥YGGVMLWSE.F (Ions score 65)



Spot No.:80

Accession No.: scaffold0143 850373.mRNA1

Protein name: Hevamine-A

Peptide sequences: K.VYLTAAPQCPFPDR.Y;K.IFLGLPAAPEAAGSGYVPPDVLISR. |

PFF Mascot score:

[94]

Matched peptides No.: [2]

Calculated Mr: 34013

Data base searched result:

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

Sequence coverage %: [12]

Calculated pl: 8.07

Individual ions scores = 30 indicate identity or extensive homology (p<0.03).
Protein scores are detived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits
Lo
E=1

N\

T T T T
j=1e] 100y

Protein Score

Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301

MATRETQAILL
TSYVHNIAFLN
MLSLGGGIGS
DIEHAGSTLYW
FDYVHVQEYN
AGEGYVEPDV
FLHSEECHMIV

LLLAISLIMS
KFGNGQTEQI
YTLASQADAK
DDLARYLSAY
NEECQYSSGN
LISRILPEIK
L

S5HVDGGEGEIL
HLAGHCHEPLL
HVADYLWHNE
SEQGEEVYLT
INNIINSWHR
KSPEYGGEVML

Matched peptide information:

Start
177
240

!
ra
5}

Errar Cppmi

|
w
k=3

=35

— End
- 1%0
- 264

Observed
1634.7592 1633.7519% 1633.7923
2510.2781 2509.2708 2509.3580

Mr (expt)

Mr({calc)

bpm
-25
-35

______________________________________________

L S B —
1750

RMS erraor 30 ppn

T T I. 1
2500
Mazs (Dad

IYWGQNGNEG
GGCTIVSNGI
LGGESS5REL
AAPQCPFPDR
WITSINAGKI
WSKFYDDENG

Miz= Seguence

TLTETCSTGK
RSCQIQGIKV
GDAVLDGIDF
YLGTALNWTGL
FLGLPAAPEA
YS55IRDSVL

0 FK.VYLTAAPQCPFPDR.Y (Ions score 40

0 K.IFLGLPAAPEAAGSGYVFPDVLISR.I

(Ions score

81)



Spot No.:81
Accession No.: scaffold4512 855.mRNA1
Protein name: Osmotin-like protein OSM34

Peptide sequences:

R.NNCPYTVWAAASPGGGR.R;R.LDQGQTWELNVPAGTSMAR.I;K.APGGCNNPCTVFK.T;R.CSDAYSYP
QDDPSSTFTCPGGTNYR.V

PFF Mascot score: [424] Sequence coverage %: [30]
Matched peptides No.: [4]
Calculated Mr: 27682 Calculated pl: 5.23

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

a5 B

Number of Hits
Lo
E=1

o IIIIIIIIIIIIIIII-IIIII-II

Protein Score

Matched peptide sequences: shown in Bold Red

1 MSHNFNIFLIS IFLLSALFFT SSDGATFIIR HHNCEPYTVWAA ASPGGGRRLD
31 QGOTWELNVE AGTESMARIWG RTHCHFDGSGE EGHCQTGDCG GILACQGWGEV
101 PPNTLAEYAL NQFGHNLDEFYD ISLVDGENIF IEFSPFTSGAE DECREFLECTL
151 DINGQCFHNQL EAPGGCHNPC TVFEINEYCC TEGYGICGPFT EFSEFFESEC
201 SDAYSYPQDD PSSTETCPGG THYRVVECEL RSPHFFLEMV REELDVE

Matched peptide information:



Start - End Observed Mr (expt) Mr (calc)
31 - 47 1777.77%% 1776.7726 1776.8002
48 - a7 2073.5722 2072.9%9645 2072.95%43%
162 - 174 1421.6011 1420.5538 1420.6228
200 - 224 2846.0686 2845.0613 2845.1232
E 15 Fe----emeno- LR L E T T P
=
T g
b
F
i
S0 e
T T T T T T T =
1900 2000 2500
RHMS error 18 ppm Masz (Dax

ppm
-16
-14
-20
-22

Miss Sequence
R.NNCPYTVWAAASPGGGR.R (Ions score 135)
R. LDQGOTWELNVPAGTSMAR . T ({Ions score 118)
K.APGGCNNPCTVEE.T ({Ions score 93)

0

o
o
o

R.CSDAYSYPQDDPSSTFTCPGGTNYR.V

({Ions score 156)



Spot No.:82
Accession No.: scaffold0884 428899.mRNA1
Protein name: Triosephosphateisomerase, cytosolic

Peptide sequences:

K.FFVGGNWK.C;K.DLLRPDFQVAAQNCWVR.K;R.SLLNESNEFVGDK.V;K.VIACIGETLEQR.E;K.VATPAQ
AQEVHLELR.K;K.VATPAQAQEVHLELRK.W;K.WLHDNVCAEVAASTR.I

PFF Mascot score: [449] Sequence coverage %: [32]

Matched peptides No.: [7]

Calculated Mr: 27571 Calculated pl: 5.90

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 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

Number of Hits

0 LI B —
0 16

S0

200

T T T T T
400
Protein Score

Matched peptide sequences: shown in Bold Red

1 HMAREFFVGGHN WECHGATEEWV
51 EVEDLLEPDF (WAAQNCWVER
101 SLLHESHEFWV GDEVAYALSQ
151 TAEEVIHNWIN VVLAYEEFVHAL
201 VAASTRIIYG GSVHGANCEE
251 EEE

EEIVITLNERA EVESHDVVEWV VVSPEEVEFIFP
EGGAFTGEVS AEMLVNLSVE WVILGHSEERR
GLEVIACIGE TLEQRESGST MAVVARQTER
IGTGEVATPA QAQEVHILELR FWLHDNVCARE
LAAKPIVDGE LVGGASLEPE FIDITESATV



Matched peptide information:

Start - End Ob=served Mr (expt) Mr{calc)
5 - 12 954.4412 953.4339 953.4760
54 - 70 2087.9934 2086.9861 2087.0371
101 - 113 1451.6553 1450.6480 1450.6940
124 - 135 1388.6877 1387.6805 1387.7129
176 - 130 1661.8593 1660.8520 1660.8896
176 - 191 1789.9508 1788.9435 1788.9846
192 - 206 1728.7687 1727.7614 1727.8049
2 . - .
o
o
B
. .
=]
“
.
w
_40 ——————————————————————————————————————————————
T T T T T T T T T T
1000 1200 1400 1600 1800 2000
REMZ error 28 ppm Masz (Dad

ppm
-44
-24
-32
-23
-23
-23
-25

Mi== Sequnence

0 EKE.FFVGGNWE.C (Ions score 63)
KE.DLLRPDF{VAAQNCWVR.K (Icons score 109)
R.SLLNESNHNEFVGDK.V (Icns score EB2)
K. VIACIGETLEQR.E (Iocns score 96)
K. VATPAQAQEVHLELR.K (Icns score 110)
K. VATPAQAQEVHLELRE. W (Ions score 33)
K.WLHDNVCAEVAASTR.T (Ions score 131)

oFrOo QoM



Spot No.:83
Accession No.: scaffold0444 830660.mRNA1
Protein name: Alcohol dehydrogenase class-3

Peptide sequences: R.AATGVGIMMNDR.K;K.AFDLMHEGGCLR.C;

K.GWGTSVIVGVAASGQEISTR.P;K.DHDKPIQQVIIDLTDGGVDYSFECIGNVSVMR.S;

PFF Mascot score: [233] Sequence coverage %: [20]

Matched peptides No.: [4]

Calculated Mr: 41710 Calculated pl: 7.49

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p=<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

43
40
i
30
23
20
15
10

N

Number of Hits

Q T T T T -I T T T T T T -I 1
200
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MDEVFQPIGR
STNSSTNKDP
RECKFCRSGK
SQYTVVHDVS
IFGLGTVGLA
DRPIQQVIID
SGOEISTREF
THNLTLGEIN

EGEGEAPIET
EGLFPCILGH
THLCGEVEREAA
VAEIDPQAFL
VAEGAFRAGH
LTDGGVDYSF
RQLVIGRVWEG
EAFDIMHEEGG

ECPEETIQRIT NNEVIQEEVV

EAAGTVESVEG
TGVGIMMNDE
EEVCLLGCGV
SRIIGIDIDS
ECIGHNVSVME
TAFGGFESRES
CLRCVLSTHV

EGVIEVQEGD
ESRFSTHGEFP
FTGLGAVWHA
EEFDTAENFG
SALECCHEGW
QVEPWLVDEYM

IMPFSLDESYS
HVIPCYQAEC
IYHFMGTISTF
AFVEAGSIVA
VIEFVNEEDH
GTEVIVGVARA
EEETEVDEYT



Matched peptide information:

Start - End Ob=zerved Mr (expt) Mr (calec)

11% - 130 1235.5742 1234.5669 1234.579%8

245 - 280 3620.6455 3619.6382 3619.7287

289 - 308 1975.0087 1974.0014 1974.0171

362 - 373 1405.6202 1404.6130 1404.6278
B o0 i mmm
BB
2
&

T U

-3 1 T T T T T T

1200 1600 2000 2400 2800 3200 3600

RMS errar 15 pom Mass (Dad

ppm
-10
-25
-8
-11

Mis= Sequence

o

1
o
o

R.AATGVGIMMNDR.K

(Ions score 47)

E.DEDEPIQOVIIDLTDGGVDYSFECIGNVEVME. S (Ions score 101)
K.GWGTSVIVGVAASGQEISTR.P (Ions score 97)

K.AFDLMEEGGCLR.C

(Ions score 74)



Spot No.:84
Accession No.: scaffold1479 76107.mRNA1
Protein name: Acetyl-CoA acetyltransferase, cytosolic 1

Peptide sequences:

M.APVAAAEIKPR.D;R.DVCIVGVAR.T;R.ANVDPSLVQEVFFGNVLSANLGQAPAR.Q;K.DGLWDVFNDV
GMGSCAEICADNHSITR.E;R.EDQDNYAIHSFER.G;R.GIAAQDSGAFAWEIVPVEVSGGR.G;K.ITGYADAA
QAPELFTTAPALAIPK.A;K.AVSNAGLDASQVDYYEINEAFAVVALANQK.L;K.VNVHGGAVSLGHPLGCSGA
R.R.ILVTLLGVLR.Q

PFF Mascot score: [1070] Sequence coverage %: [48]

Matched peptides No.: [106]

Calculated Mr: 41646 Calculated pl: 6.01

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event
Individual ions scores > 31 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 -I 1
1000 1200
Protein Score

0 T T
0 200

40y A g

Matched peptide sequences: shown in Bold Red

1 MAPVAAARTE PRDVCIVGVA
51 ANVDPELVQE VFFGHVLEAN
101 GMEATHMLARZG SIQLGINDVY
151 DGMLEDGLWD VFHNDWVGMGEC
201 DSGAFAWEIV PVEVSGGRGE
251 GIVIAGHNASS ISDGARATNVI
301 TTAFPALATPE AVENAGLDAS
351 VHGGAVELGH PLGCSGARIL
401 VELL

RTEMGGFLGL
LGOAPARQLL
VAGGMESMSH
AEICADNHSI
ESTIVDKDEG
VSGETALKLG
QVDYYEINEA
VTLLGVLRQK

LSTLEATKLG
LGAGIENSVV
LPKYLAELRK
TREDQDNYAT
LGKFDEVKLR
LQVIAKITGY
FAVVALANQR
NGKYGVGGVC

SILTERATLER
CTTVHNEVCLS
GERLGHDSVV
HEFERGTAAQD
ELEFPSFEENG
ADAROQAPELF
LLGLNPFEEVN
HGGGEASALV



Matched peptide information:

Start - End Observed Mr ({expt) Mr({calc) Ppm
2 - 12 1122.642% 1121.6357 1121.6557 -18
13 - 21 588.5054 987.4981 987.5172 -18
51 - 77 2813.4092 2812.401% 2812.4508 -17
156 - 182 3039.2427 3038.2354 3038.2957 -20
183 - 185 1623.6733 1622.6661 1622.6961 -18
196 - 218 2316.1321 2315.1248 2315.1546 -13
287 - 310 2430.2380 2429.2308 2429.2842 -22
311 - 340 3170.5054 3169.49%81 3169.5567 -19
349 - 368 1944.9539 1943.9466 1943.9748 -15
369 - 378 1096.7263 1095.7190 1095.7380 -17
L " st
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GO0 1200 B0 2000 2400 2800 3200
RMS error 17 ppm Mass (Dad

Miss Seguence

1

Dooocooooo

M.APVAAARIRPR.D (Icns score 6B)
R.DVCIVCVAR.T (Icns score 51)
R.ANVDPSLVQEVFFGNVLSANLGQAPAR.
E.DGLWDVFHNDVGMGECAEICADNHSITR.E (Ions score 173)
R.EDQDNYATHSFER.G (Ions score 131)
R.GIAAQDSGAFAWEIVPVEVSGGR.G (Icns score 211)
K.ITGYADAAQAPELFTTAPALAIPE.A (Ions score E9)
K.AVSNAGLDASQVDYYEINEAFAVVALANOR.L (Ions score 133)
K. VNVHGGAVELGHPLGCSGAR. I (Ions score 173}
R.ILVTLLGVLR.Q (Ions score 53)

(Ions score 244)



Spot No.:85
Accession No.: scaffold0143 850373.mRNA1
Protein name: Hevamine-A

Peptide sequences:

K.VMLSLGGGIGSYTLASQADAK.N;K.SSSRPLGDAVLDGIDFDIEHGSTLYWDDLAR.Y;R.PLGDAVLDGIDF
DIEHGSTLYWDDLAR.Y;K.KVYLTAAPQCPFPDR.Y;K.VYLTAAPQCPFPDR.Y;K.IFLGLPAAPEAAGSGYVPP
DVLISR.I;KYGGVMLWSK.F

PFF Mascot score: [605] Sequence coverage %: [32]

Matched peptides No.: [7]

Calculated Mr: 34013 Calculated pl: 8.07

Data base searched result:

Tons score is - 10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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
B0
Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301

MATRTQATLL
YSYVHNIAFLHN
MLSLGGGIGS
DIEHGSTLYW
FDYVHVQEYHN
AGEGYVEPPDV
FLHSEFKCHMTV

LLLATSL.IMS S55HVDGGGIA
KFGHNGQTPQI HNLAGHCHFPLL
YTLASQADAR HNVADYLWHNNE
DDLARYLSAY SEQGFEVYLT
NPPCQYS5GH INNITHSWHER
LISRILPETE ES5PEYGGVML
L

IYWGQNGNEG
GGCTIVSNGI
LGGKSSSRPL
AAPQCPFPDR
WITSINAGKI
WSEFYDDENG

TLTETCSTGK
RSCQIQGIKV
GDAVLDGIDF
YLGTALNTGL
FLGLPAAPEA
YS55IRDSVL



Matched peptide information:

Start - End Observed Mr (expt) Mr (calec) ppm
100 - 120 2039.0148 2038.0075 2038.0405 -16
135 - 165 3420.5735 3415.5662 3418.6270 -18
139 - 165 3003.35%53 3002.38680 3002.4298 -14
176 - 150 1762.8717 1761.8644 1761.8872 -13
177 - 150 1634.7803 1633.7730 1633.7923 -1z
240 - 264 2510.3376 2509.3304 2508.3580 -11
275 - 283 1040.4%62 1035.488% 1035.5161 -26
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1200 1600 2000 2400 2800 F200 3600
RM3 ertar 16 ppm Mass CDa)

Mis=s Seguence

o

(== =T =

K. VMLSLGGGIGSYTLASQADAR . N

(Ions score 94)

K.SSSRPLGDAVLDGIDFDIEHGSTLYWDDLAR.Y (Icns score

R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y
K.RVYLTAAPQCPFFDR.Y
K. VYLTAAPQCFFFDR.Y

K. IFLGLPAAPEAAGSGYVPEPDVLISR. I

K. YGGVMLWSK. F

(Ions score 57)

(Ions score 1&E8)

(Ions score 88
(Ions score &3)

(Ions score 220)

g0)



Spot No.:86
Accession No.: scaffold0947 141222.mRNA1
Protein name: Serpin-ZX

Peptide sequences:

K.SNDHLSSFFSELVSVVFVDGSASGGPR.L;R.LSFANGVWVDR.S;K.EVLPFGSVDNTTR.L

PFF Mascot score: [262] Sequence coverage %: [13]
Matched peptides No.: [3]
Calculated Mr: 42822 Calculated pl: 5.94

Data base searched result:

Ions score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

40 \QSS
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Number of Hits

T
200
Protein Score

Matched peptide sequences: shown in Bold Red

1 MDLRESIVHQ HAVTLGLSEH VLLTEAKTSHN SVLSPLSIQV VLGLIAAGSE

51 GPTLHQLLSF LHSESHDHLS SFFSELVSVV FVDGSASGGE RLSFANGVWWY
101 DRSLLLEPSF EQVVENVYESR ASHOQVDEFQNE AVEVINEVHA WAEEETSGLI
151 EEVLPFGSVD NTTELIFANA LYFEGAWNEE FHNASTTEDYD FYLLNGSSVH
201 VSFMTSEEER FICAFDGFEV LGLEYEQGEA ERQFSMYFFL PDAFNGLEAL
251 VEEVGSDSGF LDHHLEQQEW EVGDFRIPRF EVSFGFEASE TLEGLGLVLE
301 FSDEGDLTEM VDSSVSQNLY VSS5IFHESFI EVHEEGTEAR AASAGVVHLE
351 SLTLADELDF VADHPFLFLI REDISGMVLF IGOQVLDESQAR K



Matched peptide information:

[
- omoa

Error Cppm)

!
@

-9

Observed
2797.3181
1263.6425
1434.7141

Mr(expt)
2796.3108
1262.6352
1433.7068

Mr{calc)
2796.3355
1262. 6408
1433.7151

RIS error & pon

T
2900

Mazz (Da)

Mis=s Segquence

0 K.SHDHLSSFFSELVSVVFVDGSASGGFR.L (Ions score 134)

0 R.LSFANGVWVDR.S
0 K.EVLPFGSVDNTTR.L

{Ions score B5)
(Ions score 106)



Spot No.:87
Accession No.: scaffold1465 23608.mRNA1

Protein name:

5-methyltetrahydropteroyltriglutamate--homocysteinemethyltr
ansferase

Peptide sequences:

K.YIPSNTFSYYDQVLDTTAMLGAVPPR.Y;R.YGWSGGEIGFDVYFSMAR.G;K.WFDTNYHFIVPELGPDVQF
SYASHK.A;K.KLDLPILPTTTIGSFPQTIELR.R;K.LDLPILPTTTIGSFPQTIELR.R;K.LQEELDIDVLVHGEPER.N
;K.AGINVIQIDEAALR.E;K.SEQAFYLDWAVHSFR.I;K.YGAGIGPGVYDIHSPR.I

PFF Mascot score: [510] Sequence coverage %: [20]
Matched peptides No.: [9]
Calculated Mr: 85146 Calculated pl: 6.30

Data base searched result:

Ions score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 30 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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Protein Score

Matched peptide sequences: shown in Bold Red



a1
101
151
201
251
301
351
401
451
a0
a5
601
651
701
751

MASHIVGYER
GAGIKYIPSN
NLSVEAMEMT
SVEVLIGEVS
SWIQFDEETL
LFKTLTSLEG
NDLASSLSTL
LAFALQKVVE
AAAALRGSDH
REYKANKISE
GEQLSGFLFT
LRPMEGMLTG
VIQIDEAALR
SNENDIIHSI
HSPRIPSTEE
VARAKLLRTQ

MGPKRELKFL
TFSYYDQVLD
KWFDTNYHFI
YLLLSKPLKG
VMDLDSHKLQ
VSAYGFDLVR
HELEGIVGKD
VNALAKALAG
RRATNVTARL
DDYIKAIKEE
VHGWVQSYGES
EVTILNWSEV
EGLPLRKSEQ
IDMDADVITI
IADRINKMLA
LASLAK

LESFWDKKSS
TTAMLGAVEP
VPELGPDVQF
VEKTFSLISL
LFTDLYSELE
GTEKTLDLIKS
KLVVSTSCSL
EKDELFFSLAN
DLQQKKLDLP
IQEVVELQEE
RCVEFPIIYG
RNDQERFETC
AFYLDWAVHS
ENSRSDEKLL
VLEKNILWVN

Matched peptide information:

Ertor Cppmy

- End Observed Mr (expt) Mr({calc) jays)it
- 81 2919.4341 2918.4268 2916.4160 4
- 53 2041.9300 2040.9%228 2040.9040 ]
- 136 2997.4211 2996.4139% 2596.4134 0
- 447 2453.4182 2452.4109 2452.39%941 7
- 447 2325.3250 2324.3177 2324.25991 8
- 483 1991.0353 1990.0280 19%50.0007 14
- 610 14852.8455 1481.8382 1481.8202 1z
- 632 1855.8882 1854.8809 1854.8689 6
- 704 1658.837% 1657.8306 1657.8213 6
T T L —1
1500 2000 2800 3000
Maz= (Da)

RMS error 8 ppn

AEDLEEVAAD
BEYGWSGGEIG
SYASHERAVTE
LEGEILEVYEE
STLSGLNVLI
EFFEGEYLFL
LHTAVDLVNE
BRROLSEESS
ILPTTTIGSF
LDIDWVLVHGE
DVSREEPMTIV
YRIALATEDE
FRITHCGVQD
SVFREGVEYG
PDCGLETREY

Mis= Seguence

LETSIWEQMDY
FDVYFEMARG
YEELKALGVD
VISELEARER
ETYFADTPLK
GVVDGENIWL
TELDEETESW
PRVITNEAVQE
POTIELRRVE
PERNDMVEYF
FWS5TAQSMT
VEDLEFKAGIHN
TTQIHTHMCY
AGIGPGVYDI
SEVEFPALNNM

0 K.YIPSNTFSYYDOVLDTTAMLGAVEFR.Y

oooocokHOoOo

R.YGWSGGEIGFDVYFSMAR .G
K.WFDTHYHFIVPELGPDVQFSYASHE . A
K.FLDLPILPTTTIGSFPQTIELR.R
K.LDLPILPTTTIGSFPOTIELR.R
K. LQEELDIDVLVHGEFER.N
K.AGINVIQIDEAALR.E

K. SEQAFYLDWAVHSFR. I
K. YGAGIGPGVYDIHSPR. I

(Icns score 96)

(Ions score 75)

(Ions score 36)

({Ions score 129)
({Ions score 54)
(Ions score 102)
(Ions score 76)

(Ions score 94)

(Ions score 72)



Spot No.: 88

Accession No.: scaffold1222 136753.mRNA1

Protein name: Rubber elongation factor protein

Peptide sequences:  K.NVAVPLYNR.F;K.FVDSTVVASVTIIDR.S

PFF Mascot score: [76] Sequence coverage %: [17]
Matched peptides No.: [2]

Calculated Mr: 14713 Calculated pl: 5.04

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 S
40
a5
30
o5
20
15
16

Mumber of Hits

0 I S I SR B B B B B B B B B e
0 25 ale] 75

Protein Score

Matched peptide sequences: shown in Bold Red

1 MAREDEDNQQG QGEGLEYLGF VQDRATYAVT TFSNVYLFALAE DESGELOPGV
51 DITEGEVENV AVPLYNRFS5Y ITPNGALEFVD STVVASVTII DRSLEFIVED
101 ASTQWVVSATR LLPERARSLE S5LPGQTEIL AEVFYGEN

Matched peptide information:

Start - End Observed Mr {expt) Mr (calc) ppm Mi== Seqnence
59 - &7 1045.5696 1044.5623 1044.5716 -9 0 FK.NVAVPLYNR.F (Icons score 37)
78 - 92 1621.8684 1620.8611 1620.8723 -7 0 KE.FVDSTVVASVTIIDR.S (Ions score 6B)
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1000 1100 1200 1300 1400 1500 1600

RMS error 7 ppm Mass (Dal



Spot No.:89

Accession No.: scaffold0753 102318.mRNA1

Protein name: Hsp70-Hsp90 organizing protein 3

Peptide sequences:

R.HFTDAISLAPSNHVLYSNR.S;R.LGAAHLGLNQIQDAIAAYK.K;R.MYLQQPDFVK.M;K.FRAPNAGEDM
EVPEAEAPPPQPER.K;R.APNAGEDMEVPEAEAPPPQPER.K;K.AMELDDEDISYLTNR.A;K.HDPQNQELL

DGVR.R;R.QVLVDFQENPK.A;K.LVNAGIVQIR.-

PFF Mascot score:

[394]

Matched peptides No.: [9]

Calculated Mr:

65314

Data base searched result:

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

Sequence coverage %: [20]

Calculated pl: 5.94

Individual ions scores > 31 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

W

=
i

Protein Score

Matched peptide sequences: shown in Bold Red

1
51
i01
151
201
251
301
351
401
451
501
551

MAEEAKAKGH
NYADALADAK
ENNELLESGL
YLQQPDFVEM
MEVEEAEAPP
KEEKELGHAAY
ECIEDCDEAY
FOEALTEHRN
QOEYPEAVEH
LDPETFSEGYT
EQLNEASRGD
ALQEHTENEM

ALFSAGDYAG
ETVELEEDWS
ADAQAAASRS
MOEIQENENN
P{PEREFEET
EFEDFETAIR
ERGRELRSDE
PDTLEELNDA
YTESLRENEEK
REGAIQFFME
ISEEELKERD
VMNEIQELVN

AVRHFTDAIS
EGYSRELGAAH
RSEEEFENEFG
LNIYLEDQRY
¥EEKVSEEEE
HYTKAMELDD
EMISRALTRE
ERAKKELEQD
DEEAYSHERAR
EYDEALETY(Q
AKAMODEEIQ
AGIVQIR

LAPSHHEVLYS
LOLNQIQDAT
DAFSGPEMWA
MOALGVLLHY
EEMEVSEGEK
EDISYLTNRZ
GTTLVEIAKC
EYFDSKLLDE
CYTKLGALEE
EGLEHDPQNG

HRSLAT.ASTH
AAYEEGLEID
KELTADPFTTEM
KFRAPHAGED
EAFERFRAQLY
AVYLEMGEYE
SEDYDLATET
EREEGHNEYFE
GLEDAEKCIE
ELLDGVRRCWY

HILSDEVMEY) VIVDFQENFPE



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm Mis=s Segnence
24 - 42 2142.0923 2141.0850 2141.0654 9 0 R.HFTDAISLAPSNHVLYSNR.S (Icns score 66)
76 - 94 1967.0790 1966.0717 1966.0636 4 0 R.LGAAHLGLNQIQDATAAYR.K (Icns score 52)
150 159 1268.6342 1267.6269 1267.6271 -0 0 R.MYLOOPDFVE.M (Icns scors 19)
132 - 2135 2634.2561 2633.2488 2633.2180 1z 1 K.FRAFNAGEDMEVFEAEAFPFFQFER.K (Ions score 68)
194 - 215 2331.0918 2330.0845 2330.0484 15 0 R.APNAGEDMEVPEAEAPPPOQPER.K (Icns scores 81)
275 - 289 1784.823% 1783.8166 1783.7934 13 0 FK.AMELDDEDISYLTWR.A (Icns score S0)
485 - 497 1520.7566 1519.74%3 15195.737% 8 0 K.HDPQNOELLDGVR.R (Icns scores B0)
540 550 1316.6754 1315.6681 1315.6772 -7 0 R.QVLVDFQENPE.A (Icns score 72)
568 - 577 1082.6672 1081.6600 1081.6608 -1 0 K.LVHAGIVQIR.- (Ions score 61)
= . '
= "
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1000 1500 2000 2300
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Spot No.:90
Accession No.: scaffold0768 534911.mRNA1
Protein name: Desiccation protectant protein Leald4 homolog

Peptide sequences:

K.IEGAIGFGKPTADVTGIHIPSINLEK.A;K.NPNPIPIPLIDINYLIESDGR.K;K.NPNPIPIPLIDINYLIESDGRK.L
;K.LVSGLIPDAGTIHAHGEETVK.I;R.STYNDIKPGSIIPYR.I;R.IKVDLIVDVPVFGR.L;K.DFGSALWDMIR.G

PFF Mascot score:  [450] Sequence coverage %: [34]

Matched peptides No.: [7]

Calculated Mr: 35055 Calculated pl: 4.71

Data base searched result:

lons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 30 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

Number of Hits

Protein Score

Matched peptide sequences: shown in Bold Red

1
31
101
151
201
2531
301

MASSDEPEVI
EPFTADVTGIH
LVESGLIFDAG
DLIVDVEVEG
LELENENDED
ITFRFFDFGSA
KENEEDGDDD

DRDVEEEKDHN
IPSINLEELD
TIHAHGEETV
RLTLFLEKTG
LGLHNGLDYEV
LWDMIRGEGT
DDDDED

EDEDEGEEID
LVVDVLVENE
EIPVILIYDD
EIFPIPYEFDI
WLSDVSIGEA
GYTHEGHINYV

Matched peptide information:

EVEDEFIHDIG
HEFIFPIFLIDI
IRSTYNDIEFP
DLEKIHFERF
ELLESTEIDE
DTPFGAMELE

EFIEGAIGEG
HYLIESDGEE
GSIIFYRIEV
SFEETVAMLH
HGISYIDIFI
ISKEGGTTRL



Ertor Cppm)

Start - End Observed Mr (expt) Mr ({calc)
43 - 68 2677.4763 2676.4690 2676.4487
7% - 339 2363.2805 2362.2732 2362.2532
79 - 100 2491.3731 2490.3658 24950.3482
101 - 121 2144.1521 2143.1448 2143.1273
133 - 147 1723.9111 1722.903% 1722.89%941
148 - 161 1569.9429 1568.9356 1568.9290
256 - 266 1310.6240 1309.6167 1309.6125
I piaetei el ittt e -
-
T T T T T T T T T
1500 200 2500
Error & ppn Mass (Da)

RHS

rpm

Wl oo~

Miss Segumence

1

(=R = =]

K.IEGATIGFGEPTADVTGIHIPSINLEKE.A (Icns score 58)
KE.NENPIFIFLIDINYLIESDGR.K (Ions score 1435)
K.NPNPIPIPLIDINYLIESDGRE.L (Icns score 46)
K.LVSGLIPDAGTIHAHGEETVE. I (Ions score B1)
R.STYNDIEFGSIIFYR.I (Ions score 393)
R.IEVDLIVDVPVFGR.L (Icns score 91)
K.DFGSALWDMIR.G (Ions score 103)



Spot No.:91
Accession No.: scaffold0912 144680.mRNA1
Protein name: Ankyrin repeat domain-containing protein 2

Peptide sequences:

K.SEMSSGESQSGQGR.S;R.YWNDKEVLQK.L;K.NALASGANKDEEDSEGR.T

PFF Mascot score: [168] Sequence coverage %: [11]

Matched peptides No.: [3]

Calculated Mr: 37639 Calculated pl: 4.50

Data base searched result:

Ions score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
4
35
30
25
20
15
10

N

L=

Number of Hits

=

T T T T T
150
Protein Score

Matched peptide sequences: shown in Bold Red

1 MASHNSNEDVE

51 VFDFSAMSGL
101 QFDSQQYYST
151 DQIEERMART
201 SVSGERATSYV
251 RDEEDSECRT
301 YGREECVALL

SDEKTGSSEG
LNDESIKELA
MOOVMONEQE
KEDESLEPIL
ENSGQDEAED
ALHFACGYGE
LENGARVTLQ

KIPESEMSSG
EQISEDPAFN
MTMAERLGHA
EETESGGPAT
GGHNEDESIVH
VECAQILLER
NMDGETPIDWV

ESQSCQCRSS
QMAEQLHKTL
LMODESMSOM
MMEYWHDREV
NCLSVEDFEG
GATVDALDEN
AXLNNGHEVL

PSEGPGLASH
RQEAGAEEGIFE
LESLANPSQE
LOFLGEAMGL.
LENALASGAN
FHNTALHYRRAG
FLLEEKDAFL



Matched peptide information:

Start - End Observed Mr (expt) Mr({calec) ppm
25 - 38 1426.6001 1425.5928 1425.5730 10
184 - 153 1322.670% 1321.6636 1321.6666 -2
243 - 259 1762.8052 1761.797% 1761.7765 1z
% .
2 10 F--------- R L T
1
P T ni el
i
w
S
T T T T T T T T T T T T T T T T T T T 1
1400 1500 1600 1700

RN error 9 ppm Mazs (Da)

Mi==s Segunence
K.SEMSSGESQSGOCGR.S  (Ions score EB1)
R.YWHDREVLQK.L (Icns score T71)

o
1
1

K.NHALASGANEDEEDSEGE. T

(Ions score 75)



Spot No.:92

Accession No.: scaffold0280 1322570.mRNA1

Protein name: Dynamin-related protein 4C

Peptide sequences:

K.SSVLESLAGINLPR.G;K.TVYTDEAR.A;K.GIPDLTMIDLPGITR.V;R.GEFDEYLNDHQMHCTAR.L;R.LVEM
LNLYSNELHK.C;R.NFLVEEIR.L;K.LMNQQDTFR.G;K.AHQDVLHQAFDLK.M;K.EIISELMSNQGGVIER.M

PFF Mascot score: [505]

Sequence coverage %: [17]

Matched peptides No.: [9]

Calculated Mr:

74315

Calculated pl: 5.91

Data base searched result:

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

Individual ions scores > 31 indicate identity or extensive homology (p=0.05).

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

45
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33
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2000
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F00 i
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Protein Score

Matched peptide sequences: shown in Bold Red

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

MAPISNGEDL
GIQLETIVVV
ETPEVFLEFN
KGIPDLTMID
ATVDFETCES
LGYVCVENRI
QIQATIIAKC
GSAKESLRKI
TRNFLVEEIR
INDYIESVVL
QMEKMTDYTC
GHIKAHQDVL
MEKEIISELM
IMDKIATYSD

VEYEDANMEN
GDQSSGESSV
GKTVYTDEAR
LPGITRVEVH
IRMSRQVDKT
GDESFEDARK
LEDIARNINE
LIRGEFDEYL
LLEESKGIKL
SVLMHHSENY
NENYMSEWSK
HQAFDLRMRM
SNQGGVIERM

QVPLVSSYND
LESLAGINLP
AADAISLATD
GQPEDIYEQI
GERTLAVVTE
EEAQLFEKHP
KLNASISELN
NDHQMHCTAR
ENFLPHSALL
HQLQSSTRRA
LMNQODTFRG
TAYWKIVLSR
MEESPSIALK

HIRFLLDAVD
RGQGICTEVE
EIAGDGEGIS
IGIITEYIEF
SDEAPEGLLE
LLSETDESHV
FMPRTESS5FEL
LVEMLNLYSHN
SILOQEFEVDGI
GQNLISFMEE
EILTQGHSER
LVDSMALHLG
REFILNESIFEL

KLRHLEVMNE
LVMRLQHQET
NTPLTLVVEK
EESIILNVLS
KVAADDVNIG
GIPFLAQKLT
EAMTAFMGIV
ELHRCSESDP
SRMHIDFVEK
QSIGWVTEII
KIDGIGEVEL
FCVQNLVNKE
LGESKKVLGHN



Matched peptide information:

Start End Observed Mr (expt) Mr({calc) ppm
68 81 1455.8569 1454.8497 1454.8093 28
113 120 954.4701 953.4628 953.4454 18
152 166 1611.9%259 1610.9186 1610.8702 30
364 380 2122.9443 2121.9%371 2121.8633 35
381 394 1702.9%420 1701.9347 1701.8759 35
403 410 1019.5642 1018.5565 1018.5447 1z
521 529 1152.5763 1151.5690 1151.5393 26
555 567 1521.82%2 1520.8219 1520.7736 32
604 619 1774.9562 1773.9489 1773.8931 31

L e e

. .

o
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1060 1200 1y 1600 1500 2000 ZE00
RMS error 25 ppm Mass (Da)

Mis= Seqguence

0

coooooooo

K.SSVLESLAGINLPR.G (Ions score 1089)
K.TVYTDEAR.A (Ions score 15)
K.GIPDLTMIDLPGITR.V (Icns score 112)
R.GEFDEYLNDHOMHCTAR . L (Iocns score 112)
R.LVEMLNLYSNELHK.C (Igcns score 50)
R.NFLVEEIR.L (Icns score 64)

K. LMNQODTFR. G (Ions score 42)

K. AHQDVLHQAFDLE .M (Ions score 101)
KE.EIISELMSHNQGGVIER.M (Icns score 129)



Spot No.:93
Accession No.: scaffold0195 965653.mRNA1
Protein name: UDP-arabinopyranosemutase 3

Peptide sequences:

K.VPEGFDYELHNR.N;K.YVYTIDDDCFVAK.D;K.DINALEQHIK.N;K.VICDHLGFGVK.T

PFF Mascot score: [122] Sequence coverage %: [12]

Matched peptides No.: [4]

Calculated Mr: 41793 Calculated pl: 5.76

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 32 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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1600
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MRETAVSLTFE
ESETIEVPEG
YVYTIDDDCF
DFVRGYPFSL
TIFEGILFEM
VICDHLGEGV
LEEDCTTVQE
GHSGELADGT

TPLLEDELDI
FDYELHNERND
VAEDPSGEDI
REGVETAVSH
CGMNLAFNRE
ETGLEYIYHS
CYIELSEQVE
GESHS

VIFTIENLDF
IHNRILGPERLS
HALEQHIENL
GLWLNIEDYD
LIGPAMYFGL
FASHEPFVHLE
AFLGEVDEYF

LEMWEFFFQF
CISFEDSACE
LSPSTPFFFH
APTQLVEFPLE
MGDEQPIGRY
FEYEGIYWQE
TELADABMVTW

YHLITVQDGD
CFGYLVSEEE
TLYDEYRNGL
ENTRYVDRVM
DDMWAGWCTE
ELIPFFQSAV
TEAWDELNSS



Matched peptide information:

Start

Ertat Cpapml

RHZ

57
101
119
251

End

Observed

Mr {expt) Mr {calc)
1] 1475.7444 1474.7371 1474.6841
113 1608.7779 1607.7707 1607.7178
128 1180.6686 1179.6613 1179.6248
261 1244.6919 1243.6846 1243.6384
-I T T T T T T T T T T T T T T T 1
1200 1300 1406 1500 1600

error 34 ppm

Maz= ¢Dal

Ppm
36
33
31
37

Miss Sequence

o

o
o
o

K.VPEGFDYELHNER.N (Iocns score 96&)
K. YVYTIDDDCFVAEK.D (Iocns score 48)
K.DINALEQHIKE.N (Icns score 19)
E.VICDHLGFGVE.T {Ions score 35)



Spot No.:94
Accession No.: scaffold0014 23288.mRNA1
Protein name: Triosephosphateisomerase, cytosolic

Peptide sequences:

K.FFVGGNWK.C;K.GLLRPDFQVAAQNCWVR.K;K.GGAFTGEISAEMIVNLSVPWVILGHSER.R;R.RSLLNE
SNEFVGDK.V;R.SLLNESNEFVGDK.V;K.VIACIGETLEQR.E;K.VTNWANVVLAYEPVWAIGTGK.V;K.VATPA
QAQEVHLELR.K;K.VATPAQAQEVHLELRK.W

PFF Mascot score: [422] Sequence coverage %: [45]
Matched peptides No.: [9]

Calculated Mr: 27533 Calculated pl: 5.76
Data base searched result:

Tons score is - 10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 N
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33
30
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Number of Hits

T
A0
Protein Score

Matched peptide sequences: shown in Bold Red

1 MARKFFVGGHN WECHGITEEV EEIVIILNEZ EVESEDVVEYV VWVSFPEVFELS
51 LVEGLLEPDF (WAAQWNCWVER EGGAFTGEIS AEMIVHNLEVE WVILGHSERR
101 SLLHWESNEFV GDEVAYALSE GLEVIACTIGE TLEQRESGST LAVVALOTEDL
151 TADEVTHWAN VVLAYEPFVWA IGTGEVATEA QAQEVHLELER EWLHDNVSLE
201 VARASTRITYG GSVHNGANCEE LAAKPDVDGEF LVGGASLEFE FIDITESATV
251 EFDD



Matched peptide information:

Start - End Obzerved Mr (expt) Mr (calc) ppm Miz=z Seqguence
5 - 12 954.4672 953.4599 953.4760 -17 0 EKE.FFVGGNWE.C (Icns scors &0)
54 - 70 2030.0405 2029.0333 2029.0316 1 1 FK.GLLRPDFQVAAQNCWVR.E (Icns score 109)
72 - 99 2969.4958 25968.48B86 296B8.5117 -8 0 K.GGAFTGEISAEMIVNLSVPWVILGHSER.R (Icns score 98)
100 - 113 1607.8009 1606.7936 1606.7951 -1 1 R.RSLLNESNEFVGDE.V (Icns score 23)
101 - 113 1451.6917 1450.6844 1450.6%40 -7 0 R.SLLNESNEFVGDE.V (Icns score 74)
124 - 135 1388.7200 1387.7127 138B7.7129 -0 0 EK.VIACIGETLEQR.E (Icns score 93)
155 - 175 2288.2056 2287.1983 2287.2001 -1 0 FK.VTHWANVVLAYEPVWATGTGE.V (Icns score &68)
176 - 1%0 1661.8965 1660.8892 1660.8896 -0 0 EKE.VATPAQAQEVHLELR.K (Icns scors B3)
176 - 191 1789.9915 1788.9842 1788.9846 -0 1 EKE.VATPAQAQEVHLELRE.W (Ions score B8)

Error Cppml
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Spot No.:95
Accession No.: scaffold0434 14371.mRNA1
Protein name: Glutathione S-transferase F9

Peptide sequences:

K.VYGTAYASPK.R;K.RVLACLIEK.G;K.LQPFGALPVIQDGDYTLYESR.A;K.VLDVYEER.L;K.YLAGDFFSLADL
SHLPFTQYLVGPINK.E;R.KHVSAWWDAQISSR.P;K.HVSAWWDQISSR.P

PFF Mascot score: [465] Sequence coverage %: [39]
Matched peptides No.: [7]
Calculated Mr: 25501 Calculated pl: 8.44

Data base searched result:

Tons score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identitv or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

s B
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0 jiLels] 200 300 400 e}
Protein Scare

Matched peptide sequences: shown in Bold Red

1 MVVEVYGTAY ASPEEVLACL IEKGIEFEAV PVDLIKGEHE SPEYLELQPF
51 GALFVIQDGD YTLYESRATII ERYYAEEYESQD GIDLLGESIE ERGLVEQWLE
101 VERQNFHPHT YNLTLHILFA SALGFFPLDEE VIEESEEFKLG EVLDVYEERL
151 SESEYLAGDF FSLADLSHLE FTOQYLVGPIN EEYMIRSEEH VSAWWDQISS
201 RPSWEEARAGH LGRRSSNEEM M3

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm Miss Sequence

5 - 14 1056.5251 1055.5179 1055.5287 -10 0 K.VYGTAYASPR.R (Ions score 58)
15 - 23 1101.6511 1100.6438 1100.6376 6 1 K.RVLACLIEK.G (Ions score 39)
47 - 67 2382.2022 2381.1949 2381.1903 2 0 K.LQPFGALPVIQDGDYTLYESR.A (Ions score 207)
142 - 145  1022.5108 1021.5035 1021.5080 -1 0 E.VLDVYEER.L (Ions score 48)
155 - 181  3026.5620 3025.5547 3025.5589 -1 0 F.YLAGDFFSLADLSHLPFTQVLVGPINK.E (Ions score 10%
189 - 201 1599.8026 1598.7953 1598.7954 -0 1 R.EHVSAWWDQISSR.P (Ions score 83)
190 - 201 1471.7056 1470.6983 1470.7004 -1 0 E.HVSAWWDQISSR.P (Ions score 98)
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Spot No.:96
Accession No.: scaffold0139 994147.mRNA1
Protein name: Glucose and ribitol dehydrogenase

Peptide sequences:

R.FPPQTQDR.Q;K.EYLMHPLPEFLNPQYKPSNK.L;K.VALVTGGDSGIGR.A;K.AEGAKDPIAIPTDVGFEEN
CR.S;K.DPIAIPTDVGFEENCR.S;R.TNIFGQFFMTR.Y;K.IAALGSEVPMDR.A

PFF Mascot score: [478] Sequence coverage %: [28]
Matched peptides No.: [7]
Calculated Mr: 32309 Calculated pl: 5.29

Data base searched result:

Tons score is - 10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

as B
40
a5
30
o5
20
15
16

Number of Hits

0 T T
0 1

F T T T T T T - T 1
200 300 i) o]
Protein Score

Matched peptide sequences: shown in Bold Red

1 MATQSGFEFF POTQDRQPGE EYLMHPLFEF LNPQYEPSHE LLGEVALVTG

51 GDSGIGERAVS YYFILEGATV AFTYVEGQED MDTDHTLEIL SESFKAEGAKD
101 FPTATPTDWGF EENCRSVVDQ VMALEYGHIDI LVHNALEQYY STTIEDITET
151 ELERVFRTHI FGQFFMTEY: LOHMEQGSCI INTTSVVAYA GYSGLLDYSS
201 TEGAIVAFTE SLSLOLIDEG IRVHAVAPGE VWIPLQPASL PAEETAALGS
251 EVFMDEAAQF YETAPSYVFEFL ASHNECSSYIT GQVLHPNGGY IVIHA



Matched peptide information:

Start - End Observed Mr {expt) Mr{calc) ppm
9 - 16 988.4696 987.4623 987.4774 -15
21 - 40 2445.1939 2444.1866 2444.2198 -14
45 - 57 1201.6408 1200.6335 1200.6463 -11
95 - 115 2289.0610 2288.0538 2288.0743 -9
100 - 115 1832.8307 1831.8234 1831.8411 -10
158 - 168 1361.6523 1360.6451 1360.6598 -11
245 - 256 1258.6321 1257.6248 1257.6387 -11
E . -
B0 Jo-mer e
L -t
=1
o
B L
T T T T T T T T T 1
W) 1500 2000 2500
RMZ error 11 ppm Mazs (Da)

Mis= Seguence

0

coocokHEOoOH

R.FPPOTQDR.Q (Icns score 56)
K.EYIMAPLPEFLNPOQYEPSNE.L (Icns score 55)
E.VALVTGGDSGIGR.A (Ions score B7)
K.AEGARDPIATPTDVGFEENCE. 5 (Ions score 143)
K.DPIATPTDVGFEENCR. S (Ions score 161)
R.THIFGQFFMTR.Y (Icns score 90)
K.TAALGSEVPMDR.A (Icns score 64)



Spot No.:97

Accession No.: scaffold0041 2570834.mRNA1

Protein name: Aspartic proteinase Al

Peptide sequences:

K.NYMDAQYFGEIGIGTPPQK.F;K.FTVIFDTGSSNLWVPSSK.C;K.CYFSVACYFHSR.Y;K.SADIHYGTGAISG
FFSQDHVK.V;K.FDGILGLGFEEISVGK.A;K.AVPVWYNMVNQGLVK.E;K.EPVFSFWFNR.N;K.AVVAQYGE
TIIEMLLAK.D

PFF Mascot score: [606] Sequence coverage %: [24]

Matched peptides No.: [8]

Calculated Mr: 56526 Calculated pl: 5.73

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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
alely}
Protein Score

—T™

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
25
301
351
401
451
a0

MGTRSKPITT
ESKEGESLRT
QEFTVIFDTG
HYGTGAISGF
GFEEISVGRA
PKHYKGEHTY
LAGPTGIIAE
SQIGLCTEDG
QLELNNTQER
FDLSPEQYVL
FDYGNERVGE

ALFLCFLLLE
SFEKYHFHGN
SSNLWVPSSK
FSQDHVEVGG
VEVWYNMVNQ
VEVTQEGYWQ
VNHAIGATGI
SREVSVGIKS
ILNYANELCE
KVGEGERRQC
AEAR

LVFALHNDGEL.
LGDAEDIDTT
CYFSVACYFH
LVVEDQEFTE
GLVEEFVFSF
FHMGDVLIDG
VEQECKAVVA
VVHENIQGVA
RLFSFMGESL
ISGFTALDVE

VRIGLEKREF
SLENYMDAQY
SRYFSGHSST
ATKEFS5ITFL
WEHRHNADEDE
FITTGICGSGEC
QYGETIIEML
SGLEDAMCST
VDCGGLSTME
FPFRGFLWILG

DQNNLVAAQF
FGEIGIGTPP
YKENGKSADI
VAKFDGILGL
GGEIVFGGMD
AAIADSGTSL
LARDQPQKIC
CEMAVVWMQN
NVSFTIGGKV
DVEMGRFHTV



Matched peptide information:

Start
84
103
121
147
194
210
225
327

Erraor Cppmi
i
o

End Observed Mr {expt) Mr{calc) ppm
102 2128.9756 2127.9683 2127.9935 -12
120 1984.9685 1983.9612 1983.9942 -17
132 1596.6415 1595.6342 1595.6650 -19
167 2237.0288 2236.0215 2236.0549 -15
209 1680.8535 1679.8462 1679.8770 -18
224 1717.8716 1716.8643 1716.9021 -22
234 1328.6106 1327.6033 1327.6350 -24
343 1848.9785 1847.9712 1848.0066 -19

- T T T T T T T T T T T T 1

1500 1750 2000 2250
Maz= (Dax

REMZ error 15 ppm

Mis=s Segunence
K.NYMDAQYFGEIGIGTPPQK.F (Icns score 128)
KE.FTVIFDTGSSNLWVPSSKE.C (Icns score E83)
K.CYFSVACYFHSR.Y (Icns score 79)
K.SADIHYGTGAISGFFSQDHVE.V (Ions score 165)

0

cooooooo

K.FDGILGLGFEEISVGE.A
K. AVEVWYNMVNQGLVE. E

K.EFVFSFWFNE.N  (Icons
K. AVVAQYGETIIEMLLAK.D

(Ions score 98)
(Ions score B5)
score 90)

(Ions scors 79)



Spot No.:98
Accession No.: scaffold0105 276835.mRNA1
Protein name: Proteasome subunit beta type-1

Peptide sequences:

R.MSTGYSILTR.E;R.FFPYYAFNVLGGLDSEGK.G;K.GCVYTYDAVGSYER.V;R.VGYSAQGSGSTLIMPFLDN
QLK.S;K.SPSPLLLPAQDAVTPLSELEAVDLVK.T;R.DIYTGDKLEIVILNADGIR.H ;K.LEIVILNADGIR.H;R.HE
YMELR.K

PFF Mascot score: [498] Sequence coverage %: [52]

Matched peptides No.: [8]

Calculated Mr: 24879 Calculated pl: 6.20

Data base searched result:
Tons score is -10*Log(P), where P is the probability that the observed match is a random event.

Individual ions scores = 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

S

Numbet of Hitz

0 T T T T T T T T T * 1
0 100 200 300 4] falald]
Protein Score

Matched peptide sequences: shown in Bold Red

1 MTEQQRANWSPE YDNNGGSCVA IAGRADYCVIZ ADTEMSTGYS ILTREYSEIC

51
101
151
201

FKLADESVMAS SGFQADVEAL QEHLARRHLT YQHQHNEQMS CEAMAQLLSH
TLYYERFFPY YAFNVLGGLD SEGEGCVYTY DAVGEYEERWG YSAQGSGSTL
IMPFLDNQLE SPSPLLLPAQ DAVTPLSELE AVDLVETVFA SATERDIYTG
DELEIVILNA DGIRHEYMEL RED



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) pom Miz=z Seguence
35 - 44 1125.5516 1127.5444 1127.5645 -18 0 R.MSTGYSILTR.E (Ions score 31)
107 - 124 2023.9409% 2022.9%336 2022.9727 -19 0 R.FFPYYAFNVLGCGLDSECK.G (Ions scors 72)
125 - 138 1639.6799 1638.6727 1638.6984 -16 0 KE.GCVYTYDAVGSYER.V (Ions score 115)
13% - 160 2326.1357 2325.1285 2325.1673 -17 0 R.VGYSAQGSGSTLIMFFLDNQLE. S (Ions score 79)
161 - 186 2702.4365 2701.42%2 2701.478% -18 0 KE.SPSPLLLPAQDAVTPLSELEAVDLVE.T (Ions score 124)
196 - 214 2118.1140 2117.1067 2117.1368 -14 1 R.DIYTGDELEIVILNADGIR.H (Icns score 1E86)
203 - 214 1325.7551 1324.747% 1324.7714 -18 0 E.LEIVILHADGIR.H (Icns scors 42)
215 - 221 977.4186 576.4113 976.4436 -33 0 R.HEYMELR.K (Ions score 38)
2 15 - - : : )
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RMS error 19 ppm Mass (Da)



Spot No.:99
Accession No.: scaffold1479 76107.mRNA1
Protein name: Acetyl-CoA acetyltransferase, cytosolic 1

Peptide sequences:

M.APVAAAEIKPR.D;R.DVCIVGVAR.T;K.DGLWDVFNDVGMGSCAEICADNHSITR.E;R.EDQDNYAIHSFE
R.G;R.GIAAQDSGAFAWEIVPVEVSGGR.G;K.VNVHGGAVSLGHPLGCSGAR.I;R.ILVTLLGVLR.Q

PFF Mascot score:

[639]

Matched peptides No.: [7]

Calculated Mr:

41646

Data base searched result:

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

Calculated pl: 6.01

Sequence coverage %: [27]

Individual ions scores > 31 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
A

Protein Score

Matched peptide sequences: shown in Bold Red

1
51
i01
151
201
251
301
351
401

MAPVAAARTE PEDWVCIVGWVA

ANVDESLVQE
GHMEATMLARG
DEGHLEDGLWD
DEGAFAWETIV
GIVIAGHASS
TTAPRLATPE
VHGGAVSLGH
VELL

VEFGHVLSAN
SIQLGINDVY
VENLDVGHMGSC
PVEWVSGGRGE
ISDGRRATNVL
AVENAGLDAS
PLGCSGARTL

RTEMGGFLGL
LGQAPARQAR
VAGGMESMSN
AETCADNHST
PSTIVDEDEG
VSGETALKLG
QVDYYEINER
VTLLGVLEQE

LSTLEATELG
LGAGTEHNSVY
APEYLAFRRKE
TEEDQDHYAT
LGEFLEVELER
LOVIAKTITGY
FAVVALANQE
HGEYGVGEEVC

SIATERATER
CTTVHEVCAS
GSRLGHDSVV
HEFERGIAAD
KLRPSFEENG
ADARORPELF
LLGLNPEEVH
HGGGEASATV



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm
2 - 12 1122.6710 1121.6637 1121.6557 7
13 - 21 588.5247 587.5174 587.5172 1]
156 - 162 3039.2402 3036.2330 3038.2957 -21
183 - 195 1623.6862 1622.6789% 1622.6961 -11
196 - 218 2316.1262 2315.1189% 2315.1546 -15
34% - 363 1544.9669 1943.9596 1943.9748 -8
369 - 378 1096.7346 1095.7273 1035.7380 -10
2 .
=4
Z g e e
i
5
g -0 -
S
T T T T T T T T T T T 1
800 1200 600 2000 2400 2800 3200

RS error 11 ppm

Mazs (Day

Mis= Sequence

1

0
0
0
0
i}
0

M. APVAAARTEPR.D (Ions score 53)

R.DVCIVGVAR.T (Ions score 46)

K. DGLWDVFNDVEIGSCAEICADNHSITR.E  (Ions scorese 120)
R.EDQDNYATHSFER.G (Ions score 136)
R.GIAAQDSGAFAWEIVEVEVSGGR.G (Ions score 225)

K. VHVHGGAVSLGHFLGCSGAR.I (Ions score 176)
R.ILVTLLGVLR.Q (Ions score &0)



Spot No.:100
Accession No.: scaffold0283 54035.mRNA1
Protein name: GEM-like protein 5

Peptide sequences:

K.PSNNPFEPVIQAFNTWSR.K;K.AITEGGFESLFK.Q;K.TFACYLSTSTGPVAGTLYLSTAR.V;R.VAFCSDRPLS
FMAPSGQETWCYYK.V;KYIQMVTIDGHDFWFMGFVNFEK.A;K.ASHHLLDAVSNFR.A

PFF Mascot score: [369] Sequence coverage %: [42]
Matched peptides No.: [7]
Calculated Mr: 29282 Calculated pl: 6.55

Data base searched result:
Tons score is - 10¥Log(P), where P is the probability that the observed match is a random event.

Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \QS

Number of Hits
(]
L

T T T I-'|_|
300 iy

Protein Score

Matched peptide sequences: shown in Bold Red

1 MATTSQETQI AESHEPSQFH QPESEQELEE WGTHVMGSEL APTLHPDHQE
51 LASWHRADHD QIYQQEYLVY SEVEEPENNFE FEPVIQAFNT WSREELENTAR
101 NITWHNWNLITGE SVSETAWGEW NLTRAEKATTEG GFESLFEQVE ETHLNEELEE
151 TFACYLETST GPFVAGTLYLS TARVAFCSDR PLSFMAPSGOH ETWCYYEVMI
201 PLNEIGQVNE VVVEENFPFEE YIOQMVTIDGH DFWFMGFVHNF EEASHHLLDA
251 VENFEATGST WV



Matched peptide information:

Start
T8
126
151
174
221
243

Errar Cppm
&
k=3

RMS error 31 ppm

End Observed Mr (expt) Mr (calc)
93 2102.9783 2102.9710 2103.0174
137 1258.5953 1297.5881 1297.6554
173 2437.1489 2436.1417 2436.1933
197 2500.2046 2899.1973 2899.2768
242 2724.1897 2723.1824 2723.2553
255 1466.7122 1465.7049 1465.7426

Mazz (Da)

ppm
-22
-52
-24
-27
-27
-26

Miz=s Sequence

0

cookR oo

K.PSENNPFEPVIQAFNTWSR.K (Icns score T3)
K.AITEGGFESLFE.(Q (Ions score S58)

K. TFACYLSTSTGFVAGTLYLSTAR.V
R.VAFCSDRPLSFMAPSGQETWCYYK.V (Icns score 12)
K. YIQMVTIDGHDFWFMGFVNFEE.A (Icns score &3)
K.ASHHLLDAVSNFR.A (Icns score 96)

(Ions score 185)



Spot No.:101
Accession No.: scaffold0677_448742.mRNA1
Protein name: Proteasome subunit alpha type-5

Peptide sequences:

R.GVNTFSPEGR.L;R.LFQVEYAIEAIK.L;R.FSYGEPMTVESTTQALCDLALR.F;K.AIGSGSEGADSSLQEQYN
K.D;K.DLTLQEAETIALSILK.Q;K.VAPTYHLYTPAEVETVISR.L

PFF Mascot score: [610] Sequence coverage %: [41]
Matched peptides No.: [6]
Calculated Mr: 26165 Calculated pl: 4.70

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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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40
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0 250 Sy

Protein Score

Matched peptide sequences: shown in Bold Red

1 MFLTRTEYDE GVHTFSPEGE LFQVEYATEA TELGSTATGL ETEEGVVLAV
51 EERITSPLLE FSSVEEVMEI DEHIGCAMSG LIADARTLIVE HARVETQWHR
101 FSYGEPMTVE STTQALCDLA LRFGEGDEES MSREFFGVSLL IAGHDENGES
151 LYYTDPSGTF WQCHAKATGS GSEGADSSLO EQYNEDLTLO EAETIALSIL
201 EQVMEEENVTE NNVDIAKVAP TYHLYTPAEV ETVISREL



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm
11 - 20 1063.4816 1062.4743 1062.5094 -33
21 32 1423.7302 1422.7225 1422.7758 -37
101 - 122 2489.1150 2488.1077 2488.1614 -22
167 - 185 1940.8285 1939.8212 1939.875% -28
186 - 201 1757.9296 1756.9223 1756.9822 -34
218 - 236 2146.0732 2145.0660 2145.1106 -21
20 e e e m e mmmmmm e
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o
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35 e e oo
T T T T I. T T T T T T T T T T 1
L) 1500 2000 2500
REMS error 29 ppm Mass (Dad

Miss Sequence
.GVNTFSPEGR.L (Icns score 70)

. LFQVEYATEATK. L (Ions score 84)
FSYGEFPMTVESTTQALCDLALR.F (Icns scores 205)

0

cooocoo

LK

. ATGSGSEGADSSLQEQYNE. D

(Ions score 125)

.DLTLQEAETIALSILK.Q (Ions score 141)

VAPTYHLYTPAEVETVISR. L

(Ions score 134)



Spot No.:102
Accession No.: scaffold0017 _613025.mRNA1
Protein name: Cysteine proteinase inhibitor 12

Peptide sequences:

R.DSQVAPNSVEIDALAR.F;K.ENAVLEFAR.V;K.AKEQVVTGTLHHLTIEAIEAGK.K;K.EQVVTGTLHHLTIEAI
EAGK.K;K.VWVKPWLNFK.E;K.HAGDVDGGSGAPSFTSSDLGVK.K;K.EVPAHDPAVQDAASHAVK.T;R.S
NSLFPYELK.E

PFF Mascot score: [671] Sequence coverage %: [43]
Matched peptides No.: [8]
Calculated Mr: 27225 Calculated pl: 6.87

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 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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T 1
0 280 S Fa0
Protein Score

Matched peptide sequences: shown in Bold Red

1 MEEYTSFILS S5FS55LLFLLS LISLSHSFVI GRA4SAFCRDE MTITLGGVEDS
51 QVAPHSVEID ALARFAVEEH NEFENAVLEF ARVVEAREQW VTGTLHHLTI
101 EFATEAGEFFL YELEVWVEPRW LNFEELQEFE HAGDVDGGSG APSFTSSDLG
151 VEFDGHGPGW FEVPAHDFPAYW QDAASHAVET IQQRSNSLFF YELFEIVHAE
201 AEVVDDHAKF DITLEVERGT SEEEYEWVEVH FNNEGTFLLN QMQFHL



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc)
49 - 64 1684.8329 1683.8256 1683.8428
74 - 82 1048.5207 1047.5135 1047.5349
86 - 107 2345.2593 2344.2520 2344.2750
88 - 107 2146.1296 2145.1224 2145.1430
115 - 124 1316.7244 1315.7171 1315.7441
131 - 152 2060.9316 2059.9244 2059.9447
162 - 179 1841.8961 1840.8888 1840.9068
185 - 154 11597.5863 1196.57%0 1196.6077
% I ————— [ R R - P,
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PO e ittt ittt
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1000 1500 2000
RFME error 15 ppm Mazz (Day

ppm
-10
-20
-10
-10
-21
-10
-10
-24

Mi== Sequnence

0

coooOHOFEO

R.DSOVAPNSVEIDALAR.F (Iocns score 161)
K.ENAVLEFAR.V (Icns score B9)
K.AREQWVVTGTLHHLTIEATEAGE . K (Icns score 44)
K.EQVWVTGTLHHLTIEATEAGK.K (Icns score 145)
K. VWVEEFWLNFE.E (Iocns score &6)
KE.HAGDVDGGSGAPSFTSSDLGVE.K  (Ions score 1595)
K.EVPAHDPAVODAASHAVE. T (Ions score 104)
R.SNSLFFYELK.E (Ions score &9)



Spot No.: 103
Accession No.: scaffold0716 566809.mRNA1
Protein name: Proteasome subunit beta type-4

Peptide sequences:

K.YKDGILMAADMGASYGSTLR.Y;K.DGILMAADMGASYGSTLR.Y;K.FNPLWNSLVLGGVK.N;K.YLGMVS
MIGVNFEDNHVATGFGNHLAR.P;R.DEWHENLSFEDGVK.L;K.ITEEGVTISQPYALK.T

PFF Mascot score: [545] Sequence coverage %: [36]
Matched peptides No.: [6]
Calculated Mr: 27797 Calculated pl: 6.32

Data base searched result:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 MATTHVEEVG SEPAQLLGPE SASERTLYPY VIGTSVVALE YEDGILMAAD
51 MGASYGSTLR YESVERMESI GEHSLLGASG EISDEFQEILH YLDELILYDN
101 MWDDGHSLGE EKEVHSYLTRV MYNRENEFNP LWHSLVLGGY ENGQEYLGHMV
151 SMIGVHFEDN HVATGFGHNHL ARPILEDEWH ENLSFEDGVE LLEECHMEVLL
201 YRDERSAVHEL QIAKITEEGY TISQPFYALET FWGEFSAFQHNE TVGAEGSW



Matched peptide information:

Start - End Observed

Mr (expt) Mr (calc)
41 - 60 2119.5746 2118.9673 2115.0078
43 - 60 1828.8204 1827.8132 1827.8495
128 - 141 1543.8253 1542.8180 1542.8558
146 - 172 29495.3403 2548.3331 2946.4062
177 - 150 1704.7125 1703.7052 1703.7427
215 - 228 1648.8370 1647.8296 1647.8718
g§-20 f--------- e R LR L b
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RS error 22 ppm Mass (Dad

ppm
-19
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-25
-25
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-26

1
300

Miss Sequence

1

coooo

K. ¥YRDCILMAADMCASYGSTLR. Y
K.DOTILMAADMCGASYGSTLR.Y (Icns scors 133)
K.FNPLWNSLVLGGVE.N (Icns score &62)

K. YLGMVSHIGVNFEDNHVATGFGNHLAR.P (Icons scors 138)
R.DEWHENLSFEDGVE.L (Icns score 120)

K. ITEEGVTISQFYALKE. {Ions score 55)

({Ions score 181)



Spot No.:104
Accession No.: scaffold0307_1066072.mRNA1
Protein name: Proteasome subunit beta type-2-A

Peptide sequences:

R.VQFTEYIQK.N;K.NVALYQFR.N;R.NGIPLTTAAAANFTR.G;K.ETGPSLYYIDYIATLHK.I;K.GAFGYGSYFSL
SMMDR.H;R.HYHSGMTVEEAIDLVDK.C;R.LVVAPPNFVIK.I

PFF Mascot score: [529] Sequence coverage %: [45]

Matched peptides No.: [7]

Calculated Mr: 22726 Calculated pl: 5.85

Data base searched result:

lons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40
33
30
25
20
15
10

Number of Hits

0 T T
0 100

T - T 1
alely} G
Protein Score

2000 oy i

Matched peptide sequences: shown in Bold Red

1 MECVEFGLVGD GFALVVADITS AVHSILVHES NEDEIMVLDS HELLGLSGES

31
101
151
201

GDEVQFTEYI QENVALYQFER HGIPLTTAAA ANFTRGELAT ALRENEYEVH
ILMAGYDEET GPELYYIDYT ATLHEIDEGA FGYGSYFSLS MMDEHYHSGHM
TVEEAIDLVD ECIIEIRSREL VVAPPHNFVIE IVDEDGAREY LWRESVEDIS
GAFTL



Matched peptide information:

Start - End Ob=served Mr (expt) Mr (calc) Ppm Mis= Sequnence
54 - 62 1155.5731 1154.5658 1154.5972 -27 0 R.VQFTEYIQK.N (Ions score &5)
63 - T0 1010.5258 1009.5185 1009.5345 -16 0 EKE.NVALYQFR.N (Icns score 53)
71 - 85 1517.785% 1516.7786 1516.7998 -14 0 R.NGIPLTTAAAANFTR.G (Icns score 100)
109 - 125 1983.9711 1982.9638 1982.9989 -18 0 K.ETGPSLYYIDYTATLHE.T (Ions score 116)
1259 - 144 1788.7501 1787.7428 1787.7647 -12 0 KE.GAFGYGSYFSLSMMDE.H (Icons score 145)
145 - 161 1943.8798 1942.8725 1942.9%095 -19 0 R.HYHSGMTVEEAIDLVDE.C (Ions score 146)
170 - 180 1196.700% 1195.6937 1185.7329 -33 0 R.LVVAPPNFVIE.I (Ions score B2)
2 . '
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Spot No.:105

Accession No.: scaffold0356 425272.mRNA1

Protein name: DnaJ protein homolog

Peptide sequences:

K.ELAHAYEVLSDPEKR.D;R.DIYDQYGEDALK.E;R.QIGLGMIQQMQHICPECR.G;K.IVFEGQADEAPDTVT
GDIVFVLQLR.D;R.TLNLTEALCGFQFVLTHLDGR.Q;K.LYIHFNVDFPDSR.I;R.ILSPEQCHTIETILPLR.S

PFF Mascot score:  [499]

Matched peptides No.: [7]

Calculated Mr: 77568

Sequence coverage %: [17]

Calculated pl: 6.04

Data base searched result:

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

Individual ions scores = 30 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
301
351
401
451
301
351
601
651

MFGYGGRSDN
KELAHAYEVL
GRSFGGGEGSS
CKGKGSKSGL
ISEKDECEQC
GDIVFVLQLR
IKSNEGEVIK
EQCHTIETIL
AYEYDEDDEFE
RLEFVFHSQL
TESCSKTEDN
RGVRMRSWGK
AFLNFPELLH
TLVLDNTQES

TEYYETLGVS
SDPEERDIYD
RGRERQERGDD
SEMCYGECQGES
RGEEVSQEFE
DHEFEFEREVD
PGQYEATHNDE
PLESREHLSD
SMS5GSICFIL
SQMENHINLE
SLALPFESEE
WVSEIREFRE
ELFRFATESFE
ISFFSADSDD

EHNASQDEMEE
OYGEDALKEG
VVQTLEVILE
GMEITTRQIG
VLEVHVEKGM
DLIVERTLNL
GMPQHGREFM
MELDECEETI
CAFELSQMIC
IDRQGINFEL
AQELENGHDE
KESREIWLGIYFE

EDIQARDOED
TLFDLEDLFI

AYKKALTKNH
MGGGGGSGVH
DLYNGTTKKL
LGMIQOMOHT
HHGQKIVFEG
TEALCGFQFV
KGKLYIHFNV
LHDVNMLEEE
YFALVDIYLE
55STTSRSS5
SSKRQKTDVE
TAEMALRAHD
ATAAFPARLQ
DDLLDIY

PDKGGDEEKF
NEFDIFESLF
SLSRNFMCTK
CPECRGSGEV
QADEAPDTVT
LTHLDGRQLL
DFEDSRILSP
KRREKQQQRYE
LICFRSDVLR
55F5555551
NGNNNKHETY
VALLATKGSS
CQLEAEHISH



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm Miss Sequence
52 - &6 1756.8960 1755.8887 1755.8791 5 1 KE.ELAHAYEVLSDFEER.D (Ions score 80)
67 - 78 1429.6495 1428.6423 1428.6409 1 0 R.DIYDQYGEDALKE.E (Icns score 74)
178 - 185 21%9.0308 21%6.0235 21%8.0217 1 0 R.QIGLGMIQOMOHAICPECR.G (Ions score 635)
236 - 260 2732.4016 2731.3%943 2731.4069 -5 0 K.IVFEGQADEAPDTVTGDIVFVLOLR.D (Icns score 145)
277 - 287 2405.2251 2404.2178 2404.220% -1 0 R.TLHLTEALCGFQFVLTHLDGR.Q (Ions scores 10&)
334 - 346 1622.7983 1621.7911 1621.7889 1 0 FK.LYIBFNVDFPDSR.I (Ions score 98)
347 - 363 2020.08%4 2019.0821 2015.0823 -0 0 R.ILSPEQCHTIETILPLR.S (Icns scors 94)
205 Joeoeooooo oo
=4
=
& . . .
g 0 oo o
v} .
1500 2000 2500
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Spot No.:106
Accession No.: scaffold0178 730225.mRNA1
Protein name: Probable aldo-ketoreductase 2

Peptide sequences:
K.RLDVDCIDLYYQHR.V;R.LDVDCIDLYYQHR.V;R.AHAVHPITAVQLEWSLWSR.D;R.DVEEEIVPTCR.E
[250]

PFF Mascot score: Sequence coverage %: [12]

Matched peptides No.: [4]

Calculated Mr: 37976 Calculated pl: 6.03

Data base searched result:
lons score is - 10*Log(P), where P is the probability that the observed match is a random event.

Individual ions scores > 30 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 T T T T T T T T 1
200
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MAVERIKLGS
TFLDTSDVYG
FAYVERRCERD
FYIGLSEASH
IVAYSPLGRG
ETAAREQCTE
EDMAELESTA

QGLEVSAQGL
PHTNEILLGE
SLERLDVDCI
STIRRAHAVH
FL5SGEELVE
SQLALAWVHH
SASAVEGDRY

GCHMGHMSAFYG
ALGGEMRERWV
DLYYQHRVDT
PITAVQLEWS
TLSEGDFREY
RQEGDDVCEIEG
ESHNNFTFEDS

PEEPESDMIA LIHHATHTGV
ELATEFAVSEF EDGEREIRGD
STIPIEVIIGE LEELVEEGET
LWSEDVEEEI VPTCRELGIG
LPRFQSENLE HNEQLFERIN
TTEIENFIQN VGALSVELTP
DTEPLSSWER W



Matched peptide information:

Start - End Observed

Mr (expt) Mr (calc) ppm
114 - 127 1865.9227 1864.9155 1864.8890 14
115 - 127 170%.8203 1708.8130 1708.7879 15
166 - 184 2201.1%12 2200.183% 2200.1541 14
185 - 185 1346.6467 1345.6395 1345.6184 16
z .
=3
o
1 T
1
s .
=
.
w L)
R e e R
T T T T T T T T T 1
1500 1750 2000 2250
RMS error 14 ppm Mass (Dad

Mis= Sequence

1

i)
i)
o

K.RLDVDCIDLYYQHR.V
R.LDVDCIDLYYQHR .V

R.AHAVHPITAVOLEWSLWSRE.D

R.DVEEEIVFTCR.E

(Ions score B&)
86)

(Ions score
(Ions score 95)

(Ions score &7)



Spot No.:107
Accession No.: scaffold4512 855.mRNA1
Protein name: Osmotin-like protein OSM34

Peptide sequences:

R.NNCPYTVWAAASPGGGR.R;R.LDQGQTWELNVPAGTSMAR.I;K.APGGCNNPCTVFK.T;R.CSDAYSYP
QDDPSSTFTCPGGTNYR.V

PFF Mascot score: [350] Sequence coverage %: [30]

Matched peptides No.: [4]

Calculated Mr: 27682 Calculated pl: 5.23

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
[
on

0 100 200 300

Protein Scare

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201

MSWNFNIFLIS5 IFLLSALFFT
QEOTWELNVE AGTSMARTHWHG
FENTLAEYRIL. HQFGNLDEYD
DINGQCPNQL EKAPGGCHNEC
SDAYSYPQDD PSETFTCPGG

S5DGATFTIR
RTHCHFDGSG
ISLVDGFNIFE
TVFETHEYCC
THYRVVECEL

Matched peptide information:

HHCPYTVWAA ASPGGGRELD
KGHCQIGDCGE GILACQGWGEV
IEFSPTSGRE DECEFLFCTR
TEGYGICGET EFSKFFESRC
RS5FHFFLEMV EREELDVE



Start - End Observed Mr (expt) Mr(calc) ppm Miss Sequence

31 - 47 1777.8057 1776.7984 1776.8002 -1 0 R.NNCPYTVWAAASPGGGR.R (Ions scors 135)
49 - &7 2073.9998 2072.9925 2072.994% -1 0 R.LDOGOTWELNVPAGTSMAR.I (Icns score 108)
162 - 174 1421.6172 1420.609% 1420.6228 -9 0 K.APGGCHNNPCTVFEK.T (Ions score 535)
200 - 224 2846.10859 2845.1016 2845.1232 -8 0 R.CSDAYSYPODDPSSTFTCPGGTNYR.V (Icns score 137)
z ) .
R R REE R R L LR EE L L EEEEEEEEEL D
o T T
.
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B R T .-
I. T T T T T T T T T T T T T 1
1500 2000 2500
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Spot No.:108
Accession No.: scaffold1222 136753.mRNA1
Protein name: Rubber elongation factor protein

Peptide sequences:

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.NVAVPLYNR.F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A

PFF Mascot score: [312] Sequence coverage %: [42]
Matched peptides No.: [4]
Calculated Mr: 14713 Calculated pl:  5.04

Data base searched result:

Ions score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 -
40
3
30
29
20
15

10

Number of Hits

0 i B e o o S B B m s sy e ey |
0 10 200 300

Protein Score

Matched peptide sequences: shown in Bold Red

1 MAEDEDNQQG QGEGLEYLGF VOQDAATYAWT TFSNVYLFAE DESGELOPGV
51 DITEGEVENV AVPLYNRFS5Y IPNGALEFVD STVVASVTII DRSLFFIVED
101 ASTOWVVESATR ALPERARSLA S5LPGQTEIL AEVEFYGEN

Matched peptide information:

Start - End Obzerved Mr (expt) Mr({calc) ppm Miz= Seguence
17 - 40 2689.3569 2688.3497 2688.3476 1 0 FK.YLGFVODAATYAVTTFENVYLFAR.D (Ions score 100)
5% - &7 1045.5713 1044.5640 1044.5716 -7 0 K.HVAVFLYNR.F (Ions score 65)
78 - 92 1621.8794 1620.8721 1620.8723 -0 0 EK.FVDSTVVASVTIIDR.S (Ions score 145)
100 - 110 1158.6433 1157.6360 1157.6404 -4 0 FK.DASIQVVSATR.A (Ions score E5)
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Spot No.:109
Accession No.: scaffold0548 575390.mRNA1
Protein name: Stem-specific protein TSJT1

Peptide sequences:

R.LFAVVDDIFCLFQGHIDNVAVLK.Q;K.TANEVIIVIEAYR.T;R.DRGPYPADQVVR.D;R.GPYPADQVVR.D;K
.FAFILYDSSSK.T;K.GCFFTTSGGLR.S;R.SFEHPLNELKPVPR.V

PFF Mascot score: [373] Sequence coverage %: [33]

Matched peptides No.: [7]

Calculated Mr: 27274 Calculated pl: 5.56

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
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33
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15
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Number of Hits

o

T =
300 Lie]

Protein Score

0 T T T T T T T T T T T T T T

Matched peptide sequences: shown in Bold Red

1 MILAVFDETVA
51 AGVIAYSLDE
101 EVIIVIEAYR
151 GSVEFFWGAD
201 EHPLWELEFV

KCPEALDSPEN SGSNSAMEDG FLAFHFGSVH PGSEVIVHLGEGS
QNPLLERELFA VVDDIFCLFQ GHIDNVAVLE QQYGLNETAN
TLEDRGEYPA DOVVRDIQGE FAFTLYDSSS ETTFIAADTD
SEDNLVLSDD VQIVQQTCGE SFAPFPEGCF FTTSGGLRSF
PEVDSS5GQIC GATFEVDAET EEEGGMERVG SAYDWSSNY



Matched peptide information:

Start
68

98
114
116
131
188
133

10

Error t(ppm?
o

RMS ertor 5 ppm

— End Observed Mr (expt) Mr(calc)
- S0 2633.3994 2632.3921 2632.3724
- 110 1450.8308 1485.86235 1489.8140
- 125 1372.6975 1371.6%02 1371.6895
- 125 1101.5677 1100.5605 1100.5615
- 141 1277.6437 1276.6364 1276.6339
- 198 1202.5636 1201.5563 1201.5550
- 212 1662.9117 1661.9045 1661.8889
T T T T T T T T
1500 2000 2900
Mass (Dad

Mis=s Sequence
LFAVVDDIFCLFQCHIDNVAVLE. (Ions score 72)

0

HFOoOOooKEOo

R.

4
R
R
K.
K
R

. TANEVIIVIEAYR.T
.DRGPYPADOVVR.D
.GPYPADOQVVR.D (Icns score &62)

(Ions score 121)
({Ions score 66)

FAFILYDSSSK.T (Ions score 58)

.GCFFTTSGGLR. S (Ions score 62)
. SFEHFLNELEFVER.V

(Icns score 107)



Spot No.:110

Accession No.: scaffold0139 994147.mRNA1

Protein name: Glucose and ribitol dehydrogenase

Peptide sequences:

R.FPPQTQDR.Q;K.AEGAKDPIAIPTDVGFEENCR.S;K.DPIAIPTDVGFEENCR.S;R.TNIFGQFFMTR.Y

PFF Mascot score: [154]

Matched peptides No.:

Calculated Mr:

32309

Sequence coverage %: [13]

[4]

Data base searched result:

Calculated pl: 5.29

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
150

Protein Scaore

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251

MATQSGEFRFE
GD5GIGRAVS
FIATFTDVGE
RLERVFRTHI
TEGATVAFTR
EVFMDRARQE

POTQDRQEGK
YYFTLEGATV
EENCRSVVDQ
FGQFFMTRYA
SLSLQLIDEG
YEIAPSYVFL

EYLMHPLEEF
AFTYVEGQED
VMAEYGHIDI
LQHMEQGSCT
IRVNAVAEGE
ASNECSSYIT

Matched peptide information:

Star

Error Cppmi

RMZ err

t - End Observed Mr {expt) Mr {calc) ppm
9 - 16 988.4888 987.4815 987.4774 4
5 - 115 2289.1182 2288.110% 2288.0743 16
0 - 115 1832.8770 1831.8697 1831.8411 16
8 - 168 1361.6887 1360.6814 1360.6598 16

T T T T T T T T 1

W) 1500 2000

ar 13 ppm Mazs (Da)

LNPQYKEPSHE
MDTDHTLETL
LVHHNAREQYY
INTTSVVRAYL
VWTPLQPASL
GOVLHPHGGEY

Mis= Segunence

0 R.FPPQTODR.(

LLGEVALVTG
SESKARGAFD
STTIEDITET
GYSGLLDYS5S
FREFTRALGS
IVHL

1 K.AEGAFDFIAIPTDVGFEENCE.S

0 K.DPFIAIPTDVGFEENCE.S
0 R.THIFGQFFMTR.Y

(Ions score 493)

(Ions score 64)
85)

(Ions score
(Ions score 39)



Spot No.:111
Accession No.: scaffold0100 712967.mRNA1
Protein name: Patatin-like protein 2

Peptide sequences:

K.ITVLSIDGGGIR.G;K.LQDLDGPDAR.I;K.DIKDFYLENCPK.I;R.DTYDPIHSIGPIYDGEYLR.E;K.LLLPVIFSS
DDAK.C;R.LADVCISTSAAPVLLPAHSFTTEDDK.N ;K.SLDCEDYYLR.I;R.IQDDTLTGEESSGHIATEENLQR.L

PFF Mascot score: [539] Sequence coverage %: [28]
Matched peptides No.: [8]
Calculated Mr: 49142 Calculated pl: 5.13

Data base searched result:

lons score is - 10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 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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T T
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Matched peptide sequences: shown in Bold Red

1 MCLESMLDIH DVIVHASTIL YIPELHAQLH SHSQLVLINL LYEDRELSSL
51 DENMATGSTT LTQGEEITVL SIDGGGIRGI IPGITLASLE SEL{QDLDGPED
101 ARTADYFDIT AGTSTGGLIT TMLTAPWNEDE EPIYQAFDIE DFYLENCPEIL
151 FPEESEDTYD PIHSIGPIYD GEYLRELCHN LLEDLTVEDT LTDVIIBAFD
201 TELLLFVIFS SDDARCHALE NARLADWCIS TSAAPVLLPA HSFTTEDDEN
251 THTFELIDGG VAATHNPTLLAE LTHIERNEITIR QNPRFIGANL TESESRLVLS
301 LGTGESEYEE EYNADMTSEW RLYWNWALYNG HNSPAVDIFSH ASSDMVDFEHL
351 SALFESLDCE DYYLRIQDDT LTGEESSGHI ATEENLORLYV EIGTELLEEQR
401 ESRINLDTGR LESIPGAFTHN EAATAWFAFIL LSEERELEQL K



Matched peptide information:

Start - End

&7 - T8

93 - 102
138 - 149
157 - 175
203 - 215
224 - 249
356 - 365
366 - 388

Error Cppm)
N
=
pad

Observed

1200.
1099.
1541.
2224,
1417.
2757.
1333.
2543.

7044
0477
T451
0501
s004
0417
5887
2258

Mr (expt)
1199.6971
1098.5405
1540.7378
2223.0828
1416.7931
2756.5345
1332 .5815
2542.2186

Mr (calc)

1198,
1098.
1540.
2223,
1416.
2757.
1332.
2542,

6874
5305
7232
0484
7864
3531
5656
1783

ppm

o

i0
15

-287
12
16

RMS prenr 105 nom

LI
2000

Maz= (Nal

Miss Seguence

0

cooooRo

PREPAFAAA

ITVLSIDGGGIR.G (Ions score 100)

LODLDGPDAR. I (Ions score 5E)

DIRDFYLENCPK.I (Ions score 92)
DTYDFIHSIGPIYDGEYLR.E (Ions score 108)
LLLPVIFSSDDAR.C (Ions score 55)
LADVCISTSAAFVLLPAHSFTTEDDE.N (Ions score 20)
SLDCEDYYLR.T (Ions score 67)
IQDDTLTGEESSGHIATEENLOQR.L (Ions score 236)



Spot No.:112
Accession No.: scaffold0031_1390956.mRNA1
Protein name: Malate dehydrogenase, cytoplasmic

Peptide sequences:

R.VLVTGAAGQIGYALVPMIAR.G;R.ELIKDDEWLNAEFITTVQQR.G;
K.GVVATTDVVEACTGVNIAVMVGGFPR.K;K.IVQGLHIDEFSR.K

PFF Mascot score: [407] Sequence coverage %: [23]

Matched peptides No.: [4]

Calculated Mr: 36173 Calculated pl: 6.19

Data base searched result:

Ions score is -10*Log(P). where P is the probability that the observed match is a random event.
Individnal ions scores > 30 indicate identity or extensive homology (p<00.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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Number of Hits

— =T
i

Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

HAKETVEWVLWV
LHGVEMELVD
DVHMSENVSIY
ENITCLTRLD
VETPSGEKSV
ACDHIRDWVL
QGLHIDEFSE

TGAAGOTIGYA
AAFPLLEGVV
RSQASRLEFH
HHREALGQISE
REELIEDDEWL
GTPEGTWWVSH
EFLDLTADEL

LVPHMIARGVH
ATTDVVEACT
BRRNCEVLVY
RLNVQWVSDVE
HAEFITTWVOD
GVYSDGEESYHV
SEEERALAYSC

LGPDQEVILH
GVHIAVMWVGG
ANPANTHALI
MVIIWGHHSS
REALTTHRARE
BAGLIYSFEV
L5

HMLDIFERRER
FPREEGHMERE
LEEFAESIFEE
TRYPDWVIHAT
L55ALSRASS
TCQNGEWEIW



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) Ppm Miss Sequence
8 - 27 2000.1635 1999.1562 1999.1288 14 0 R.VLVTGAAGDIGYAILVPMIAR.G (Icns scores &B)
&8 - 93 2619.3621 2618.3548 2618.3197 13 0 EK.GVVATTDVVEACTGVNIAVMVGGFPR.K (Icns score 158
212 - 231 2448 .2739 2447.2667 2447.2332 14 1 R.ELIEDDEWLMAEFITTVQOR.G (Ions score 16%9)
299 - 310 1413.7676 1412.7603 1412.7412 14 0 K.IVQGLHIDEFSR.E (Icns score 100)

Error Cppmi
=
[y
o

L bttt ettt tete -—--
T T T T T T T T T T T T
100 1600 1800 2000 2200 2400 2600
RMS ervor 13 ppm Mass (Dad




Spot No.:113
Accession No.: scaffold0558 100711.mRNA1
Protein name: ATP-citrate synthase alpha chain protein 2

Peptide sequences:

K.SAQVTESTDFNELAEKEPWLLSGK.L;K.SGLVALNLDLAEVAVFVK.E;K.GPITTFIVEPFIPHNEEFYLNIVSE
R.L;K.WGNIGFPMPFGR.V;R.VMSSTESFIHGLDEK.T;R.ALVIGGGIANFTDVAATFNGIIR.A;R.SLGEEIGLPI
EVYGPEATMTSICK.Q

PFF Mascot score: [479] Sequence coverage %: [27]

Matched peptides No.: [7]

Calculated Mr: 57297 Calculated pl: 5.89

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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
301
351
401
451
501

MVGAACGYQQ
TINKLLEPHQ
KRLLEDHFER
LFGERGESGL
PHNEEFYLNI
TCAPLVATLP
LDMRGELDDT
KFTVLNPKGR
EVLQYARVVI
ESKLKALRMH
CROAIECISA

CMVHEFEPRTH
IQVEVLLVVA
LSGYELPTIES
VALNLDLAEWV
WVSERLGCSIS
LETERETEEF
AAFENFEFWG
TWTHMVAGGGA
LCATSDEPDGR
MYVERGGENY
An

IDSEFQTQQT
LELFNPLIFP
AQVTESTDFN
AVFVRERLGK
FSDCGGIEIE
IKSIFALFQD
NIGFPMPFGR
SVIYADTVGD
KRALVIGGGI
QKGLAKMRSL

HFLLFSDFLL
LSFSANGEQHM
ELAEFEPWLL
EVEMSGCEGE
ENWDEVETIY
LDFTFLEMNE
VMSSTESFIH
LGYASELGHY
ANFTDVAATF
GEEIGLFPIEV

KISINYAEFL
ARFEIREYDS
SGELVVEPDM
ITTFIVEPFI
VETGSSFTISE
FTLVHNGEEYFE
GLDEETSASL
AEYSGAFNEE
HGIIRALKEE
YGPEATMTSI



Matched peptide information:

Start - Observed

Mr (expt) Mr ({calc)

120 - 143 2679.3599 2678.3526 2678.3075

158 - 175 1856.0945 1857.0872 1857.0611

189 - 214 3061.6116 3060.6043 3060.5597

319 - 330 1378.6%80 1377.6907 1377.6652

331 - 345 1679.8206 1678.8133 1678.7872

423 - 445 2290.2986 2289.2913 2289.24B1

479 - 502 2594.3184 2593.3111 2593.2653
= . '
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1500 2000 2500 3000

RMZ error 16 ppm Mass (Dal

Miss Sequence

1

oooooo

K.SAQVTESTDFHELAEEEPWLLSGE.L (Icns score 639)
K.SGLVALNLDLAEVAVFVE.E (Ions score 10&)
K.GEPITTFIVEFFIPENEEFYLNIVSER.L (Ions score 103)
E.WCNICFPMPFCR.V (Ions scores 74)
R.VMSSTESFIHGLDEK.T (Ions score 75)
R.ALVIGGGIANFTDVAATFNGIIR.A (Icns score 140)
R.SLGEEIGLPIEVYGFEATMTSICK.Q (Ions score 72)



Spot No.:114
Accession No.: scaffold0041 2570834.mRNA1
Protein name: Aspartic proteinase Al

Peptide sequences:

K.NYMDAQYFGEIGIGTPPQK.F;K.FTVIFDTGSSNLWVPSSK.C;K.CYFSVACYFHSR.Y;K.SADIHYGTGAISG
FFSQDHVK.V;K.FDGILGLGFEEISVGK.A;K.AVPVWYNMVNQGLVK.E;K.EPVFSFWFNR.N;K.AVVAQYGE
TIIEMLLAK.D

PFF Mascot score: [631] Sequence coverage %: [21]

Matched peptides No.: [8]

Calculated Mr: 56526 Calculated pl: 5.73

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 | p— 1
00

Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

MGTRSKPITT
ESKEGESLRT
QRFTVIFDTG
HYGTGAISGF
GFEEISVGRA
PRHYKGEHTY
LAGPTGIIAE
SQIGLCTFDG
QLKLNNTQER
FDLSPEQYVL
FDYGNERVGF

ALFLCFLLLE
SFRKYHFHGH
SSNLWVPSSE
FSQDHVEVGG
VEVWYNMVNQ
VEVIQKGYWQ
VNHAIGATGI
SRGVSVGIKS
ILNYANELCE
KVGEGELLQC
AERR

LVFLAAHNDGL
LGDAEDTDIT
CYFSVACYFH
LVVEDQEFIE
GLVEEFVFEF
FHMGDVLIDG
VEQECEAVVA
VVHENIQGVL
RELESEMGESL
ISGFTALDVE

VREIGLEEREF
SLENYMDAQY
SRYESGHSST
ATEEFPSITFL
WENENADEDE
ETTGICGSGC
OYGETITEML
SGLEDAMCST
VDCGGLSTHE
FPRGPLWILG

DQNNLVALQF
FGEIGIGTEP
YRENGKSADI
VAKFDGILGL
GGEIVFGGMD
AATADSGTSL
LARDQEQKIC
CEMAVVWMQN
NVSFTIGGEV
DVEMGRFHTV



Matched peptide information:

Start
84
103
121
147
194
210
225
327

Error Cppmd
=
o

RMS error 14 ppm

End Observed Mr {expt) Mr{calc) ppm
102 2129.0337 2128.0264 2127.9935 15
120 1985.0304 19584.0231 1983.9942 15
132 1596.6991 1595.6918 1595.6650 17
167 2237.1023 2236.0950 2236.0549 18
209 1680.9033 1679.8%960 1679.8770 11
224 1717.9280 1716.9217 1716.9021 11
234 1328.6610 1327.6537 1327.6350 14
343 1849.039%2 1848.0319 1848.0066 14

T T T - T T T T T T 1

1500 1750 2000 2250
Mazz (Da)

Mis=s Segunence

1]

ooooooo

AARAARAAA

NYMDAQYFGEIGIGTPPQE.F (Ions score 133)
FTVIFDTGSSNLWVEPSSE.C (Ions score 93)
CYFSVACYFHSR.Y (Icns score 93)
SADIHYGTGAISGFFSODHVE.V (Ions score 160)
FDGILGLGFEEISVGK.A (Icns score 109)
AVPVWYNMVNQGLVE.E (Ions score 74)
EPVFSFWFNR.N (Icns scores 90)
AVVAQYGETIIEMLLAK.D (Ions score B6)



Spot No.:115
Accession No.: scaffold0050 2842364.mRNA1
Protein name: Cell division cycle protein 48 homolog

Peptide sequences:

K.VIETDPAEYCVVAPDTEIFCEGEPVR.R;R.EDENRLDEVGYDDVGGVR.K;R.AHVIVIGATNRPNSIDPALR.
R;R.EIDIGVPDEVGR.L;K.DTHGYVGADLAALCTEAALQCIR.E;K.GPELLTMWFGESEANVR.E;R.QSAPCVL
FFDELDSIATQR.G;R.LDQLIYIPLPDEDSR.H;K.YTQGFSGADITEICQR.A;K.YQAFAQTLQQSR.G

PFF Mascot score: [647] Sequence coverage %: [22]
Matched peptides No.: [10]
Calculated Mr: 90311 Calculated pl: 5.15

Data base searched result:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 -I 1
Foo
Protein Score

Matched peptide sequences: shown in Bold Red

1 MSHQAESSDS EGTERDFSTZ ILEREEAFNR LVVDEATNHNDD NSVVSLHPDT

51 MEKLQLFRGD TILIEGEKRE DTICIALADD TCDEFPEIRMN EVVRSNLEVE
101 LGDVVSVHQC PDVEYGKRVH ILPIDDTIEG VIGHNLFDAYL KFYFLEAYRP
151 VREGDLFLVE GGMRSVEFEW IETDFAEYCWV WAFDTEIFCE GEFVRREDEN
201 RLDEVGYDDWV GGVREQMAQI RELVELPLRH PQLFESIGVE PPEGILLYGP
251 PGSGETLIAR AVANETGAFF FCINGFEIMS ELAGESESNL REAFEEAEKN
301 APSIIFIDEI DSIAPEREKT HGEVERRIVS QLLTLMDGLE SRAHVIVIGA
3531 THEPNSIDFA LRRFGRFDRE IDIGVFDEVG RLEVLRIHTE NMELAEDVDL
401 ERIAFKDTHGY VGADLAALCT EAALQCIREK MDVIDLEDES IDAEILNSMA
451 VINEHFQTAL GISNPSALRE TVVEVENVSW EDIGGLENVE RELQETVQYPE
501 VEHPEEFEKF GMSPSEGVLE YGPPFGCGETIL LAKATANECD ANFISVEGFEE
551 LLTMWFGESE ANVREIFDER RQSAPCVLFF DELDSIATQR GSSVGDAGGEL
601 ADEVLNQLLT EMDGMSAKET VFIIGATWEF DIIDPALLREF GRLDQLIYIF
631 LPDEDSRHQI FEACLEKSPV SEDVDLRALL EYTQGFSGAD ITEICQRACK
701 YRIRENIEKD IERERERREN FERMEEDVED DVAEIKALHF EESMEYRERRS
751 VSDRADIREY(Q AFAQTLOQSE GFGTEFRFSE ASGAARTGTDP FVASAGGADD
601 DDLYN



Matched peptide information:

Start End Observed Mr (expt) Mr (cale) ppm
170 155 2955.3987 2994.3914 2994.3627 10
197 214 2036.9453 2035.9%380 2035.9083 15
343 362 2114.2092 2113.2020 2113.1756 12
370 381 1298.6676 1297.6603 1297.6514 7
406 428 2505.2202 2504.2129 2504.1788 14
548 564 1951.9480 1950.9407 1%50.9146 13
572 550 2197.0906 2196.0833 2196.0521 14
643 657 1786.9448 1785.9375 1785.9149 13
682 697 1845.8678 1844.8605 1844.8363 13
759 770 1440.7340 1439.7267 1439.7157 8
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000000 ORKR

Miss Sequence

K.VIETDPAEYCVVAFDTEIFCEGEFVR.R (Ions score 120)
.EDENRLDEVGYDDVGGVR.K (Icns score T7E8)
JABVIVIGATNRPNSIDPALR.R (Ions score 53)

LR

-EIDIGVPDEVGR. L

(Iocns score 106}

.DTHGYVGADLAALCTEAALQCIR.E (Ions scors 102)
.GPELLTMWFGESEANVR.E O=xidation (M) (Icns scors 32)
-QSAPCVLFFDELDSIATQR.G (Ions score 100)
.LDQLI¥YTPLPDEDSR.H (Ions score 107)
YTQCFSCGADITEICQR.A  (Icons score 73)

. YQAFAQTLOQSR.G

(Ions score 6&)



Spot No.:116
Accession No.: scaffold0333 _708001.mRNA1
Protein name: Natterin-4

Peptide sequences:

R.YAYYMTESEALR.G;K.WSCTLFEPTLGNDGFLYFR.H;R.TNGVGSWDITSR.V;K.IDCLNAAVSTITTPAR.L;R
.LQVEELVFER.Q;R.QINNVIFR.M;K.IEVTAEVTTSLEWNR.T;R.KAEATYQAVVPPMTR.V;R.VTIDYVATQG
TCNVPFSYTQR.D;K.IDGTYTGVNYYSFHFR.Q

PFF Mascot score: [517] Sequence coverage %: [30]

Matched peptides No.: [10]

Calculated Mr: 54249 Calculated pl: 5.86

Data base searched result:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

i .

T T T T T T T T T T 1
0 100 200 300 00 falale] GO0
Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351
401
451

MAHALPEEVWY
TAKINTREVH
FEPFTLGHNDGFE
AFTEFVDWDTL
GYEVIMNEDG
VHDNTIALRN
RQIHNNVIEFRM
TFSHSLSIML
EATYQAVVEE
GTYTGVNYYS

LESVLSHNRYA
LEFCSHNNEYW
LYFRHVQTGE
VIMPEIVIFEK
RLRIESEFFN
AGHNRFCSSL
EDARIFDERDL
GVITSIQTGE
MTEVTIDYVA
FHFROVHNFET

YYMTESEALR
ARLGADENDI
RVRTHGVGEW
GYNDEYLELG
KFWRESPNWI
ITEGEIDCLH
VVAGIGSGEVH
ARIVEGEIEV
TOGTCHVEES
I

GYIVRCQEEEWV
WIVAELDOPE
DITSEVIVDY
WIERHEYHQF
WADSTDITSH
AMVETITTEA
DSPFHESLIRV
TAEVTTSLEW
YTORDELSHD

FSPFAKIEVE
EDMSKWSCTL
SDNGDSTEWY
SSDDGNKEET
NIDTLEWEVE
RLOVEELVFE
TVSFEDTSSY
NRTTTETREA
GSSLTTQKID



Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) ppm
1% - 30 1496.7137 1495.7065 1495.6653 28
96 - 114 2323.1445 2322.1373 2322.0780 26
124 - 135 1252 .6567 1291.6495 1291.6157 26
276 - 291 1702.9293 1701.9220 1701.8720 29
292 - 301 1261.7101 1260.7028 1260.6714 25
302 - 309 1003.5914 1002.5842 1002.5611 23
378 - 392 1747.9334 1746.9261 1746.8788 27
399 - 413 1661.9148 1660.9075 1660.8607 28
414 - 434 2420.2158 2419.2085 2419.1478 25
449 - 464 1935.94595 1938.9422 1938.89%01 27
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1000 1500 2000 2500
RMS error 26 ppm Mass (Da)

Mis=s Segunence

0 R.YAYYMTESEALR.G (Ions
K.WSCTLFEPTLGNDGFLYFR.H (Icns score
R.THGVGSWDITSR.V (Ions score 45)
K.IDCLNAAVSTITTPAR.L (Icns score 103)
R.LOVEELVFER.( (Icns score 74)
R.QINNVIFR.M (Icns score 48)
K.IEVTAEVTTSLEWNR.T (Ions score
R.FAEATYQAVVPPMTR.V (Ions score 84)
R.VTIDYVATQGTCNVPFSYTQR.D (Ions score 122)

K. IDGTYTGVNYYSFHFR.{Q (Icns score 81)

score 47)
g1)

28)
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Spot No.:117
Accession No.: scaffold1413 46445.mRNA1
Protein name: Cell division cycle protein 48 homolog

Peptide sequences:

K.VIDTDPGEYCVVAPDTEIFCEGEPVR.R;R.ELVELPLR.H;R.AHVIVIGATNRPNSIDPALR.R;R.EIDIGVPDE
VGR.L;K.DTHGYVGADLAALCTEAALQCIR.E;K.GPELLTMWFGESEANVR.E;R.QSAPCVLFFDELDSIATQR
.G;R.LDQLIYIPLPDEDSR.H;K.YTQGFSGADITEICQR.A;K.YQAFAQTLQQSR.G

PFF Mascot score:  [603] Sequence coverage %: [20]
Matched peptides No.: [10]
Calculated Mr: 93897 Calculated pl: 5.33

Data base searched result:

Ions score is - 10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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 T
alely}
Protein Score

Matched peptide sequences: shown in Bold Red



a1
101
151
201
251
301
351
401
451
a01
251
601
651
T01
T51
G601

MRTHYRKTSL
LERKKSENRL
TICIALADDT
LPIDDTIEGV
DTDPGEYCVV
ELVELPLRHP
CINGPEIMSK
GEVERRIVS(Q
DIGVPDEVGR
AALQCIREEM
VVEVENVSWD
GPPGCGKTLL
QSAPCVLFFD
FIIGATNRED
KDVDLRALAK
EAMDEDVEDE
FGTEFRFSET

LLICFAKISE
IVDEATHNDDN
CEFPFEIERMHNE
TGHLEFDAYLE
APDTEIFCEG
QLFESIGVEE
LAGESESHNLE
LLTIMDGLES
LEVLRTHTEN
DVIDLEDDSI
DIGGLENVER
AFRTLANECOR
ELDSIATQRG
ITDFRALLREG
YTOGFSGADT
VAETFEARHFE
RTS5GRARSDEF

FQYEIPTCTM
SVVSMHPETM
VVRSNLRVRL
PYFLEAYREV
EPVRREDEDR
PEGILLYGEP
KAFEELAEKNA
RAHVIVIGAT
MELSDEVDLE
DAETLNSMAV
ELQETVQYEV
NFISVEGPEL
SSVGEDAGGRA
RLDQLIYIPL
TEICQRACKY
ESMEFARRSV
TTSAGGAEDD

SHQAESSDSE
EELQLFRGDT
GDVWVSVHQCE
REGDLFLVRG
LDEVGYDDVG
G5GETLIARD
FSIIFIDEID
NRPHSIDFPAL
RIZFDTHGYWV
THEHFQTALG
EHFEEFEEFG
LTMWFGESEA
DREVLNQLLTE
PDEDSRHQIF
ATRENTEEDI
SDADTREYQA
DLYG

SAKEDFSTAT
ILVEGKKRED
DVEYGERVHI
GMRSVEFEVI
GVREQMAQIR
VANETGLFFF
SILPKREKTH
RRFGRFDREI
GADLAALCTE
TSNESALRET
MSESKEGVLEY
NVREIFDEAR
MDGMSAKETV
KACLRESEVS
EKEKRRRENE
FAQTLQQSRG

Matched peptide information:

Start - End Observed Mr {expt) Mr{calc) Ppm Mis=s Sequence
159 - 224 2967.3591 2966.3519% 2966.3314 T 0 E.VIDTDPGEYCVVAPDTEIFCEGEFVR.R (Icns score 108)
251 - 258 968.5915 967.5843 967.5702 15 0 R.ELVELPLR.H (Icns score 34)
372 - 391 2114.2146 2113.2073 2113.1756 15 1 R.AHVIVIGATHRPNSIDPALR.R (Ions score 33)
359 - 410 1298.6845 1297.6772 1297.6514 20 0 R.EIDIGVPDEVGR.L (Ions score 92)
435 - 457 2505.2222 2504.214% 2504.1788 14 0 FE.DTHGYVGADLAALCTEAALQCIR.E (Icns scores 102)
577 - 5393 1951.9496 1950.9423 1950.9146 14 0 FK.GPELLTMWFGESEANVR.E Oxidation (M) (Ions score 71)
601 - 619 2197.09%06 2196.0833 2196.0521 14 0 R.QSAPCVLFFDELDSIATQR.G (Ions score 113)
672 - 686 1786.9530 1785.9457 1785.914% 17 0 R.LDQLIYIPLPDEDSR.H (Icns scores 116)
711 - 726 1845.8776 1B844.8703 1844.8363 18 0 EK.YTQGFSGADITEICQR.A (Ions score 1285)
788 - 799 1440.7518 1439.7446 1439.7157 20 0 FK.YQAFAQTLQQOSR.G (Ions score &60)

Error (ppm)

T
2800
Mazs (D&l

T
240y
RM3 errar 15 ppm



Spot No.:118
Accession No.: scaffold0014 190374.mRNA1
Protein name: Cysteine proteinase inhibitor

Peptide sequences:

K.EVEGSANSVEINSLAR.Y;R.YAVDDYNQK.Q;K.QNALLEFK.K; K.VWEKPWLNFK.E

PFF Mascot score: [245] Sequence coverage %: [42]
Matched peptides No.: [4]
Calculated Mr: 11236 Calculated pl: 5.45

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

g5
40
35
30
25
20
15
10

Number of Hits

T F T 1

T T T T T
200
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAFLGGVEEY EGSANSVEIN SLARYAVDDY HOQFONALLEF EEVVHNAEQOWV
51 VAGTIYYITL EVIDGGREEV YEARVWEEFW LNFEEVQEFE LIGDAFSDST
101 &

Matched peptide information:

Start - End Observed Mr (expt) Mr({calc) ppm Miss Segquence
9 - 24 1674.8412 1673.8339 1673.8220 7 0 EKE.EVEGSANSVEINSLAR.Y (Icns score 15E)
25 - 33 1115.45%02 1114.4830 1114.4931 -9 0 R.YAVDDYNQK.Q (Ions score &63)
34 - 41 962.5088 961.5015 961.5233 -23 0 K.QNALLEFK.K (Icns scors 50)
75 - 84 1346.7189 1345.7116 1345.7183 -5 1 E.VWEEFWLNFE.E (Ions score &3)
E
o
I R e T LT T TP
5
E ol e
w
=20 T T TToTToooomomomomomooooomoooooo-o-
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1000 1250 1500

RMS erraor 12 ppm Mass (Da)



Spot No.:119
Accession No.: scaffold0239 773114.mRNA1
Protein name: Probable prefoldin subunit 4

Peptide sequences:

K.ETNENLEDASNELILADEEVVR.F;R.FQIGEVFAHVPK.E;R.FQIGEVFAHVPKEEVETR.I

PFF Mascot score: [229] Sequence coverage %: [31]
Matched peptides No.: [3]
Calculated Mr: 14561 Calculated pl: 4.45

Data base searched result:

lIons score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 W
40
35
30
25
20
15
10

Number of Hitzs

0 T I- T q T T T T T T I-I 1
0 100 200
Protein Score

Matched peptide sequences: shown in Bold Red
1 MOQQGGEGSETE VIWEDQONIN EFGRLHNWNRFH ELEDETEIAE ETHENLEDAS

51 NELILADEEV VEFQIGEVFA HVFEEEVETR IEQMEEVISE NLEFLEEEED
101 SVIAQMAELE EKEILYGEFGDS INLEED

Matched peptide information:

Start - End Observed Mr ({expt) Mr (calc) Ppm Mis= Segquence
41 - 62 2502.1797 2501.1724 2501.1769 -2 0 K.ETNENLEDASNELILADEEVVR.F (Ions score 168)
63 - T4 1371.7278 1370.7205 1370.7347 -10 0 R.FQIGEVFAHVPK.E (Ions scores 3E8)
63 - B0 2115.08%8 2114.0826 2114.0757 1 1 R.FQIGEVFAHVPEEEVETR.I (Ions score 78)
A T
=
5
o B pite et ettt ittt ittt
&
R e ettt iiieieieleletetetetetateteieietleleieteletetetelats
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1400 1a00 100 2000 2200 2400 2600
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Spot No.:120
Accession No.: scaffold0677_45450.mRNA1
Protein name: carboxylesterase 6

Peptide sequences:

K.LVEEVSGWLR.L;R.LYDDGSVDR.T ;K.FMADPVPAHQDFIDGVATR.D;R.LPAACDDGFSALLWLR.S;R.SS
EPWLNDYADFNR.V;R.VFLIGDSSGGNLVHEVAAR.A;R.LAGGIPVHPGFVR.S

PFF Mascot score: [329] Sequence coverage %: [29]

Matched peptides No.: [7]
Calculated Mr: 37612 Calculated pl: 5.02

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

a5 B
40
35
30
25
20
15
10

Number of Hits

T T T T T
300
Protein Score

Matched peptide sequences: shown in Bold Red

1 MVEERELVEE WSGWLELYDD GSVDRIWIGS PBQVEFMADPYV PAHQDFIDGWV
51 ATRDVTIDEN SGLEVRIYLF EPNSEDLMNEL PVILHFHGGG FCISQADWYM
101 YYWNIYTRLAF SVEATCVSVY LERLAPEHRLF AACDDGFSAL LWLRSLAQGE
151 SSEFWLNDYA DFNEVFLIGD SSGGHNLVHEV AARRGHNVDLS PLELAGGIFWV
201 HPGFVRSERS ESEMEQPFESP FLTLDMVDEF LGLALEFVGCT KDHPITCEMG
251 TRAAPQLDSLN LPPLLLCVAE MDLIEDTEME YYEATEEANE DVELLISPGH
301 GHSFYLNETZ LDMDPETAEQ TTALIEGIQE FINEH



Matched peptide information:

Start - End Observed Mr {expt) Mr {calc)
7 - 16 1187.6427 1186.6354 1186.6346
17 - 25 1039.46%90 1038.4617 1038.4618
35 - 53 2087.0154 2086.0081 2085.9942
129 — 144 1804.91%6 1803.9123 1803.89578
151 - 164 1713.7648 1712.7575 1712.7430
165 - 183 1941.0314 1940.0241 19540.0116
194 - 206 1319.7634 1318.7562 1318.7510
A= e il lielielielielielielielielielielie it :
k3 .
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B 2,5 dr oo
0 it
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06 1200 e 1600 1800 2000
RMS error 5 ppm Mass (Da)

ppm
1
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Mis= Segunence

0

coococooo

KE.LVEEVSGWLR.L (Icns score 54)
R.LYDDGSVDR.T (Ions scores 47)
K.FMADPVPAHQDFIDGVATR.D (Ions score 47)
R.LPAACDDGFSALLWLER. S (Ions score 99)
R.SSEPWLNDYADFNR.V (Icns score 109)
R.VFLIGDSSGGNLVHEVAAR.A (Icons score 113)
R.LAGGIPVHPGFVR. S (Ions score 35)



Spot No.:121
Accession No.: scaffold1789 16143.mRNA1
Protein name: Cyclase-associated protein 1

Peptide sequences:

R.GVADFGGADVTVDPSIVAFDDLLGQFFGR.V;R.RSDFFNHLK.S;K.ELYLPGLR.D;K.SHYPLGPTWGVSGK
.A;K.APAPPPPPPASLFSAESSQPSSSKPK.E;R.KWVVENQIGR.K;K.WVVENQIGR.K

PFF Mascot score:  [212] Sequence coverage %: [20]

Matched peptides No.: [7]

Calculated Mr: 51990 Calculated pl: 6.64

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
40
35
30
25
20
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10

Number of Hits
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2000 240
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MEEELISELE
CQFFCRVSAR
AEFLEPLNEV
MSMEILHVEE
YVESHYPLGE
REGMALVEQE
SESFSHEAGEE
VLOIQGEEVHN
VONTSECLLY
EYENVRHYFE

SLVARLEALS
AFKIGGEQVLE
TMEANAMTEG
SWOMAEFYHN
TWEVSCRAPA
INTSESVTLAG
ELELGMGREW
ITVDECTEMG
LSEDSLEAST
ILFAFDEYEL

VESAFRDRGVA
VIEIVQEAFR
ERSDFFHNHLE
KEILVEYKSED
FAPSEAFPAPP
LEFNVTADMET
VWVENQIGREN
VWVETDVVARAC
TTAESSETHNV
5I

DEFGGADVTVD
VOEELLVEAK
SRADSLTALL
EHHVEWAFAM
FPPPPASLFSA
ENRADRTGVV
LVIDDCDREQ
ETIVHCSGVEW
LIPGAESHGD

PSTVAFDDLL
QTOEEDLAEL
WIAYTGEDCG
EELYLPGLRD
ESSQPSSSEP
GTSEXEGRTS
SVYVEGCEDS
QCOGSSETVS
WHRETFSECT



Matched peptide information:

Start
28
122
192
204
226
319
320

Error Copmd

T
800

- End

56

130
159
217
251
328
328

Observed

2585,
1163.
560 .
1485.
2559.
1228.
11i00.

4482
5933
0393
7457
3098
6832
5826

Mr (expt)
2584,
1162.

559,
1484.
2558.
1227.
1098,

4410
5860
5320
7385
3025
6760
5754

Mr ({calc)

2984,
1162.

559.
1484.
2558.
1227.
1095,

4557
5883
5440
7412
3016
6724
5774

RMS error 5 ppm

T
2800
Mass <Da)

Miss Segquence
GVADFGGADVTVDPSIVAFDDLLGQFFCGR.V  (Icns score 114)

0

oHREooR

ARARNARR

RSDFFNHLE. S
ELYLPGLR.D

SHYPLGPTWGVSGR. A

({Ions score 7)
(Ions score 49)

APAPPPPPPASLFSAESSOPSSERPE.E

EWVVENQIGR.K
WVVENQIGR.K

(Ions score 57)
(Ions score 43)

(Ions score 44)

(Ions score 47)



Spot No.:122

Accession No.: scaffold0047 1944984.mRNA1

Protein name: SUMO-conjugating enzyme UBC9

Peptide sequences: K.EQWSPALTISK.V;K.VLLSICSLLTDPNPDDPLVPEIAHMYK.T
PFF Mascot score: [105] Sequence coverage %: [25]
Matched peptides No.: [2]

Calculated Mr: 16749 Calculated pl: 7.71

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \Qg
40
33
30
25
20
15
10

Number of Hits

0 T T T T T T - 1
0 20 4 a1e] ale] 100 120

Protein Score

Matched peptide sequences: shown in Bold Red

1 MASKRILEEL EDLQEDPPFTS CS5AGEVAEDM FHWQATIMGEF PDSEYRGGVE
51 LVITHFPEDY PFEFPEVAFR TEVFHPNINS NGSICLDILE EQWSPALTIS
101 EVLLSICSLL TDEFWNFDDPLYV PEIAHMYETD BENEYETTART WIQEYAMGE

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) eyt Miss Sequence

%91 - 101 1259.6403 1258.6330 1258.6557 -18 0 K.EQWSPALTISKE.V (Icns score &7)

102 - 128 3050.5125 3049%.5052 3049%.5504 -13 0 K.VLLSICSLLTDFNFDDFLVFEIAHMYE.T (Ions score &1)
B 15 Jrm oo
=4
=
R I e RnEEEE L LT
]
Z
B w17 Fr oo

T e

T T
1500 200 2800 i)

RS error 16 ppm Mass CDa)



Spot No.:123
Accession No.: scaffold0592 368115.mRNA1
Protein name: Ankyrin repeat domain-containing protein 2

Peptide sequences:

K.SETSSGESQSGQGR.S;R.SPPSSGPGFPPNVFDFSAMSGLLNDPSIK.E;K.DPSFNQMADQLHK.T;R.YWN
DKEVLQK.L;K.NAMASGANKDEEDSEGR.T;R.TALHFACGYGEVK.C;K.NTALHYAAGYGR.K

PFF Mascot score: [341] Sequence coverage %: [30]
Matched peptides No.: [7]
Calculated Mr: 37708 Calculated pl: 4.50

Data base searched result:
Tons score is -10*Log(P), where P is the probability that the observed match is a random event.

Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

a5

Number of Hits
(]
L

0 T T T I-I T T T T T T T T T T T * T 1
0 1000 200 300
Protein Score

Matched peptide sequences: shown in Bold Red

1 MASNSNKDVE SGEKTGSTET KIPKSETSSCG ESQSCGQGRSP PSSGPCGFPPN
51 VFDFSAMSGL LNDPSIFKELL EQIAKDPSFN QMADQLHRTL QGVGAEDEIF
101 QFDSQQYYST MQQVMQNEQF MAMAFRLGSA LMQDESMSQM LESLANPAQK
151 DQIEERMARI KDDPSLEFIL EEIESGGPAL MMRYWNDREV LORLGEAMGL
201 AVSGEATTSV ENPGLDEEEE AGNEDESIVH HCASVGDVEG LENAMASGAN
251 RDEEDSEGRT ALHFACGYGE VRCAQILLEL GATVDALDKN KNTALHYAAG
301 YGRKECVALL LENGAAVTLQ NMDGKTPFIDV AKLNNQHDVL KLLEKDAFL



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm
25 - 38 13%6.6012 1395.5%3% 1395.5862 [
39 - &7 2962.4026 2961.3953 2961.4219 -9
76 - 88 1530.6979% 1529.6906 1529.6933 -2
184 - 193 1322.6528 1321.6456 1321.6666 -16
243 - 259 1780.7436 1779.7364 1775.7329 2
260 - 272 1452.6897 1451.6824 1451.6367 -3
292 - 303 1293.6346 1292.6274 1292.6262 1
z .
=3 .
Z g R ..
. - "
5
Z
i .
.
T T T T T T T T T ™1
1500 2000 2500 3000
RHS error 7 ppm Magz= (Da)

Miss Seqmence

o

cokHHOO

AmRAEAEA

SETSSGESQSGRCR. S

{Ions score &7)

SPPSSGPGFPPNVFDFSAMSGLLNDPSIK.E (Ions score 31)

DPSFNOMADQLHR. T

(Ions score 110)

YWNDEEVLOE.L (Icons score &3)
HAMASGANEDEEDSEGR.T (Ions score &1)

TALAFACGYGEVEK.C
NTALHYAAGYGR.E

(Ions score B7)
(Ions score 105)



Spot No.:124

Accession No.: scaffold2041 42337.mRNA1

Protein name: Probable calcium-binding protein CML49

Peptide sequences:

K.DKPNSYASPPAPGYYPR.S;R.VLSSCDQSFSLR.T;R.LLMYHFTNTNTR.K

PFF Mascot score: [205]
Matched peptides No.: [3]

Calculated Mr: 31736

Sequence coverage %: [14]

Calculated pl: 7.48

Data base searched result:

lons score is - 10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
[
[

7

T
120

T T T
160

T
200

Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

MESSPQLIIV
IMIFTIPILE
SPFFASLVESA
SLRTVELLMY
CLENELREALC
KGLTEEFREEK

GES5GLISTIS
TECDAPCSAFR
FEEGTDENVV
HFTHTHTREI
SLGFAVSEVV
DCTYSGSATFE

QEIPDFFCRV
FESDEFFFEDE
AGFRELADQDG
GEEEFTSVYY
LDLLVSEFDE
TYEAFMLTVL

Matched peptide information:

ITSFLDVDGRE DRGIAKEGDD
PHSYASPPAFP GYYPRSAPYG
SGFIDDEELQ EWVLSSCDOSF
SLONWERAMFE RFDEDSSGRI
SGGEDEATEY DNFIECSLIV
PLLAV

Start - End Observed Mr (expt) Mr (calc) pRm Mis=s Sequmence
7% - 85 1875%.8685 1878.8613 1878.8900 -15 1 FK.DEFPNSYASPPAPGYYPR.S (Icns score 110)
142 - 153 1398.6416 1397.6343 1397.6609 -19 0 R.VLSSCDQSFSLR.T (Icns scors E0Q)
157 - 168 1510.7184 1509.7111 1509.7398 -19 0 R.LLMYHFTHTHTR.E

Error Cppmd
N
=l

RMZ error 17 ppm

Mazz (Dal

(Ions score &7)



Spot No.:125
Accession No.: scaffold1222 136753.mRNA1
Protein name: Rubber elongation factor protein

Peptide sequences:

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.DKSGPLQPGVDIIEGPVK.N;K.NVAVPLYNR.F;K.FVDSTVVASV
TIIDR.S;K.DASIQVVSAIR.A

PFF Mascot score: [497] Sequence coverage %: [55]
Matched peptides No.: [5]
Calculated Mr: 14713 Calculated pl: 5.04

Data base searched result:

Ions score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

as B

Number of Hits
(]
f

0 T T T T T T T T T * 1
0 16 200 300 i) alely}
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAEDEDHQQG QGEGLEYLGE VQDAATYAVT TESHVYLFAE DESGPLOPGV
51 DITEGPVENV AVPLYMRFSY ITPHGALEFVD STVVASVTII DRSLEPIVED
101 ASTOAVSATR ALAPERARSIAE SSLPGQTEIL AEVEYGEN

Matched peptide information:



start - End Observed Mr(expt) Mr(cale)
17 - 40 2689.3342 2688.3270 2688.3476
41 - 58 1848.9872 1847.9799 1847.9993
59 - 67 1045.5602 1044.5529 1044.5716
78 - 92 1621.8652 1620.8580 1620.8723
100 - 110 1158.6335 1157.6263 1157.6404
2 .
= L)
B A0 emmemmm e PR T LT e
<
=1 L)
2
&
P L T
T T T T T T T
1000 1500 2000 200

RMS errar 11 ppm

Mazs (Da)

ppm
-8
-10
-18
-9
-12

Miss Sequence
K. YLGFVODAATYAVTTFSNVYLFAK.D (Icns score 173)
KE.DESGPLOPGVDIIEGPVE.N (Ions score 140)

1]

1
0
0
0

E.NVAVPLYNR.F

(Ions score 65)

K.FVDSTVVASVTIIDR. S (Icns score 140)

K.DASTQVVSATR.A

(Ions score 104)



Spot No.:126
Accession No.: scaffold0456 1002067.mRNA1
Protein name: Fructokinase-2

Peptide sequences:
K.APGGAPANVAIAVAR.L;R.NPSADMLLKPEELNLELIR.S;K.VFHYGSISLIVEPCR.S;R.LPLWPSPEEAR.E
[318]

PFF Mascot score: Sequence coverage %: [18]

Matched peptides No.: [4]

Calculated Mr: 35625 Calculated pl: 5.22

Data base searched result:

lons score is - 10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

I-_I_-I T T T T *_|

T
300
Protein Score

Matched peptide sequences: shown in Bold Red

1 MASVVSHGEGES
51 VATAVARI.GGE
101 LAFVTLEADG
151 VEPCRSAHLE
201 EVIEVSDVEL
251 FHGSVEAFHV
301 MACGATITTTHE

E55LIVSEFGE
FAAFVEELGD
EREFMFYRNF
AMEVAFDRAGRE
EFLTGSDEID
ETVDTTGAGD
KGATPALETE

HMLIDEVETVS
DEFGHMLAGT
SADMLLEPEE
LLSYDPNLEL
DADAT.SLWHE
SEVGALLCEI
QDATLTLIEGS

GVSLAEAPGE LEAPGGAPAN
LEQHGVIGDE INFDEGARTA
LNLELIRSAK VFHYGSISLI
PLWPSPEEAR EQTMSTWDER
NLELLLVTLG EEKGCRYYTEN
VDDRSILEDE PRLEEVLEFA
E



Matched peptide information:

Start - End Observed Mr {expt) Mr (calc)
43 - 57 1334.7293 1333.7220 1333.7466
119 - 137 2155.1538 2194.1465 2194.1667
141 - 155 1776.8922 1775.8849 1775.9029
180 - 1%0 1294.6565 1293.6492 1293.6717
£ 10 F------mommommomm oo oo S e
=
B g
=1
=
e L e e Lt
B s ittt
T T T T T T T T T
1250 1500 1750 2000

RMS error 14 ppm

ppm
-18

-10
-17

Miss Sequence

0

1
o
o

K.APGCGAPANVATAVAR.L (Icns scores 100)
R.NPSADMLLEPEELNLELIR.S (Ions score 144)
K.VFHYGSISLIVEPCR.S (Ions score EB0)
R.LPLWPSPEEAR.E (Ions score B&)



Spot No.:127
Accession No.: scaffold1032_279744.mRNAL1
Protein name: Urease accessory protein G

Peptide sequences:

R.VYHSHDGLAPHSHEPIYSPGYFSR.R;R.AVETGGCPHAAIR.E;K.ADLLLCESGGDNLAANFSR.E;K.TDLAP
AVGADLAVMER.D;R.DGGPFVFAQIK.H;K.HGLGVEEIVNHILQAWEGATGK.K

PFF Mascot score: [305] Sequence coverage %: [20]
Matched peptides No.: [6]
Calculated Mr: 57303 Calculated pl: 7.02

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \QS
40
33
30
25
20
15

10

Number of Hits

0 D S D Y ) R
0 100 200 300

Protein Score

Matched peptide sequences: shown in Bold Red

1 MESDVALHGV LLWLSMGFLA PLGILITIEMS HREEGGSRGE VEFYLHVILQ

51 ALSVLLVISG ATMSMESFEN SFONNHQRIG VALYGVVHVL AVIGFLREHR
101 GSERRSTWYF LHWMLGIVIT LVGIINTYTG LEAYHEEISA NTRIWTIIFT
151 AQVSFMAFFY LEQDEWEYMQ EQGVILGNIE PIMTPETTITT QSDTQEIGGH
201 NSLSHQSEEN ENLIKLEIRA: TEVIHSIEQN LCGLELMASH GHHTHDYHHH
251 DHOWNDHHHHT HDQTTSWVGE EGEVYHSHDG LAPHSHEPIY SPGYFSRRAFP
301 PILTRDFHNER AFIVGIGGEV GIGETALMLA ICEFLEDEYS LAAVTNDIFT
351 EEDGEFLIFKH GALPEERIRA VETGGCPHAA TREDISINLG PLEELSELFE
401 ADLLLCESGG DNLAAWNFSEE LADYITYIID VSGGDEIPRE GGEGITQADL
451 LVINETDLAP AVGADLAVME RDALRIERDGG PEFVFAQIFHG LGVEEIVHHI
501 LOAWEGATGE ECOH



Matched peptide information:

Start End Observed Mr (expt) Mr (calc)
274 237 2753.3357 2752.3284 2752.2782
370 382 1338.6998 1337.6926 1337.6510
401 419 2023.0054 2021.9981 2021.9476
456 471 1628.8639 1627.8566 1627.8239
478 488 1178.6266 1177.61%3 1177.6132
489 510 2358.2441 2357.2369 2357.2128
R T
2 .
E 20 - -m----- Bl el
=
&
1 A e oo
.I T T T T T
1500 2000 2500
RM3 error 20 ppm Mass (Dal

ppm
18
31
25
20

10

Mis= Sequence

0

coooo

R.VYHSHDGLAPHSHEPIYSPGYFSR.R (Ions score 75)
R.AVETGGCPHAATR.E (Icns score 42)
K.ADLLLCESGGDNLAANFSR.E (Icns score 157)

K. TDLAPAVGADLAVMER.D (Ions score 117)
R.DGGPFVFAQIK.H (Icns score 24)
KE.HGLGVEEIVNHILQAWEGATGE.K (Ions score 20)



Spot No.:128
Accession No.: scaffold0005 28735.mRNA1
Protein name: S-adenosylmethionine synthase 2

Peptide sequences:

K.VLVYIEQQSPDIAQGVHGHLTK.R;K.NGTCPWLRPDGK.T;K.TQVTVEYYNDNGAMVPVR.V;R.VHTVLIS
TQHDETVTNDEIAADLK.E;K.TIFHLNPSGR.F;R.FVIGGPHGDAGLTGR.K;K.IIIDTYGGWGAHGGGAFSGK
.D;K.ENFDFRPGMISINLDLK.R;K.TAAYGHFGR.D

PFF Mascot score: [520] Sequence coverage %: [37]

Matched peptides No.: [9]

Calculated Mr: 43540 Calculated pl: 5.59

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40
35
30
25
20
15
10

Number of Hits

0 T T
0 100

2000
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oy

i

T T
Loy (=148]

Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351

METFLYTSES
VMVFGEITTE
PDIAQGVHGH
RLTEVEENGT
VTHDEIAADL
GREIIIDTYG
RCIVQWVSYRT
NLDLERGGHE

VNEGHFDELC
ANVDYEKIVR
LTERFEEIGL
CPFWLEFDGET
EEHVIEEFVIFE
GWGAHGGGAF
GVEEFLSVEWV
RFLETAAYGH

DQVSDAILDR
DTCRSIGEVS
GDQGHMFGYL
QVTVEYYNDN
EKYLDEKTIF
SGRDETKVDR
DTYGTGKIED
FGRDDADETW

CLEQDFDSEV ACETCTETHNM
DDVGLDADEC EVLVYIEQQS
TDETPFELMPL SHVLATEKLGR
GAMVEVEVHT VLISTQHDET
HLHPSGRFVI GGPHGDAGLT
SEAYIVEQRL ESIVASGLAR
FEILKIVFKEN FDFRPGMISI
EVVEFLEWEE PFQL



Matched peptide information:

Start
92
158
170
188
228
238
254
339
365

Ertaor Cppml

RMS ervar 7 ppm

End Observed Mr (expt) Mr (calc)

113 2432,.2786 2431.2713 2431.2860

169 1400.6670 13%%.6597 13599.6667

187 2055.9756 2054.9683 2054.9731

211 2649,3247 2648.3174 2648.3293

237 1141.6016 1140.5943 1140.6040

252 1453.7452 1452.7380 1452.7474

273 19632.9570 1962.9498 1962.9588

355 2009.008% 2008.0016 2008.0088

373 979.4598 978.4525 978.4672
T T T T T T T T T T T T T
Aty 1500 2000 2500

Mass (Dax

Miss Sequence

0

oFOoOOoOOOKE

R.VLVYIEQQSPDIAQGVHGHLTE.R (Ions score £4)
K.HGTCPWLRFDGE. T (Ions score 50)
E.TOVTVEYYNDNGAMVPVR.V (Icns score 102)
R.VHTVLISTQHDETVTHDEIAADLE.E (Ions score 98)
K.TIFHLNPSGR.F (Icns score &8)
R.FVIGGPHGDAGLTGR.K (Ions score 121)

K. IIIDTYGCWGAHGGGAFSGE.D (Ions score 117)
K.ENFDFRPGHMISINLDLE.R (Ions score 50)
K.TAAYGHFGR.D (Ions score 63)



Spot No.:129
Accession No.: scaffold1735 70085.mRNA1
Protein name: ricin B-like lectin EULS3

Peptide sequences:

K.ADPNFFLTIR.D;K.VVLAPPDPSDEFQHWYK.D;K.VVLAPPDPSDEFQHWYKDEK.F;K.FSTMVKDEEGFP
SFALVNK.A;K.DEEGFPSFALVNK.A;K.HSFGPTHPVLLTPYDPDDLEASILWTESK.D;K.VVLAYWNK.G

PFF Mascot score:  [440] Sequence coverage %: [46]
Matched peptides No.: [7]
Calculated Mr: 20724 Calculated pl: 7.77

Data base searched result:

Ions score is - 10¥Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

o
45 N

Number of Hits

0 T T T T T T T T T T T T T T T T T T T T T *_|_|
0 100 200 300 00
Protein Score

Matched peptide sequences: shown in Bold Red

1 HMEELGSSHEE TESESSHCRE PHLESGSYLS EEPSYEVYCE ADPHFFLTIR

51 DGEVVLAFPFD PEDEFQHWYE DEEFSTHVED EEGFPSFALY HNEASGEALEH

101 SFGFTHFVLL TPYDPDDLEA SILWTESEDL GDGYRIVEML HHIERLNVEAL
151 ERGDEESGGVS HGTEVVLAYW MEGDHQEWRI APL



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc)
41 - 50 1183.6271 119%2.61598 1152.6241
54 - 70 2027.9949 2026.9876 2026.9789
54 - 73 2400.1587 2399.1514 2399.1434
T4 - 82 2146.0603 2145.0530 2145.0452
80 - 92 1452.695%7 1451.6924 1451.6933
100 - 128 3265.6077 3264.6004 3264.5979
165 - 172 592 .5513 591.5441 591.5491
Bas
0 F---------- R RRREEEEEEEEE TR TP -
o
E
B B
-5 e ______________
T T T T T T T T T
SO0 1200 1600 2000 2400 2800 3200
RMS error 3 ppm Mazs (Da)

Mi==s Seguence

0

0
1
1
0
i}
0

K.ADPNFFLTIR.D

K. VVLAPPDPSDEFQHWYE.D
K. VVLAPPDPSDEFQHWYEDEK . F
K. FSTMVEDEEGFFPSFALVNE. A

(Ions score 85)

K.DEECFPSFALVNE.A (Icns score 100)
K.HSFGPTHEFVLLTPYDPDDLEASILWTESK.D

K. VVLAYWNK. G

(Ions score 60)

{Ions score 108)
(Ions score &4)
(Ions score 54)

(Ions score 142)



Spot No.:130
Accession No.: scaffold1194 13551.mRNA1
Protein name: (+)-neomenthol dehydrogenase

Peptide sequences:

K.GIGFEICR.Q;R.QLASNGIVVVLTAR.D;K.TDINLNMGILSVEEGAESPAR.L;K.VSTQTYESAEECLTINYYGA
K.R;K.EVFVDADNLSEER.I;K.EVFVDADNLSEERIDEVLGK.Y;R.LALLPNDGPSGCFFFR.K

PFF Mascot score:  [397] Sequence coverage %: [12]

Matched peptides No.: [7]

Calculated Mr: 88348 Calculated pl: 7.08

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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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100
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200
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400
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
501
551
601
651
701
751

MTEALIPLLQ
DEVLSKYLEKD
INCVCEGEVE
YYLOWHEQER
VIGANEGIGF
FHQLLVADAR
KEGLSIHWHE
VS5SMEELEN
GWELFMSAYI
LSVEEGAESP
RYAVVIGLNE
DLLVFHQLDV
KAESSKDSEI
PRIVHNVSSSM
SLESEGWELF
LNMGILSVEE

LSDSFRIVHV
YEEGSLESER
TDINLHMGVL
GNSFLIHTIHR
EICRQLASNG
SIRRLVDFIE
THRTYELAEE
VINEWAKEVFE
LEFARMNAYT
ARLALLENDG
GIGFEICEQL
LDRRSTATLR
NWHEVSTQTY
GELFNVIHNEW
MSRYTLSKRR
GRESFRERLAL

S555MGELENV
WERFMSAYTL
SVEEGRESFR
RQYSYLYLECPE
IVVVLTARDE
TEFGELDIMV
CLTINYYGRE
VARDNLFEER
RILAKKLFTF
BSGCFFIVIL
ASHGIVVVLT
NFIEKTQFGEL
ESAEECLTIN
LFEVFVDADN
MHNAYTRILRE
LFNDGESGCF

THEWAKEVEWV
SEARMMNAYTER
ELALLENDGE
LLRLLLTTSS
ERGLEAFQFEL
NMAGVLGIEWV
EMVEVLIFLL
IDEVLSEYLE
RINCVCEGEV
FYLLLLLLRL
LERDEERGLELR
DILVHHNAGY
YYGAERMTER
LSEERIDEVL
ELFTFRINCWV
FFREEESFEF

ALDHNLSEERI
ILAKELFNFR
SGCFFSLTHK
S5FFLFRYRV
EDSGFSDLLV
DGDRAFITEFG
QRLSDSFRIVH
DYEEGSLESK
KTDINLNMGI
LVINCSFFFF
FQELEDSGFS
GGIEVLVDAL
LIPLLQLSDS
GEYLEDYEEG
CEGEFVEIDIN



Matched peptide information:

Start
207
215
442
615
673
673
768

Error {ppm?
[
k=3

RMS error 13 ppm

End Observed Mr (expt) Mr{calc) ppm
214 551.4736 S50.4664 950. 4644 2
228 1440.8709 1439.8636 1439.8460 12
462 2216.1206 2215.1133 2215.07%0 15
635 2427.1367 2426.129%4 2426.0947 14
685 1522.7268 1521.71%5 1521.6947 16
692 2277.1580 2276.1507 2276.1172 15
783 1810.9238 1809.9166 1809.8872 16
k= [
T T T T 1
W) 1500 2000 2500
Mazz (Day

Mis=s Segunence

o

o OoOOoOO0O

H.GICFEICR.Q (Ions score 26)
R.QLASNGIVVVLTAR.D (Ions score 98)
E.TDINLNMGILSVEEGAESPAR.L (Icns score 16&)
E.VSTQTYESAEECLTINYYGAK.R (Icns score 48)
K.EVFVDADNLSEER. I (Ions score 11&)
K.EVFVDADNLSEERIDEVLGE.Y (Icns score 185)
R.LALLPNDGPSGCFFFR.K (Icns scores 75)



Spot No.:131

Accession No.: scaffold0378 586227.mRNA1

Protein name: 2,3-bisphosphoglycerate-independent
phosphoglyceratemutase

Peptide sequences:

R.AHGTAVGLPTEDDMGNSEVGHNALGAGR.I;K.ALEYENFDKFER.V;K.LPSHYLVSPPEIER.T;K.FGHVTFF
WNGNR.S;K.SGNIQILTSHTLQPVPIAIGGPGLAPGVR.F

PFF Mascot score: [360] Sequence coverage %: [16]

Matched peptides No.: [5]

Calculated Mr: 44084 Calculated pl: 4.91

Data base searched result:

Tons score is - 10¥Log(P), where P is the probability that the observed maich is a random event.
Individual ions scores > 30 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
S0

IHII
i)
Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
a01
351

ME55GEFTWE
DSFEKTAPEK
LVDLATASGEE
LEGALFEHGRE
ITAS5GGERMAV
VEFANDQYLE
YENFDEFERV
HGEVCTFACSE
PFFMFALTETARE
DDAVEMITIDS
TSHTLQEFVEL
YEFTLIEVVD

LADHPELFPEG
WRLIRAHGTA
IFDGEGFEYI
RIRVHVLTDG
TMDRYENDWH
PEVIVDENGE
RYPEIRYRGM
TVEFGHVTFF
FARDATLGRE
TEQVGGEIYVV
ATGGPGLAPG

KITAMVVLDG
VGLETEDDMG
QESFASGTLH
ROVIDGTSVGE
VVERGWDAQWV
BVGEEVVDGEDA
LEYDGELKELP
WHGHRSGYFH
FHQVRVNLEN
TADHGHAEDM
VRFRNDVESGE

WEEAKFPDEYH
NSEVGHNALG
LIGLLSDGGEV
FVETLEKDLS
LGELAPHEFRN
VVIFNFRADH
SHYLVSFPEI
FEMEEYVEIF
SOMVGHTGDI
VERDESGEFPL
GLANVAARTVI

CIHVAETETM
AGRIYAQGAK
HSRLDQLQLL
NLREKGVDAQ
AVEAVEKLRE
RMVMLAKALE
ERTSGEYLVH
SDAGITFNVEK
DATIVACKAL
VDESGNIQIL
MLHGFELECD



Matched peptide information:

Start

Error Cppm)

66
258
329
364
4594

End
93

309
342
375
522

Observed

2733.
1560.
1636.
1481.
2863,

3008
7548
8510
7269
6519

Mr (expt)
2732.
1559.
1635.
1480.
2862.

2535
7475
8837
7197
6446

Mr (cale)
2732.
1559.
1635.
1480.
2862,

2573
7256
8620
700D
6080

T
1500

error 13 pam

Mazs (Dax

ppm
13
14
13
13
13

Miss Seqguence

0

1
o
o
o

R.AHGTAVGLPTEDDMGNSEVGENALGAGR. I
K.ALEYENFDKEFER.V (Ions score 57)

(Ions score 12B)

K.LPSHYLVEPPEIER.T (Icns score 110)

K.FGHVTFFWNGHR. S (Ions score &4)
E.SGNIQILTSHTLOPVPIAIGGPGLAPGVR.F

(Ions score 110)



Spot No.:132
Accession No.: scaffold0143 850373.mRNA1
Protein name: Hevamine-A

Peptide sequences:

K.VMLSLGGGIGSYTLASQADAK.N;R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y;K.KVYLTAAPQCPFPDR.Y
;K.VYLTAAPQCPFPDR.Y;K.IFLGLPAAPEAAGSGYVPPDVLISR.I;K.YGGVMLWSK.F

PFF Mascot score: [450] Sequence coverage %: [31]

Matched peptides No.: [6]

Calculated Mr: 34013 Calculated pl: 8.07

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 indicate identity or extensive homology (p<=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

S

MWumber of Hits

0 T~ T T 1
0

L
400

Protein Score

Matched peptide sequences: shown in Bold Red

1 MATRTQAILL
21 YISYVHNIAFLN
101 MLSLGGGIGS
151 DIEHGSTLYW
201 FDYVWVQETH
251 AGEGYVEFPDV
301 FLHSEECMTIV

LLLATSLIMS S5HVDGGGIA
KFGHGQTPQI MNLAGHCHFLL
YTLASQADAR HNVADYLWHNE
DDLARYLSAY SEQGEEVYLT
NPPCQYSSGH INNIINSWHER
LISRILPEIEK ESPEYGGVML
L

IYWGQNGNEG
GGCTIVSNGI
LGEKSSSRPL
AAPQCPFEDR
WITSINAGKI
WSEFYDDENG

TLTETCSTGK
RSCQIQGIKV
GDAVLDGIDF
YLGTALNTGL
FLGLPAAPEA
YSS5IRDSVL



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm
100 - 120 2039.0862 2038.0789 2038.0403 13
139 - 163 3003.4998 3002.4925 3002.42398 21
176 - 130 1762.9337 1761.9324 1761.8872 26
177 - 130 1634.8411 1633.8338 1633.7323 25
240 - 264 2510.4211 2509.413% 2509.3580 22
273 - 283 1040.52%3 1039.5220 1039.5161 [

P -

= .

& 20 e S

L

a

o

&

10 o mm e e

T T T T T T T 1
1200 1600 2000 2400 2800 3200

RHMS error 20 ppm Mass (Dax

Miss Sequence

0

[=l =T =R =]

K.VMLSLGGGIGSYTLASQADAK.N (Ions score 106)
R.PLGDAVLDGIDFDIEHGSTLYWDDLAR.Y (Ions score 151)
K.EVYLTAAPQCPFPDR.Y (Ions score 63)
K.VYLTAAPQCPFPDR.Y (Ions score 58)
K.IFLGLPAAPEAAGSGYVPPDVLISR.I (Ions score 160)
K.YGGVMLWSK.F (Ions score 50)



Spot No.:133
Accession No.: scaffold0753 102318.mRNA1
Protein name: Hsp70-Hsp90 organizing protein 3

Peptide sequences:

K.GNAAFSAGDYAGAVR.H;R.HFTDAISLAPSNHVLYSNR.S;R.LGAAHLGLNQIQDAIAAYK.K;R.VMQALG
VLLNVK.F;K.FRAPNAGEDMEVPEAEAPPPQPER.K;R.APNAGEDMEVPEAEAPPPQPER.K;K.AMELDDE
DISYLTNR.A;K.HDPQNQELLDGVR.R;K.LVNAGIVQIR.-

PFF Mascot score: [559] Sequence coverage %: [22]

Matched peptides No.: [9]

Calculated Mr: 65314 Calculated pl: 5.94

Data base searched result:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 30) indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

40
33
30
25
20
15
10

Number of Hits

0 T T T T T I-I T

T
0 Loy 200 J0 Aoy

T | p—
falale] B0
Protein Score

Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351
401
451
301
3531

MAEEAKAKGN
NYADALADAK
PNNEALKSGL
YLQQEDEVEM
MEVPEAEAPP
KEKELGHALY
ECIEDCDEAV
FQEALTEHRN
QQKYPEAVEH
LDETESKGYT
EQLNEASRGD
ARQEHTENEM

AAFSAGDYAG
KTVELKEDWS
ADAQARRASRS
MQEIQKNENN
PQPERKPEET
KKKDFETAIA
ERGRELRSDF
PDTLEKLNDA
YTESLRRNEK
REGAIQFFMEK
ISPEELKERQ
VMNEIQKELVN

AVRHFTDAIS
KGYSRLGAAH
RSPPEENEFG
LNIYLEDQRV
KEEKVSEPEP
HYTKAMELDD
KMISRALTRE
ERAKKELEQQ
DERAYSHRAR
EYDKALETY(Q
ARAMQDPEIQ
AGIVQIR

LAPSNHVLYS
LGLNQIQDAT
DAFSGPEMWA
MQALGVLLNV
EEMEVSEGEK
EDISYLTNRA
GTTLVKIAKC
EYFDSKLADE
CYTKLGALEE
EGLKHDPQNQ
NILSDEVMRQ

HRSLALASLH
ARYEEGLEID
KLTADPTTEM
EFRAFPHAGED
ERKERERQLV
AVYLEMGEYE
SEDYDLAIET
EREEGHEYFE
GLEDAEECIE
ELLDGVRRCW
VLVDEQENEE



Matched peptide information:

Start End Observed Mr (expt) Mr (calc)
9 23 1426.6951 1425.6878 1425.6637
24 42 2142.1194 2141.1121 2141.0654
76 94 1967.1074 1966.1001 1966.0636
180 151 1284.779%3 1283.7725 1283.7635
192 215 2634.2842 2633.2769% 2633.2180
194 215 2331.11323 2330.1060 2330.0484
275 289 1784.83%0 1783.8317 1783.75934
485 497 1520.7756 1515.7684 1519.7379%9
568 577 1082.6830 1081.6757 1081.6608
o 25 e e
=
=% . . -
E o0 Fo------------ e e
[ - "
5
£ 45 b oo
i
10 oo
T T L— T
00 1500 2000 2500
RMS error 19 ppn Mazs (Dal

ppn
17
22
19

7

22
25
21
20
14

Mis=s Sequence

1]

[= =T = = R = = N =]

K.CGHNAAFSAGDYAGAVR.H (Icns score EB4)
R.HFTDAISLAPSNHVLYSNR.S (Icns score 128)
R.LGAAHLGLNQIQDAIAAYK.K (Ions score 117)
R.VMOALGVLLNVE.F (Ions score S5&)
K.FRAPNACEDMEVPEAEAPPPQPER.K (Ions score 66)
R.APNAGEDMEVPEAEAPPPQPER.K (Icns score EB3)
K.AMELDDEDISYLTHNR.A (Icns score 110)
K.HDPQNQELLDGVR.R

({Ions score B2)
K. LVHAGIVQIR. -

(Ions score &5)



Spot No.:134
Accession No.: scaffold0456 1002067.mRNA1
Protein name: Fructokinase-2

Peptide sequences:

K.APGGAPANVAIAVAR.L;R.NPSADMLLKPEELNLELIR.S;K.VFHYGSISLIVEPCR.S;K.DAGALLSYDPNLR.
L;R.LPLWPSPEEAR.E

PFF Mascot score: [331] Sequence coverage %: [22]

Matched peptides No.: [5]

Calculated Mr: 35625 Calculated pl: 5.22

Data base searched result:

lIons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40
33
30
25
20
15
10

N

Number of Hits

T q T T T T T T T
300
Protein Score

=

Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301

MASVVSHGEES
VAIAVARLGE
LAFVILERRADG
VEPCERSAHLE
EVIEVSDVEL
FHGSVEAFHV
HACGLITTITE

G55LIVSEGE
KALFVGELGD
EREFMEYENFE
EMEVAEDAGA
EFLIGSDEID
KIVDITGAGD
KGLIFLLFTE

MLIDEVEIVS
DEFGHMLAGT
SADMLLEFPEE
LLSYDPHLEL
DADALSLWHE
SEVGALLCEI
QDALTLIEGS

GVSLAEAPGE LEAPGGAPAN
LEQNGVIGDG INFDEGLETA
LHLELIRSAK VFHYGSISLI
PLWESFEEAR EQIMSIWDERL
NLELLLVILG EEGCRYYTEN
VDDESILEDE PRELEEVLEFA
E



Matched peptide information:

Start End Observed Mr {expt) Mr{calc)
43 57 1334.7847 1333.7774 1333.T7466
119 137 2195.2307 2194.2234 2194.1667
141 155 1776.9575 1775.9502 1775.9029
167 179 1404.7432 1403.735% 1403.7045
180 190 1294.7062 1293.6989% 1293.6717
z .
=
o
. -
.
=1
=
.
5 .
R e R
T T T T T T T T
1250 1500 1750 2000

RMS error 23 ppm

Mazs (Dal

ppm
23
26
27
22
21

Miss Sequence

0

1
1]
o
o

K.APGGAPANVATIAVAR

.L (Ions score B9)

R.NPSADMLLEPEELNLELIR.S (Icns score 107)

K. VFHYGSISLIVEPCR
K.DAGALLSYDFNLR.L
R.LPLWFSFEEAR.E

.5 {Ions score 122)

(Ions score 54)
(Ions score TE)



Spot No.:135
Accession No.: scaffold1104 58290.mRNA1
Protein name: V-type proton ATPase subunit E

Peptide sequences:

K.QIQQMVR.F;K.ANEISVSAEEEFNIEK.L;K.IRQEYER.K;K.KIEYSMQLNASR.I;K.IEYSMQLNASR.I;K.EA
AGNDLLNVSHDHHVYK.K;K.DLIVQSLLR.L;K.IVCENTLDAR.L

PFF Mascot score: [359] Sequence coverage %: [34]

Matched peptides No.: [8]

Calculated Mr: 26506 Calculated pl: 7.13

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

Mumber of Hits
()
o

T 1
300 A
Protein Score

Matched peptide sequences: shown in Bold Red

1 MNDADVSEQI QOMVRFIRQE
51 IRQEYERKEK QVDVREKIEY

LEEKANEISYV SAFEEFNIEK LOLVELREFEE
SMOLHNASRIE VLQAQDDVVN AMFEAAGHDL

101
151
201

LNVSHDHAEVY EELLFEDLIVQ
QEYAEEVHNVH APETITIVDNHV
CENTLDARLD VVFREELFET

SLLELEEPS5V LLECREDDLH LVQSVLDSAK
YLFPALFSHHD AHGPYCSGGV VLIASEDGEIV
RERLFGQVAT

Matched peptide information:

Start - End Observed Mr {expt) Mr{calc) Miss Sequence

9 - 15 %02.5116 501.5043 501.4804 27 0 E.QIQOMVR.F (Icns score 386)
25 - 40 1808.8999 1807.8926 1807.8475 25 0 K.ANEISVSAEEEFNIEK.L (Ions score 133)
51 - 57 8983 .5243 592 _5170 592.5039 13 1 K.IRQEYER.K (Ions score 43)
67 - 78 1439.7640 1438.7568 1438.7238 23 1 E.KIEYSMQLHASR.I (Ions score 43)
68 - 78 1311.6644 1310.6572 1310.6288 22 0 EKE.IEYSMOLNASR.T (Ions score 75)
94 - 111 201%.0238 2018.0165 2017.9606 28 0 K.EAAGNDLLNVSHDHHVYE.K (Ions score §7)
116 - 124 1056.6648 1055.6575 1055.633% 22 0 E.DLIVQSLLR.L (Ions score &3)
199 - 208 11%0.6072 118%.5%99 1189.5761 20 0 EK.IVCENTLDAR.L (Ions score 85)
=
b 0
B 3 o e o e
it
I e L TR
.I T T T T T T T 1
Ainiy 1200 1400 1600 180 2000
RMS error 22 ppm Mazz tDa)



Spot No.:136
Accession No.: scaffold0014 190374.mRNA1
Protein name: Cysteine proteinase inhibitor

Peptide sequences:

K.EVEGSANSVEINSLAR.Y;R.YAVDDYNQK.Q;K.QNALLEFK.K;K.QQVVAGTIYYITLEVTDGGQK.K;K.VW
EKPWLNFK.E

PFF Mascot score: [437] Sequence coverage %: [63]
Matched peptides No.: [5]
Calculated Mr: 11236 Calculated pl: 5.45

Data base searched result:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40

jia)
30
29
20
15
10
=}

Wumber of Hits

0 IIIIIIIIIIIIIIIIIIII-III

0 100 200 300 A0
Praotein Score

Matched peptide sequences: shown in Bold Red

1 MAFLGGVEEY EGSANSVEIN SLARYAVDDY HQOFONALLEF EEVVHAFQOWV
51 VAGTIYYITL EVTDGGQEEYV YEAEVWEEFW LNFEEVQEFE LIGDAPSDST
iopl =

Matched peptide information:



Start - End Observed Mr (expt) Mr ({calc)
9 - 24 1674.8823 1673.8750 1673.8220
25 - 33 1115.5195 1114.5123 1114.4531
34 - 41 962.5356 961.5283 961.5233
48 - 68 2283.2544 2282.2471 2282.17%4
75 - 84 1346.7539 1345.7466 1345.7183
T OF0 oo R EEEEEEEEEEEE .
2
§ 20 Jo--mme------os R R R
o .
i
w
10 o m e e
. T T T T
pilel} 1500 2000
RMS errar 23 ppm Mazs (Da)d

ppm
32
17
5
30
21

Miss Segunence
K.EVEGSANSVEINSLAR.Y (Icns score 175)

0

o
o
o
1

R.YAVDDYNQE. Q
K.QNALLEFK.EK

(Ions score 63)
(Ions score 70)

E.QOVVAGTIYYITLEVTDGGOK.KE (Icons score 18&)

K. VWEEEFWLNFEK.E

(Ions score 67)



Spot No.:137

Accession No.: scaffold0156 1465807.mRNA1

Protein name: Calmodulin-related protein

Peptide sequences:  R.VFDKDQNGFISAAELR.H;R.EADVDGDGQINYEEFVK.V
PFF Mascot score: [157] Sequence coverage %: [22]
Matched peptides No.: [2]

Calculated Mr: 16894 Calculated pl: 4.11

Data base searched result:

[ons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

4
40
35
30
23
20
15
10

o

N

Number of Hits

0 T T T F T T T T T T T T T
0 jals] 100 150
Protein Score

o

Matched peptide sequences: shown in Bold Red

1 MADQLTDDQI SEFEEAFSLE DEDGDGCITT EELGTIVMESL GONETEAELD
51 DMTNEVDADG NGTIDFPEFL NLMARFMEDT DSEEELEEAF EVFDEDQNGE
101 ISAARLRHVM THLGEELTDE EVDEMIREAD VDGDGQINYE EFVEVMMAEK

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm Miss Seguence
92 - 107 1809.9544 1808.9471 1808.95057 23 1 R.VFDEDOQNGFISAAELR.H (Iocns score 117)
128 - 144 1527.8925 1926.8852 1926.8483 19 0 R.EADVDGDGQINYEEFVE.V (Icns score 70)
W 23 eemeeee e eeeeee—eeceaoa--
=
o
- T
o
B 21 Jommmommmommmomoommoooooeeooeo oo
w
I e
19 T T T T T T T T T T T T T 1
1800 1820 1840 1860 1880 1900 1920

RMS error 21 ppm Mass (Da)



Spot No.:138

Accession No.: scaffold0582_11826.mRNA1

Protein name: Pyrophosphate--fructose 6-phosphate
1-phosphotransferase subunit beta

Peptide sequences:

R.FASVYSELQASR.I;K.IGVVLSGGQAPGGHNVISGIFDYLQER.A;K.GSILYGFR.G;K.YVELTADFIYPYR.N;R.
DKIETPEQFK.Q;K.IYSEMIGNVMIDAR.S;R.AASHITLECALQTHPNITIIGEEVAAK.K;K.LTSQSLQLFEFLPL
AIR.E;K.GQSHFFGYEGR.C;K.TGLISSVGNLGAPVAEWTVGGTALTSMMDVER.R

PFF Mascot score: [581] Sequence coverage %: [30]
Matched peptides No.: [10]

Calculated Mr: 62382 Calculated pl: 7.18
Data base searched result:

Ions score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
0 280 e}
Protein Score

Matched peptide sequences: shown in Bold Red



a1
101
151
201
251
301
351
401
451
a0
a5

MAPSEVINGE
VVEGFPS5AL
LEGGOAPGGH
FIYPYRNQGEE
NTHACLLAEN
EMTGHVMIDA
AFKLTLENVT
NETLARDWVVD
AFTETEFMLIT
ATYCYRLGYG
RRHGEFEEVI
SDAVNHTLLL

VETVESSPAT
GHEFDEIAKLF
NVISGIFDYL
FDMICSGRDE
FRTENMETRV
RSTGEYYHFEWV
DYIVDIICER
EGGLWEEELT
QMVETELEER
AGALLHSGET
FEAMVELEGS
ELGVHR

GRFASVYSEL
PNLFGQPSSM
QERAKGSILY
IETPEQFRQLA
IGCPKTIDGD
RLMGRAASHI
ADLGYNYGVI
SQSLOLFEFL
KQQGSYKAQF
GLISSVGNLG
PFEKFASMRN

Matched peptide information:

Errar Cppmy

- End Obzerved Mr (expt) Mr{calc) Ppm

- 34 1357.6910 1356.6838 1356.6674 12 0
- 123 2783.4915 27B2.4842 2782.4402 16 o
- 133 912.5013 511.4540 511.4865 8 0
- 156 1649.8518 1648.8445 164B8.8137 13 o
- 178 1234.6469 1233.63%96 1233.6241 13 1
- 261 1611.8114 1610.8041 1610.7796 15 o
- 302 2887.5410 2886.5337 2886.4909 15 0
- 385 1976.1608 1575.1535 1575.1142 20 o
— 442 1284.5919% 1283.5846 1283.5683 13 0
- 501 3219.6440 3218.6368 3218.5952 13 o

______________________________________________
T T T T T T T T T T T T T

800 1200 1600 2000 2400 2800 3200
Mazz (Da)

RMZ errar 1d ppm

QASRIDHSLE
FVENGADAVH
GFRGGPAGIM
EETALKLDLD
LECKEVETSF
TLECALQTHP
LIPEGLIDFI
PLATREQLML
KGQSHFFGYE
AFVAEWTVGG
EWALKNRYIS

Mi== Segnence

R.FASVYSELQASR.I

K. IGVVLSGGQAPGGENVISGIFDYLQER . A
(Ions score 20)

KE.GSILYGFR.G
E.¥YVELTADFIYPYR.N
R.DEIETPEQFE.(Q
E.IYSEMIGNVMIDAR.S

R.AASHITLECALOTHPNITIIGEEVAAR.K
K.LTSQSLOLFEFLPLAIR.E

K.GQSHFFGYEGR.C

VESVLENFPFEK
SHLELETGVV
KCEYVELTAD
GLVVIGEDDS
GFDTACEIYS
NITIIGEEVA
PEVQHLIAEL
ERDPHGHVQV
GRCGLETHNFED
TALTSHMMDVE
FEFIQFMGEEG

(Ions score &4)

(Ions score TE)

(Ions score &6)

(Ions score E39)

K. TGLISSVGNLGAPVAEWTVGGTALTSMMDVER . R

(Ions score 132)

(Ions score
(Ions score 135)
(Ions score 70)

18)

(Ions score 153)



Spot No.:139
Accession No.: scaffold0280 1344905.mRNA1
Protein name: Dynamin-related protein 4C

Peptide sequences:

K.SSVLESLAGINLPR.G;K.GIPDLTMIDLPGITR.V;R.IGDESFEDAR.K;K.ILIGGEFDEYLNDHQMHCTAR.L;R
.LVEMLNLYSYELHNCSESDPTR.N;R.NFLVEEIR.V;K.LPNFLPHGAFLSILQR.K;K.LMNQQDTIFR.L;K.EIISE
LMSNQGDVIGR.M

PFF Mascot score: [321] Sequence coverage %: [20]
Matched peptides No.: [9]
Calculated Mr: 74278 Calculated pl: 5.73

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 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



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

MAHFSHGEDL
GIELETIVVV
ETEEVELEFH
EGIPDLTMID
ATVDFETCES
LGYVCVENRI
QIQATIIAKC
GSAKESLEEI
TRNFLVEEIR
IWAYIESVVL
QMEEMTDYTC
GHIKAHQHVL
MEEEIISELM
IMDEIATYSD

VEYEDANMET
GDQSSGESSV
GETVYTDERLR
LPGITRVEVH
IEMSEQVDET
GDESFEDARE
LEDIARNIHE
LIGGEFDEYL
VLEESEGTEL
SVLTHHSENY
SPDYMSEWSE
HOQAFDLEMEM
SHQGDVIGEM

HVELVSSYND
LESLAGINLE
AADATSLATD
GQPEDIYEQI
GERTLAVVTE
EEARLFENHE
ELHASISELN
NDHQMHCTAR
PNFLPHGAFL
HOLQLSTSGR
LMNOQDTIFR
TEYWMIVLER
MEESESILAK

Matched peptide information:

Start - End Observed Mr (expt) Mr ({calc) ppm
68 - 81 1455.8456 1454.8383 1454.8093 20
152 - 166 1611.9130 1610.5057 1610.8702 22
260 - 269 1138.5250 1137.5177 1137.49%38 21
360 - 380 2519.1965 2518.189%3 2518.1369 21
381 - 402 2670.2712 2669.2640 2669.2101 20
403 - 410 1019.5681 1018.5608 1018.5447 16
420 - 435 1823.0776 1822.0704 1822.0254 25
521 - 530 1265.6520 1264.6447 1264.6234 17
604 - 619 1760.9257 175%.9184 1759.8774 23
m 25 e e e
=
=3
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A0y 1500 2000 2500
RMS error 20 ppm Mazz (Day

HIRPLLDAVD
RGQGICTRVE
EIAGDGEGIS
AGIVTEYIRP
SDEEPEGLLE
LLSRIDESMV
EMPRTESSLA
LVEMLNLYSY
SILOREVDGI
AXNLISEMEE
LILTQGYSEY
LVESMALHLQ
REEKLHESIKL

Mis=s Segumence
o

AAREPADAR

o
o
o
o
o
o
o
o

. SSVLESLAGINLPR.G
GIPDLTMIDLEGITR.V
IGDESFEDAR.K
ILIGGEFDEYLNDHQMACTAR . L
LVEMLNLYSYELHNCSESDPTR. N
NFLVEEIR.V
LENFLPHGAFLSILQR.K
LMNQQDTIFR. L
K.EIISELMSNQGDVICR.M

KLRHLEKIMNE
LVMRLQHQET
NTPLTLVVEK
EESIILNVLS
KVAADDLNIG
GIPFLAQKLT
EAMTAFIGIV
ELHNCSESDP
SRMPIDFVEK
QSISWVTEII
KIEGIGEVEL
FSVQNLVNKE
LGESKKVLGHN

(Ions

({Ions

(Iocns score
(Ions score
(Ions score

g9)
g1}

37)

(Ions score 50)

(Ions score 53)

(Ions score 63)

score 43)
41)

(Ions score

score 89)



Spot No.:140

Accession No.: scaffold0402_442046.mRNA1

Protein name: 2,3-bisphosphoglycerate-independent
phosphoglyceratemutase

Peptide sequences:

K.YIQESFATGTLHLIGLLSDGGVHSR.L;K.ALEYENFDKFDR.V;K.LPSHYLVSPPEIER.T;K.FGHVTFFWNGNR
.S;K.IQILTSHTLQPVPIAIGGPGLAPGVR.F

PFF Mascot score: [300] Sequence coverage %: [15]

Matched peptides No.: [5]

Calculated Mr: 61547 Calculated pl: 5.80

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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

300
Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
201
2351

MRS55GEFTWE
DSFEETAPEK
LVDHLLASGEE
LEGALEHGRE
IASGGEGERMYV
DEEANDQYLT
ENFDEFDEVER
GVRTFACSET
FMEATETREE
DAVEMITDAY
SHTLOQEVEIA
EPTLIEVVDN

LADHPELPEG
WRLIRLHGTA
IYDGEGEFEYT
RIRVHVLIDG
TMDEYENDWH
SEVIVDENGE
FPRIHYAGML
VEFGHVTEEW
ARDATILSEEF
EQVGGIYVVT
IGGPGLAPGY

KIIAMVVLDG
VELEFTEDDMG
QESFATGTLH
ROIVIDGTSVG
VVERGWDAQWV
PVGPIVDGDL
QYDGELELES
HGHRSGYFHNA
HOQVRVHLEPNG
ADHGHAEDMWV
RFRHNIVESGG

WEELKPDQYH
NSEVGHNALG
LIGLLEDGGY
FVETLEEDLL
LGEAPHEFRN
VVIFNFRADR
HYLVSPPEIE
EMEEYVEIFS
DMVGHTGDID
KRDESGEPVV
LANVLLTVMH

CIHVADTETM
AGRIYAQGAK
HSRLDQLQLL
MLREKGFDAQ
AVEAVEKLRE
MVMLAKALEY
RTSGEYLVHN
DVGITENIQE
ATIVACKAAD
DEKSGKIQILT
LHGFEAPNDY



Matched peptide information:

Start End Observed Mr ({expt) Mr {calc)
119 143 2671.4351 2670.4278 2670.3766
297 308 1546.7465 1545.73%2 1545.709%
328 341 1636.8998 1635.8925 1635.8620
363 374 1481.7333 1480.7260 1480.7000
496 521 2605.5696 2604.5623 2604.5116
2 .
o L)
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o
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I e R
T .I T T T T T T T T T
1400 1300 2000 2200 2400 2600

RHMS error 18 oom

Mazz (Dad

ppm
19
19
19
18
19

Miss Sequence

0 K.YIQESFATGTLHLIGLLSDGGVHSR.L
K.ALEYENFDEFDR.V
K.LPSHYLVSPPEIER.T
K.FCHVTFFWNGNE. 5
K. IQILTSHTLQPVPIATIGGPGLAPGVR.F

cocaoe

(Ions score 70)
53)

(Ions score
(Iocns score 102)
(Ions score

&8)
(Iocns score 91)



Spot No.:141

Accession No.: scaffold0014 3373206.mRNA1

Protein name: UDP-glucose 6-dehydrogenase 1

Peptide sequences:

K.CPSIEVAVVDISVSR.I;K.FQILSNPEFLAEGTAISDLLSPDR.V;R.ETPEGQAAIEALKDVYAQWVPEDR.I;K.L

AANAFLAQR.I;R.LSIYDPQVTDDQIQR.D;K.KFDWDHPLHLQPTSPTTVK.Q

PFF Mascot score:

[360]

Matched peptides No.: [6]

Calculated Mr:

53491

Data base searched result:

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

Sequence coverage %: [22]

Calculated pl: 5.90

Individual ions scores = 31 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

45
a0
33
30
25
20
15
10

N

T
300
Protein Score

e

T 1
i

Matched peptide sequences: shown in Bold Red

1
51
i01
151
201
251
301
351
401
451

MVEICCIGAG
EPGLDGVVEE
ADLTYWESAD
QILSHNFPEFLA
EDRILTTHLW
VEEDTRIGEE
EINDYQENEF
EGLLGDEARL
TVWVWDAYEAT
HVDELEEIGF

YVGGETHMAYVI
CEGENLFFST
EMIATWSESH
EGTAISDLLS
SAELSKLAAN
FLHNASWVEEGE
VHEVWVSSMEN
SIYDPOWVTDD
KEDAHGLCFLT
IVYSIGEFLD

ALECPSIEVA
EVEKHVSELD
EIVVEESTVE
PDRVLIGGRE
AFLAQRISSV
SCEQEDILNL
TVSNEEIATL
QIQRDLTMER
EWDEFKTLDY
AWLEDMERVE

VWVDISVSRIN
IVEVSVHTET
VETAEATEKT
TPEGQAATEA
HAMSALCEAT
VYICECHGLE
GFAFEFEDTGD
FDWDHFPLHLD
ERIYDHNMQEP

AWNSEQLEIY
ETRGLGAGKA
LTHNSEGIKF
LEDVYAQWVE
GADVTQVSYR
EVAEYWEQVI
TRETEAILVC
PTSPTTVERY
AFVEDGRNVY



Matched peptide information:

Start - End Observed Mr (expt) Mr(calc)
24 - 38 1630.8677 1629.8604 1629.8396
150 - 173 2633.3855 2632.3782 2632.3384
180 - 203 2715.3701 2714.3628 2714.3187
217 - 226 1074.6060 1073.5%87 1073.5581
360 - 374 1790.9198 1789.9125 1789.8846
380 - 398 2247.1870 2246.1797 2246.1484
E 45 Feemmmmmem et S PR
8— "
I e e
=
.
L g
O — T T T T T T T T 1
1006 1500 2000 25000
RMS error 13 ppm Mazs (Da)

ppm
13
15
16

1

16
14

Miss Sequence
KE.CPSIEVAVVDISVSR.I (Ions score 11&)
KE.FQILSNPEFLAEGTAISDLLSPDR.V (Ions score 138)
R.ETPEGQAATEALFDVYAQWVEEDR.I (Ions score &3)
K.LAANAFLAQR.T (Ions score &1)
R.LSIYDPOVTDDOQTIQR.D (Ion= score 91)

0

HOooKEOo

KE.EFDWDHPLHLOPTSPTTVE.Q

({Ions =score 24)



Spot No.:142

Accession No.: scaffold0233 1484662.mRNA1

Protein name: 26S proteasome non-ATPase regulatory subunit
4 homolog

Peptide sequences:

M.VLEATMICIDNSEWMR.N;R.FQAQADAVNLICGAK.T;R.IIVFAGSPIK.H;K.SNVALDIVDFGEEEDGKAE
K.L;K.GGEQPSSSQDATMTESASVAASEADNKR.N;R.NDLTDEENALLQQALAMSMDEPASSHELR.D;K.LL
ADQSFVSSILASLPGVDPNDPSVK.D

PFF Mascot score: [494] Sequence coverage %: [35]

Matched peptides No.: [7]

Calculated Mr: 42727 Calculated pl: 4.57

Data base searched result:

Ions score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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
0 100

T = T
400

= |
bale]

Protein Score

T
200 oy

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401

MVLEATMICT
VLTMAGEGVR
RONEEQQQRT
RAFRLEALLR
AARRARARAG
EEGSEQEERS
LAMSMDEPAS
SELLADQSFV
EEE

DNSEWMRNGED
VLVTETSDLG
IVFAGSPIRH
AVNTHNDTSHI
GVSGFEFGVD
EQPSSSQDAT
SHELRDTDMS
SSTILASLEGV

YSESRFQAQA
EILACMHGLE

DEFTLEMIGR
VHVPPGENAL
FHLDPELALS
MTESASVAAS
ERRATDEDLAE
DFNDPSVEDL

DAVNLICGAR
IGGEMNLARG
ELEESNVALD
SDVLISTEIF
LEVSMEEERA
EADNERNDLT
LALQLSVQDS
LALSMQSQSER

TQSHEENTVE
IQVAQLALKH
IVDFGEEEDG
TGDEEGESEF
ROEAAAKERAA
DEENALLOQA
TEDSGESQTDM
PEEEDEDEPE



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc)
2 - 17 1967.9331 1966.92538 1966.8951
26 - 40 1605.8146 1604.8073 1604.7981
110 - 119 1044.6395 1043.6323 1043.6379%
135 - 154 2165.0453% 2164.0386 2164.0172
259 - 286 2811.285% 2810.2786 2810.2260
287 - 315 3228.5105 3227.5032 3227.4710
353 - 378 2669.4382 2668.4310 2668.3960
s B e e e e e Smmmm e
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1z00 1600 2000 2400 2500 Sz200
RMS error 12 ppm Mass (Dal

Miss Sequence
VLEATMICIDNSEWMR.N (Icons score 123)
-FQAQADAVNLICGAR.T (Iocns score

0

[ =T =]

AW AREEE

IIVFAGSPIK.H (Icns score 74)

109)

. SNVALDIVDFGEEEDGKAEK.L (Ions score 394)

- GGEQPSSSQDATMTESASVAASEADNER . H

. LLADQSFVSSILASLPGVDENDPSVE.D

(Ions score 94)
.NDLTDEENALLQQALAMSMDEPASSHELR.D (Ions score

(Icns score 79)

84)



Spot No.:143
Accession No.: scaffold0347 _688965.mRNA1
Protein name: Annexin D4

Peptide sequences:

R.STHFFIEDER.S;R.FENALVLWAMHPWER.D;R.VILEIACTR.S;K.AYHSLYDHSIEEDVAIHVTGSER.K;K.LL
VALVSAYR.Y;K.EIKEEYNSLYGVPLTQK.I;K.DLLLALMTR.D

PFF Mascot score: [355] Sequence coverage %: [27]

Matched peptides No.: [7]

Calculated Mr: 39535 Calculated pl: 7.72

Data base searched result:

Tons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40
35
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25
20
15
10
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Number of Hits

e e

T T T T T
300
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
i01
151
201
251
301

HMTIITFLEYE
ISILGESDER
ALVLWAMHEW
HELYDHSIEE
AFATENGDEE
BADFILEETA
DLEEIEEEYHN

YS5ISFSLLG
ERTTFRQEST
ERDARLLHER
DVATHVTGSE
HEIDDDEVIER
ECLCHEHAYF
SLYGVPLTQOE

HTEEETWLIF
HFFIEDERSF
LTLVEQSYEW
BELLVALWVSA
ILTTRSEFHL
SEVVLDEATEN
IDDHANGHYE

ENWELSEELS
EEWDDHRINL
ILETIACTRSS
YRYEGEEVSE
EATYEHYEEWV
DADHNTEEAL
DLLLAIMTRD

QDLELNEESL
LELEFVEFEN
EELLGARKAY
DAAHSERFLT
SGENINEDIE
TEVIVIRADV



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc)
69 - 78 1280.5922 127%.5849 1279.5833
%8 - 112 1898.9557 18597.9484 1897.52387
130 - 138 1074.5952 1073.5879 1073.5%03
1495 - 171 2628.2495 2627.2422 2627.2252
173 - 182 1104.6757 1103.6684 1103.6703
304 - 320 2011.0418 2010.0345 2010.030%
331 - 339 1045.60359 1044.5966 1044.6001
R T e LT P
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1000 1500 2000 2300
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Miz= Sequence

o

o OoOOoOOOo

R.STHFFIEDER. S

(Ions score 77)

R.FENALVIWAMHPWER.D (Icns score 101)

R.VILEIACTR.S

({Ions score 42)

K.AYHSLYDHSTEEDVATEVTGSER.K (Icns score 161)

K.LLVALVSAYR.Y

(Ions score 59)

K.EIKEEYNSLYGVFLTQK. I (Ions score 435)

K.DLLLALMTR.D

(Ions score 47)



Spot No.:144
Accession No.: scaffold0786 345204.mRNA1
Protein name: UTP--glucose-1-phosphate uridylyltransferase

Peptide sequences:

K.NGFISLVSR.Y;R.YLSGEAQQVEWSK.I;R.LVVEDFTPLPSK.G;K.DGWYPPGHGDVFPSLK.N;K.VQLLEIAQ
VPDEHVSEFK.S;K.VLQLETAAGAAIR.F;K.ATSDLLLVQSDLYTLDDGYVVR.N;K.VTGDVWFGAGVILK.G

PFF Mascot score:  [449] Sequence coverage %: [24]

Matched peptides No.: [8]

Calculated Mr: 51656 Calculated pl: 6.08

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40
33
30
25
20
15
10

S

Number of Hits

Aoy

Protein Score

Matched peptide sequences: shown in Bold Red

1 MAVATHELTFE

51 TPTDEVVVEY
101 VIEVENGLTF
151 SESHVEIHSF
201 NSGELDSFLL
251 TLADVEGGTL
301 LSATFELVER
351 VPRSRFLEVE
401 EEVANFLSEF
451 EIPFDGAIIEN

LESAVAGLNQ
DSLAPIPDDE
LDLIVIQIEN
NQSQYPRLVV
QGEEYVEVAN
ISYEGEVQLL
DALEMEIIEN
ATSDLLLVQS
¥SIPSVIELD
¥DINGEPEDL

ISDSEENGFI
AETEELLDEL
LNSKEYGCHVE
EDFTFLESEG
SDNLGATVDL
EIAQVEDERV
PEEVDGVEVL
DLYTLDDGYWV
SLEVTGDVWE

SLVSRYLSGE
VVLELNGGLG
LLLMNSFNTH
QSGEDGWYPP
KILNHLIRNK
SEFKSIEKFK
QLETAAGAAT
VRNEKARQNRA
GAGVILRGKV

AQQVEWSEIQ
TTMGCTGEKS
DDTQEIIEKY
GHGDVFPSLE
NEYCMEVTEK
IFNTNNLWVS
RFFDRAIGIN
NEATELGEEF
NIAAKPGVEL



Matched peptide information:

Start -

End Observed Mr (expt) Mr (calc) ppm

27 - 35 552.5731 591 .5658 591.5451 21
36 — 48 1524 .7565 1523.7492 1523.7256 15
168 - 179 1344 .7621 1343.7548 1343.7337 16
185 - 200 1771.8677 1770.8604 1770.8366 13
267 - 284 2081.1235 2080.1163 2080.0841 15
329% - 341 1312.7793 1311.7720 1311.7510 16
361 - 382 2456.2981 2455.2908 2455.2482 17
424 - 437 1461.8239% 1460.8166 1460.35028 9
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i) 1500 2000 2500
RME error 15 ppm Mass (Dal)

Miss Sequence

0 K.NGFISLVSR.Y (Ions score S50)
R.YLSCEAQUVEWSKE. T (Ions score &0)
R.LVVEDFTPLPSK.G {Ions score 53)
K.DGWYPPGHGDVFPSLE.N
K. VQLLETAQVPDEHVSEFK.S (Icns score 108)
K. VLOQLETAAGAATR.F (Ions score 73)
K.ATSDLLLVQSDLYTLDDGYVVR.N (Icns score 163)
E.VTGDVWFGAGVILE.G (Icns score &3)

(Ions score B89)

cooocoooo



Spot No.:145
Accession No.: scaffold0992 72818.mRNA1
Protein name: Acetyl-CoA acetyltransferase, cytosolic 1

Peptide sequences:

M.APAAATAVAAEIKPR.D;R.ANVDPSLVQEVFFGNVLSANLGQAPAR.Q;K.DGLWDVYNDVGMGSCAEIC
ADNHSITR.E;R.EDQDKFAIHSFER.G;K.FAIHSFER.G;R.GIAAQESGAFAWEIVPVEVSGGR.G;K.VNVHGG
AVSLGHPLGCSGAR.I;R.ILVTLLGVLR.Q

PFF Mascot score: [819] Sequence coverage %: [33]

Matched peptides No.: [8]

Calculated Mr: 42105 Calculated pl: 6.54

Data base searched result:

Tons score is - 10*Log(P), where P is the probability that the observed maich is a random event.
Individual ions scores > 31 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
(]
L

T q T T T T T T
750
Protein Score

Matched peptide sequences: shown in Bold Red

a1
101
151
201
251
301
351
401

MAPAAATAVA
ALFERANVDES
VCASGMEATHM
DESLVDGHMLED
IAAOESGARA
KENGGIVIAG
PFELFITSPAL
EENVHNVHGGAV
SALVVELL

AEIRPRDVCI
LVQEVFFGNV
LARQSIQLGI
GLWDVYNDVG
WEIVEVEVSG
NASSISDGAR
AIPKTIRNGG
SLGHPLGCSG

VGVARTEMGG
LSANLGQAPA
NDVVVAGGME
MESCAEICAD
GRGEPLTIVD
ALILVSGETR
LDASQVDYYE
ARILVTLLGV

FLGSLSTLSL
RQRALGLAEIFE
SMSHAPEYLL
NHSITREDQD
KDEGLGEFDE
LELGLOVIAK
INEAFAVVAL
LRQENAKY GV

TELGSIAIEL
NSVVCTTVHE
ERRFGSRLGH
EFATIHSFERG
VELEEKLRESF
IRGYLDRRON
ANQKLLGLNE
EEVCHGEEEE



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm
2 - 16 1436.8387 1435.8315 1435.8147 1z
55 - 81 2813.4836 2812.4764 2812.4508 ]
160 - 186 3055.3186 3054.3113 3054.23%06 7
187 - 159 1621.7765 1620.76%2 1620.7532 10
182 - 199 1006.5171 1005.50%8 1005.5032 7
200 222 2330.2063 2329.19%0 23295.1703 12
353 - 372 1945.0064 1943.99%1 19543.9748 12
373 - 382 1096.7533 1095.7460 1095.7380 7
o LB e T
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1200 1600 2000 2400 2800 3200
RM3 error @ ppm Mass (Dal

Miss Sequence

1

coooMoo

M.APAAATAVAARIFFR.D (Ions score 3§)
R.ANVDPSLVQEVFFGNVLSANLGQAPAR.( (Ions score 223)
K. DGLWDVYNDVGMGSCAEICADNHSITR.E (Ions score 143)
R.EDQDEFATIHSFER.G (Ions score 123)

K.FATHSFER.G (Ions scors 47)
R.GIAAQESCGAFAWEIVEVEVSGGR. G
K. VNVHGGAVSLGHPLGCSGAR. I
R.ILVTLLGVLR.Q

({Ions score 214)
({Ions score 123)
(Ions score 57}



Spot No.:146
Accession No.: scaffold0624 614895.mRNA1
Protein name: Uncharacterized protein

Peptide sequences:

K.PTAASAVGLAGPGAAEVLPFVDADLKR.I;K.SVDDVIYEVGEGDAR.N;K.HHASILVVGSHGYGAIK.R

PFF Mascot score: [372] Sequence coverage %: [41]
Matched peptides No.: [3]
Calculated Mr: 15624 Calculated pl: 5.74

Data base searched result:

lIons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \QS

Number of Hits
(]
L

0 T T T T T T T T T T T T T T T
0 100 200 300 400

Protein Score

Matched peptide sequences: shown in Bold Red

1 MARRAFEQVMYV VGVDDSEHSL YALGWTLDHF FVEFASHNSPF NLVVVHLEPT
51 AASAVGLAGPE GAARVLEFFVD ADLERILARV IEETEEICHS ESVDDVIYEWV
101 GEGDABNVLC ETVEEHHAST LVVGEHGYGA IEREYWHFIFC LHNQ

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) pom Miss Sequence

49 - 75 2593.4565 2592.4493 2592,3911 22 1 K.PTAASAVGLAGPGAAEVLPFVDADLER.I (Ilons score 179)
92 - 106 1623.7826 1622.7753 1622.7424 20 0 K.SVDDVIYEVGEGDAR.N (lons score 140)
116 - 132 1745.9943 1744.9870 1744.9373 28 0 K.HHASILVVGSHGYGAIK.R (ILons score 114)
R e L P P
2
= e
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=
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Spot No.:147
Accession No.: scaffold0198 1471103.mRNA1
Protein name: Peroxiredoxin-2B

Peptide sequences:

M.APIAAGDTVPEGTLAYFDDQDQLQQVSIHSLAAGK.K;K.VVIVGVPGAFTPTCSLK.H;K.HVPGFIER.A;R.

RFALLVDDLK.V;R.FALLVDDLK.V;K.AANLEQGGEFTVSSVDEILK.A

PFF Mascot score: [449] Sequence coverage %: [55]

Matched peptides No.: [6]

Calculated Mr: 17542 Calculated pl:

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individnal ions scores = 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 g

Mumber of Hits

4 B S e e e LI B S m e m e e e e |

0 100 200 300 400
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAPTAAGDTYV PEGTLAYFDD QDOQLOOWVSIH SLAAGEEVVI VGVEGAFTET
31 CSLEHVPGFI ERLEELESEG VWEILCISVH DEFEVMELRNLE TYPENEOVEE
101 LADGSATYTH ALGLELDLNE EGLGIRSERF ALLVDDLEVE AANLEQGGEF
151 TVSSVDEILE LL

Matched peptide information:

5.55

Start - End Observed Mr (expt) Mr (calc) ppm Mi== Sequnence
2 - 36 3626.8015 3625.7942 3625.7300 1 0 M.APTAAGDTVPEGTLAYFDDODOLOOVSIHSLAAGK.K (Icns score 144)
38 - 54 1744.9675 1743.9%9603 1743.9594 1 0 E.VWIVGVPGAFTPTCSLE.H (Ions score 80)
55 - 62 954.5038 953.4965 953.5083 -12 0 K.HVPGFIER.A (Icns score 66)
129 - 138 1189.6890 1188.6817 1188.6866 -4 1 R.RFALLVDDLE.V (Ions score &3)
130 - 138 1033.5828 1032.5755 1032.5855 -10 0 R.FALLVDDLE.V (Ions score 61)
141 - 160 2107.066% 2106.0596 2106.0481 5 0 FK.AANLEQGGEFTVSSVDEILK.A (Icns score 182)
L T e
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Spot No.:148

Accession No.: scaffold0026 327123.mRNA1

Protein name: Chlorophyllase type O

Peptide sequences:

K.EIEFAAEVGNWLLSGLQSVLPEK.V;R.GGNIAFALALGYSK.T;K.ISALVGLDPVGR.V

PFF Mascot score:

[147]

Matched peptides No.: [3]

Calculated Mr:

37785

Data base searched result:

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

Sequence coverage %: [14]

Calculated pl: 6.30

Individual ions scores = 31 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

45 ‘Q
40
35
30
25
20
15

10

T T T F T 1
150
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MLVTLLVILL
EFSHEASEPE
FIVVABOVYS
WDQDELALGS
EILTNVEHSF
FAPASHEVTT
LIVAFLEAYF

ASALEAFEPQF
ELLIVSEITD
CINWLIEFELE
HHRGGHNIAFA
HLSIEVIVIG
DY GHMDMIL.DD
QADSGDEMTI

FTVVLLETEP
GITYEVEMFLH
IRESKEEIEFA
LALGYSETPL
TGLGHESVCG
HETGILATIA
LHEPSVAPRK

VGDILDVEVT
GTCLENYFYS
AEVGNWLLSG
EVEISALVGL
VVGLACAENY
HMSICENSEDE
LOEVGFKEEQ

GSFETESIDV
MLLEHIASHG
LOSVLPERVT
DEVGREVSTDE
MHHVEEYNEC
ROOMRRTVES
NHAQV



Matched peptide information:

Start - End

Observed

Mr (expt) Mr{calc) ppm
126 — 148 2529.379% 2528.3726 2528.3162 22
164 - 177 1381.7810 1380.7737 1380.7401 24
184 - 185 1196.7229 1195.7156 1195.6925 19
E
=3
&
- e PR
o
2
.
w
T
T .I T T T T T T T
1500 2000 2500

RMS error 22 ppm

Mazs (Da)

Miss Segunence

0 K.EIEFAAEVGHWLLSGLOSVLPEE.V

0 R.GGNIAFALALGYSK.T
0 EK.ISALVGLDEVGR.V

(Ions score 64)
(Ions score 79)

(Ions score

£8)



Spot No.:149
Accession No.: scaffold0912 275877.mRNA1
Protein name: Probable rhamnose biosynthetic enzyme 1

Peptide sequences:

K.LCESQGIDYTYGSGR.L;R.VSLEADIVNVKPSHVFNAAGVTGR.P;R.TNVVGTLTLADVCR.E;K.EEDTPNFI
GSFYSK.T;K.NYENVCTLR.V;R.MPISSDLSNPR.N;R.NLTGIWNFTNPGVVSHNEILEMYR.D;R.DYVDPNFA
WK.N

PFF Mascot score: [493] Sequence coverage %: [39]
Matched peptides No.: [8]
Calculated Mr: 34254 Calculated pl: 6.47

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

o

Number of Hits

0 T T
0 100

T — 1
400 Loy

Protein Score

T T T
200 300

Matched peptide sequences: shown in Bold Red

1 MGFPSNGTAS DISEFLEFLI YGRTGWIGGL LGELCESQGI DYTYGSGRLE
31 NEVSLEADIV NVEPSHVFNA AGVTGRFENVD WCESHEVETI RTHVVGTLTL
101 ADVCREEGLI LINYATGCIF EYDTNHPLGS GIGFEEEDTE NHFIGSFYSET
151 EAMVEELLEN YENVCTLRVE MPISSDLSNHE BNFITEITRY EEVVNIPNSM
201 TILDELLPIS IEMSERNLTG IWHFTHNEGVV SHNEILEMYERE DYVDFNFAWE
251 NFTLEEQAKV IVAPRSNNEL DATELSEEFF EMLPIEKESLI EYVEEPHNQET
301 ARV



Matched peptide information:

Start
34

53

82
136
160
171
217
241

Error Cppm)

End
48

76

105
145
168
181
240
250

Observed

1705
2480

1633
1168
1216
2804
1254

. 7682
-3513
1518.

8182

. 74839
-5523
6174
.4009
- 5885

Mr (expt)
1704.
2479.
1517.
1632.
1167.
1215.
2803.
1253.

7615
3440
8110
T426
5450
6102
35936
5812

Mr (calc)
. 7413
.3183
1517.
. 7308
5342
.5918
.3752
5717

1704
2479

1632
1167
1215
2803
1253

7872

RMS errar 10 ppm

Maszs (Dad

ppm

Miss Sequence
KE.LCESQGIDYTYGSGR.L (Icns score 130)

1]

ocoooooe

W R

WVSLEADTVHNVEPSHVFHAAGVTGR. P

(Ions score 113)

L THVVGTLTLADVCR. E (Ions score B4)
.EEDTPNFIGSFYSE.T (Iocns score B4)

.HYENVCTLR.V
MPISSDLSNFR.N

(Ions score 4&)
(Ions score 54)

NLTGIWNFTNPGVVSHNEILEMYR.D (Icns scores 116)

. DYVDPNFAWK. N

(Ions score 70}



Spot No.:150

Accession No.: scaffold0290 149234.mRNA1

Protein name: 26S proteasome non-ATPase regulatory subunit
14 homolog

Peptide sequences:

R.MFAGAGGALGHPPPDSPTLDSSEQVYISSLALLK.M;R.AGVPMEVMGLMLGEFVDEYTVR.V;R.LINPQT
MMLGQEPR.Q;R.QTTSNLGHLNKPSIQALIHGLNR.H;R.HYYSIAINYR.K;K.WTDGLTLR.R;K.TNEQTVQE
MLNLAIK.Y

PFF Mascot score:  [348] Sequence coverage %: [40]

Matched peptides No.: [7]

Calculated Mr: 34884 Calculated pl: 6.31

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranling protein hits.

\

Number of Hits

I s |

T T T T T
300
Protein Score

Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

HMSGHMERLOEM
GVPHMEVMGLM
HMLEQTGREEM
IQSVEGEVVI
RHYYSTATHY
MINLATEYHE
QITLGTHMLDTV

FAGAGGALGH
LGEFVDEYTV
VVGHYHSHEG
DAFRLINEQT
RENELEEKML
AVQEEDELEFE
VF

PPEDSPTLDS
RVVDVEAMEQ
FGCWLSGVDI
MMLGQEPROT
LNLHEEEWTD
EXLATANVER

SEQUYISSLA
SETGVSVERY
NTQQSFELLN
TSHLGHLNEP
CLTLERFDTH
ODAKEHLEEH

LLEMLEHGRA
DHVEQTHMLD
QRAVAVVVDE
SIQALTHGLN
SETHEQTVQE
VSHLMSSHNIV



Matched peptide information:

Start
10

50
165
175
202
228
243

Error (ppm)
o
=3

End
43

71

178
201
211
235
257

Observed

3426
2443
1627
2512
1299

961
1731

.8225
2244
.8840
.4514
.6796
.5314
-9482

Mr(expt)
3425.
2442.
1626.
2511.
1298.

960.
1730.

8152
2171
8768
4441
6723
5242
9410

Mr(calc)

T177
1633
.8222
3670
. 6407
.502%
.8873

RMS errar 27 ppm

Mazz (Dal

Miss Seqguence
-MFAGAGGALGHPPPDSPTLDSSEQVYISSLALLK.M (Icns score 24
-AGVPMEVMGLMLGEFVDEYTVR.V  (Ions score 147)

0

cooroo

AARE DD

- LINPOTMMLGOEPR . O

(Ions score B1)

.QTTSNLGHLNRPSIQALTHGINR.E (Ions score 63)
.HYYSIATNYR.K (Ions score 81)
.WTDGLTLR.R (Icons score 35)

. TNEQTVQEMLNLATE. Y

(Ions score 76)



Spot No.:151

Accession No.: scaffold1222 136753.mRNA1

Protein name: Rubber elongation factor protein

Peptide sequences: K.NVAVPLYNR.F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A

PFF Mascot score:  [67] Sequence coverage %: [25]

Matched peptides No.: [3]
Calculated Mr:14713 Calculated pl: 5.04

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

43 \Qg

41

30
29
2
15
10

Number of Hits
(%]
on

L=

0 25 . 75
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAEDEDHQQG QGEGLEYLGE VQDRAATYLVT TFSHNVYLFRE DESGELOPGV
51 DITEGEVENV AVPLYMRFSY ITPHGRLEFVD STVVASVTII DRSLEFIVED
101 ASTOAWVSATR RLPERARSIL SSLPGQTEIL LAEVEYGEN

Matched peptide information:

Start - End Ob=erved Mr {expt) Mr (calc) pom Miz=z Seqmence
5% - &7 1045.5967 1044.5894 1044.5716 17 0 EK.NVAVPLYNR.F (Icnz score 1E8)
T8 - 92 1621.914% 1620.9076 1620.8723 22 0 K.FVDSTVVASVTIIDR.S (Ions score &7)
100 - 110 1158.6715 1157.6642 1157.6404 21 0 EK.DASIQWVVSAIR.A (Ions scoxre 30)

Error Cppmd
ra
k=3

17

T T T T T T T T T T 1
1000 1106 1200 1300 1400 1500 1600
RM3 error 19 ppm Mazs (Da?



Spot No.:152
Accession No.: scaffold2538 3915.mRNA1
Protein name: REF/SRPP-like protein At3g05500

Peptide sequences:

K.AGPLKPGVETVEGTVK.S;K.SVVGPVYYK.F;K.AEQCAVTAWR.R;R.LNQLPLFPQVAQVVVPTAAYCSEK.
Y;K.YNQTVLSTFEK.G;R.VSSYLPLVPTER.I

PFF Mascot score:  [241] Sequence coverage %: [33]
Matched peptides No.: [6]
Calculated Mr: 27100 Calculated pl: 6.36

Data base searched result:

Ions score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 \Qg
40
33
30
25
20
15
10

Number of Hits

—

T T T T T
200
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAEGEGHVHM QOOMENEEEE RLEYLEFVQWV AVIHAVVIFT NLYLYAKEEA
21 GPLEPGVETV EGTVESVVGE VYYKFHDVEN EVLEFVDREYV DESVISLDSR
101 VPPVVEQVISA QAYSVARELF VARRRVASEV HQSGVEETAS GLAETLYTEY
151 EPEREELYSE YEPFKAEQCAW TAWRRLNQLE LFPOVAQNVYVY PTAAYCSEEY
201 HQTVLSTFEE GYEVSSYLPL VETERILEVE SDDVAQSMPL V55



Matched peptide information:

Start -
50 -
66 —
165 -
176 -
200 -
214 -

s}

Errar Cppmy

L ettt ettt ettt ettt

End
65

T4

174
159
210
225

Observed

1581
1011
1151
2672
1329
1360

.5200
.5655
.5790
.4807
.6919
.1778

Mr (expt)
1580.
1010.
1190.
2671.
1328.
1359,

9128
5582
5717
4734
6846
7706

Mr (calc)

1580.
1010.
1150.
2671.
1328.
1359.

8774
5437
5502
4044
6612
7398

T
1000y

RMS error 20 popm

T
2500
Mazz (Da)

ppm
22
14
18
26
18
23

Mis=s Segnence
.AGPLEPGVETVEGTVE. 5 (Ions score 112)
. SVVCGPVYYE.F (Ions score 46)

1

cooooo

]

K
K
R
K
R

AEQCAVTAWR.R

({Ions score GE8)

. LNQLPLFPQVAQVVVPTAAYCSEK.Y (Ions score 38)

YHQTVLSTFEK. G
VSSYLPLVPTER. I

(Ions score 48)
{Ions score 70)



Spot No.:153
Accession No.: scaffold1222 100110.mRNA1
Protein name: Rubber elongation factor protein

Peptide sequences:

K.YLDFVQAATVYAR.A;K.SVVRPVYNK.F;R.RVDAYVTVLDR.I;R.VDAYVTVLDR.I;R.ASIQAYSVAPGAAR.
A;R.AVASYLPLHTK.R

PFF Mascot score:  [241] Sequence coverage %: [33]
Matched peptides No.: [6]
Calculated Mr: 19612 Calculated pl: 5.28

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.03).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 N

Number of Hits
()
[

o T I-I- T T T T T T T T I- 1

0 100 200
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAEGEEEVNI QEEANEGEEN PQEEANIQEE THEGEENIQE EANTIQEEANE
31 EEESLEYLDF VQAATWVYARD SFSELYLFAK DESGPFEPGV NIVESREESV
101 VERPVYNEEFQF VPNEVLEFAD REVDAYVTVL DRIVEPIVEER ASIQAYSVAP
151 GAARAVASYL PLHTERLSEV LYIGDG

Matched peptide information:



Start - End Observed Mr (expt) Mr (calc) ppm Miss Sequence

Error Cppmd

57 - 69 1516.8251 1515.8178 1515.7722 30 0 K.YLDFVQARTVYAR.A (Ions score 106)
99 - 107 1061.6381 1060.6308 1060.6029 26 1 R.SVVREVYNK.F (Ions score 23)
122 - 132 1306.7440 1305.7367 1305.7041 25 1 R.RVDAYVTVLDR.I (Ions score B3)
123 - 132 1150.6491 1149.6418 1149.6030 34 0 R.VDAYVTVLDR.I (Ions score 60)
141 - 154 1361.7565 1360.7492 1360.7099 29 D R.ASIQAYSVAPGAAR.A (Ions score 85)
155 - 165 1199.7106 1198.7033 1198.6710 27 0 R.AVASYLPLHTR.R (Ions score 34)
3245 m e
I -
27.8F mmm e e e
b D

= T T T T

1100 1200 1300 1400 1500

error 28 ppm Mass (Da)



Spot No.:154
Accession No.: scaffold3444 7763.mRNA1
Protein name: Elicitor-responsive protein 3

Peptide sequences:

M.PLGTVEVLLVGAK.G;K.GLENTDFLNGVDPYVVLACR.T;K.GSEPEWNEK.F;K.FSFEVSDGDTELTLK.I;K.I
MDSDVGAADDFVGEATIPLEPLFLEGNLPSTAYK.V;K.GEITVGLTFTPEVEMDNVGVDGYDFR.L

PFF Mascot score:  [467] Sequence coverage %: [84]
Matched peptides No.: [6]
Calculated Mr: 15249 Calculated pl: 4.06

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

2
45 N

Humber of Hits

0 T T T T T T T T = 1
0 100 200 00 4o el
Pratein Score

Matched peptide sequences: shown in Bold Red

1 MPLGTVEVLL VGAFKGLENTD FLHGVDPYWVV LACRTQEQES SVASGEGEEP
51 EWHEEFSFEV SDGDTELTLE IMDEDWVGAAD DFVGEATIPL EFPLFLEGHLE
101 STAYEVVEER EYEGEITVGL TFTPEVEMDN VGVDGYDFERL

Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) ppm Miss Seqmence
2 - 14 1295.8228 1294.8155 12%4.7860 23 0 M.PLGTVEVLLVGAK.G (Ions score 108)
15 - 34 2252.1633 2251.1561 2251.0943 27 0 K.GLENTDFLNGVDPYVVLACR.T (Ions score 53)
47 - 55 1075.4912 1074.4839 1074.4618 21 0 K.GSEPEWHEK.F (Icns score 53)
56 - 70 1687.8541 1686.8469 1686.7989 28 0 K.FSFEVSDGDTELTLK.I (Icns score 149)
71 - 105 3695.9111 3694.9039 3694.7964 29 0 K.IMDSDVGAADDFVGEATIPLEPLFLEGNLPSTAYK.V (Ions scores 79)
114 - 13% 2860.4143 2859.4070 2859.3273 28 0 K.GEITVGLTFTPEVEMDNVGVDGYDFR.L (Icns score 173)
£
R Rt e R EE T
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1000 2000 3000

RMS error 26 ppm Mass ©Da)



Spot No.:155
Accession No.: scaffold1479 76107.mRNA1
Protein name: Acetyl-CoA acetyltransferase, cytosolic 1

Peptide sequences:

R.ANVDPSLVQEVFFGNVLSANLGQAPAR.Q;K.DGLWDVFNDVGMGSCAEICADNHSITR.E;R.EDQDNYA
IHSFER.G;R.GIAAQDSGAFAWEIVPVEVSGGR.G;K.VNVHGGAVSLGHPLGCSGAR.I;R.ILVTLLGVLR.Q

PFF Mascot score: [523] Sequence coverage %: [29]
Matched peptides No.: [6]
Calculated Mr: 41646 Calculated pl: 6.01

Data base searched result:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p<0.03).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

0 T T T F T T T T T T - T 1
o 100 200 300 i St B0

Protein Score

Matched peptide sequences: shown in Bold Red

1 MAPVARAAFRTE PRDVCIVGVA RTPMGGFLGL LSTLPATELG STATEAATER
51 ANVDESLVOE VFFGHNVLSAN LGQAPARQLDE LGAGIFNSVV CTTVHEVCLS
101 GMEATHMLARD SIQLGINDVYV VAGGMESMSN APEYLAEARE GSELGHDSVV
151 DGMLEDGLWD WVFNDVGMGSC AERTCADNHSI TEEDQDNYAT HSFERGIAAD
201 DSGAFAWETV PVEVSGGRGE PSTIVDEDEG LGEFDEVELE ELREPSFEENG
251 GIVIAGHASS ISDGAAATNVI VSGETALFLG LOVIAKITGY ADALOQAPELF
301 TTAFALATPE AVSHAGLDAS QVDYYEINEA FAVVALANQE LLGLNPEEVH
351 VHGGAVSLGH PLGCSGARIL WVTLLGVLEQE HNGEYGVGGVC HGGGGASALV
401 VELL



Matched peptide information:

Start - End Observed Mr (expt) Mr({calco) pom
51 - 77 2813.5635 2812.5562 2812.4508 37
156 - 182 3039.4089 3038.4017 3038.2957 35
183 - 195 1623.7706 1622.7634 1622.6961 a1
196 - 218 2316.2549 2315.2476 2315.1546 40
349 - 368 1945.0641 1944.0568 1543.5748 4z
369 - 378 1096.7860 1095.7787 1095.7380 37

P P

= "

=4
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R T T A oo

L
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R R
I ittt el -

T T T T T T T 1
1200 1600 2000 2400 2800 3200
I3 error 38 pon Mass (Da?

Miss Seguence

0

coooo

R. ANVDPSLVQEVFFCNVLSANLGQAPAR . Q
K.DGLWDVFNDVGMGSCAEICADNHSITR.E  (Ions score
R.EDQDNYATIHSFER.G (Ions score 101)
R.GIAAQDSGAFAWEIVPVEVSGGR.G (Ions score 134)
K. VNVHEGOAVS LGHPLGCSGAR . T 50)

({Ions score
R.ILVTLLGVLR.Q (Ions score 57)

(Ions score 147)
86)



Spot No.:156

Accession No.: scaffold1375 37486.mRNA1

Protein name: Profilin-1

Peptide sequences: KYMVIQGEAGAVIR.G;K.TNQALIIGIYDEPMTPGQCNMIVER.L
PFF Mascot score:  [182] Sequence coverage %: [29]
Matched peptides No.: [2]

Calculated Mr: 14238 Calculated pl: 4.63

Data base searched result:

Ions score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Z

45
40
33
30
25
20
15
10

Number of Hits

0 T T T T T = T T 1
0 4 ale] 120 160 200

Protein Score

F

Matched peptide sequences: shown in Bold Red

1 MSWQTYVDEH LMCEIEGHHL TARATIGQDG SVWAQSSNFE QFESEEITAT
51 MS5DFDEPGTL AFTGLHLGGT EYMVIQGEAG AVIRGEEGEG GVIVEETHQA
101 LITIGIYDEPM TPGQCHMIVE RLGDYLMDQG L

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) pom Miss Sequnence
T2 - B4 1406.7952 1405.7879 1405.7388 35 0 E.YMVIQGEAGAVIR.G (Ions score 124)
97 - 121 2863.4705 2862.4632 2862.3714 32 0 K.TNQALIIGIYDEPMTPGQCHMIVER.L (Ions score 88)
E
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RMS erraor 33 ppm Mass ©Dad



Spot No.:157

Accession No.:

Protein name:

scaffold0434_14371.mRNA1

Glutathione S-transferase F9

Peptide sequences:

K.LQPFGALPVIQDGDYTLYESR.A;K.VLDVYEER.L;K.YLAGDFFSLADLSHLPFTQYLVGPINK.E;K.HVSAW

WDQISSR.P

PFF Mascot score:  [213] Sequence coverage %: [30]

Matched peptides No.: [4]

Calculated Mr:

25501 Calculated pl:

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.03).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 S

Number of Hits
Lo
E=1

T T T
g 120 160 200

T 1
240
Protein Scare

Matched peptide sequences: shown in Bold Red

1 MVVEVIGTRAY
531 GALEVIQDGD
101 VEAQNFHPHI
151 SESEYLAGDF
201 RPSWEFLLGH

ASPEKEVLACL IEKGIEFEAV PVDLIKGEHR SPEYLELQFPF
¥YTLYESRATT RYYAFEKYKSD GIDLLGESIE ERGLVEQWLE
YHNLTLHTLF: SALGFFFDEE VIKESEEKLG EVLDVYEERL
FSLADLSHLE FTQYLVGEFIN EEYMIRSEFH VSAWWDQILISS
LGRRS5HNFFEM M5

Matched peptide information:

8.44

Start - End Observed Mr (expt) Mr (calc) Ppm Miss Segquence
47 - 87 2382.2937 2381.2864 2381.1%03 40 0 K.LQPFGALPVIQDGDYTLYESR.A (Ions score 153)
142 - 149 1022.5476 1021.5403 1021.5080 32 0 K.VLDVYEER.L (Iocns score 50)
155 - 181 3026.6775 32025.6702 3025.5589 37 0 K.YLAGDFFSLADLSHLPFTQYLVGPINK.E (Icns score 48)
190 - 201 1471.7573 1470.7500 1470.7004 34 0 K.HVSAWWDQISSR.FP (Ions score 33)
R L e R R
@
€
- LA T e
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Spot No.:158
Accession No.: scaffold0427 434785.mRNA1
Protein name: Superoxide dismutase [Mn], mitochondrial

Peptide sequences:

K.FNGGGHVNHSIFWK.N;R.EGGGEPPHSSLGWAIDTDFGSLEK.L;K.INAEGAALQGSGWVWLALDK.E;K.
GPSLIPLLGIDVWEHAYYLQYK.N;K.NVRPDYLK.N

PFF Mascot score:  [393] Sequence coverage %: [37]
Matched peptides No.: [5]
Calculated Mr: 26153 Calculated pl: 7.82

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

43 \QS

Number of Hits
[a]
E=3

0 T T T T T T T -I T T T T T T T T T T T T
0 100 200 300 400
Protein Score

Matched peptide sequences: shown in Bold Red

1 MALRSLVARE TISSAFEAAT GLELGRLEGI QTYSLPDLEY DYGALEEVIS

51 GEIMQLHHQE HHQTYVINFN TALEQLNDAM EEGDPAAVVE LQSATEFNGG

101 GHVHHSIFWE NLAPVEEGGG EPPHSSLGWA IDTDFGSLEE LIQEINARGA

151 ALQGSGWVWL ALDEELEFELYV VETTANQDPL VIEGPSLIPL LGIDVWEHAY
201 YLOYENVEPD YLENIWEVMN WEYASEVYAK ECPSS

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm Mis=s Sequence
97 - 110 1599.8340 1598.8267 1598.7743 33 0 K.FHGGGHVNHSIFWE.N (Icns score TE)
117 - 140 2486.2393 2485.2320 2485.1398 37 0 R.EGGGEPPHSSLOWAIDTDFGSLEK.L (Icns scores 144)
143 - 164 2099.1626 2098.1553 2058.0847 34 0 K.INAEGAALQGSGWVWLALDK.E (Ions score 126)
184 - 205 2575.4517 2574.4444 2574.3522 36 0 FK.GPSLIPLLGIDVWEBAYYLOYK.N (Icns score 128)
206 - 213 1004.5823 1003.5751 1003.5451 30 1 E.NVRPDYLE.N (Icns score 33)
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Spot No.:159
Accession No.: scaffold0168 73087.mRNA1
Protein name: Abscisic stress-ripening protein 1

Peptide sequences: KHHHHHPFHHHK.D; R.HKIEEEAAAALAVGAGGFAFHEK.H

PFF Mascot score: [136] Sequence coverage %: [24]

Matched peptides No.: [2]

Calculated Mr: 15800 Calculated pl: 6.13

Data base searched result:

lIons score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
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150
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAFEEKHHAHH PFHAEHEDEEE FIETALVYSE
51 FDHEEEEEHH EHLEHVGELG ARRAGRYATY
101 AAAATAWVGAG GFAFHEFHEE KELKEEDEEL

TSEFSETTAY FTHNIFFFHDR
EKHELKKEDPFE HLHRHEIEEE
HGEEQHHLF

Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) ppm Mi==s Seqmence
6 - 16 1487.7816 1486.7743 1486.6980 51 0 K.HHHHHPFHHEEK.D (Ions score 47)
85 - 117 2353.3240 2352.3167 2352.1862 55

1 R.BEKIEEEAAAALAVGAGGFAFHEK.H (Ions score 118)

Errar Cppm)

RMZ error 53 ppm

T T T T
2290
Mazz (Da)

L —
1500



Spot No.:160
Accession No.: scaffold0135 1578719.mRNA1
Protein name: Probable glutathione S-transferase

Peptide sequences:

K.SPLLLOQMNPVHK.K;K.IPVLIHNGKPICESLIAVQYVDEVWK.D;R.FWADFIDK.K;R.FWADFIDKK.I;K.VY
EFVLVLK.K

PFF Mascot score:  [267] Sequence coverage %: [25]
Matched peptides No.: [5]
Calculated Mr: 25563 Calculated pl: 6.23

Data base searched result:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45 B
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Matched peptide sequences: shown in Bold Red

1 MAEEVILLDF WSS5PFGMEVE IALARFEGVEY EYREEDLENE SFPLLLOMNEW
51 HEFIFVLIHN GEPICESLIA VQYVDEVWED ESFLLESDFY QRAQARFWAD
101 FIDEEIYDIG EEIWITEGDE QEARKKEFTE ALFLLEGELG HEFYFGGESM
151 GYVDVALIPF YSWEYAYETC GHFSIEFPECE VLIAWAFKRECL QEESVSESLE
201 DEOEVYEFVL VLEEFKFGIE

Matched peptide information:

Start - End Observed Mr (expt) Mr (calco) ppm Miss Sequence
41 - 52 1376.8154 1375.8082 1375.7646 32 0 EK.SPLLLOMNPVHE.K (Ions scores £3)
54 - 79 3020.7327 3019.7254 3019.6205 35 1 FK.IPVLIHNGEPICESLIAVOQYVDEVWE.D (Ions score 128)
37 - 104 1041.5253 1040.53180 1040.4967 20 0 R.FWADFIDKE.K (Ions score 50)
37 - 105 1169.6270 1168.6197 1168.5917 24 1 R.FWADFIDEKE.I (Ions score &35)
205 - 213 1109.6831 1108.6758 1108.6532 20 0 E.VYEFVLVLE.EK (Ions score &7)
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Spot No.:161

Accession No.: scaffold0299 222985.mRNA1

Protein name: Aspartic proteinase Al

Peptide sequences: K.GEEGGEIVFGGIDSNHYK.G;K.AIADSGTSLLAGPTTVITQINR.A

PFF Mascot score:

[211]

Matched peptides No.: [2]

Calculated Mr:

55900

Data base searched result:

lons score is - 10¥Log(P), where P is the probability that the observed maich is a random event.

Sequence coverage %: [7]

Calculated pl: 5.03

Individual ions scores > 31 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
301
351
401
451
501

MGTEFSALWM
EGEAMEVATE
TVIFDTESSH
TE5ILGFFSQ
EISVGEAVEY
YEGEHTYVEV
PTTVITQINR
GFCTFDGARG
LNQTEDQILN
TEEQYVLEVG
GNLRVGFAER

AFLLLFEVVL
EYNIYDNIGH
LWVESSECYF
DNVEVGDEVY
WYNMVHQGELY
TQEGYWQFDM
ATIGASGIVSQ
VSTHIESVVD
YVNELCDELE
EGVSAQCISG
2

STHNGGLIRI
SGDTDVVALE
SLACYFHSEY
EHNQDFIEATE
TEQVESFWLN
GDILVGNEST
ECETVVAQYG
ETTDEVSHGV
SENGESAVDC
FTALDVEEEH

GLEFEELDQV
HYLDROYYGE
KS55ES5TYEK
EBGVIFLRAK
RENVEGEEGGE
GLCOGHGCHEAT
EVILEMLMAQ
RDAMCRRCEM
G5L5SSHMEPHVS
GELWILGDVE

NHEVGTLDST
IATGTESQTE
NGTSAATQYG
FDGILGLGEQ
IVFGGIDSNH
ADSGTSLLAC
AKPQEICSQI
MIVWMQNEIK
FTIGGEVEGL
MEEYHTVEDY



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) Ppm
235 - 252 1907.9475 1906.5402 1906.8637 37
289 - 310 219%.2810 2198.2737 2188.1507 38
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REM3 error 37 ppm
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Mis=s Sequence
0 K.GEEGGEIVFGGIDSNHYK.G
0 K.ATADSGTSLLAGPTTVITQINR.A

(Ions score £84)

({Ions score 155)



Spot No.:162

Accession No.: scaffold1222 175215.mRNA1

Protein name: Rubber elongation factor protein

Peptide sequences: K.FADNQVDASVTLVLR.Y;R. AALALVSYLPLPTNR.L
PFF Mascot score: [178] Sequence coverage %: [13]
Matched peptides No.: [2]

Calculated Mr: 23621 Calculated pl: 5.33

Data base searched result:

Ions score is -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores > 31 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 MASLLGAASH VINAASHNVVE EAVEGVGHAD QEVANAVSHNE SHIVEDVASA
51 ATDIVEEALE VVDNVQQGVV SAASHNVVEEA AKGVGNIQEE VDDEEEDTLE
101 YLDIVQAATWV LALVSSSKELY LEVEDESGPL EPGVDTAEVT ITESVVEPFYY
151 RFHDVENEVL EFADNOVDAS VTLVLEYAPP VVEQVSTRAY SVARNAPRAA
201 LAIWSYLPLP THRLCELLSE DE

Matched peptide information:

Start - End Observed Mr (expt) Mr (cale) ppm Mi=s Segunence

162 - 176 1647.9070 1646.8997 1646.8628 22 0 EKE.FADNQVDASVTLVLR.Y (Ions score 137)

199 - 213 1598.9597 1597.5524 1597.9191 21 0 R.AALAIVSYLPLPTHR.L (Ions score T73)
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Spot No.:163
Accession No.: scaffold0888 274749.mRNA1
Protein name: Putative lactoylglutathionelyase

Peptide sequences:

R.FLHVVYR.V;K.FYTECFGMK.L;K.DPDGYIFELIQR.G;R.GPTPEPLCQVMLR.V;K.GNAYAQVAIGTDDVYK
.S;K.SAEVVNLVTQELGGK.I;K.ITSFLDPDGWK.T

PFF Mascot score:  [380] Sequence coverage %: [28]

Matched peptides No.: [7]

Calculated Mr: 32858 Calculated pl: 5.06

Data base searched result:

Tons score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

MAFEVALPNAEL
DVEPEEEYSHL
YELVEDIRRE
LCOVMLEVGED
IVLELTYNYG
QEGEFLEGINT

LEWFEEDERR
FLGFGSEETH
GGIISREEGE
LDRSTQFYEK
VIEYSEGHAY
EITSFLDEDG

FLAVVYRVGD
FVWELTYNYG
VEGGITIVIAF
ALGMEFLEEWV
ACVATGTDDW
WETVLVDONED

LDETIEFYTE CFGHMELLEER
VISYDIGDGEF GHFAIATQDWV
AFDPDGYTIFE LIQRGEFTEEFP
DHEPQYEYTLL MMGYADEYET
YESAEVVNLY TQELGGEITR
FLEELQEGDS &



Matched peptide information:

Start

Error Cppmd

RS

21

37
133
145
217
233
262

40

20

errar 32 ppm

End Observed Mr (expt) Mr (calc)
27 933.5487 932.5414 932.5232
45 1182.5283 1181.5210 1181.4886
144 1465.7834 1464.7762 1464.7249
157 1497.8112 1496.8039% 1496.7480
232 1684.8834 16383.8761 1683.8104
247 1543.8859 1542.8786 1542.8253
272 1278.6768 1277.6695 1277.6292
S
T T T T T T T
1000 1250 1500
Mazs (Dax

ppm
20
27
35
37
39
35
32

Miss Sequence

o

oooQooo

AARRAART

FLEAVVYR.V (Ions score 32)
FYTECFGMEK.L (Icns score 50)
DPDGYIFELIQR.G (Icns score 114)
GPTPEPLCOVMLER .V (Ions score EB&)
CGHNAYAQVATGTDDVYE. S (Ions score B8
SAEVVNLVTQELGGE. I (Iocns score 92)
ITSFLDPDGWE. T (Ions score 97)



Spot No.:164
Accession No.: scaffold1102 118530.mRNA1
Protein name: Proteasome subunit alpha type-2-A

Peptide sequences:

K.IQILTPNIGVVYSGMGPDFR.V;R.LYKEPIPVTQLVR.E;K.EPIPVTQLVR.E;R.ETAAVMQEFTQSGGVR.P;R
.ETAAVMQEFTQSGGVRPFGVSLLVAGYDDK.G

PFF Mascot score:  [245]

Sequence coverage %: [55]

Matched peptides No.: [5]

Calculated Mr: 25614 Calculated pl: 5.73

Data base searched result:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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
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[}
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200
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Matched peptide sequences: shown in Bold Red

1 MGDSQYSFSL TTFSPSGELV QIEHALTAVE SGQTSLGIELR ANGVVIATEE

a1
101
151
201

KLPSILVDET SVQEIQILTE NIGVVYSGMG FDFRVLVEES REQAEQYHRL
YEEPIFVTQL VEETAAVMQE FTQSGGVRPF GVSLLVAGYD DEGEQLYQVD
BSGS5YFSWEDL SAMGENVSNA ETFLEERYTD DMELDDAVHT ATLTLEEGFE
GRISGENIEI GITGADEEFR VLISAETDDY LAEVE

Matched peptide information:



Start - End Observed Mr (expt) Mr{calc) Ppm

Error Cppm)

65 - B84 2177.2549 2176.2476 2176.1351
100 - 112 1555.9998 1554.9925 1554.9133
103 - 112 1151.7327 1150.7254 1150.6710
113 - 128 1710.8588 1705.8915 1705.8043
113 - 142 3172.6892 3171.6819 3171.5547

40

T T T T T T T 1
1200 1600 2000 2400 2800 3200

RMS error 48 pom Mazs (Da)

52
51
47
51
40

Mi=s Sequence
K.IQILTPNIGVVYSGMGPDFR.V (Icns score 53)

0

1
0
0
1

R.LYEEPIPVTQLVR.E (Ions score E4)
K.EFPIPVTQLVR.E (Ions score 61)

R.ETAAVMQEFTQSCOVR.P  (Ions score 67)

R.ETAAVMOEFTQSGGVRPFGVSLLVAGYDDE. G

(Ions score 79)



Spot No.:165

Accession No.: scaffold0582_11826.mRNA1

Protein name: Pyrophosphate--fructose 6-phosphate
1-phosphotransferase subunit beta

Peptide sequences:

R.FASVYSELQASR.I;K.IGVVLSGGQAPGGHNVISGIFDYLQER.A;K.YVELTADFIYPYR.N;R.DKIETPEQFK.
Q;K.IYSEMIGNVMIDAR.S;K.LTSQSLQLFEFLPLAIR.E;K.GQSHFFGYEGR.C

PFF Mascot score: [313] Sequence coverage %: [18]

Matched peptides No.: [7]

Calculated Mr: 62382 Calculated pl: 7.18

Data base searched result:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 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

300
Protein Score

Matched peptide sequences: shown in Bold Red

1 MAPSEVINGE

31 VVEGFPS54AL
101 L5GGOAPGGH
151 FIYFYRHNQGGE
201 NINACLLAEN
2531 EMIGHVMIDA
301 AFELTLENVT
3531 NEILARDVVD
401 AKIETEFMLI
451 ATYCYRLGYGE
301 RRHGEFEFVI
331 SDAVNHILLL

VEIVESSEAT
GHFDEIAKLE
HVISGIFDYL
FIMICSGRDE
FRTEMNMETRV
RSTGEYYHEWV
DYIVDIICER
EGGLWEEELT
QMVETELEKR
AGARLLHSGET
KELMVELEGL
ELGVHA

GRFASVYSEL
PNLFGQESSM
QERAKGSILY
IETPEQFRRA
IGCPKTIDGD
RLMGRAASHI
ADLGYNYGVI
SQSLQLFEFL
KQQGSYKAQF
GLISSVGNLG
PEKKFASMRN

QASRIDHSLE
FVENGADAVH
GFRGGPAGIM
EETALELDLD
LECKEVEISFE
TLECALQTHE
LIPEGLIDFI
PLATREQLML
KGOSHFFGYE
APVLREWIVEG
EWALENRYIS

VESVLENEPFEK
SHLELEIGVY
KCEYVELTAD
GLVVIGEDDS
GEDTACKIYS
NITIIGEEVA
PEVQHLIAEL
ERDEPHGHVQV
GRCGLEFTHNED
TALTSHMMDVE
PFGPFIQFMGEG



Matched peptide information:

Ertor Cppmd

RHS

Obs

erved Mr (expt) Mr (calc)
23 - 34 1357.7308 1356.7236 1356.6674
97 - 123 2783.5642 2782.5569 2782.4402
144 - 156 1649.8954 1648.8881 1648.8137
16% - 178 1234.6804 1233.6731 1233.6241
248 - 261 1611.85%4 1610.8521 1610.7796
369 - 385 1976.2034 1975.1961 1875.1142
432 - 4432 1284 .6302 1283.6230 1283.5683
45 oo e o mmmemmmmeo o=
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1500 2000 2500
error 42 ppm Mass (Dal

Miss Sequence

o

oookFErOoOO

ARA®RAR

.FASVYSELQASR. T

{Ions score 54)

. IGVVLSGGOAPGGHNVISGIFDYLQER.A  (Icns score &5)
.YVELTADFIYPYR.N (Ions score 353)

.DEIETPEQFK.
. IYSEMIGNVMIDAR

(Ions score 5E)

.5 (Ions score B4)

. LTSQSLOQLFEFLPLAIR.E (Ions score &6)

. GOSHEFFGYEGR.C

(Ions score &8)



Spot No.:166
Accession No.: scaffold1222 136753.mRNA1
Protein name: Rubber elongation factor protein

Peptide sequences:

K.YLGFVQDAATYAVTTFSNVYLFAK.D;K.DKSGPLQPGVDIIEGPVK.N;K.NVAVPLYNR.F;R.FSYIPNGALK.
F;K.FVDSTVVASVTIIDR.S;K.DASIQVVSAIR.A

PFF Mascot score: [368] Sequence coverage %: [63]
Matched peptides No.: [6]
Calculated Mr: 14713 Calculated pl: 5.04

Data base searched result:

Tons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 31 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

a5 B

Number of Hits
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300 400
Protein Scare

Matched peptide sequences: shown in Bold Red

1 MAEDEDNQQG QGEGLEYLGEF VOQDAATYAVT TFSNVYLFAE DESGELOPGV
51 DITEGEVENYV AVPLYNRFEY IPNGALEFVD STVVASVTII DRSLEFIVED
101 ASTOWVVESATR ALPERARSIL SSLPGQTEIL AEVEFYGEN

Matched peptide information:

Start - End Observed Mr (expt) Mr({calc) Dpm Mizs Sequence

17 - 40 2689.4204 2688.4131 2688.3476 24 0 K.YLGFVODAATYAVTTFSNVYLFAR.D (Icns score 104)
41 - 58 1849.0483 1848.0411 1847.9993 23 1 E.DRSGPLQPGVDIIEGEVE.N (Ions score 55)
59 - 67 1045.5978 1044.5905 1044.5716 18 0 K.NVAVPLYNR.F (Ions score &8)
68 - 77 1109.6137 1108.6064 1108.5917 13 0 R.FSYIPNGALE.F (Ions score 47)
78 - 92 1621.9231 1620.9158 1620.8723 27 0 E.FVDSTVVASVTIIDR.S (Ions score 145)
100 - 110 1158.6746 1157.6673 1157.6404 23 0 R.DASIQUVSAIR.A (Ions score 99)
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Spot No.:167
Accession No.: scaffold0530 34184.mRNA1
Protein name: Heat shock 70 kDa protein 5

Peptide sequences:

K.AIGIDLGTTYSCVGVWAQIDR.V;R.TTPSYVAFTDTER.L;K.NAVITVPAYFNDSQR.Q;R.TLSSTTQTTIEIDSL
YEGIDFYATITR.A;R.ARFEELNMDLFR.K;R.FEELNMDLFR.K;K.EQIFSTYSDNQTSVLIQVYEGER.A;K.LEN
YAYNMR.N

PFF Mascot score: [604] Sequence coverage %: [18]
Matched peptides No.: [8]
Calculated Mr: 72149 Calculated pl: 5.36

Data base searched result:

lons score is - 10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 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
()
L=y
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Protein Score

Matched peptide sequences: shown in Bold Red



1
51
101
151
201
251
301
351
401
451
s01
551
601
651

MASESEGEAT
ERLIGDAREN
PGDEEMIVVQ
PAYFNDSQRQ
VLIFDLGGST
FERKHKEDIS
ATITRARFEE
EVQQLLLDEF
DVTELSLGIE
CERARTEDHN
AGVENEITIT
YAYNMERNTVE
¥LEELEGLCH
IEEVD

GIDLOTTYSC
QVAMNEQNTV
YRGEEKQFLE
ATKDAGATAG
FDVSLLTIEE
THARALRRLR
LNMDLFRECM
NGKELCESIN
TAGGVMTVLI
LLETFELEGI
NDEGRLSKEE
DEEIAGELNE
PIISEMYQGES

VGVWQIDEVE
FDAKRLIGER
EETSSMVLTE
LHNVMRITHEE
GIFEVEATAG
TACERAFRTL
EFVEKCLRDA
FDEAVAYGAD
PRNTTIPAKE
FEAPRGVEQL
TERMVQEAEE
ADEQETEFAT
GEEDVEMGEGEE

Matched peptide information:

Start
9

40
145
279
306
308
431
548

Error (ppm)

RMZ error 22 ppm

- End Observed Mr (expt) Mr (calc) ppm
- 28 2224.1648 2223.1575 2223.0994 26
- 52 1487.7353 1486.7281 1486.6940 23
- 15% 1654.8928 16932.8855 1693.8424 25
- 305 3039.5737 3038.5665 3035.4972 23
- 317 1540.79%15% 1539.7846 1539.7504 22
- 317 1313.6434 1312.6362 1312.6122 18
- 453 2706.3579 2705.3506 2705.2820 25
- 556 1173.5496 1172.5423 1172.5284 12
T T T T T T T T T —T 1
1500 2000 2500 Finy
Masz (Da)

ITANDQGHRT
FSDPTVQSDM
MEETAEAYL.G
TAAATAYGLD
DTHLGGEDED
SSTTQTTIEIL
KIDESQVHDI
VRQRATLTGEG
EQIFSTYSDH
SVCFDIDANG
YEAEDEEVEE
DETIEWLDGH
AQPGSGYEES

Mis= Sequence

0 EK.AIGIDLGTTYSCVGVWQIDR.V
R.TTPSYVAFTDTER. L
K. NAVITVPAYFNDSQR.(Q

R.FEELNMDLFR.K
K.EQIFSTYSDNQTSVLIQVYEGER. A

K. LENYAYNMR.N

TESYVAFTDT
EHWEFKEVISG
HTVENAVITV
EEGSRTGEEN
NRLVNHEVAE
DSLYEGIDFY
VLVGGSTRIE
DQEVQDLLLL
OTSVLIQVYE
ILHVSAEDKT
EVEAKNELEN
QLAEVDEFED
5SEGSGAGEE

(Ions score T0)

(Ions score 57)

(Ions score 42)

(Ions score 152)
0 (Ions score 93)

0 {Ions =score 133)
0 R.TLSSTTQTTIEIDSLYEGIDFYATITR.A
1 R.ARFEELNMDLFR.EK

0

0

0

(Ions score 99)

(Icns score 153)



Spot No.:168

Accession No.: scaffold0470 417147.mRNA1

Protein name: Phosphoinositide phospholipase C 2

Peptide sequences:

R.VIELDIWPNSNKDNVEVLHGR.T;R.TLTAPVELIK.C;R.SIQEHAFTASDYPVIITLEDHLTPDLQAK.V;K.SSPH
GDVFNPR.V;K.VYMGEGWFNDFQGK.S;K.SFDAFSSPDFYVR.V;K.FPLTVPELALLR.I;R.IEVYDYDMSEKD

DFAGQTCLPVFELR.R;K.DDFAGQTCLPVFELR.R

PFF Mascot score:

[614]

Matched peptides No.: [9]

Calculated Mr:

63738

Data base searched result:

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

Sequence coverage %: [24]

Calculated pl: 5.38

Individual ions scores > 31 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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Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
201
2351

MAVAVLPEETL
YHLHELQLGL
NSYLTGNQLS
TAPVELIECL
DILFSPGESEC
KETSDLEGHI
AGKPEGGLEE
VIPKGIRINS
GEYVEEFDEFLL
DAFSSEDEYV
ALLRIEVYDY
LLMQFDFI

KRLFERYSDN
HNFEAFFEYLFE
SDCSDVEIID
REIQEHAFTA
LEEFFSFEFL
QEGDENDLDE
CLEVDPEEVER
SHYNPLIGWT
KSSPHGDVEHN
EVGIAGVEAD
DMESEFDDEAG

GIMTIDHLRR
GDINPPLDLE
ALQSGVRVIE
SDYPVIITLE
KERIIISTEP
DSDDEEDADE
RLSLSEPQLE
HGAQMVAFNM
PRVELEVETI
TVMEETETQM
QTCLPVFELR

FLVEVQEEDE
RGVHHDMTAE
LDIWENSHED
DHLTEFDLQAR
PFEEYLEAKQT
GIMRSTRNVY
KRAFTYGEEL
QGHGESLWLM
LEVEVYMGEG
HHWMEVWHEE
RGIRLVELYHN

ATTGDAQDIF
LSHYFIFTGH
NVEVLHGRTL
VAEMITQTEG
KHRDSEELYG
PEYKQLIAIH
VRFSQRNILR
RGMFRANGGC
WFNDFQGESF
FEFPLTVPEL
FDGVEYNSIE



Matched peptide information:

Start - End Observed Mr (expt) Mr (calc)
128 - 148 2447.3289 2446.3216 2446.2603
148 - 158 1084.6733 1083.6661 1083.6539
162 - 190 3252.7151 3251.7078 3251.6350
412 - 4322 1212.601% 1211.5947 1211.5683
435 - 448 1677.778% 1676.7717 1676.7293
449 - 461 1537.7415 1536.7342 1536.6885
433 - 504 1368.85589 1367.8516 1367.8177
505 - 530 3140.4544 3135.4871 3139.4155
516 - 530 1767.8872 1766.879% 1766.8298
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Miss Seqmence

1
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R.VIELDIWFNSHEDNVEVLHGR.T (Icns score 108)
R.TLTAFVELIE.C ({Ions score 63)
R.SIQEHAFTASDYPVIITLEDHLTEDLOAKR.V
K.S55PHGDVFNER.V (Ions score 8&)

K. VYMGEGWFNDFQGE. & (Ions score 90)
KE.SFDAFSSPDFYVR.V (Ions score 7&)
E.FPLTVPELALLR.I (Ions score 102)
R.IEVYDYDMSEEDDFAGOTCLPVFELR.R (Icns score 150)
K.DDFACGQTCLPVFELR.R (Icns score 94)

(Ions score 74)



Spot No.:169

Accession No.: scaffold0470 417147.mRNA1

Protein name: Phosphoinositide phospholipase C 2

Peptide sequences:

R.VIELDIWPNSNKDNVEVLHGR.T;R.SIQEHAFTASDYPVIITLEDHLTPDLQAK.V;K.SSPHGDVFNPR.V;K.V
YMGEGWFNDFQGK.S;K.SFDAFSSPDFYVR.V;K.FPLTVPELALLR.I;R.IEVYDYDMSEKDDFAGQTCLPVFE

LR.R;K.DDFAGQTCLPVFELR.R

PFF Mascot score:

[549]

Matched peptides No.: [8]

Calculated Mr:

63738

Data base searched result:

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

Calculated pl: 5.38

Sequence coverage %: [22]

Individual ions scores > 30 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
0 1o

200

T
o

40

-

T
bale] B

Protein Score

Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
a01
351

MAVAVAPEET
YHLHELQLGL
HSYLTGHNQLS
TAPFVELIKCL
LILFSFGSEC
KETSDLEGHI
AGKFPEGGLEE
VYIPEGIRINS
GYVEEFDFLL
DAFSSFDEYV
ALLRTEVYDY
LLMQFDFT

FALFERYSDHN
HFEALFFEYLF
SDCSDVEIID
REIQEHAFTA
LEEFFSPEFL
QAGDENDLDE
CLEVDFEEVR
SHYNPLIGHWT
KS55PHGDVEN
RVGIAGVEAD
DMSEFDDFAG

GIMTIDHLRER
GDINEPLDLE
ALQSGVRVIE
SDYPVIITLE
KKRIIISTEP
DSDDEEDADE
RLSLSEEQLE
HGAQMVAFNM
PRVELEVKTI
TVMEETETQM
QTCLPVFELR

FLVEVQEEDE
RGVHHDMTAF
LDIWPNEHED

ATTGDAQDIF
LSHYFIFTGH
RVEVLHGRTL

DHLTFDLOQAK VAEMITQTFG

FEEYLEAKQT
GIMESTENVV
FRAFTYGKETI
QGHGESLWLM
LEVEVYMGEG
HNWMEVWHEE
RGIRAVPLYHN

¥HRDSEERAYG
PEYEQLIAIH
VRFSQRNILR
RGMFRANGGC
WFNDFQGESF
FEFPLTVPEL
FDGVEYNSIK



Matched peptide information:

SEtart - End Observed Mr (expt) Mr (calo)
128 - 148 2447.25913 2446.2840 2446.2605
162 - 150 3252.6538 3251.6465 3251.6350
412 - 422 1212.5%42 1211.5870 1211.5683
435 - 448 1677.7589 1676.7516 1676.7283
449 - 461 1537.7221 1536.7148 1536.6885
493 - 504 1368.8463 1367.8390 1367.8177
505 530 3140.4363 3139.42%0 3139.4155
516 - 530 1767.8619 1766.8547 1766.8298
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R.VIELDIWENSNEDNVEVLHGR.T (Ions score 102)
R.SIQFHAFTASDYPVIITLEDHLTPDLOAR.V (Ions score T73)
K.SSPHGDVFNPR.V (Ions score 93)

K. VYMGEGWFNDFQGK. S (Ions score 5E)
K.SFDAFSSPDFYVR.V (Icns scores B1)
K.FPLTVPELALLR.I (Ions score 109)
R.IEVYDYDMSEFDDFAGQTCLEVFELR.R (Icns score 168)
K.DDFAGQTCLFVFELE.R (Ions score 75)



