Figure S2: MS identification of differentially expressed proteins in

small rubber particles from 2D DIGE gels

Spot No.: 1

The accumulation patterns of target protein spot on the DIGE gels:

(from left to right, the gels for D24, E24, merged for D24 and E24, D48, E48,
merged for D48 and E48; arrows indicate the detail position of the target
protein spot)

D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold1000_300919.mRNA1
Plant species: Hevea brasiliensis
Protein name: Probable nucleoredoxin 1

Peptide sequences: RHFTPNLVEVYEK.L; K.GDFEVVFISSDR.D;

K.GDFEVVFISSDRDDESFNGYFSK.M; K.MPWLAIPFSDQEIR.K;
R.DYGAEGYPFTPER.L; R.LDYFRQEEENAK.K; R.ALPTLVIIGQDGK.T;
K.TLNPNVAELIEDHGIEAYPFTPEK.L; R.LEAQTLESVLVHGDKDFVIEK.S;
K.LIEAYHEIK.A; R.EHLAAYGADAYPFTEDHLK.Q; K.LKHELHSQHELTR.T;
K.HELHSQHELTR.T; R.QCDFDLHPK.C

PFF Mascot score: [737] Sequence coverage %: [32]
Matched peptides No.: [14]

Calculated Mr: 65399 Calculated pl: 5.62



Annotated PFF spectra:

Ions score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 mdicate identity or extensive homology (p=0.03).
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

MANELVGDWVS
WCGPCRHFTP
IFFSDOEIRE
FPFTFERLDYF
FEMVGLYFSVA
EQSLETIFWL
LIEDHGIEAY
SEVAVSELVG
IS5DRDOQSSF
GOTITEEARE
SQHELTRTER
EKGEEGWICD

HDLFSLLSAE
NLVEVYEELS
RLEELFEVRG
ROEEENARKN
SHRRCLEFTA
ATPFEDKCRE
PFTPERLVEL
KIVLLYFSAK
DEFYSEMPWL
HLAAYGADAY
SGYVCNGCRE
GDVCREA

DRDFLIRNNG
SEGDFEVVFI
IPSLVILDTD
QTLS5ILVSES
ELVDVYKELEK
FLARYFELRA
AFETIEKARLEA
WCFPCRAFLFE
ALFFGDERET
PFTEDHLEDL
MGYLYSFYCR

DOVEISSLVG
SSDRDDESFN
GEVSCDOGVE
SRDYLISKDG
EKGENFEVVL
LPTLVIIGQD

QTLESVLVHG
KLIEAYHEIK
ILORKFKIKG
EEKLEETAKA
QCDFDLHPRC

EIVGLYFSAS
GYFSEMEWLA
IVEDYGAEGY
TEVAVSEIEG
ISIDYDEEEF
GETLNPNVAE
DFEDFVIEESG
AFDNAFEVIF
IFAATATISFE
WPEKLEHELH
ALEKFEEEGEA

Matched peptide information:

Start - End Obsarved Mr {expt) Mr {calc) PPm Miss Sequence
587 68 1475.8568 1474.8495 1474.7456 70 0 R.HPTPNLVEVYER L
7 - 0 1370.7923 1M69.7430 1369,.6514 L] 0 K.GOFEVWIFISSDR.D - B
73 85 2660_3564 2659.349% 2659.1715 &7 i W.ODFEVWFISSDRDDESENOYPSHK.M i
26 - 109 LTI 972 1V17.969%  107.0490 70 0 K. MIWLAIPFSDORIR. K Oxidation (M) |
14¢ - 156 1501.7694 1300.7621 1300.6521 kr 0 R.DYCAMOYFPTPER.L 8
157 - 168 1541 8330 1540.6297 1540.7157 n 1 R.LDYFROERENAK . K
280 - 292 1324.8961 1323.0488 1323.7762 50 0 R.ALPTLVIIOQDGK.T
293 < b 43 2697.5322 2696.5249% 2696.3333 7 0 K.TINPFNVARLIEDBUIEAYPPTPER.
320 - 240 23704240 2369.4175 2069.2470 7 1 R LEAMTLESVLVHODXDEVIEK.S (]
382 3%0 1115.6797 1114.6724 1114.6022 €3 0 WK.LIBAYEEIR.A (Ions scor
460 - 4710 2340.1584  2147.1521 2146, 9960 7 0 B, ENLAAYGADAY PFTREDELK.Q prace 139)
453 - ao? 1627.5635 1626.9766 1626.8550 72 1 K. IXEELESQEELTR.T (1o 1)
497 - 507 1386.7867 13857794 1385, 6300 72 0 K HELHSQHELYR.Y
201 - 8539 1159.5912 1138.56035 1138.35120 61 0 R.QCDFDLEPK.C (Iotf
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Spot No.: 2

The accumulation patterns of target protein spot on the DIGE gels:

(from left to right, the gels for D24, E24, merged for D24 and E24, D48, E48,
merged for D48 and E48; arrows indicate the detail position of the target
protein spot)

D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold0560_404767.mRNA1
Plant species: Hevea brasiliensis
Protein name: Metacaspase-4

Peptide sequences: R.SAEPGDLLFVHYSGHGTR.L; R.EFVDQVPHGCR.I;

K.QTIQDAFESR.G; R.VVEEDYGDSGYVK.S; K.LRPTLFDMFGDDASPK.V

PFF Mascot score: [137] Sequence coverage %: [16]
Matched peptides No.: [5]
Calculated Mr: 46443 Calculated pl: 5.01

Annotated PFF spectra:

Ions score 15 -10*Log(P). where P is the probability that the observed match is a random event.
Indvidual ions scores = 31 mdicate identity or extensive homology (p<0.03).
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
401

MAREAVLIGL
DESYIQPTGE
GFDECIVECD
QIGESTEREE
EEDFLNEVVE
LFDMFGDDAS
ELDENDESYW
DASPSGESSE
EPGLYCSDDH

HNYPGTEAELE
HIREVLIDLVY
MWLITDDDER
EESESGEFGEFE
EDYGDSGYVE
PEVEEFHEVI
EPALETEWVDS
AYGALSHMATQ
WVEASEVC

GCINDVERMY
RSAEPGDLLF
EFVDQVPHGC
SFLKQTIQDA
SKSLELSTLI
LNKLRHGDGE
KQEVYAGKTK
TIIAETDGAYV

Matched peptide information:

Irror (pps)

- 184 1194
- 230
- 262

End Obsarved
1943.0193
1343.6781
6359
251
9453

13

1459
1825

Mr [expt)
1542.0120
1342.6%08
1193 . 6784
1456, 7170
1924.3420

1541
1342
119
1450
1824

Mr (calo)
$333

€088

pn
&1 o
L 13 0

8677 51 0
&515

8716

40 o
35 1

Haxs (D)

RCLVDRYGES
VHYSGHGTRL
RITVVSLSCH
FESRGVHLFES
EILKQKTGED
SGGGGEFLGHMY
RSLPDGGILI
THQELVLELR

Miss Seguence
A SAEPODLLEPVEYSOHOTR.L (lons scove 24

I EPVDQVPROCR . I
K. QTIQOAPRSH . G
R VWEEDYTOSGYVK. §

K. UAPTLFDMPGDDASP.V ©

EEDITVLIDI
PAETGEDDDT
SGGLIDEAFE
DLHHAHGHRD
DIDVGELRET
GELAQEFLEH
SGCOTDQTSA
FMLEFEQGETZ



Spot No.: 3

The accumulation patterns of target protein spot on the DIGE gels:

D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold0560_404767.mRNA1
Plant species: Hevea brasiliensis
Protein name: Metacaspase-4

Peptide sequences: R.VLTDLVR.S; R.SAEPGDLLFVHYSGHGTR.L;

R.EFVDQVPHGCR.I; K.QTIQDAFESR.G; K.LRPTLFDMFGDDASPK.V;
K.LRPTLFDMFGDDASPK.V

PFF Mascot score: [338] Sequence coverage %: [14]
Matched peptides No.: [6]
Calculated Mr: 46443 Calculated pl: 5.01

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 32 indicate identity or extensive homology (p=0.03).
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

MAKFAVLIGT
DESYIQPTGE
GFDECIVECD
QIGESTEREE
EEDFDNEVVE
LFDMFGDDAS
KLDENDESYV
DASPSGESSE
KPGLYCSDDH

NYPGTEAELE
NIREVLTDLV
MWLITDDDFR
EESESGFGFE
EDYGDSGEYVE
PEVEEFMEVI
KPALETEVDS
AYGALSNAICQ
VEASEFVC

GCINDVERMY
RSAEPGDLLF
EFVDQVPHGC
SFLEQTIQDA
SKSLPLSTLI
LNKLRHGDGE
KQEVYAGKTE
TIIAETDGAV

Matched peptide information:

Start

1

" -

121
173
247

247 -

Crror (ppm)
-

¥

- Bnod Observed Mr (expt) Mr (calc) ren
71 815.4955 #t4.4883 #14.4913 )
"e 1942, 9230  1941.9137 1941, %333 -10

- 10 1343.6027 1342.0% 1342. 8000 -10

- 1684 1154.5636 1153.5563 1183.5677 .
262 180%.8607 1806.8534 1800.8767 13
262 1825 0291 108240230 1824.07%6 -2
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RCLVDRYGFS
VHY SGHGTRL
RITVVSLS5CH
FESRGVHLES
ETLEQETGED
SGGEGGFLGMY
RSLPDGGILI
THQELVLEAR

Miss Sequence

R.VLTDLVA.S

A EFVDOVFBGCR , I

¥, LRPTLFOMPODDAS PR

EEDITVLIDI
PAETGEDLDDT
SGGLIDEAKE
LLAAHHGHRD
LIDVGELRPT
GSLAQEFLEH
SGECOTDOTSL
FMLEEQGFIQ
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Spot No.: 4

The accumulation patterns of target protein spot on the DIGE gels:

D24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold0560_404767.mRNA1
Plant species: Hevea brasiliensis
Protein name: Metacaspase-4

Peptide sequences: R.SAEPGDLLFVHYSGHGTR.L; K.QTIQDAFESRG ;

R.LPAETGEDDDTGFDECIVPCDMNLITDDDFR.E; R.EFVDQVPHGCR.I;
R.GVHLPSDLHHHHGHR.D; R.GVHLPSDLHHHHGHRDEEDFDNR.V;
K.LRPTLFDMFGDDASPK.V; R.HGDGESGGGGFLGMVGSLAQEFLK.H;
K.SSEAYGALSNAIQTIAETDGAVTNQELVLK.A

PFF Mascot score: [855] Sequence coverage %: [39]
Matched peptides No.: [9]
Calculated Mr: 46443 Calculated pl: 5.01

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual 1ons scores = 30 indicate identity or extensive homology (p<0.03).
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
401

MARKEAVLIGL
DESYTOPTGE
GFDECIVECD
QIGESTEREE
EEDFDNEVVE
LFDMFGDDAS
KLDENDESYW
LASPSGESSE
KPGLYCSDDH

NYPGTKAELK
NIRRVLTDLV
MNLITDDDFR
EESESGEGFK
EDYGDSGYVE
PRVEKFMKVI
KEALETEVDS
AYGALSNAIQ
VELSFVC

GCINDVEERMY RCLVDEYGES
RSARPGDLLF VHYSGHGTEL
EFVDOVPHGC RITWVWSDS5CH
SFLEQTIQDA FESRGVHLES
SESLPLSTLI ETLEQETGED
LNELEHGDGE SGGGGELGMV
KQEVYAGKTE RSLPDGGILI
TITAETDGAV THQELVLEAR

Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) P
7 - &9 1940 8949 19418876  1941.9333 74
% - 120 A575.3810 IBVA,ATAD 3874400 -27
121 - 131 1343.9856 1342.95823 1342.6000 ~-20
175 184 1:94.5453 1193.5420 1193.5677 21
109 - 109 17350240 17340475 1734,.0564 -22
189 207 27H6.1860  2735.17%9%  2795.2340 -20
247 - 262 1805.0430 1808.4357 1808,0767 -23
276 299 2300.0518 2349.0445 2349.1060 26
S50 - 388 2046, 5674  2205.9601  S205. 6384 -23
£ ' g
5 O e B e
&
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1600 2000 2300 20 3200 00

Mias Sequence

B, SAEPGDLLIVHYSGRUTR, L [

EEDITVLIDI
PAETGEDDDT
SGGLIDEAKE
DLHHHHGHRD
DIDVGKLRET
GSLAQEFLKH
SGCOTDOTSA
KMLEKQGFTQ

R, LPARTGEDDDTGFDECIVPCOMNLITDODIR . K

B.ZFVDQVPHOCH . I
K. QTIQDAPESR.G

B.GVHLPSDLANEEGHR . O (]
R . GVIILPSDLAMINGIRDREDCDNR , V
K. LRFTLYDMPODDASER. V
0 R, HODGESCOOCPLOMVGS LAQEFLE. B st
0 K, SSEAYGALSRAIQTI TARTOGAVINGELVLE. A
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Spot No.: 5

The accumulation patterns of target protein spot on the DIGE gels:

D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold0560_404767.mRNA1
Plant species: Hevea brasiliensis
Protein name: Metacaspase-4

Peptide sequences: R.SAEPGDLLFVHYSGHGTR.L; R.EFVDQVPHGCR.I;

R.LPAETGEDDDTGFDECIVPCDMNLITDDDFR.E; K.QTIQDAFESR.G;
R.GVHLPSDLHHHHGHR.D; R.DEEDFDNRVVEEDYGDSGYVK'.S;
R.VVEEDYGDSGYVK.S; K.LRPTLFDMFGDDASPK.V;
R.HGDGESGGGGFLGMVGSLAQEFLK.H

PFF Mascot score: [786] Sequence coverage %: [35]
Matched peptides No.: [9]
Calculated Mr: 46443 Calculated pl: 5.01

Annotated PFF spectra:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Indvidual ions scores = 30 mdicate identity or extensive homology (p=0.03).
Proten 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
231
301

HMARKFAVLIGL
DESYTQPTGE
GFDECIVECD
QIGESTEREE
EEDFDNEVVE
LFDMEFGDDAS
KLDENDESYV

NYPGTEAELE
NIRRVLTDLY
MNLITDDDFR
EESESGEFGFE
EDYGDSGYVE
PEVEEFHMEVI
KPALETEVDS

GCINDVEERMY RCLVDRYGES
RSARPGDLLF VHYSGHGTEL
EFVDOVPHGC RITVWSDSCH
SFLEQTIQDA FESRGVHLES
SKESLPLSTLI EILECETIGED
LNELEHGDGE SGGGGELGMV
KQEVYAGKTE RSLPDGGILI

EEDITVLIDI
PAETGEDDDT
SGGLIDEAKE
DLHHHHGHRD
DIDVGELRPT
GSLAQEFLEH
SGCOTDOTSA

351
401

DASPSGESS5E
KPGLYCSDDH

AYGALSMNATQ
VERASEVC

TITAETDGAV TNOELVLEAR FMLEEQGFTQ

Matched peptide information:

Start - Enad Observed Mr {axpt) Mr(cala) pe=rl Mixx Seqoence
T2 - N9 1942, 9321 1041.,9248  1041.933%0 -4 0 R SARMGOLILPVEYSGEGTR, L (inos scor
20 - 120 ISTH.ATOP  INTE. Q66 39T A6 -2 0 W, LPANTGERDOTGYFING IVECDMNL, I TDOD!
121 - 131 1343, 634% 1342.6076 1242.6000 -1 0 R.EFVDOVFEGCR, I (1091
175 - 104 1194.0731 1153.9638 1193.9%677 -2 0 X.QUIQDAFESR.G (Iop
165 - 155 1739.0535 1734.0462 1724.0364 -6 0 ®.JOVELPSDLENENOHR.D ns )
200 - 220 2400.0263 2475.0210 2475.0295 4 1 . DEEDFDNRVVEEDYCDSOYVE. S core )
208 220 1409, 64684 1458, 6415 1458.6515 7 0 A VVEEDYODSOYVK.S Ions
247 262 1809,.8784 1808.8708 1808.8767 3 1 K. LRPTLFDMPCDDASTR.V oms &
276 299 2350.1011 2349.0938 2349.1060 5 0 WL ADARSOCOOPFLIMVGS LAQEPLK . 8 {Ians scors 2)
~
gas ----------------------------------------------
g
[ "R Uit BRI R T o PSS S B L A LSOO
7.5 ey T . v T 4
1200 1600 2000 2000 2000 3200 300
Mass (D)



Spot No.: 6

The accumulation patterns of target protein spot on the DIGE gels:

D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold0829 389953.mRNA1
Plant species: Hevea brasiliensis
Protein name: Tubulin alpha-3 chain

Peptide sequences: RAVFVDLEPTVIDEVR.T; R.QLFHPEQLISGK.E;

R.FDGAINVDVTEFQTNLVPYPR.I; K.CGINYQPPTVVPGGDLAR.V;
R.AFVHWYVGEGMEEGEFSEAR.E

PFF Mascot score: [451] Sequence coverage %: [19]
Matched peptides No.: [5]

Calculated Mr: 50244 Calculated pl: 5.00
Annotated PFF spectra:

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

1
51
101
151
201
251
301
351
401

MREIISIHIG
TFFSETGSGK
NNFARGHYTV
SLLLERLSVD
AVLLDNEATY
DVTEFQTNLV
MMAKCDPRHG
FKCGINYQPP
KRAFVAWYVG

QAGICWVGENSC
HVERAVEVDL
GEEIVDLCLD
IGEESELGET
DICRRSLDIE
PYPRIHFMLS
EYMALCCLMYR
TVVEGGDLAR
EGMEEGEFSE

WELYCLEHGI
EPTVIDEVET
EVRELADNCT
IYESPOVETIL
RETYTNLNEL
SYLPVISAEK
GDVVEEDVHL
WVOBRAVCHMISH
AREDLAATEE

Matched peptide information:

HEDGHMMHMESDT
GEYRQLFHFE
GLOGFLVENA
VWEPYNSVLS
ISQITS5LIT
AYHEQLSVPE
AVBTIFTERT
NTRAVAEVESE
DYEEVGRAEGS

SVEVAHDAFN
QLISGEEDADL
VEEETIGEGELG
THSLLEHATDV
SLEFDGATHV
ITHAVFEFESS
VOFVDWNCETG
IDHEFDLMYS
DDEEEGEDY

Start - Bod Observed Mr (expt) Mr (cala) poo Miss Sequenoe
65 9 1701.8055 1700.7982 1700.8985 -59 0 R.AVFVDLEPTVIDEVR.T (lona ssore 89)
8BS - 96 1396.6731 1395,6658 1395.7510 -61 0 R.QLPHPEQLISGK.E (lons scorx 3
244 - 264 2395.04659  2394.03%6 2354.1085¢ -61 0 R.FDGAINVDVTEFQTNLVPYPR. 1
asy - 30 1913.0504 1912.0311 1912.9463 60 0 K.CGINYQPPTVVEGGDLAR.V (1
403 - a2 2329,8765 2320.04692 2329.0110 -61 0 R.AFVINYVOEGMERGEFSEAS . 2
‘E NP Ve & S T e I s e 5 g T S B e A e e B
~
g e
. W I L R R T AT R T R T TV T
S B G0, v e A B DV IR0 AL T T —TTT
1500 1% 200 2%



Spot No.: 7

The accumulation patterns of target protein spot on the DIGE gels:

D24+E24 D48 D48+E48

Accession No.: scaffold5971 1039.mRNAL1

Plant species: Hevea brasiliensis
Protein name: Inactive GDSL esterase/lipase-like protein 25

Peptide sequences: K.YLPSYHHPYGTTFFDYPTGR.F;

R.TVVDFVAENVSLPR.I; K AVYLISFGADDYLNYEIPSEASR.E; K.ELYDFGAR.K;
R.EQLESIVDVVLGNISDR.I; R.IKELYDFGAR.K; K.EIIDAPGEHGFK.Y

PFF Mascot score: [419] Sequence coverage %: [26]
Matched peptides No.: [7]

Calculated Mr: 41480 Calculated pl: 4.60
Annotated PFF spectra:

Tons score 15 -10¥Log(P). where P is the probability that the observed match is a random event.
Individual ions scores = 31 mdicate identity or extensive homology (p<0.03).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protemn hits.
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MASLAYSLEI
YLPSYHHPYG
TYGANFASEG
KFEAVYLISFG
ARKFVVENWVA
LEFPEFNYIVFE
YEFCVCGHNET
SETTICTLLT

LSLFTFTLLN
TTFFDYPTGR
ATASDSNELI
ADDYLNYEIP
FLGLIPFIEQ
NYFGITEEII
EYLFFDGTHN
EATALG

PVCSELDEYL
FSDGRTVVDF
DFRSQIRDEG
SEASREQLES
TSDNSTLFYE
DAPGEHGFEY
TDAANNLLAE

Matched peptide information:

Start - End

51
76

153

176 -
193 -

195

266

0

&

Error (pomd

w

Observed
- 70 2419. 2201
- 89 1545. 9088
175 2593.3601
182 1006.00594
202 1211. 180
202 970.5334
273 1312.7215

T > A ERA i
1500

Mr (expt) Mr {calo) P
24318,2171 2418.3106% a0
1544.9015 1544.815% 53
2592.3528 2592.2384 4s
1005.00821 1804.5753 23
210,707 1210.,63406 L

969 ,.5257 969.4556 "”w
1311,7146 1311.6459 52

™ T T T T
2000 2500

Kasz (Da)

FSFGDGLYDA
VAENVSLPRI
ELKLEWAVOL
IVDVVLGHNIS
LASLHAMKLE
GDIACCGHNST
LMWDEESGEI

Miss Seguence

0 K. YLPSYNMPYGYTEFDYPTGR, ¥
0 R.TVVDFVAENVSEPR.I (Io
0 K. AVYLISPOADDYLNYEIPSEASH.E
0  R.EQLESIVOVVLGNISDR o
IKELYDYGAR . K i

1 R
0 K.RLYDFGAR.K

0 K.EITIDAFOXBOFK.Y

GHAKFIYPDE
PEFEMNEEANE
VHNVIELARRIL
DRIEELYDFG
QCILEKTIQDGY
YRGOACGFLD
SPYGVELEFE

o0

(Io
iz




Spot No.: 8

The accumulation patterns of target protein spot on the DIGE gels:

D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold2091_1808.mRNA1
Plant species: Hevea brasiliensis
Protein name: Elongation factor 1-gamma

Peptide sequences: K.\VPVLETPDGPLFESNAIAR.Y;

R.MGFAPYLPPAEEAAISALKR.G; K.SFTSEFPHVER.Y; RYFWTMVNQPNFK.K;
K.MILDEWKR.L; K.YNDENTVSFVTLNK.V; R.GQEIPQFVIDECYDMELYEWK.K;
R.VNQMIEDQEPFEGEPLLDAK.C

PFF Mascot score: [523] Sequence coverage %: [29]
Matched peptides No.: [8]
Calculated Mr: 48685 Calculated pl: 5.69

Annotated PFF spectra:

Ions score 15 -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores = 31 mdicate identity or extensive homology (p<0.03).
Protem 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

MALVLHAGET
IGENEVLETP
ASLETDANLM
LVGHSVTLAD
EILGEVEQTE
ELAFFEEELP
WDMYDPEGYS
LVIGENEEYE

RVNQMIEDQE

HNENAFESLIA
DGPLFESHAT
AWLEPEMGFA
ITITTCHLYMG
SVLEVOSTEE
KPEPENELDL
LWFCDYEYND
VEGLWLERGD
FFEGEFLLDA

AEYSGVEVEL
ARYVTRLEAD
FYLPFPAEEAA
FALLMTESFT
PACPEESAKS
LEPPSEMILDE
ENTVSEVTLHN

EIPQFVIDEC
ECFE

Matched peptide information:

VENFEMGWVSH
NELYDSSLID
ISALFRGLGA
SEFPHVERYF
KRELEPEFES
WERLYSNTET
EVSGFLORMD
YDMELYEWEE

ETPEFLEMNE
YAHIEQWIDF
LNTHLASNTY
WTMVNQPNFE
KTEKEEAKPK
NFREVAIKGFE
LARKYAFGEM
VDISDEAQKEE

Start - End Observed Mr{expt) Mr (calo) ppm Miss Sequence
54 - 12 2025.0548 2024,0476 2024.0578 -3 D K.VFVLETPOGPLYESNAIAR.Y
117 - 136 2132.10% 2131,1023 2131.3113% -3 1 R.MOPAPYLPPAREAAISALER.G )
170 - 1080 1339.6270 1334.6205 1334.6299 -4 0 K.SPTSEFPNVER.Y (
185 - 200 1574.7664 13573.7351 1573.7388 13 0 R.YFWTMVNQPNIK.X
276 - 283 1050.3739% 1085.3666 1089.5641 2 1 K.MILDEWER.L (Ions
318 331 1643.8140 1642.8B067 1642.7839 13 D K.YNDENTVSIVTLNK.V (Ions score 22)
365 389 2692.190% 26%1.1836 2691.1873 1 0 R.OQEIPQIVIDECYDMELYEWK, K
403 421 2302.1262 2301,1185 2301.083% 15 0 R.VNQMIEDQEPFREOEPLLDAR.C (Ion
-
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Spot No.: 9

The accumulation patterns of target protein spot on the DIGE gels:

D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold1072_242122. mRNA1
Plant species: Hevea brasiliensis
Protein name: Phospholipase Al-lldelta

Peptide sequences: K.VMLEDAANYQVCSFIYGTAR.V; REIYIAFR.G;

K.LESAEPLLR.G; K.IDVIPHYPGR.L; RYTGTELEIDTR.K

PFF Mascot score: [242] Sequence coverage %: [13]
Matched peptides No.: [5]
Calculated Mr: 47415 Calculated pl: 5.47

Annotated PFF spectra:

Ions score 1s -10*Log(P), where P is the probability that the observed match 1s a random event.
Indridual 10ns scores = 31 mdicate 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 F_|
100 200

Protein Score




Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351
401

METESTOQEFT
NDENSEYCGT
HSMTRDSWDER
LGAKLESARP
NQESPFTELS
DLVENGITDI
HYPGRLLGYR
EEGEFMLEVE
MASPDEEDQE

WPEILGSENW
SRYGEELDFFQ
ESNWIGYIAV
LLRGS50NVE
ARCQOLVTEIN
PVALFVEGSE
YTGTELEIDT
RSLALVNESC
VEPEF

ENLLDPLDLT
EVMLEDAANY
TS5DEYTEVIG
EANSGSDSDN
QLEEQYRDEN
OVGEHEAFNSE
RESPFNLEDSE
EFLEDECHMVE

Matched peptide information:

Start

7% -
13 -
188 -
296 -
3

11

~
¢

Efror (ppm)
%

- End Observed Mr (expt) Mr (calc) pp;
91 2307.9088 2306,5615 2307.0664 -37
138 %11.47%61 S10.4089% 910.4912 -25
163 1027.55%02 1026.5429 1026.5709 -29
305 1166.6015 1165.5546 1165.624¢ -26

- 31 1297.6023 1296.5550 1296.6198 -18

+ ..............................................
....... e e O e e 5 O S P i
T o | oy | —t
1500 2000

VRELILRCGD
OVCSFIYGTA
REEIYTAFRG
EDNREVEEVM
L5ITLTGHSL
LNKYPNLEVL
HTGDWHNLOR
GEWWIEENEG

Miss Sequence

FCOATYDSFN
RVSLPEATLL
ITTENYEWWVII
LGWLTIYISD
GATLSILRAF
HIFNEIDVIP
MLATVAGWHNG
MVREGEDGEWT

0 K.VMLEDAMNYQVCSFIYGTAR.V

0 R
0 K
C K

EIYIAYR.G |
LESAEPLIA.G
IDVIPHYPGR. L
0 R.YTOTELEIDTR.X




Spot No.: 10

The accumulation patterns of target protein spot on the DIGE gels:

D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold1072_242122. mRNA1
Plant species: Hevea brasiliensis
Protein name: Phospholipase Al-lldelta

Peptide sequences: K.NWENLLDPLDLTVR.K; REIYIAFR.G;

K.VMLEDAANYQVCSFIYGTAR.V; R.VSLPEAILLHSMTR.D; K.LESAEPLLR.G;
K.NKIDVIPHYPGR.L; K.IDVIPHYPGR.L; RYTGTELEIDTR.K

PFF Mascot score: [703] Sequence coverage %: [21]
Matched peptides No.: [8]
Calculated Mr: 47415 Calculated pl: 5.47

Annotated PFF spectra:

Tons score 15 -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores = 31 mdicate 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

280 falald] Fa0
Protein Score



Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401

HMETPSTOEET
NDENSEYCGT
HSMTRDSWLER
LGAKLESARP
NQESPFTELS
DLVENGITDI
HYPGRLLGYR
EFGEFMLEVE
HMASPDEEDQE

WEEILGSENW
SRYGEELDFFQ
ESNWIGYIAV
LLRGS5CHNVE
ARQOLVTEIN
EVALFVEGSE
¥YTGTELEIDT
RSLALVNESC
VEEF

ENLLDFLDLT
EVMLEDAANY
TSDEYTEVIG
EANSGSDSDN
QLEEQYRDEN
OVGHNEAFNSR
RESPNLEDSE
EFLEDECHVE

Matched peptide information:

Start

19 -

2

92
133
155
294
296
Ji1

Error (gpm)>
Lo
- - (& <
= L]

- Bt Observed Mr (oxpt) Mr (calo) ppm
32 1697 .8680 1696.8607 1696.8784 -10
- M 2308.0400 2307,.0327 2307.0664 -15
- 105 1566.8573 1569.8500 1565.8599 -6
- 139 911.49¢60 910.4687 910.4912 -3
- 163 1027.5784 1026.5711 1026.5709 0
- 305 1408.7640 1407.7567 1407.7623 -4
- 305 11646, 6240 1169.6167 11656244 -7
- 1297,.6312 1296.6239 1296.6198 3
_______________________ e e e P o
oy T T ™7 T —r <t
1000 1500 2000
L Mass (Da)

VRELILRCGD
OVCSFIYGTA
REEIYTAFRG
EDNREVEEVH
LSITLTGHSL
LNEYPNLEVL
HTGDWHNLOA
GESWWIEENEG

Miss Sequence

0 K.NWENLLDPLDLTVIL.E (lons scur
0 K. .VMLEDAANYQVCSFIYGTAR.V  (lon
R.VSLPEAILLASNTR.D (]

(ADNR _pCOI

BIYIAFR.G
.LESAEPLLAR

ceoerreoe
ERRR®T

SNKIDVIPHYPGR, L
JIDVIPHYPOGR. L
YTGTELEIDTR.X

FCOATYDSEN
EWVSLPEATLL
ITENYEWWVNI
LGNLTIYISD
GATLSILAAF
HIFNFIDVIP
HLHTIVAGWNG
HMVRGEDGEWT

(igns ssar

(1oa

2 47)

G




Spot No.: 11

The accumulation patterns of target protein spot on the DIGE gels:

D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold0947_141222. mRNA1
Plant species: Hevea brasiliensis
Protein name: Serpin-ZX

Peptide sequences: K.GPTLHQLLSFLNSK.S ;

K.SNDHLSSFFSELVSVVFVDGSASGGPR.L; R.LSFANGVWVDR.S;
K.EVLPFGSVDNTTR.L; R.LIFANALYFK.G; K.QFICAFDGFK.V;
K.RQFSMYFFLPDAK.N; R.QFSMYFFLPDAK.N; K.VGSDSGFLDHHLPQQK.V;
K.LDFVADHPFLFLIR.E; R.EDISGMVLFIGQVLDPSQAK .-

PFF Mascot score: [812] Sequence coverage %: [37]
Matched peptides No.: [11]
Calculated Mr: 42822 Calculated pl: 5.94

Annotated PFF spectra:

Ions score 1s -10*Log(P), where P is the probability that the observed match is a random event.
Indridual 1ons 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-I T T T T T T T T T T T FI 1

280 S Fa0
Protein Score




Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

HDLEESTVHG
GPTLHQLLSF
DRSLLLEESFEF
FEVLFFGSVD
WSFMT SEEEQ
VEEVGSDSEGE
FSDEGDLTEM
SLTLADKELDF

MAVTLGLSEH
LNSKESNDHLS
KOVVENVYKA
NTTRLIFANA
FICAFDGFRV
LDEHLPQQORY
VDSSVSOHLY
VADHPFLFLI

VLLTEAKTSH
SFFSELVSVV
ASNOVDEFONE
LYFEGAWNEE
LGLEYKEQGER
EVGDFRIEEF
WSS5IFHESFI
REDISGMVLE

Matched peptide information:

SVLSPELSIQV
FVDGSASCOP
AVEVTNEVHA
FHASTTELYD
KROPSMYFFL
KVSFGFEASK
EVNEEGTERR

VLGLIAAGSE
RLEFANGVWY
WAEFETSGLI
FYLLNGS5VH
PDAFMNGLEAL
TLEGLGLVLE
AASACGVVHLE

IGQVLDPSQA K

Start - End Obsarved Mr (expt) Mr{calo) ron Miss Sequence
51 - 64 1554.8429 1353.8356 1503.8566 -13 0 K.QPTLAQLLSFINSK.S (lons
& -N 2797.5137 2796 . 3054 2794, 3355 i1 0 K, SNDRLSSPPSELVSVWIVIX
2 - 102 1263.6348 1262.627% 1262.6408 -10 0 R, LSPANOVWVDR.S (IC
152 - 164 1434.7125 1433.7052 1433.715% 7 0 K.EVLPFPGSVONTTR.L &)
163 - 114 1155.6620 1150.65395 1198,6750 16 0 R, LIFANALYFX.G (Io
210 - 219 1232.5619 1231.5546 1231.9696 12 0 R.QPICAYDGPR.V (I
232 - 244 1649.8020 1640.7947 1648.0072 -u 1 KORQESMYFFLIDAK, ¥ A0
233 - 244 1493.6919 1492.604€ 1492.7062 14 0 R.QPSMYPPLFDAX.N (I
254 - 2469 1764.0425 1763.8252 1763, 0591 -14 0 K. VGSDSGFLOMULPOOK, V
3% - 3N 1702.9149 1701.507€ 1701.5243 o 0 K.LDF¥VADEFFLFLIR.E
372 - Am 2547.,0908  2146.0035 2146.0980 -2 o 2y
§ -7.8
¥ 10 Feccsccssscnscas Fivccsscsssscsssasssncsnconnscna
g .u'f, ..................
ol B rscsccscccnssccassscsccsssncssnsasbocsscsstads

'—"—v‘—r"“r"r—'r——rﬁr—-r-“v——v'—ﬁr‘ o .
15900 & W00
e Hazz (Day



Spot No.: 12
D24 E24 D24+E24 D48 D48+E48

Accession No.: scaffold1479 76107.mRNA1

Plant species: Hevea brasiliensis
Protein name: Acetyl-CoA acetyltransferase, cytosolic 1

Peptide sequences: M.APVAAAEIKPR.D; R.EDQDNYAIHSFER.G;

KITGYADAAQAPELFTTAPALAIPK.A; KVNVHGGAVSLGHPLGCSGAR!.I;
R.ILVTLLGVLR.Q

PFF Mascot score: [109] Sequence coverage %: [19]
Matched peptides No.: [5]
Calculated Mr: 41646 Calculated pl: 6.01

Annotated PFF spectra:

Tons score 1s - 10*Log(P), where P is the probability that the observed match is a random event.
Individual 1ons scores = 30 mdicate 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
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1
40 &0 G0 100 120
Protein Score




Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401

MAPVAAARTE PRDVCIVGEVA
ANVDPSLVOE VEEGHWVLIAN

GMEATHMLARD

SIQLGINDVY

DGMLEDGLWD VENDVGEMGSC

DEGAFAWETV
GIVIAGNASS

PVEVSGGRGEE
ISDGARATVI.

TTAPALATPE AVSHNAGLDAS

VHGGAVSLGH
VELL

PLGCSGARTL

RTPMGGFLGL
LEoAPAROAD
VAGGMESHSIT
AEICADNHSI
PSTIVDEDEG
VSGETALKLG
CVDYYETNED
VTLLGVLROE

LSTLPATELG
LEAGIENSVV
APEYLAEARK
TREDQDNYAT
LGEFDEVELR
LOVIAKTTGY
FAVVALANOE
NGEEYGVEGEVE

SIATERARALER
CITVNENVCAS
GERLGHDSVV
HSFERGIAAD
FKLRPSFEENG
ADARODAPELF
LLGLNPEEVN
NGEGEEEASALV

Matched peptide information:

Start - End Chserved Mr (expt) Mr (cale) PP Miss Sequence
n == 1122.6364 1121.,6291 1121.653%7 -24 I M. AFVAMAEIRFR.D (lons score 52)
183 - 195 16236708 1622,6629 1622.6961 -20 0 R.EDQONYAIBSPER.G (lons ac
287 30 2430.2498  2429.2425 3429.2842 17 0 F.ITOYADAAQAFELFTTAFALAIPK.A
345 i6a 1944.5457 19423.5384 1543.9748 -19 0 F.VNVEGOAVSLOHPLOCSOAR.I
369 - 378 1096.7192 1095.7119% 1093,.7380 ~-24 0 A.ILVTLLOVLR.Q (lon= score 28)
i L2 - T e P T Lo
13
- i S e
&
R
t T T 1
1000 1500 2000 =00

Mass (Da)



Spot No.: 13
D24+E24 D48 D48+E48

Accession No.: scaffold0755 254783.mRNA1

Plant species: Hevea brasiliensis
Protein name: 2-alkenal reductase (NADP(+)-dependent)

Peptide sequences: K.IDEVLVAFGVGR.V; R.MEGFLVGSYLNR.F;
R.YSEGDIVLNPYFPIAEYCVMPSDSLIR.K

PFF Mascot score: [124] Sequence coverage %: [13]
Matched peptides No.: [3]
Calculated Mr: 42640 Calculated pl: 5.95

Annotated PFF spectra:

Tons score 1s -10*Log(P), where P 1s the probability that the observed match is a random event.
Indvidual ions scores = 30 indicate identity or extensive homology (p<<0.05).
Protein scores are denved from ions scores as a non-probabilistic basis for ranking protem hits.

[
o
|

[
o

[
o

MNumber of Hits

10

Protein Score

Matched peptide sequences: shown in Bold Red



1
51
101
151
201
251
301
351

MYFERQSGES
YAPOGVESSD
HODGLYMPQF
MPSDSLIRKT
SAAAGEVEME
TDYDAAT.SKEY
ESWEERDGVER
ISKTETYNGI

ISHNRFYEEVC
HLELRTVTIS
KIDEVLVAFG
DVTAGTIATED
AGRLAKLEGC
FENGIDWVYLD
NLLNLVGENV
DSFLESLGSL

CATLTEQSTH
LADDSTIPDGH
VGRVIESEDS
YLNALGAPGE
REVIGSTGSDD
MWVGEGEMLEAV
EMEGFLVGSY
FS5THNGEVY

Matched peptide information:

AGDGTEEATV
VAVELLWISY
RYSEGDIVLN
AAWVGEIVVLG
EVELLEEEFG
LNHINIGGRI
LNRFQDFLEE
IOVEE

TEGEEWYMAR
DEYLRSEMTG
PYFPIAEYCWV
EAKPGLNVEY
YDDAFNYKRE
PLCGHISEYN
MEDCLLOGET

Start - End Observed Mr (expt) Mr({cale) Ppn Miss Sequence
112 - 123 1274.7250 1273.7177 1273.7030 12 1 K.IDEVLVAFOVGR.V (Ions =co
132 158 S348.5266 3147.51935  3147,.4953 n 0 R.YSEODIVLNPYFPIARYCVMPSDS
322 333 1365.7046 1384.6573 13384.6009 i3 ¢ R.MEQPLVOSYLNR.F (Ions scoxe 53)
é 12 ?"'l """""""""""""""""""""""
B e e e A e S ey e e
~ 3
& 3
P w 3
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w
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Spot No.: 14
D24+E24 D48 D48+E48

Accession No.: scaffold0008_570089.mRNA1

Plant species: Hevea brasiliensis
Protein name: Proteasome subunit alphatype-1-B

Peptide sequences: R.NQYDTDVTTWSPAGR.L;

R.SECINYSFTYESPLPVGR.L; R.RFENFADSSR.D; R.FENFADSSR.D

PFF Mascot score: [196] Sequence coverage %: [15]
Matched peptides No.: [4]
Calculated Mr: 30852 Calculated pl: 4.76

Annotated PFF spectra:

Tons score i5 -10¥Log(P). where P is the probability that the observed match is a random event.
Indvidual ions scores = 31 mdicate identity or extensive homology (p<0.03).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

30
25

20

Number of Hits

15

10

40 an 120 160 200
Protein Score




Matched peptide sequences: shown in Bold Red

1 MFENQYDTDWV
531 EANSELSS5HO
101 SPLEVGELVV
151 GNYFEYQLFA
201 GETLESSICT
251 EFEFEPD&ALR

TTWSPAGRLF
KEIFEVDDHI
QLADEAQVCT
IGSRSQAAET
VAVVEVGEAF
EEGITADQGS

CVEYAMEAVE QGSARTGLRS KTHVVLACVN
GVATAGLTAD GEVLSREYMES ECINYSFTYE
QRSWERFPYGEV GLLVAGLDES GRHLYYMCES
YLERRFENFA DSSRDDLIED ALIAVRETLO
HVLDOQDTVOD LIDAFEIVGE PEGPARAEPEP
APDOQGVAPMD I

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) pRm Mi== Sequence
4 - 18 1710.7490 170%9.7417 1705.7645 -13 0 R.NQYDTDVTTWSPAGR.L (Ions score 105)
90 - 107 2118.9480 2117.%407 2117.9728 -15 0 R.SECINYSFTYESPLPVGR.L (Ions score 35)
175 - 184 1228.5477 1227.5404 1227.5632 -1% 1 R.EFENFADSSR.D (Ions score 15)
176 - 184 1072.4532 1071.445% 1071.4621 -15 0 R.FENFADSSR.D (Ions score 42)
=
o
=
B L= T e TP am--
.
=1
=
P
w
B R R
T T T T T T T T T 1
elels] 1200 1400 1600 1800 2000 2200
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Spot No.: 15
D24+E24 D48 D48+E48

Accession No.: scaffold0242_1127191.mRNA1

Plant species: Hevea brasiliensis
Protein name: Ran-binding protein 1 homolog b

Peptide sequences: K.LEEVALTTGEEDEDPILDLK.A; R.FDKEGNQWK E;

K.SCVWHAADFADGELKDELFCIR.F

PFF Mascot score: [223] Sequence coverage %: [22]
Matched peptides No.: [3]
Calculated Mr: 25725 Calculated pl: 4.77

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 indicate identity or extensive homology (p=0.03).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

30

29

20

15

Number of Hits

10
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Matched peptide sequences: shown in Bold Red

1 MASTASRATE EHNTEDREED ENAPAADDED TGACVAPIVE LEEVALTTGE
51 EDEDPILDLE AFLYRFDEEG NQWEERGVGN VELLEHEESG EVELVHMROSE
101 TLEICANHLY VEPSINVQEHH GNDESCVWHA ADFADGELED ELFCIRFESV
151 ENCETFMETHM QEVAETQGEE EESKEAADAR GLLEELSVVD GETDEKEEEE

201 GPEVERFEQHN EAFGEKAFAD AFFKEDETALS &

Matched peptide information:

Start - BEnd Obwatved Mr {expt) Mr(cale) ppe
41 &0 2229.0774 2228.0701 2228.0947 11
&6 - N 1151.939C 1130.5117 1150.5407 -23
125 - 144 2639.2180 2636.2107 2638,1944 o
W D X
5
B ol Fesssccssssacbsssorsasbostssccssnponbosdscsassa
C
-
-20 .o - .a -
| A | AT ) T L2 ¥ ™ L T T T | R Y L2 1
1500 2000 2500

Pozxs (Da)

Misx Sequence

o
b

K. LEEVALTTOEEDEDPTLDLE. A
. PDREGNQWX.E  (lons
K. SCVWEANDPADGELKDELFCIR, ¥




Spot No.: 16
D24+E24 D48 D48+E48

Accession No.: scaffold0160_1784930.mRNA1

Plant species: Hevea brasiliensis
Protein name: Vacuolar protein sorting-associated protein 24
homolog 1

Peptide sequences: K.AQMNSISMHLGESVAIAR.T;

K.VLTAIAGETAAQLPEAVR.K; R.TAEEEEAIAEGVDDEEELEEIR.A

PFF Mascot score: [165] Sequence coverage %: [25]
Matched peptides No.: [3]
Calculated Mr: 26063 Calculated pl: 5.34

Annotated PFF spectra:

Tons score 1s -10*Log(P), where P is the probability that the observed match i1s a random event.
Indnidual 1ons scores = 31 indicate identity or extensive homology (p=<0.03).
Protein scores are derved from ions scores as a non-probabilistic basis for ranking protem hits.

Number of Hits

T
jalu] 100 150
Protein Score



Matched peptide sequences: shown in Bold Red

1
31
101
151
201

HEFMMMNMIEE EONPOOQLRD WORRLRQECE NIERQIRDIO EEEESVOEAT
RDAAKENDMG SAKSLAKEIV RSERTVHNRELY ENEAQOMNSIS MHLGESVAIA
RIVGHLSESS EVMELVHNNLM EAPEVAATMO EFSEEMIEAG VIEEFVIDAYV
DHNALDSEDIE EEIEEEVDEV LTAIAGETAA QLPEAVEEER VEQSAGTART
AFEEEATARG VDDEEELEEI RARLAKWVES

Matched peptide information:

Start
-1}
170
200

Error (pom)

-~ End cbaerved Mr {expt) Mr (calc) PP Miss Sequence

101 1914.9628 1913.5535 1513.9451 3 0 NK.AQMNSISMELOESVATAR.T (Iona
- 187 1010.0226 1805.0153 1800.993%¢6 ] 0 K.VLTAIAGETAAQLFFAVR.X (Ions
- 221 25095.1316 2504.1243 2%504.0925 13 0 B . TANENNEATAEGVDDEEELEEIR.A 3




Spot No.: 17
D24 D24+E24 D48 D48+E48

4 B o - B

Accession No.: scaffold0457_538964.mRNA1

Plant species: Hevea brasiliensis
Protein name: Alpha-soluble NSF attachment protein 2

Peptide sequences: KHEAAQAYVDAAHCYK.K;

K.KTSTNEAISCLGQAVDLFCDIGR.I; K.TSTNEAISCLGQAVDLFCDIGR.I;
K.AADFFQGEEVTTSANQCK.Q; K.AIEIYEEIAR.Q; R.YQDLDPTFSGTR.D

PFF Mascot score: [565] Sequence coverage %: [26]
Matched peptides No.: [6]
Calculated Mr: 32767 Calculated pl: 5.05

Annotated PFF spectra:

lons score 15 -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores = 31 mdicate identity or extensive homology (p=0.05).
Protein scores are derived from i1ons 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 MGDOIARGEE
51 EFAGSTYVELR
101 LFCDIGERISM
151 ANQCELDEVAD
201 ICHLCEGDVWV
251 TDWWVEEFDSM

FEFFAEKKELN GWGLFGSEFE DAADLFDELL NSFELAKSWD
NCHLELDSEH EAAQAYVDAR HCYEETSTNE ATSCLGQAVD
ARRYYKEIGE LYESERANFEE ATIDFYEEAAD FFQGEEVTTS
FALROLEQYQE AITEIYEEIAR QSLGNNLLEY GVEGHLLNAG
ATTHALERYQ DLDPTFSGTR DYELLADTARZ ATDEEDIAEFE
TPLDSWETITL LLEVEEELEAR EELEEDDLT

Matched peptide information:

Start - End Observed Mr(expt) Mr {ocalo) PP Miss Sesguenoce
M0 - v4 1T733.6727 1732.6654  1752.7627 -56 0 K. HBAAQAYVDAANCYX. X  (long =
a5 - 107 2555.0713 2554 .,0640 2554.2156 -59 5 K. ETSTNEAISCLGOAVDLFCDIGR. 1
85 197 2426.9955 24325.9922 342§.12D€ 53 0 K.TSTNBAISCLOQAVDIFPCDIGR.]
138 155 2002.7664 2001.7591 2001.8738 2 0 K.AADFFQGEEVTTSANQCE.(Q 4
171 iag 1206.5730 1205.5637 1200.6292 -33 0 K.AIEIYEEIAR.Q (I
215 - 330 1395.5734 1390.3661 1399.6416 -354 0 R.YQDLDPTPSOTR.D
. R
v -
3
by
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Spot No.: 18
D24 E24 D24+E24 D48 D48+E48

R

Accession No.: scaffold0041_2570834.mRNA1

Plant species: Hevea brasiliensis
Protein name: Aspartic proteinase Al

Peptide sequences: K.NYMDAQYFGEIGIGTPPQK.F;

K.CYFSVACYFHSR.Y; K.SADIHYGTGAISGFFSQDHVK.V; K.EPVFSFWFNR.N;
R.NADEDEGGEIVFGGMDPK.H; K.GEHTYVPVTQK.G

PFF Mascot score: [178] Sequence coverage %: [17]
Matched peptides No.: [6]
Calculated Mr: 56526 Calculated pl: 5.73

Annotated PFF spectra:

Ions score 1s -10*Log(P). where P 15 the probability that the observed match 1s a random event.
Indridual 1ons 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 T T T T T T T T T F T T T q_|
. 16 150
Protein Score




Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501

HMGTRSEPITT
ESKEGESLRT
QEFTVIFLDTG
HYGTGAISGE
GFEEISVGEL
PEHYFGEHTY
LAGPTGIIAE
SQIGLCTEDG
QLELMNTQER
FDLSPEQYVL
FDYGHNERVGE

ALFLCFLLLFE
SFEEYHFHGH
SSNLWVESSE
FSODHVENV GG
VEVWYNMVHG
VEVTQEGYWE
VHNHATGATGI
SRGVSVGIES
ILNYANELCE
EVGEGEAAQC
AERD

LVEALHNDGL
LGDAEDTDIT
CYFSVACYFH
LVVEDQEFIE
GLVEEPVESF
FHMGDVLIDG
VSRECEAVVA
VWHENIOGVA
RLESPHMGESA
ISGFTALDVE

Matched peptide information:

Observed
2145.,0739
19596.7429
2237,1094
1398, 1087
1895, 8605
1798.6734

Mr{calc
2143.9804
1559 . 6650

Mr{expt)
21440626
1959.7396
2236.1521
1397, 6904
10940032
1257. 0601

) pom Miss
7 0
a [}
© o
L L e
34 o
an e

" 1500

j 1m0

VRIGLEEREF
SLENYMDADY
SRYESGHSST
ATKEPSITFL
WENENADEDE
KTTGICGSGC
QYGETITEML
SGLEDAMCST
VDCGGLSTHE
FERGPLWILG

Sequence

DONNLVARDE
FGEIGIGTFP
YEFNGESADT
VAKFDGILGL
GGEIVEGGMD
AATADSGTSL
LAKDQPOETIC
CEMAVVWMON
NWSFTIGGEEV
DVFMGREFHTV

ENMDAQYIRIGICTEPQX. ¥ Oxidazion (M)

K.CYPSVACYPUSR.Y  (long
X. SADITIYGTOAT SGFYSQDAVE
K. RIVYSYWING . N (Icne

B NADEDNGEE TVIGEMD i
K.GENTYVIVTOX. G

. (

It Oxidats




Spot No.: 19
D24 D24+E24 D48 D48+E48

Accession No.: scaffold0153 1834215.mRNA1

Plant species: Hevea brasiliensis
Protein name: 26S proteasome non-ATPase regulatory subunit
8 homolog A

Peptide sequences: R.SLPPLFEDTPNAIHELTLAR.D;

R.DFFQLKPYYTDASGR.L; R.LPPSSQEYMILGLNLLR.L;
R.IAEFHTELELLSPTALENPCIK.H; K.EIPSLQLINQTLSYAR.E

PFF Mascot score: [525] Sequence coverage %: [33]
Matched peptides No.: [5]
Calculated Mr: 30835 Calculated pl: 4.87

Annotated PFF spectra:

Tons score 15 -10¥Log(P). where P is the probability that the observed match is a random event.
Individual ions scores = 31 mdicate identity or extensive homology (p<0.03).
Protem scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T 1
0 Ly 201 300 i) e} G
Protein Score




Matched peptide sequences: shown

51
101
151
201
251

MDPELTEVSD LFERFERALCWY
TPHATHELTL ARDIYEHAVL
PESQEYMILG LNLLELLVON
SFHEGAYNEYV LSAKQTVEYE
SDARCMILEFS SDDELLOYIN
QLINQTLSYA RELERIV

REDVDTGSNL
LEVEIGDODA
RIAEFHTELE
TYDYFMDLLA
EEHPEWEIEFN

Matched peptide information:

Start -

43
4

99

122 -

246

Cope)
4

Error
J,
®
-

End Chserved Mr(expt) Mr(calc) Pem
62 2234.1008 2233.0935 27233.1743 36
R 1607.8010 1906,.7937 1806.8577 35
115 1945.9922 1942,.9849 1943.0550 -36
143 2525.2039 2534.1966 2524.2883 -36
- 261 1849.9424 1844,9351  1844.9996 -35

.
o Ty

2000 22%0

2500
fazs (D)

in Bold Red

LSELEVHMLIG FRSLPPLFED
FEEDFFQLEF YYTDASGELP
LLSPTALENFP CIFHAVELED
ETVEDETAGC SEFAYDYLST
FVWVIFOKAKE SAPCEEIPSL

Miss Seguence
0 R.SLPPLFEDTPNATEELTLAR.D
! R.DFPQLEPYYTDASGR.L [Ions »

D R.LPPSSQEYMILGLNLLR.L [fons &

0 R.IAEFATELELLSPTALENPCIK.H

0 K.BIPSLQLINQTLSYAR. B (Ionhr mcor




Spot No.: 20
D24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold1222 175215.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.SVVRPFYYR.F; K.FADNQVDASVTLVLR.Y;
R.AALALVSYLPLPTNR.L

PFF Mascot score: [274] Sequence coverage %: [17]
Matched peptides No.: [3]

Calculated Mr: 23621 Calculated pl: 5.33
Annotated PFF spectra:

Tons score 1s - 10*Log(P), where P is the probability that the observed match is a random event.
Individual 1ons scores = 31 mdicate 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

T
100 200 300
Protein Score



Matched peptide sequences: shown in Bold Red

1 MASLLGRASH VINAASNVWE EAVEGVGHNAQ QEVANAVSNE SHNIVEDVASA
31 ATDIVEEALAE VVINVOQGEVY SAASNVVEEA ARGVGNIQEE VDDEEEDTLE

101
151
201

Matched peptide information:

Start - End Observed Mr (expt) Mr ({calc) ppm
143 - 151 1186.5686 1185.5613 1185.6295 -57
162 - 176 1647.7781 1646.7708 1646.8628 -56
199 - 213 1598.8372 1597.8299% 1597.9191 -56

R e

=

P ek

“

.

L
-5?' T T T T T T T T T T T T T T T T T T T 1

1206 1300 10 1506 1600
RMS error 56 ppm Mass (Da)

TLDIVOAALYV LALVSSSELY LEVEDESGPL EPGVDTAEVI IEKSVVREEYY
RFHDVENEVL EFADNOVDAS WTLVLRYAPPF VVEQVSIRAY SVARNAPRAA
LALVSYLPLEF THRLCELLSE DE

Miz= Seguence
1 K.SVVRPFYYR.F (Ions score 38)
0 K.FADNQVDASVTLVLR.Y (Icns score 130)
0 R.AALAIVSYLPLPTNR.L (Icns score 10&)



Spot No.: 21
D24 D24+E24 D48 D48+E48

I !

Accession No.: scaffold1222 175215.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.VVDNVQQGVVSAASNVVEEAAK.G;

K.YLDIVOQAALVLALVSSSK.L; K.SVVRPFYYR.F; K.IFADNQVDASVTLVLR.Y;
R.AALALVSYLPLPTNR.L

PFF Mascot score: [524] Sequence coverage %: [35]
Matched peptides No.: [5]
Calculated Mr: 23621 Calculated pl: 5.33

Annotated PFF spectra:

Tons score 1s -10*Log(P), where P 1s the probability that the observed match is a random event.
Indvidual ions scores = 31 indicate identity or extensive homology (p<<0.05).
Protein scores are denived from ions scores as a non-probabilistic basis for ranking protem hits.

MNumber of Hits

0 100 200 300 400 alele} (Sl
Protein Score




Matched peptide sequences: shown in Bold Red

1
51
101
151
201

HASLLGAASH VINAASHNVVE EAVEGVGHNAD QEVANAVSNE SHNIVEDVASSH
ATDIVEEAAK VVDNVOQCVY SAASNVVEEA AFGVGNICEK VDDEEEDTLE
YLDIVQAALYV LAIWVSSSFLY LEVEDESGPL EPGVDTAEVT IESVVREPEYY
RFHDVENEVL EFADNOVDAS VTLVLREYAPP VWVEQVSTRAY SVARNAPRAA

LALNVSYLPLP THRLCELLSE DE

Matched peptide information:

Start
61
mm
143
162

199

End Observed  Mr(expt) Mr{calc)
82 2212,9900 2211,9507 2212,133%

18 1889, 9652 1888, 9579 1889.087)

151 1186.5707 1185.5634 1185.6295

176 1647. 7740 1646.7667 1646.5628

213 15968350 1597.8277 1597.910
g i g g g g et e M S LR

- : :
1620 1600 1600 2000 2200

Ppn
-6
-69

13
~-38
-57

Miss Sequence

0
0

0
0

K. VVONVOOQGVVSAASNVVEEAAK, G 1

K. YLDIVOAMIVLALVSSSE. |

K. SVWRPFYYRL.F |Ions

K. PADNQUVDASVTLVLE. Y
ROAALALVSYLPLPTNR. L

icoze 181}




Spot No.: 22
D24+E24 D48 D48+E48

Accession No.: scaffold2538 3915.mRNA1

Plant species: Hevea brasiliensis
Protein name: REF/SRPP-like protein At3g05500

Peptide sequences: KAGPLKPGVETVEGTVK.S; K.AEQCAVTAWR.R;

R.RLNQLPLFPQVAQVVVPTAAYCSEK.Y; R.VSSYLPLVPTER.I

PFF Mascot score: [267] Sequence coverage %: [25]
Matched peptides No.: [4]
Calculated Mr: 27100 Calculated pl: 6.36

Annotated PFF spectra:

lIons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual 1ons scores = 31 indicate identity or extensive homology (p<0.03).
Protemn scores are derived from ions scores as a non-probabilistic basis for ranking protemn hits.

Number of Hits

T 1
1600 200 300
Protein Score



Matched peptide sequences: shown in Bold Red

a1
101
151
201

MAEGEGNVNM QQOMENEEEE RLEKYLEFVQV AVIHAVVIFT NLYLYAKEKA
GPLEPGVETV EGTVESVVGE VYYKFHDVEN EVLKFVDRKV DESVISLDSR
VEPVVKQVSA QAYSVAREAP VAARAVASEV HQSGVKETAS GLAKTLYTKY
EPKAKELYSK YEPKAEQCAV TAWRRLNQLP LFPQVAQVVV PTAAYCSEKRY
NQTVLSTFEK GYRVSSYLPL VPTERIAKVF SDDVAQSMPL VS5

Matched peptide information:

Start
50

165 -

175
214

- Bnd Observed Mr (axpt) Mr (cale) Py Miss Sequence
&5 1581.8340 1580.8267 1580.8774 32 1 K.AQPLRPOVETVECTVR.S (lons scoxe 8
174 1191.5222 1190.%14% 1190.3302 -39 0 XE.AEQCAVTANR.R (lons sco 55)
- 199 2028.4136 2827 .4063  2027.5055 -39 1 R RLNQLPLFPQVAQUWVRTAAYCSEK.Y  (lon
225 1360.7096 1359.7023 1359.7398 28 0 R.VSSYLPLVPTER.I (Ions score S4)
..............................................
T Y Y r v T ™ Y T Y u Y Y 1
b 2000 250



Spot No.: 23

D24 E24 D24+E24 D48 D48+E48

E48
| :

Accession No.: scaffold1222 175215.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.DVASAATDIVEEAAK.V; RAALALVSYLPLPTNR.L;

K.VVDNVQQGVVSAASNVVEEAAK.G; K.SVVRPFYYR.F; KFADNQVDASVTLVLR.Y;

PFF Mascot score: [483] Sequence coverage %: [34]
Matched peptides No.: [5]
Calculated Mr: 23621 Calculated pl: 5.33

Annotated PFF spectra:

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

= T
faloy]
Protein Score

T T T T T 1
300 400



Matched peptide sequences: shown in Bold Red

1 MASLLGAASN VINAASNVVE EAVEGVGNAD CQEVANAVSNE SNIVEDWVASA
31 ATDIVEEAAF VVDNVQQGVY SAASNVVEEA ARGVGHIQEE VDDEEEDTLE
101 YLDIVOAALWV LALVSSSKELY LEVEDESGPL EPGVDTAEVI IESVVRPEYY
151 RFHLDVPNEVL EFADNQVDAS VTLVLRYAPP VVEQVSTRAY SVARNAPRAA
201 LALWVSYLPLEF THERLCELLSE DE

Matched peptide information:

Start -~ End Gbaerved Mr (expt) Mr{calc) PP Miss Segoence
46 &0 1489.6531 1468.64098 1488.7307 2 0 K.DVASAATDIVEEAAR.V {Iona scoxs 83)
61 82 2212.9B85 2211.5012 2212.1333 69 0 FE.VWDNVOQOQOVVSAASRVVEEAAR.G (I
143 - 131 1106 .0966T7 1100.335%84 1185.6255 -39 1 K.SVVRFFYYR.P (Zons -
162 - 176 1647.7722 1646.7649 16406.8520 -39 0 K.PADNJQVDASVTLVLR.Y
19% - 212 1998.8346  1597,0273 1597.9181 -57 0 R.AALALVEYLPLPTNR. L
_§ e
&
-
D e
\J T v Y T T T T
1200 L1800 1600 1800 2000 2200



Spot No.: 24
D24 D24+E24 D48 D48+E48

b A

Accession No.: scaffold1222 175215.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.SVVRPFYYR.F; K.FADNQVDASVTLVLR.Y;
R.AALALVSYLPLPTNR.L

PFF Mascot score: [277] Sequence coverage %: [17]
Matched peptides No.: [3]
Calculated Mr: 23621 Calculated pl: 5.33

Annotated PFF spectra:

Tons score is -10¥Log(P). where P is the probability that the observed match is a random event.
Indvidual ions scores = 31 mdicate identity or extensive homology (p<0.03).
Proten scores are derived from ions scores as a non-probabilistic basis for ranking protemn hits.

Number of Hits

T
1000 200 300
Protein Score



Matched peptide sequences: shown in Bold Red

1 MASLLGAASHN VINAASNWVWE EAVEGVGNAD QEVANAVSHNE SHNIVEDVASR
31 ATDIVEEAAK VVINVOQGEVY SAASNVVEEA ARGVGNIQEE VDDEEEDTLE
101 YLDIVOAATLW LALVSSSKELY LEWVEDESGPL EKPGVDTAEVI IESVVREEPFYY
151 RFHDVPNEVL EFADNOWVDAS VTLVLEYAPE VVEOVSTRLY SVARNAPRAA

201 LAILVSYLFLP THNRLCELLSE DE

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppm
143 - 151 1186.5507 1185.5434 1185.6295 -73
162 - 176 1647.7527 1646.7454 1646.8628 -71
199 - 213 1598.811% 1597.5046 1597.9191 -T2

=

B P

P

=]

=72 e e e e o

[}

B
T T T T T T T T T T T T T T T T 1
1200 1300 1400 1500 16

RM3 error 71 ppm Mass (Dal

Mi== Seguence

1 K.SVVRPFYYR.F (Ions =score 42)
0 FK.FADNQVDASVTLVLR.Y (Ions score 142)
0 R.AALAIVSYLPLPTNR.L (Icns score 93)



Spot No.: 25
D24 D24+E24 D48 D48+E48

Accession No.: scaffold0086_1407649.mRNA1

Plant species: Hevea brasiliensis
Protein name: Glutathione S-transferase L3

Peptide sequences: K.IHLVPLNLQSR.P; K.YLDSNFEGQSLLPDDPAK K;

K.YLDSNFEGQSLLPDDPAKK.E; K.EFAEELFSYTDTFNK.T;
K.EAGPAFDYLENALHK.F; K.FDDGPFLLGQFSLVDIAYIPFVER.F;
R.FQIFLSEVFK.Y; K.YDITAGRPK.L; K.LAAWIEEINK.L

PFF Mascot score: [426] Sequence coverage %: [24]
Matched peptides No.: [9]
Calculated Mr: 53345 Calculated pl: 5.95

Annotated PFF spectra:

Tons score 1s -10*Log(P), where P 15 the probability that the observed match i1s a random event.
Indmidual 1ons scores = 31 indicate identity or extensive homology (p<<0.05).
Protein scores are denived from ions scores as a non-probabilistic basis for ranking protem hits.

MNumber of Hits

100 2000 300 i)
Protein Score




Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451

HMARLOGLODE
LIEKYLDSNFE
AGPAFDYLEN
ITAGRPFLAA
LEPFVLLDPTAE
LNLOSREPAWY
PEDPAFEEFL
DDGPFLLGOE
NEIEAYKOTE
QLCORFVVSW

THLVPLNLQS
GQSLLPDDEPA
ALHEFDDGEF
WIEEINFLGA
QFPFLEFDGTIR
GEEVYPPHEV
EELLAYSDTF
SLVDIAYIFF
IDPEENVELF
W

RESWYGEEWVY
FFEFAEELFS
LLGOQFSLVDI
TEQTETDPEE
LYIAYICPEYL
PSLEANGKII
NEIVFISFEG
VERFHVFLLE
FERFLATOYR

Matched peptide information:

Start - End Obye rved MNr {expt) Mri{calc) prm
11 21 128%9.85168 1288.8445 1288,7615 64
o4 - 2005.0730 2000.0677 2007.9%423 62
94 - 72 Z137,1724  2136.1651 2136,0378 &0
73 -« 87 1040,9390 1839.9317 1839.8203 61
100 114 1674.9232 1673.9159 1673.8045 6E
115 - 130 2758 .9637 2757.5564 2757.4004 55
139 - 140 1257.7400  1256.7407 1256, 6005 an
149 - 157 1020,6074 1019.6001 1019,5400 5%
158 167 1186.7015 1185.6942 1165.6393 45

- 1

&

AL S| Dt 5t W . .0 s e 0, BN 8 o e, Bl o o 8

4

W
%0

iy T T T T ' g 2 PSS T T T T T T . g ]
2000 200

SVNRVPALEH
YTDTFNETVF
AYIPFVERFQ
LVEFYKKRIL
CRVWIIRNYK
GESLDLIKYL
DPAKEAGEAF
VFKYDIIAGR
RMGCALIRRK

Mizs Sequencs
0

U K.YLDSKFEOQSLLPDDFAK.K
1 K, YLDSKFEGQSLLEDDPAMK. &
0 K, RPAEELPSYTDTPNK,T (Ign

D ¥.BAOPAPDYLENALEK.¥ (Icna
0 X.YDDOPPLLOQPSLVDIAYIFFVER.

0 R, PQIFLSEVIK
1 K. YDITAGRPR.1
0 N, LAANIEEINK.

K.IHLVPLNIQSR. P (Iona s=c

NGEIIGESLD
TSFEGDVAFE
IFLSEVFEXYD
GHLDESVEPEE
GLODEIELIP
DSNFEGQSLL
DYLENALHEF
PELEAWTEET
LERQCFIGLDE

Y

L




Spot No.: 26

D24+E24 D48 D48+E48

Accession No.: scaffold0181_54255.mRNA1

Plant species: Hevea brasiliensis
Protein name: Proteasome subunit alpha type-3

Peptide sequences: R.HSGMAVAGLAADGR.Q;

K.SEATNYESVYGEPIPVNELAGR.V; R.DGPQLYMIEPSGISYR.Y;
K.AFELEMSWVCDESKR.L

PFF Mascot score: [412] Sequence coverage %: [26]
Matched peptides No.: [4]

Calculated Mr: 27595 Calculated pl: 6.11
Annotated PFF spectra:

TIons score 15 -10*Log(P), where P is the probability that the observed match 15 a random event.
Individual 1ons scores = 31 ndicate identity or extensive homology (p=0.03).
Protemn scores are denived from 1ons scores as a non-probabilistic basis for ranking protem hits.

Number of Hits

T T T T T T T T T T T T T T T -|_|
200 300 i)
Protein Score




Matched peptide sequences: shown in Bold Red

31
101
151
201

MS5IGIGYDL SVITFSPDGE VEQIEYARED
EFLIASFMMI. PGSHNRRIHSV HEHSGMAVAG
SVYGEPIFVN ELAGRVASYV HLCTLYWWLE
IEPSGISYRY FGAATGEGED RAARTEIEKLE
HDEARDKAFE LEMSWVCDES FRLAQEVPDE

Matched peptide information:

Start -
S -
94 -

144
200

trroc (ppm?
o

Chserved

Mr (expt) Mr {calc) ron
ae 1312.6466 1311,63%3 1311.63%4 3
115 2395.1338  2354.,1265 2394.1339 5
159 1825.8751 1824 ,.8678 1624.8716 -2
222 1886.68341 1B83,8B268 1885.8338 ‘
T J T T ' -l L T T 1
1a00 1600 1800 2000 2200 2000

Hass (Da)

VONSGIVIGI
LAADGROTIVA
PFGCGVILGE
LSEMICREGV
LLEEAFARAR

Miss Sequence

0 R.HSOMAVACLAADGOR.Q

FCEDGIVMGEV
RAKSEATNYE
YDRDGPQLYM
TEVAKITYEV
TALEEMDAD

0 K. SEATNYESVYGREPIPVRELAGE.V

0 R.DGPQLYMIRPSGISYR.Y

1 FR.AFELENSWVCDESRR.L (Ic




Spot No.: 27

D24 D24+E24 D48 D48+E48

Accession No.: scaffold1222 175215.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.GVGNAQQEVANAVSNPSNIVK.D;

K.VVDNVQQGVVSAASNVVEEAAK.G; K.SVVRPFYYR.F; KFADNQVDASVTLVLR.Y;
R.AALALVSYLPLPTNR.L

PFF Mascot score: [467] Sequence coverage %: [36]
Matched peptides No.: [5]
Calculated Mr: 23621 Calculated pl: 5.33

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 indicate identity or extensive homology (p=0.03).
Protein scores are denved from ions scores as a non-probabilistic basis for ranking protem hits.

Mumber of Hits

T T T T T T T T T 1
100 200 300 400 falald]
Protein Score




Matched peptide sequences: shown in Bold Red

1 MASLLGAASHN VINAASHNWVWE EAVEGVGNAD QEVANAVENP SNIVELDVASAR

51
101
151
201

Matched peptide information:

Start - Bnd Obaarved Mr (expt) Mr (cale)
25 - 45 2006.0068 2094.99953 2095.0658
(3 82 2213.0996 2212.0523 2212.133%
183 151 1186.5925 11B5.85832 1185.6293
162 176 1647.0125 1646.80532 1646.0620
199 - 213 1590 8693 1597.8620 1597,.9191
E & O B O IR D RO S s SR g LS
3
5 B T e
“37 et T T T T T T v
1400 1500 1900 2000 2000

Masz (Da)

P
33
N
37

-35
-26

ATDIVEERAAK VVDNVOQCVY SAASNVVEEA AFGVGHNICEEK VDDEEEDTLE
YLDIVORALY LALWVSSSELY LEVEDESGPL EPGVDTAEVT IESVVRPEFYY
RFHDVENEVL EFADNOVDAS VTLVLREYAPP VWVEQVSTRAY SVARNAPERAA
LALNVSYLPLP THRLCELLSE DE

Miss Sequence

a
a
1
a
a

W.OVONAQOEVANAVSNPSNIVE.D (Ions
.VVDNVOQOVVSAASNVVERAAR . 0
K.SVVRFFYYR.F (Iona
K. FADNQVDASVTLVLE. Y
H.AALALVSYLPLPTNR. L

score 3§}
score 153)

score 106)

(Ions

(I1ons



Spot No.: 28
D24 D24+E24 D48 D48+E48

-
-
.

Accession No.: scaffold0135_1578719.mRNA1
Plant species: Hevea brasiliensis
Protein name: Probable glutathione S-transferase

Peptide sequences: K.YEYREEDLR.N; K.SPLLLQMNPVHK.K;

R.FWADFIDK.K; R.FWADFIDKK.l; KVYEFVLVLK.K

PFF Mascot score: [192] Sequence coverage %: [17]
Matched peptides No.: [5]
Calculated Mr: 25563 Calculated pl: 6.23

Annotated PFF spectra:

Tons score 1s -10*Log(P), where P 1s the probability that the observed match is a random event.
Indvidual ions scores = 31 indicate identity or extensive homology (p<<0.05).
Protein scores are denived from ions scores as a non-probabilistic basis for ranking protem hits.

MNumber of Hits

T T T o  E— 1
0 40 a0 120 160 200

Protein Score



Matched peptide sequences: shown in Bold Red

1 MAEEVILLDF WSS5PFGMEVE IALAFKGVEY EYREEDLRNE SPLLLOMNEV
51 HEEKIPVLIHN GEPICESLIA VOYVDEVWED KSPLLPSDEY QRAQARFWAD
101 FIDEEIYDIG REIWITKGDE QEARKFEFIE ALKLLEGELG NEPYFGGESM
151 GYVLDWVALIPF YSWEFYAYETC GNFSIEPECP VLIAWAKRCL QKEESVSESLE
201 DPOEVYEFVL VLEEEFGIE

Matched peptide information:

Start - End Observed Mr (expt) Nr (cale) e Mias Sequence
30 - 38 1272 ,6660 1271.6552 1271.5732 64 1 K.YEYREEDIR.N {Ions score 48
41 - 52 1392.0492 1391.8419 1391.7598 5% U K. SPLLLOMNPVHE . K Oxidat
7 104 1041.5602 1040.3529% 1040.4967 -1} 0 R.PMHADFIDK.XK |Ion
7 - 109 1169,.6600 1160.6615 1168,.5917 &0 1 R.IWADFIDNK, I
205 213 1109,7219 1108.7T146 1108.6532 a5 0 K.VYEFVLVLE.X

Error (ppm)

ge 47)



Spot No.: 29
D24+E24 D48 D48+E48

Accession No.: scaffold0135_1578719.mRNA1
Plant species: Hevea brasiliensis
Protein name: Probable glutathione S-transferase

Peptide sequences: K.YEYREEDLR.N; R.FWADFIDK.K; R.FWADFIDKK.I;

K.VYEFVLVLK.K

PFF Mascot score: [185] Sequence coverage %: [12]
Matched peptides No.: [4]
Calculated Mr: 25563 Calculated pl: 6.23

Annotated PFF spectra:

[ons 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).
Protemn scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumber of Hits

- T T T T T T T -_l
40 g0 120 160 200

Protein Scare



Matched peptide sequences: shown in Bold Red

31
101
151
201

MAEEVILLDEF WS5PFGMEVE IALAREGVEY EYREEDLENE SPLLLOMNEV
HEFKIPVLIHN GEPICESLIA VOYVDEVWED ESPLLESDPY QRACARFWAD
FIDEKIYDIG EEIWITEGDE QEARKKEFIE ALKLLEGELG NEPFYFGGESM
GYVDVALIPF YSWEYAYETC GNFSIEPECE VLIAWAKRCL QEESVSESLE
DEQEVYEFVL VLEEEFGIE

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) Ppm Mi== Sequnence
30 - 38 1272.6244 1271.6171 1271.5782 31 1 E.YEYREEDLR.N (Ions score 28)
97 - 104 1041.4972 1040.4899 1040.4567 -7 0 ER.FWADFIDE.K (Ions score &l)
87 - 105 116%.5955 1168.5882 1168.5917 -3 1 R.FWADFIDEK.I (Ions score 546)
205 - 213 1109.6362 1108.6289% 1108.6532 -22 0 E.VYEFVLVLE.K (Ions score 41)
B B -
“
Q
I
w
-23 T T T T T T T T T T T T 1
160 1060 1120 1160 1200 1240 1250

FMS errar 19 ppm Mazs (Dal)



Spot No.: 30
D24 D24+E24 D48 D48+E48

Accession No.: scaffold0135_1578719.mRNA1

Plant species: Hevea brasiliensis

Protein name: Probable glutathione S-transferase
Peptide sequences: K.YEYREEDLR.N; R.FWADFIDKK.I

PFF Mascot score: [110] Sequence coverage %: [8]
Matched peptides No.: [2]

Calculated Mr: 25563 Calculated pl: 6.23

Annotated PFF spectra:

Tons score is -10¥Log(P), where P is the probahility that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p<0.03).
Proten scores are denved from ions scores as a non-probabilistic basis for ranking protem hits.

Mumber of Hits

T T T q T T T '_|
40 e a0 100 120
Protein Score




Matched peptide sequences: shown in Bold Red

51
101
151
201

MAEEVILLDF W55PFGMEVE IALAEKGVEY
HEKIPVLIHN GEPICESLIA VOYVDEVNED
FIDEEIYDIG REIWITEGDE QEAARKEFIE
GYVDVALIPF YSWEYAYETC GHNFSIEPECE
DECEVYEFVL VLEEKFGIE

Matched peptide information:

EYREEDLRNE
KSPLLESDFY
ALKLLEGELG
VLIAWAKERCL

Start - End Observed Mr (expt) Mr (calc) PRm
30 - 38 1272.5231 1271.5158 1271.5782 —-49
97 - 105 1169.5366 1168.5293 1168.5917 -53
H
B L
[ R e e e T
.
.
e g
e
T T T T T T T T T T T T 1
1160 1180 1200 1220 1240 1260 1280

RMS error 51 ppm Maz= (Dad

Mis=s Sequence
1 FKE.YEYREEDLR.N
1 R.FWADFIDEK.I

SPLLLOMNEV
CRAQARFWAD
NEEFYFGGESH
QEESVSESLE

(Ions score L50)
(Ions score 6l)



Spot No.: 31
D24+E24 D48 D48+E48

Accession No.: scaffold1222 60641.mRNA1
Plant species: Hevea brasiliensis
Protein name: Small rubber particle protein

Peptide sequences: K.DISGPLKPGVDTIENVVK.T;

K. TVVTPVYYIPLEAVK.F ; K.IFVDKTVDVSVTSLDGVVPPVIK.Q;
K.QVSAQTYSVAQDAPR.I; R.IVLDVASSVFNTGVQEGAK.A; K.ALYANLEPK.A;
K.AAEQYAVITWR.A; R.ALNKLPLVPQVANVVVPTAVYFSEK.Y;
K.LPLVPQVANVVVPTAVYFSEK.Y; K.LPLVPQVANVVVPTAVYFSEKYNDVVR.G;
R.VSSYLPLLPTEK.I

PFF Mascot score: [739] Sequence coverage %: [74]
Matched peptides No.: [11]
Calculated Mr: 22331 Calculated pl: 4.80

Annotated PFF spectra:

Tons score 1s - 10*Log(P), where P is the probability that the observed match is a random event.
Individual 1ons scores = 31 mdicate 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

y T T T T T T T T T T T T T T q_|
280 alely} Fa0
Protein Score




Matched peptide sequences: shown in Bold Red

1 MAEEVEEERL EYLDFVRAAG VYAVDSFS5IL YLYAFDISGP LEPGVDTIEN

31 VWETVVTEVY YIPLEAVEFY DETVDVSVTS LDGVVEEVIE QVSAQTYSVA
101 QDAPRIVLDWV ASSVENTGVD EGAFKALYANL EFFAEQYAVI TWERALNELEL
151 VEQWVANVVVE TAVYFSEEYN DVVRGITEQG YEVSSYLPLL PTEEIIEVEG
201 LDEAS

Matched peptide information:

Start - End Observed Mr (expt) Mr {calc) roa Miss Sequence
36 - 43 1001,0472 1000.03%9  1000.0255 5 1 K.DISGPLEPGVOTIENVWE.T (lonz scozs 214)
54 - 68 1691.9594 1690.9521 1600.9546 1 0 K.TVTPVYYIPLEAVE.F (lcns score €8)
69 - %0 2314.2991 2313.2910 2313.2002 1 I K.FVOKTVDVSVTSLDOVVERVIK.Q (If
91 - 104 1620.8217 1619.8144 1619,7903 15 0 K.QVSAQTYSVAQDAPR.T (Isns s
106 - 124 1334,0342 1933.026% 1533.0137 & 0 R.IVLDVASSVPNTOVQEOAK.A (Ions score 113}
129 - 135 1016.9529 3017.545%6 1017.5898 -4 0 K. ALYANLEPK.A (Jons scoce 44)
134 - 143 1236.6542 1235.6469 1235.6299 14 0 W.AEQYAVITWR.A [Icns score 88)
144 - 168 2696.54%0  2695.5425 2695.5919 1 1 RALNKLELVPQVANVWWIFTAVYFSEK.Y  |lonis mcorne 841
148 - 168 2270.2610 2269.2537 2269.2722 8 0 K.LPLVPQVAMVVVETAVYPSEK.Y (Ions score 16)
140 - 174 3016, 6633 J019.6560 J015.6434 ) 1 K LELVEQVANVVWETAVYPSERYNDVWR .0 (]
163 - 194 1346, 7416 1345.7343  134%5.7493 13 0 R.VSSYLPLLPTER.J (Ions score 29)




Spot No.: 32
D24 E24 D24+E24 D48 E48 D48+E48

| N ' : |

Accession No.: scaffold1222 100110.mRNA1

Plant species: Hevea brasiliensis

Protein name: Rubber elongation factor protein

Peptide sequences: K.SGPFKPGVNTVESR.F; RRVDAYVTVLDR.I
PFF Mascot score: [112] Sequence coverage %: [14]
Matched peptides No.: [2]

Calculated Mr: 19612 Calculated pl: 5.28

Annotated PFF spectra:

Ions score 15 - 10*Log(P), where P is the probabulity that the observed match 15 a random event.
Individual 1ons scores = 30 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

—
i ] a0 16 120
Protein Score




Matched peptide sequences: shown in Bold Red

1 MAEE

151 GAARAVASYL PLHTERLSEV LYGDG

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) PRm
83 - 96 1474.6901 1473.6828 1473.7576 -51
122 - 132 1306.6473 1305.6400 1305.7041 -49
2
o
e
1
o
T I
w
B it
T T T T T T T T T T T T T T T T T
1300 1350 1t 1450

RFMS error 49 ppm Mazs (Dar

EEEVNI QEEANEGEEN POEEANICQEE THEGEENICQCE EANICEE
51 EEESLEYLDF VOAATVYARA SFSKLYLFAE DESGPFEPGV
101 VEPVYNEFQP VENEVLEFAD EEVDAYVTVL DRIVPPIVER

Mi== Segunence
KE.SGPFEPGVNTVESR.F (Ion= score 57)

1
1

R.EVDAYVTVLDR.I

ANE

NTVESRFESV
ASTORAYSVAP

(Ions score 55)



Spot No.: 33
D24 E24 D24+E24 D48 E48 D48+E48

LN LA}

Accession No.: scaffold0959 355995.mRNA1

Plant species: Hevea brasiliensis

Protein name: Probable glutathione peroxidase 2
Peptide sequences: KAEFPIFDK.I; K.GGLFVDAIK.W

PFF Mascot score: [111] Sequence coverage %: [8]
Matched peptides No.: [2]

Calculated Mr: 22791 Calculated pl: 8.29

Annotated PFF spectra:

Ions score is -10*Log(P), where P is the probability that the observed match 1s a random event.
Indvidual ions scores = 31 indicate identity or extensive homology (p=0.03).
Protemn scores are denved from ions scores as a non-probabilistic basis for ranking proten hits.

25 -

20

15

Number of Hits

10 3

—

Protein Score

0 a0 1o



Matched peptide sequences: shown in Bold Red

1 MHFTHNWVSLA FLVFAVLLEY SYQOTPLFFS55 RENMACQCESPES IYDFTIVEDIO
51 GWOWVSLSEYS GEVLLIVHNVA SECGFTQSHY EELNVLYEEY ENOGFEILAF
101 PCHQFAGOEER GSMNEEIQEVA CTMFEAEFPI FDEIEVNGEN TAPLYEYLES
151 EEGGLFVDAT FWNFTEFLVN EEGEVVERYA PITSPLEIEE DIQNLLGSS

Matched peptide information:

Start - End Observed Mr (expt) Mr ({calc)

PRm Miss Segquence
126 - 133 966.5029 965.4956 965.4858 10 0 EK.AEFPIFDE.I (Ions score 55)
153 - 161 919.5311 918.5239 918.5175 T 0 K.GOLFVDAIK.W (Ions score 57)
T L e e
o
=
I i i
=1
Z
T e
e
T T T T T T T T T T
az0 ] Sy S50 L]

RAS error 8 ppn Mazs cDa)



Spot No.: 34
D24+E24 D48 D48 +E48

Accession No.: scaffold0427_434785.mRNA1
Plant species: Hevea brasiliensis
Protein name: Superoxide dismutase [Mn], mitochondrial

Peptide sequences: K.HHQTYVTNFNTALEQLNDAMEKGDPAAVVK.L ;

R.EGGGEPPHSSLGWAIDTDFGSLEK.L; K.INAEGAALQGSGWVWLALDK.E;
K.KLVVETTANQDPLVTK.G; K.INVRPDYLK.N; K.YASEVYAK.E

PFF Mascot score: [356] Sequence coverage %: [45]
Matched peptides No.: [6]
Calculated Mr: 26153 Calculated pl: 7.82

Annotated PFF spectra:

Tons score 15 -10*Log(P). where P is the probability that the observed match is a random event.
Indvidual ions scores = 30 mdicate identity or extensive homology (p<0.03).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protemn hits.

Number of Hits

T T T T T T T T T T T T T T
100 200 300

Protein Score



Matched peptide sequences: shown in Bold Red

1 MALRSLVARE TISSAFEAAT GLELGQLREGI QTYSLPDLPY DYGALEPVIS
51 GETMQLHAHOE HHQTYVINFN TALEQILNDAM EEFGDPAAVVE LOSATEFNGG
101 GHVNHSIFWE NLAPVEEGGG EFPFHSSLGWA IDTDFGSLEE LICEINARGA
151 ALQGSGWVWL ALDEELEFLV VETTANQDPL VTEGPSLIPL LGIDVWEHAY
201 YLOYFNVEPD YLENIWEVMN WEYASEVYAR ECPSS

Matched peptide information:

Start - End Obsarved Mr (expt) Mr(oalo) Ppea Miss Segoenoe
61 - S0 3342.5107 3341.5034 J340.6146 266 1 K. EEQTYVTHPNTALEQILNDAMERTIDPAAVVE. L 2)
117 - 140 P406.0547 248E5.0474  2405.1398 -37 0 R BGOGEPPASSLOWAIDTORGSLEX. L
140 - 164 2055.0100 2058,0027 2050.0047 -39 0 K.INAEGAALQOSOWVNLALDK.E (I
168 183 1755,.8998 1754.8925 1754.9778 49 1 R.ELVWETTANQOPILVTK.C 4
206 - 2102 1004.3160 1003.3007 1003.5451 -30 1 XK. NVRFDYLK.N (iona
223 230 930.4247 929.4175 229.4494 34 0 R.YASEVYAR.E (lons
- 3
b it cneasassmasnnis
3
E 100 . G B e e N ek i o A s
5§
D Becncciciiiiiiiiaiitinaiintssinttatttaasnnanaas
4 .S -
¥ T T T T T T T T T T T 1
800 1200 1600 2000 2400 00 1200



Spot No.: 35
D24+E24 D48 D48+E48

Accession No.: scaffold1222_ 100110.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.YLDFVQAATVYAR.A; K.SGPFKPGVNTVESR.F;

K.SVVRPVYNK.F; R.RVDAYVTVLDR.I; RVDAYVTVLDR.I; R.ASIQAYSVAPGAAR.A

PFF Mascot score: [507] Sequence coverage %: [34]
Matched peptides No.: [6]
Calculated Mr: 19612 Calculated pl: 5.28

Annotated PFF spectra:

Tons score 15 -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 mdicate 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

m T T T T T T T T T —
4] 100 200 00 400 00

Protein Score



Matched peptide sequences: shown in Bold Red

1 MAEGEEEVNI QEEANEGEEN PQEEANIQEE THNEGEENIQE EANIQEEANE
31 EEESLEYLDF VQAATVYARL SFSELYLFAEK DESGPFEPGY NTVESRFESV
101 VEFVYNEFQF VPNEVLEFAD EEVDAYWVTVL DRIVPPIVEER ASIQAYSVAP

151 GAARAVASYIL PLHTERLSEN LYGDG

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc)
57 - &9 1516.7640 1515.7567 1515.7722
83 - 96 1474.7479 1473.7406 1473.7576
99 - 107 1061.5902 1060.582%9 1060.6029
122 - 132 1306.6814 1305.6741 1305.7041
123 - 132 1150.5931 1149.5858 1149%9.6030
141 - 154 1361.6993 1360.6920 1360.7099
T T LT TP
=
=3
=
L R A b L CE T
=1
=
P
w
B I e e
T T T T T T T T T T T T T T T T T T T
1400 1200 1300 1400

RMS error 15 ppm

Mazs (Dal

ppm
-10
-12
-19
-23
-15
-13

Mi== Seguence

0

1
1
1
o
o

E.YLDFVQAATVYAR.A
K.SGPFEPGVNTVESR.F

(Ions =score 108)
(Ions =core 113)

E.SVVREVYNE.F (Ions score 28)
R.EVDAYVTVLDR. I (Ions score 72)
R.VDAYVTVLDR.I (Ions score 87)

R.ASIQAYSVAPGAAR . A

(Ions =score 9%5)



Spot No.: 36
D24+E24 D48 D48+E48

Accession No.: scaffold0625_591792.mRNA1

Plant species: Hevea brasiliensis
Protein name: Translationally-controlled tumor protein
homolog

Peptide sequences: K.EIHNGILWEVEGK.W; R.EGATDPTFLYFAYALK.E;

K.WVVQGAVDVDIGANPSAEGADEDEGVDDQAVK.V; K.VVDIVDTFR.L;
R.LQEQPAFDKK.Q; K.LSDLQFFVGESMHDDGSLVFAYYR.E;

PFF Mascot score: [376] Sequence coverage %: [61]
Matched peptides No.: [6]

Calculated Mr: 19156 Calculated pl: 4.47
Annotated PFF spectra:

Ions score 1s -10*Log(P), where P is the probability that the observed match 1s 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

————————
100 200 jjele] 400

Protein Score




Matched peptide sequences: shown in Bold Red

1 MLVYQDLLIG DELLSDSFEFEY EEIBENGILWE VEGEWWVWVQGA VDVDIGANES
51 ARGADEDEGWV DDQAVENVDI VDTFELQEQE AFDEEDEVIY MERFIELLTE
101 ELDEEEQESE FENIEGATEF LLSELSDLOF FVGESMHDDG SLVFAYYREG
151 ATDPTFLYFA YALEEWVEC

Matched peptide information:

Start - End Obxerved Mr jexpt) Mr|cala) e Minn Seguence
R - 34 1529, 7297 1822.7304  1922.77T80 -3 N E.RINNGIAMEVEGK W (lons scoze 38)
35 - 66 255,273 I254.0600 3254, 4852 -a7 0 K. WYVRGAVEVDIGANESARGADEDEGVROQAVE.V  (Iony gcore 21
7 - 73 1063, 9427 1062.9394 10462.5710 - 0 K.VWDIVDTIFR.L (ipne asox= 40)
76 - 83 1203.983% 1202.9866 1202.625% ~36 1 N LQEQPAFDRX.Q (Ions acore 16
123 - 140 2756.1536 2759.1863 2755.2501 -37 0 ¥.LSDLOQFFVGESMEDOGSLVPAYYR.
145 - 164 1806.0230 1805.0157 1805.687%6 ~40 0 S EGATDFTPLYPAYALK.E (Ions score
£
4
B L PR
-0 T — T T T
2000 2e00 B0 o)

Mace (Du)



Spot No.: 37
D24+E24 D48 D48+E48

Accession No.: scaffold3444 7763.mRNA1

Plant species: Hevea brasiliensis
Protein name: Elicitor-responsive protein 3

Peptide sequences: M.PLGTVEVLLVGAK.G;
K.GLENTDFLNGVDPYVVLACR.T; K.FSFEVSDGDTELTLK.I

PFF Mascot score: [190] Sequence coverage %: [34]
Matched peptides No.: [3]
Calculated Mr: 15249 Calculated pl: 4.06

Annotated PFF spectra:

Tons score is -10*¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p=20.03).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

G0 120 160 200
Pratein Score




Matched peptide sequences: shown in Bold Red

1 MPLGTVEVLL VGAFKGLENTD FLHNGVDPYVV LACRTOECQES SVASGEGSEP
51 EWNEEFSFEV SDGDTELTLE IMDSDVGARZD DFVGEATIFL EFLFLEGHLE
101 STAYENVVEEDQ EYEGEITVGL TFTPEVEMDN VGVDGYDFEL

Matched peptide information:

Start - End

Observed Mr (expt) Mr{calc) ppn

2 - 14 1285,.7573  1294.,7500 12%4.7060 -28

15 24 2202.1482 2251.1405 2251.0943 2%

56 - 70 1687.7842 1686.7769 16086,7989 -13
-é L e
B 0 Frvrrreerriccrsssrerccrrvserterrrarrraeecnenras
. R SRR PR, S 2, Sy S R SN S GO S SR S =
.l T T T T T T T T T T T 1
12% 1%00 1m0 2000 229%

Mazs (Da)

Miss Sequence
0 M.PLGTVEVLLVGAK.G (lons sco
0 K.GLENTDFLNGVDEYVVLACR.T
0 K.PSFEVSDOGDTELTLE. I

(Icas -



Spot No.: 38
D24+E24 D48 D48+EA48

Accession No.: scaffold3444 7763.mRNA1

Plant species: Hevea brasiliensis
Protein name: Elicitor-responsive protein 3

Peptide sequences: M.PLGTVEVLLVGAK.G;

K.GLENTDFLNGVDPYVVLACR.T; K.FSFEVSDGDTELTLK.I;
K.GEITVGLTFTPEVEMDNVGVDGYDFR.L

PFF Mascot score: [446] Sequence coverage %: [52]
Matched peptides No.: [4]
Calculated Mr: 15249 Calculated pl: 4.06

Annotated PFF spectra:

Tons score 15 -10*Log(P). where P is the probability that the observed match 15 a random event.
Individual ions scores = 31 mdicate identity or extensive homology (p=0.05).
Protem scores are derived from i1ons scores as a non-probabihstic basis for ranlang protem hits.

MWumber of Hits

.
T T T T T 1T T T T T T T T T T T T T [ T1
1o 200 F00 4o

Protein Score




Matched peptide sequences: shown in Bold Red

1 MPLGTVEVLL VGAEGLENTD FLNGVDEYVWV LACRTCQECQES SVASGEGSEPR
31 EWNEEFSFEV SDGDTELTLE IMDSDVGAAD DEVGEATIFL EPLFLEGHLE
101 STAYEVVEEDQ EYEGEITVGL TFTPEVEMDN VGVDGYDFEL

Matched peptide information:

Start - Eng Obsarved Mr jaxpt) Mr (calc) Ppn Miax Segoences

2 -4 1295, 8602 1294.8029 12947360 52 0 M. PLOTVEVLLVOAX.O  |{Iups soos
15 - 3¢ 7937,.9053 2791.1980  7231,094) i 0 V.GLENTOPLRGVDPYVWEACR.T |Io
5 - 10 1687 5864 1686 8791 1686, 7989 as 0 K.PSPEVSDCOTELTIX.1 (lons score 160)
114 - 139 2076, 4407 28754414 3075.222) " 0 K.GEITVOLTPTFEVEMONVOVDOYDFR.L Oxidation M) (Iomne szor

Mazz D)



Spot No.: 39
D24+E24 D48 D48+E48

Accession No.: scaffold0155 515853.mRNA1
Plant species: Hevea brasiliensis
Protein name: Pro-hevein

Peptide sequences: K.YGWTAFCGPVGAHGQPSCGK.C;
R.IVDQCSNGGLDLDVNVFR.Q; R.QLDTDGKGYER.G

PFF Mascot score: [190] Sequence coverage %: [23]
Matched peptides No.: [3]
Calculated Mr: 23042 Calculated pl: 8.15

Annotated PFF spectra:

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

40 ] 120 160 200
Protein Score




Matched peptide sequences: shown in Bold Red

1 MGEVMNIFIV VLLCLIGVATI AEQCGROAGGE ELCPNNLCCS QYGWCGSSDD
51 YCSESENCOQS NCEGGGGEGE GGGGEEASHWVL ATYHLYNPOD HGWDLNAVSL
101 YCSTWDANEFE YSWESEYGWT AFCGPVGAHG QPSCGECLSY THNIGIGAETIT
151 VRIVDQCSNG GLDLDVNVFE QLDTDGEGYE RGHLTVNYOF VNCGDSFNEL
201 FS5IMESSVIN

Matched peptide information:

Start - End Observed Mr (expt) Mr {calc) PP Miss Seguence
117 136 2136_8660 2135,8387 2135.5306 -34 0 K.YOWTAFCOPVOAHOQPSOGR.C
153 170 2020.9030 2019.89%7 2019.9684 36 0 R.IVDQCSNOOLDLDVNVIR.Q
17 181 1281.59587 1280.5514 1280.5997 38 ! R.QIDTDGHUYER.G (Iona scor
E-.‘y‘ ..............................................
o e e e R P e e e St
b
S8 i i S e S SR e e S S S e S s i B s S
S|
B
t | AL TR T T T
1290 1500 17% 2000



Spot No.: 40
D24+E24 D48 D48+E48

Accession No.: scaffold0645 687748.mRNA1

Plant species: Hevea brasiliensis
Protein name: 18.5 kDa class | heat shock protein

Peptide sequences: R.FEFANETSAFANTR.I;

K.EEVKVEIEEGNVLQISGER.S; K.VEIEEGNVLQISGER.S; R.FRLPENAK.V

PFF Mascot score: [397] Sequence coverage %: [25]
Matched peptides No.: [4]
Calculated Mr: 18335 Calculated pl: 6.00

Annotated PFF spectra:

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=0.03).
Protemn scores are derived from ions scores as a non-probabilistic basis for ranking protemn hits.
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Matched peptide sequences: shown in Bold Red

1 MSLIPSSLFG GRRTWNIFDPF SLOWVWDFFHD FPFPSTALSLA PRFEFANETS
31 AFANTRIDWE ETPEAHOVFEL DLEPGLEEEEV EVELIEEGNVL QILSGERSEEEK
101 EEENDELHRV ERSSGEFLER FRLPENAFRVD QVEASMESGYV LIVIVEPEEEV
151 EFPDVEAIDI 5G

Matched peptide information:

Start - End Obgerved Mr (expt) Nr(calo) Ppo
43 56 1604.7509 1603,7436 1603.7267 11
m 96 215712568 2156,1145 2196.096) 9
B2 96 1671.B698 1670.8625 1670.8475 9
121 128 974.3061 $73.53488 973.5340 13
39
B T B
b
&
10 J------e-mecseseeccecscseccscesecesesesseseemeaae
t T T T T T T J
1200 1600 1600 1800 2000 200
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Spot No.: 41

D24+E24 D48 D48+E48

,

Accession No.: scaffold0155 515853.mRNA1
Plant species: Hevea brasiliensis
Protein name: Pro-hevein

Peptide sequences: K.YGWTAFCGPVGAHGQPSCGK.C;

R.IVDQCSNGGLDLDVNVFR.Q; R.QLDTDGKGYER.G

PFF Mascot score: [132] Sequence coverage %: [23]
Matched peptides No.: [3]
Calculated Mr: 23042 Calculated pl: 8.15

Annotated PFF spectra:

Ions score 15 -10*Log(P), where P 1s the probability that the observed match is a random event.
Indvidual 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 MGEVHMNIFIV VLLCLTGVAI AEQCGRQAGG KELCENNLCCS QYGWCGSSDD
51 YCS5PSEKNCQ5 NCEGGGGGEGE GGGGSASHNVL ATYHLYNPOQ HGWDLNAWVSR
101 YCSTWDANEFP YSWESEYGWT AFCGEVGAHG QPSCGECLSV THIGIGAKTT
151 VEIVDQCSNG GLDLDVNVEFE QLDTDGEGYE RGHLIVIYQF VHCGDSFNEL
201 FS5IMESSVIN

Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) Ppa Miss Segoence
117 - 136 2iD7.0B18 2136.07645 2135.5306 67 0 N .YONTAFQOGPVOANOQPSCOR.C
133 - 170 2021.1167 2020.109¢ 2015.5684 70 D R.IVDCCSNGGLDLODVNVEZR.Q
171 - 1m 1251 . 68082 1200.6009% 1200.595%7 L) 1 R.QLITDGRGYER.G [fons :
m TO rrmeeeescsscesesesecsreseesesreerem—e—ne €-rm--
e - R e e i L e bl et -
3
13
A A i e o e o s P 5 s
LSRR S e S S S e S S S S e e e
12% 1300 1m0 2000
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Spot No.: 42
D24+E24 D48 D48+E48

:

Accession No.: scaffold0872_395492.mRNA1

Plant species: Hevea brasiliensis
Protein name: Eukaryotic translation initiation factor 5A

Peptide sequences: K.TYPQQAGTIRK; K.CHFVGIDIFNAK.K;

K.KLEDIVPSSHNCDVPHVTR.T; R.TDYQLIDISEDGFVSLLTENGNTK.D;
K.DDLRLPTDENLLSQIK.D; R.LPTDENLLSQIK.D; K.DLVVTVMSSMGEEQICALK.D

PFF Mascot score: [483] Sequence coverage %: [62]
Matched peptides No.: [7]
Calculated Mr: 17689 Calculated pl: 5.60

Annotated PFF spectra:

Tons score 15 -10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores = 30 mdicate identity or extensive homology (p<=0.03).
Protein scores are derived from ions scores as a non-probabilstic basis for ranking protemn hits.
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Matched peptide sequences: shown in Bold Red

1 MSDEEHHFES EADAGASETY PQQAGTIRFN GYIVIENREC EVVDVSTSET
51 GEHGHAKCHF VGIDIFHNAFEFE LEDIVPSSHN CDVPHVTRTD YQLIDISEDG
101 FVSLLTENGH TEDDLELPTD ENLLSQIFDG FAEGEDLVVT VMSSMGEEQL
151 CALFDIGPE

Matched peptide information:

Start - End Observed Mr (expt) Mr({calc) Ppn Miss Sequence
1% - 28 11534, 6040 1133.59%67 1133, 50829 12 0 K TYPQUAGTIH. K
58 &% 1420.7086 1419.7013 1419,.6969 ] 0 W CHFVGIDIFNAN.K
7 BE 2203.1091 2202.1018 2202.08352 € I K.RLEDIVPSSHNCDVFHVTR.T I
0% - 112 2672.3103 2671.3030 2671,2063 L] 0 R.TOYQLIDISEDGFVSLLTENONTE.D
113 - 128 1870,0052 1068.9579 1868.9043 L I K.DDLRLPTOENLLSQIX.D {lan
117 126 1370.7583 1369.7510 1369.7453 4 0 R, LPTDENLISQIR.D (Jon= »
136 154 2110.0283 2109.0210 210%.0196 3 0 K.DLVVTVMSSMOEEQICALK.D (I
R & 2 L L LT
8. 1
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Spot No.: 43
D24+E24 D48 D48 +E48

Accession No.: scaffold1222_ 181260.mRNA1
Plant species: Hevea brasiliensis
Protein name: Small rubber particle protein

Peptide sequences: KEVDVEEER.L; K.YLDFVQTGAVFALVSFSK.L;

K.DVSGPFKPYVENAGGR.F; K.SVVRPIYYK.F; K.IFQPVSNEILK.F;
K.FADHKVDESVTILDLFVPPIVK.Q; K.VDESVTILDLFVPPIVK.Q;
K.QLCTQAYSVAR.D; R.DAPVVACALTYYLLSPNEK.F

PFF Mascot score: [868] Sequence coverage %: [73]
Matched peptides No.: [9]
Calculated Mr: 17567 Calculated pl: 4.98

Annotated PFF spectra:

Ions score 1s -10*Log(P), where P is the probability that the observed match 1s a random event.
Indridual 10ns 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 MGEGEENENI QEEVNEEANI QFEVDVEEER LEYLDFVOTG AVFALVSFSE
21 LYLFAFDVSG PFEPYVENAG GRFESVVEPI YYEFQEVSNE LILEFADHEVD
101 ESVTILDLFV PPIVERLCTY AYSVARDAFV VACALTYYLL SPNERFYMVL
151 YGDG&E

Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) pon Miss Sequence
23 - 30 1004.4271 1003.4158 1003.4430 -26 0 K.EVDVEEER.L (Ion= score 48)
3 - 30 1991.9822 19%).9749 1951.0404 -33 0 K. YLDFVWTGAVPALVSYSK. L
8 - 1692.7847 1651 . 7774 1691.82¢7 -29 1 K. DVSGPPXPFYVENAGGR . F
75 - 83 $1124,6118  1123,.6045 1125.639% -1 1 K. SVERPIYYR.F
84 - 93 1174.6091 1173.6018 1173.6394 -32 0 K. PQPVSEEILE.P &35
%4 115 2482.2817 2481.2744 24281.3539 -31 1 K. PADERVDESVTILDLFVPRPIVE.Q
9 115 I884.007E 1883.0005 1883.06526& as 0 FK.VDESVTILDLFVPPIVK.Q (Icna
116 - 126 1296.6011 1255 .5935 1295.6252 -27 0 K.QICTQAYSVAR.D (Ions score 84)
127 - 141 2124.0017 2122.9984 2123.0850% -31 0 R.DAPVVACALTYYLLSPNEK.F Ions scoze 131)
g R .= SR D T e
B Bdrrrrlerrrrersrrrrrnssrrrrr ey ST E T
-3 ¥ Y T T T T v T v T T T T 2
1000 1500 2000 2500
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Spot No.: 44
D24+E24 D48 D48+E48

Accession No.: scaffold0464 _317117.mRNA1

Plant species: Hevea brasiliensis
Protein name: Actin-depolymerizing factor 2

Peptide sequences: K.LGEPTQSYEDFTASLPADECR.Y;
R.YAVYDFDFVTEENCQK.S; R.IFFIAWSPDTSR.V

PFF Mascot score: [244] Sequence coverage %: [35]
Matched peptides No.: [3]
Calculated Mr: 16220 Calculated pl: 5.92

Annotated PFF spectra:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual 1ons scores = 30 indicate identity or extensive homology (p<0.03).
Proten scores are derived from ions scores as a non-probabilistic basis for ranking protem hits.

Number of Hits
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Matched peptide sequences: shown in Bold Red

1 MANAASGMAY HDDCELRFLE LEAFKRTYRYI WVFEIEEKAEKD VIVEELGEPT
51 QSYEDFTASL PADECEYAVY DFDFVTEENC QESEIFFIAW SPDTSEVESE
101 MIYASSKDRF ERELDGIQVE LOATDPTEMG LDVFESRLS

Matched peptide information:

Start - End Observed Mr (expt) Mr{oalo) ppm Miss Seguesnos
46 - 66 2386.0156 234%5.0083 2385.0431 -15 0 K. LOEPTQSYRDFTASLPADRCR.Y {ipne »
€7 - 82 2027.8495 2026.8423 2026.8619 10 0 R.YAVYDFDFVTEENCQR.S (Jons scors 54
a5 96 1435.7250 1438.7177 1438.7243 a 0 R.ITPIANSFDTSR.V (Iana acore 73)
B <l I e oot e o et S o e ety e e e e
S B e s
D) .
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AT B cirscsiissasssicasessitossassitsnssiconasaios
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Spot No.: 45

D24+E24 D48 D48+E48

Accession No.: scaffold0464 _317117.mRNA1

Plant species: Hevea brasiliensis
Protein name: Actin-depolymerizing factor 2

Peptide sequences: K.LGEPTQSYEDFTASLPADECR.Y;

R.YAVYDFDFVTEENCQK.S; R.IFFIAWSPDTSR.V;
R.ELDGIQVELQATDPTEMGLDVFK.S

PFF Mascot score: [365] Sequence coverage %: [51]
Matched peptides No.: [4]
Calculated Mr: 16220 Calculated pl: 5.92

Annotated PFF spectra:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p=0.03).
Proten scores are derived from ions scores as a non-probabihstic basis for ranking protemn hits.

Number of Hits
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Matched peptide sequences: shown in Bold Red

1 MANAASGMAY HDDCELRFLE LEAKRTYRYI WVFEIEEKRAED VIVEELGEFT
51 QSYEDFTASL PADECEYAVY DFDFVTEENC QESEIFFIAW SPDTSEVESE
101 MIYASSKDRF ERELDGIQVE LOATDPTEMG LDVFESRLS

Matched peptide information:

Start - End Obsarved Mr {expt) Mr(cala) pp:n
46 - 66 2385.9663 2364.9590 23485,0431 -35
67 - 82 2027.7893 2026.7820 2026.8619 39
E5 -~ 96 1439.6851 1438.6778 1438.7245 32
113 - 133 2948.1475  2547.1402 2547.24148 -40
g -32-5 ..............................................
; B e g
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Spot No.: 46
D24+E24 D48 D48+E48

Accession No.: scaffold0155 515853.mRNA1
Plant species: Hevea brasiliensis
Protein name: Pro-hevein

Peptide sequences: K.YGWTAFCGPVGAHGQPSCGK.C;

R.IVDQCSNGGLDLDVNVFR.Q; R.QLDTDGKGYER.G

PFF Mascot score: [329] Sequence coverage %: [23]
Matched peptides No.: [3]
Calculated Mr: 23042 Calculated pl: 8.15

Annotated PFF spectra:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 indicate identity or extensive homology (p<0.05).
Proten scores are derived from ions scores as a non-probabihistic basis for ranking protemn hits.
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Matched peptide sequences: shown in Bold Red

1 MGEVHNIFIV VLLCLTGVAI ARQUGROAGS ELCPMMLCCS QYGWCGSSLDD
31 YCSPSENCOQS NCEGGGGEGEGEE GGEEGESASHNVL ATYHLYNEQQD HGWDLNAVSA

101

YCSTWDANKE YSWRSEYGWT AFCGEVGAHG QPSCGECLSV THNIGIGRAEIT

151 VRIVDQCSNG GLDLDVNVFE QLDTDGEGYE RGHLIVHNYQF VHCGDSEMNEL

201

F5IMESSVIN

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) pRm
117 - 136 2136.8838 2135.8765 2135.9306 -25
153 - 170 2020.9237 2019.9164 2019.9684 -26
171 - 181 1281.5817 1280.5744 1280.5997 -20

B 20 e e el

=3

=

e

=

.

w
T
T T T T T T T T T T T I. T T 1
1250 1500 1750 2000
RMS error 23 ppm Mass (Dad

Miss Segonence

0 E.YGWTAFCGEVGAHGQPSCGE.C
0 R.IVDQCSNGGLDLDVNVFER.Q
1 R.QLDTDGEGYER.G

(Ion= =score 88)
(Ion= score 150)
(Ions score 91)



Spot No.: 47
D24+E24 D48 D48+E48

Accession No.: scaffold0696_83618.mRNA1
Plant species: Hevea brasiliensis
Protein name: 14 kDa zinc-binding protein

Peptide sequences: K.AAALTAVPSDSPTIFDK.I;

K.EIPCNVVYEDDKVLAFK.D; K.DISPQAPTHILIIPK.V; K.QEGLEDGFR.I;
R.IVINDGPNGCQSVYHLHIHLLGGR.Q

PFF Mascot score: [144] Sequence coverage %: [56]
Matched peptides No.: [5]
Calculated Mr: 16097 Calculated pl: 6.29

Annotated PFF spectra:

Tons score 5 -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=0.03).
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 MEENIKGRIS VLSSHIMASE FAAALTAVPS DSPTIFDEII NEEIPCHVVY
51 EDDEVLAFED ISPQAPTHIL IIPEVEDGLT GLSEAEERHC DILGRLLYTA
101 ELIAFKQEGLE DGFRIVINDG PNGCOSVYHL HIHLLGGROM NWEEG

Matched peptide information:

Start - End Observed Mr (expt) Mr {calc) P Miss Seguence
22 - 38 1703,.0137 1702.8064 1702.8778 -42 0 E.AAMLTAVPSDSPTIFDK. 1
43 - 5% 2036.9080 2037.9007 2038.0001 -53 1 K .EIPCNVVYEDDRVIAFK.D I
&0 4 1642 . 8879 1641.8806 1641.9%4%4 as Q0 K.DISPQAPTHILIIFK.V
106 - 114 1000.4407 1049,.4384 1045.4770 -38 0 K.QEGLEDGFH.1 {Icns sc 4€)
113 - 138 2669,.2742  2660.2665% 2668, 3656 -37 0 R, IVINDGENGOQSVYHLHINLLGGR.Q  ipna pspse 451
“E ) Fercccccccccccnnaa P
b
. ey e
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Spot No.: 48
D24+E24 D48 D48+E48

Accession No.: scaffold0155 515853.mRNA1

Plant species: Hevea brasiliensis
Protein name: Pro-hevein

Peptide sequences: K.YGWTAFCGPVGAHGQPSCGK.C;

R.IVDQCSNGGLDLDVNVFR.Q; R.QLDTDGKGYER.G

PFF Mascot score: [348] Sequence coverage %: [23]
Matched peptides No.: [3]
Calculated Mr: 23042 Calculated pl: 8.15

Annotated PFF spectra:

Ions score 1s - 10*Log(P), where P 15 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 derrved from ions scores as a non-probabilistic basis for ranking protem hits.

MNumber of Hitz

T T T
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Protein Score



Matched peptide sequences: shown in Bold Red

1 MGEVHMNIFIV VLLCLIGVAI AEQCGRQAGG EKLCEMNNLCCS QYGWCGSSDD
531 YCS5PSFNCOQS5 NCEGGGLGGEGE GLGGESASNVL ATYHALYNPOO HGWDLNAVSH
101 YCSTWDANEF YSWERESEYGWT AFCGEVGAHG QPSCGECLSV THIGIGAETT
151 VRIVDQCSNG GLDLDVNVFER QLDTDGEGYE RGHLIVHNYQF VHNCGDSEMNEL
201 F5IMESSVIN

Matched peptide information:

Start - End Observed Mr (expt) Mr(cale) rps Miss Sequence
117 136 2137.0835 2136.0762 2135.9306 &8 0 K.YOWTAPCGPVGARGQPSOIK,C
153 170 2021.1191 2020.1118 20199684 71 0 R.IVDQCSNOGLDLDVNVIR.Q
17 181 1281 .6837 1280.6764 1280.5997 &0 1 WR.QLDTDORUYER.O (Iona o
B W Bessccsscscensssscscsscssenssasacnsssscsasasanse
37
g
h 1
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Spot No.: 49
D24+E24 D48 D48+E48

Accession No.: scaffold1222 60641.mRNA1

Plant species: Hevea brasiliensis
Protein name: Small rubber particle protein

Peptide sequences: K.DISGPLKPGVDTIENVVK.T;

K. TVVTPVYYIPLEAVK.F; K.FVDKTVDVSVTSLDGVVPPVIK.Q;

K. TVDVSVTSLDGVVPPVIK.Q; K.QVSAQTYSVAQDAPR.I;
R.IVLDVASSVFNTGVQEGAK.A; K.ALYANLEPK.A; KAEQYAVITWR.A;
R.ALNKLPLVPQVANVVVPTAVYFSEK.Y; K.LPLVPQVANVVVPTAVYFSEK.Y ;
K.LPLVPQVANVVVPTAVYFSEKYNDVVR.G; R.VSSYLPLLPTEK.I

PFF Mascot score: [919] Sequence coverage %: [74]
Matched peptides No.: [12]
Calculated Mr: 22331 Calculated pl: 4.80

Annotated PFF spectra:

Tons score 15 -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 mdicate identity or extensive homology (p<0.05).
Proten scores are derived from i1ons scores as a non-probabilistic basis for ranking protemn hits.

Number of Hits
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Matched peptide sequences: shown in Bold Red

1 MAREVEEERL EYLDFVRAAG VYAVDSFS5TL YLYRAEDISGP LEPGVDTIEN

51 VWETVVTEVY YIPLEAVEFV DETVDVSEVTS LDGVVEPEVIE QVSAQTYSWVA
101 QDAPRIVLDWV ASSVFNTGVY EGAFALYAN]L EPFAEQYAVI TWRALNELFL
151 VPOVANVVVE TAVYFSEEYN DVVRGITEQG YEVSSYLPLL PTEFITEVEG
201 DEAS

Matched peptide information:

Start - Ena Cbaarved Mr (axpt) Mr (cale) ppe Miax Seguance
36 - 3 1081,054¢ 1880.0071 10880.0292 33 1 K.DISOPLEPGVDTIENVVE.T p4: e 20
54 (3] 1692.0026 1690.9953 1690.95546 24 0 K.TWTPWYYIPLEAVR.F (Icona o
% - % R334,3591  2313.3%18  22313,.2032 a0 1 K. FVDKTVOVSVTSLDOVWIEVIK. Q i)
T3 - 90 1825.0756 1824.0683 1824.0245 24 0 ¥X.TVODVSVISLDOVVPEVIK.Q
91 - 1098 1620,8538  1639.8465 1619.7903 3 0 X QVSAQTYSVAQDAPR. I  (foos
106 - 124 1334,0801 1933.0778 1333.0197 32 0 A.IVLDVASSVINTOVQEOAR. A |
125 - 143 1018.5795  1017,5792 1017.5495 22 0 R.ALYANLEPE. A  [(Ion
iy - 1@ 1236,6001 1235.6728 1235.6299 s 0 X AEQYAVITWR.A
144 - 163 2696.6306 2695.6233 2695.5313 kT 1 R.ALNKLPLVPQVANVVPTAVYPSER.Y (Iona sc
148 - 1068 2270.3418  2269,.33485  2269.2922 27 0 X.LPLVPQVANVVVETAVYYSEX.Y (lonn
468 - 174 3016.7451 3015.7378 3015.6434 a1 1 X LPLVPQUVANVVVETAVYZSEXYNDVVI.O
183 - 194 1946, 7797 1345, 7724 1345 749 17 0 R.VSSYLPLLPTRE.I (Jons wcore 20)
” IS e B e s D
g b I L phssssbssnsnnna PP
i -
20 Bovececsrecusvescsovanssrsstnnrutstevanserontee
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Spot No.: 50
D24 D24+ E24 D48 D48+E48

= ‘
P i

Accession No.: scaffold1222 136753.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.DKSGPLQPGVDIIEGPVK.N ; K.NVAVPLYNR.F;

K.FVDSTVVASVTIIDR.S; K.DASIQVVSAIR.A; R.SLASSLPGQTK.I

PFF Mascot score: [479] Sequence coverage %: [46]
Matched peptides No.: [5]
Calculated Mr: 14713 Calculated pl: 5.04

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Indmvidual 1ons scores = 31 indicate identity or extensive homology (p=0.03).
Protein scores are derved from ions scores as a non-probabilistic basis for ranking protem hits.

Number of Hits
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Matched peptide sequences: shown in Bold Red

1 MAEDEDNOOG QGEGLEYLGE VODAATYAVT TEFSHVYLFAE DESGELOPGWV

31

DIIEGEVENY AVEPLYNERFSY IPNGALEFVD STWVVASVTII

101 ASIQVVSAIR ALPEARARSLA SS5LPGOTEIL AEVEIGEN

Matched peptide information:

Start - End Observed Mr(expt)  Mr(calao)
41 - 58 1849.0110 1848.0037 1847.9993
19 - &7 1045.5704 1044.7%5631 1044.5716
78 - 92 1621,.8785 1620,8712 1620,.8723
100 - 110 1156,6448 1157,6375 1157.6404
118 - 128 1000.5717 1087.5644 1007.5873
O e pommm e

1
1000
RME error 10 pp

T
1780

Mass (Da)

-21

Miss Sequence

1

1]
0o
o
i}

KE.DESOPLOQPOVDIIEGEVE.N

K.HVAVPLYNR.F

E.FVDSTVVASVTIIDR. 5

K. DASIOVVSALR . A
R.SLASSLPCGOTE. 1

DRSLFPIVED

(Ions score 142)
(Ions acors 58)

(Ionas scare 139)
(Ion= =core 110}
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Spot No.: 51

D24+E24 D48 D48+E48

Accession No.: scaffold1222 136753.mRNA1
Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.YLGFVQDAATYAVTTFSNVYLFAK.D;

K.DKSGPLQPGVDIIEGPVK.N; K.NVAVPLYNR.F; K.FVDSTVVASVTIIDR.S;
K.DASIQVVSAIR.A; R.SLASSLPGQTK.I

PFF Mascot score: [560] Sequence coverage %: [63]
Matched peptides No.: [6]

Calculated Mr: 14713 Calculated pl: 5.04
Annotated PFF spectra:

Tons score 15 - 10*Log(P). where P is the probability that the observed match is a random event.
Individual ions scores = 31 mdicate 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 MAEDEDNQOG QGEGLEYLGE VOQDAATYAVT TEFSNVYLFAK DESGPLOPGY
51 DIIEGEVENV AVPLYNRFS5Y IPNGALEFVD STVVASVTII DRSLEPIVED
101 ASTOVVSAIR ALPEAARSLA SS5LPGOTEIL AKVEYGEN

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc) ppo Miss Seguence
17 - 40 2689 .3053 2680, 23020 26009.3476 -17 D K.YLGIFVOOAATYAVTTFSNVYLYAK.D (lons= =core 4%
4) - 58 1842. 9660 1847, 9619 10647.9993 ~20 1 K.DRSGPLQPOVDIIRGIVE.N (Jons score 147)
59 67 1045.5529 1D44.95436 10448.5718 23 0 RE.NVAVFLYNR.F (loos ac
7 -2 1621.0000 1620.0427 1620.8723 -10 0 K.FVDSTVVASVTIIDR.S (I
100 - 110 1158.6237 1157.6164 1157.6404 -2 0 K.DASIQVSAIR.A |lonn 25
i1te 128 1088.5576 1087,.5500 1087.5873 34 0 R.SLASSLPCQTR.I (Iona score £3)
Riam descgaessansnaacilisaes fedsaiersncnsanandsbians
E 2 Fbecccccccccccccccccccccccccccccccccccccccacnaas
Ll 30 Shsssssssssssnssssscssasssssssssssssnsasscassass
B e ——p— e — — ——y—
1000 1700 2000 2500



Spot No.: 52
D24 D24+E24 D48 D48+E48

Accession No.: scaffold1222 136753.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.DKSGPLQPGVDIIEGPVK.N; K.NVAVPLYNR.F;
K.FVDSTVVASVTIIDR.S; K.DASIQVVSAIR.A; R.SLASSLPGQTK.I

PFF Mascot score: [358] Sequence coverage %: [46]
Matched peptides No.: [5]
Calculated Mr: 14713 Calculated pl: 5.04

Annotated PFF spectra:

Tons score 15 -10*Log(P). where P is the probability that the observed match 1s a random event.
Individual ions scores = 31 mdicate identity or extensive homology (p<0.03).
Protem scores are derived from ions scores as a non-probabilistic basis for rankmg protem hits.

Wumber of Hits

T = 1
100 200 300 i)
Protein Score



Matched peptide sequences: shown in Bold Red

1 MARDEDNQOG QGEGLEYLGE VODARATYAWVT TFSNVYLFAEK DESGPLOPGV
51 DITEGPVENWV AVPLYNRFSY IPNGALEFVD STVVASVTII DRESLEPIVED
101 ASTQWVVSATER RAPERARARSLA SSLPGOTEIL AEVEYGEN

Matched peptide information:

Start - End Observed Mr (expt) Mr (calc)
41 - 58 154%.0087 1848.0014 18547.9993
59 - &7 1045.5721 1044.5648 1044.5716
786 - 92 1621.8833 1620.8760 1620.8723
1000 - 110 1158.6415 1157.6342 1157.6404
118 - 128 1088.5811 1087.5738 1087.5873
2
% L R e
o
o5 J------- R e
i
w
I L R e e
T T T T T T T T T
1000 1250 1500 1750
RMZ error 6 ppm Mass (Dal

ppm
1
-6
2
-5
-12

Miz= Seguence

1

0
0
0
0

K.DESGPLOQPGVDIIEGEVE.N (Ions score &2)
K.NVAVPLYNR.F (Ions score &3)
K.FVDSTVVASVTIIDR. S (Ions score 125)
K.DASTQVVSATR.A (Ions score 97)
R.SLASSLPGOTE.I (Ions score 10)



Spot No.: 53
D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold1222 136753.mRNA1
Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.DKSGPLQPGVDIIEGPVK.N; K.NVAVPLYNR.F;
K.FVDSTVVASVTIIDR.S; K.DASIQVVSAIR.A; R.SLASSLPGQTK.I

PFF Mascot score: [433] Sequence coverage %: [46]
Matched peptides No.: [5]
Calculated Mr: 14713 Calculated pl: 5.04

Annotated PFF spectra:

Tons score is -10*Log(P). where P is the probability that the observed match is a random event.
Indvidual ions scores = 31 mdicate identity or extensive homology (p<0.03).
Protemn scores are derived from ions scores as a non-probabilistic basis for ranking protemn hits.

33
30
25
20
15
10

Number of Hits

0 N B S S S S B B B E S B B S e e
0 1o 2000 300 4o

Protein Score



Matched peptide sequences: shown in Bold Red

1 HMAEDEDNCOG QGEGLEYLGE VODAATYAVT TFEFSHNVYLFAE DESGPLOPGV

51 DITEGEVENV AVPLYMRFSY IPNGALEFVD STVVASVTIIL

101 ASTOVVSATR RAPERARSLA SSLPGOTEIL AEVEYGEN

Matched peptide information:

Start - End Obsarved
41 - 50 lo4n. 5004
na - &7 1045.5653
T8 92 1621 .8668
i00 - 110 1158.6339

1i8 - 128 1088.5704

T II T T T T
1000 1250
RAS error 153 ppm

Mr {expt)

1847,
1044.
1620.
1157,
1087,

s011
5580
8595
G266
5631

Mr {calao)

1847,
1044.
1620.
1157,
1087,

S953
5716
8723
G404
5873

[
1750
Mags t0ay

Ppm
-10
-13

-12
-22

Mizs Segquence
K.DESGPLOPOGVDILIEGEVE. H (lon= =cores 13d)

1

1}
0
0
0

KE.HVAVFLYNR.F

DRSLEPIVED

(Ions scores 38)

K.FVDETVVASVTIIDR. 8 (Iona acore 14&6)

K. DASTOVVSATR ., A
B.SLASELPGOTE. I

(Iona acore 114)
{Ion= score 3)



Spot No.: 54
D24+E24 D48 D48+E48

Accession No.: scaffold1222 136753.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.DKSGPLQPGVDIIEGPVK.N; K.NVAVPLYNR.F;

K.FVDSTVVASVTIIDR.S; K.DASIQVVSAIR.A;
K.YLGFVOQDAATYAVTTFSNVYLFAK.D

PFF Mascot score: [654] Sequence coverage %: [55]
Matched peptides No.: [5]
Calculated Mr: 14713 Calculated pl: 5.04

Annotated PFF spectra:

Tons score 15 -10¥Log(P). where P is the probability that the observed match 15 a random event.
Individual ions scores = 31 mdicate identity or extensive homology (p<0.03).
Protem scores are derived from ions scores as a non-probabilistic basis for rankng protemn hits.

Number of Hits

T T T T T T T T T T T F_|

Protein Score



Matched peptide sequences: shown in Bold Red

1 MAEDEDNCOG QGEGLEYLGE VQDAATYAVT TEFSNVYLFAFR DESGPLOPGV
51 DITIEGEVENYV AVPLYNRFSY IPNGALEFVD STVVASVTII DRESLEPIVED
101 ASTOVVSATE AAPEAARSIA SSLEGOUTEIL AEVEYGEN

Matched peptide information:

Start - End obhserved Nr {expt) Mr(calao) pra Misa Sequence
17 - 40 ZOH9. 2146 2088.2073  2080.9478 -52 0 K. YLGFVCOAATYAVTTYSHVYLFAK.D  (lonz ssore 35
L 58 1842.9199 1847.9%9126 1847.9933 47 1 K.DRSOPLQPCVDIIROPVIC.N (Icns score 141)
5% - 67 1045.5411 1044.5338 1044.5718 -36 U K.NVAVFLYNR.F (lons s3c0 !
78 92 1621 8131 1620.8058 1620.8723 41 0 N.PVDSTVASVTIIDR.S (Icns scasze 132)
100 - 110 1150.6027 1137.5954 1157, 6404 -39 0 K.DASIQVVSAIR.A (Jons scors 108}
; ), eeevictactsstateshetssic st tc st batass st ecTa s
. T SRR
o
B T T
t 1 1T T T
1000 1700 2000 2700

22)



Spot No.: 55
D24+E24 D48 D48+E48

Accession No.: scaffold1222 136753.mRNA1
Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.DKSGPLQPGVDIIEGPVK.N; K.NVAVPLYNR.F;

K.FVDSTVVASVTIIDR.S; K.DASIQVVSAIR.A;
K.YLGFVOQDAATYAVTTFSNVYLFAK.D

PFF Mascot score: [611] Sequence coverage %: [55]
Matched peptides No.: [5]
Calculated Mr: 14713 Calculated pl: 5.04

Annotated PFF spectra:

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

Number of Hits

T T T T T T T T T T i p— 1
250 S0

Protein Score



Matched peptide sequences: shown in Bold Red
1 MAEDEDNOOG QGEGLEYLGF VQDAATYAVT TFSHNVYLFAE DESGPLOPGV

51 DITEGPVENV AVPLYNRFSY IPNGALEFVD STVVASVTII DRSLEPIVED
101 ASTOVVSATR AAPERARSLA SSLPGOUTEIL AEVEYGEN

Matched peptide information:

Start - End Observed Mr(expt) Mr(calc) Ppo Miss Seguence
17 - 40 2685.2560 2600.245% 2638.0176 -36 0 K.YLGrVODMTYAVTTPSEVYLFAK.D
4] - S8 1846, 9453 1847.9380 1847.9%%3 -33 1 K. DESGPLOQPGVDIIRGIVE. N ~
5% 67 1045.5051 1044.5478 1044.5716 23 4 K.NVAVPLYNR.F¥ (Iops » )
70 - 92 1621.020% 1620.8216 1620.0722 -31 g K.FVDSTVVASVTIIDR.S (
100 - 110 1156, 6204 1157.6131 1157. 6404 -24 0 K. DASIQUVSAIR.A \lonp 25

B
Jans

Error (ppm)
¢
bl e




Spot No.: 56
D24+E24 D48 D48+E48

Accession No.: scaffold1222 136753.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.SGPLQPGVDIIEGPVK.N; K.NVAVPLYNR.F;

K.FVDSTVVASVTIIDR.S; K.DASIQVVSAIR.A

PFF Mascot score: [220] Sequence coverage %: [36]
Matched peptides No.: [4]
Calculated Mr: 14713 Calculated pl: 5.04

Annotated PFF spectra:

Tons score 15 -10¥Log(P). where P is the probability that the observed match 15 a random event.
Individual ions scores = 32 mdicate identity or extensive homology (p<0.03).
Protem scores are derived from ions scores as a non-probabilistic basis for rankng protemn hits.

L)
L=

o
20

15

Number of Hits

1o

T T T T T T T T T *_|
40 80 120 160 200 240

Protein Score




Matched peptide sequences: shown in Bold Red

1 HMAEDEDNCOG QGEGLEYLGE VODARATYAVT TEFSNVYLFAE DESGPLOPGV

51 DITEGPEVENV AVPLYNRFSY IPNGALFFVD STVVASVTIIL

101 ASTQVVSATR AAPERARSIA SSLPGOTEIL AEVEYGEMN

Matched peptide information:

Start

End Observed

- Mr (expt) Mr (calc)
43 - 58 1605.8586 1604.8513 1604.8774
59 - &7 1045.5825 1044.5752 1044.5716
78 - 92 1621.8805 1620.8732 1620.8723
100 - 110 1158.6493 1157.6420 1157.6404
£ -
B0 TrttrTormTmmoososssssssssmosssssosooooooodes
1
=1
=
R L i e e e
T T T T T T T T T T
1000 1400 1200 1300 1400 1500

RMS error & ppm

Mazs (Oad

ppm

Miss Sequence

0

o
o
o

DRSLEEPIVED

F.SGPLQPGVDIIEGPVE.N (Ions score 53)
FE.NVAVPLYNR.F (Ions score 395)
K.FVDSTVVASVTIIDR.S (Ions score 81)
F.DASIQVVSATR.A (Ions score 47)



Spot No.: 57

D24+E24 D48 E48 D48+E48

Accession No.: scaffold1535 19427.mRNA1

Plant species: Hevea brasiliensis

Protein name: Serine/threonine-protein phosphatase 2A 65 kDa
regulatory subunit A beta isoform

Peptide sequences: R.LAAGEWFTAR.V; K.TDIMSIFEDLTQDDQDSVR.L;

K.LLEPQDCVAHILPVIVNFSQDK.S; R.YMVANQLYELCEAVGPELTSSDLVPAYVR.L;
R.ILNPELAIQR.I; K.LDQVNQVIGIDLLSQSLLPAIVELAEDR.H

PFF Mascot score: [621] Sequence coverage %: [20]
Matched peptides No.: [6]
Calculated Mr: 66211 Calculated pl: 4.84

Annotated PFF spectra:

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

Pratein Scare



Matched peptide sequences: shown in Bold Red

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

MRTIDEELYE
PFLSENNDDD
CVRDKAVESL
ILYESAPETL
TDIMSIFEDL
ODESWRVREYM
AGKVTKFCRI
GKDATIEQLL
ATVELAEDRH
SIRDAARNNY
LLAPVMGSEI
DKTIRECLVE

IAVLIDELKN
DEVLIZMAEE
CRIGVOIREQ
KTELRAIYSO
TODDODSVRL
VANQLYELCE
LNEPELATQRI
PIFLSLLKDE
WRVRLAIIEY
KRLLEEFGED
TCSTLLEVVV
LSEDEDVDVR

EDIQLERLNST
LEVFIFYIGG
DLVEYFIPLV
LCQDCHMEMVE
LAVEGCARLG
AVGPELTSSD
IPCVEELSID
FEDVELNIIS
VELLASQLGWV
WAMOHIVEQWV
NTSKELEVENI
FFATORLOSS

Matched peptide information:

Mr(calo)

1120.5663

Start - Zod Observed Mr (expt)
133 142 1121 .5145 1120.35072
M 219 2227 .869% 22026.8826
232 - %) 2235.1m2 2593437y
585 - 287 3287.,4021 2266.3%40
10 39 1166.626D0 1165.6187
182 09 3061 .4041 060 . 4068
B ey

Orror (pos)

e

-58

RKLSTIARAL
VEHRNVLLEE
KELAAGEWET
RSAATNLGKF
KLLEPQDCVA
LVEAYVRLLC
SEQHVRSALA
KLDOVNQVIG
GFFDDKLGAL
LDMINNEHYL
KENVAKVLOS
DOVMMST

53 o

5

5s
54
L1

NN N-X -

GEERTEEELI
LETLCTIVEET
ARVS5CGLFH
LAATIEFPAHLE
HILFVIVNFS
DNEREVEIALD
SVIMGHMAPIL
IDLLSQSLLE
CHOWLELDEWVY
YEMTILHAIS
LIPIVDOQSVY

Miss Sequence

R, LAACEWETAR .V
K., TDIMSIFPEDLTGDOQDSVEL. L

K. LLEPQDCVANILEVIVNYSQRK. S (]
R, YMVANQLYELCEAVOGFELTSSDLVPAYVR, L
R.ILNFELAIQR . I 11
K, LDOQVRQVIGIDLLSQS

PATVELASDI

i
H

jons pgo

(len




Spot No.: 58
D24+E24 D48 E48 D48+E48

Accession No.: scaffold0199 1207598.mRNA1

Plant species: Hevea brasiliensis
Protein name: Ubiquitin receptor RAD23c

Peptide sequences: R.AAYNNPER.A; RNSQQFQALR.A;
R.LIQEHQADFLR.M

PFF Mascot score: [154] Sequence coverage %: [7]
Matched peptides No.: [3]
Calculated Mr: 40862 Calculated pl: 4.71

Annotated PFF spectra:

Tons score is -10¥Log(P). where P is the probability that the observed match is a random event.
Indvidual ions scores = 32 mdicate identity or extensive homology (p<0.03).
Proten scores are derived from ions scores as a non-probabilistic basis for ranking protemn hits.

Number of Hits

T T
. 1o 150
Protein Score




Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351

MEVYVKTLKG
KVLKDGTTLE
LESSATREST
VAGSNLEATI
OAERRPVAQV
SNASAGTLDF
EHQADFLRMI
DRALVLEVEFF

TNFEIEVELE
ESKVAENSFI
TTQASAPTAR
COILDMGGGS
PASGQAANEP
LENSQQFQAL
NEPVEGEGNE
ACNKNEELRRZ

DTVADVEKII
VWVMLSESEVS
PLOPAIESTE
WDHETVVRAL
AQREQPRAPT
BAMVORNEPOI
L3QLASAMEPD
NYLLDHTHEF

Matched peptide information:

ETIQGVDIYE
SGGTSTASAN
AVVNEVSS5ES
RAAYNNFERL
SDGPFMANPLD
LOPHMLOELGE
AVIVIPEERE
EE

AAQOMLIHOG
PESQAQPASS
DIYGQARSNL
VEYLYSGIEE
LFPOGLESHG
ONPHLVRLIQ
AIERLEAMGF

R.AAYNNFPER.A (Ions score 23)

Start - End Observed Mr (expt) Mr (calc) ppm Mizs Sequnence
182 - 1389 5934.4064 933.35992 933.4304 -33 o
263 - 271 10%1.52%98 1090.5225 10%0.551% -27 0 RB.NSQQFOAILR.A
298 - 308 1369.6824 1368.6751 1368.T7150 -29 0 ER.LIQEHQADFLR.M
i
=
e
L I i
i
w
325 m mm m e e e e
T T T T T T T T T T T T T T T 1
1000 1100 1200 1300
RMS error 29 ppm Mass (Da)

(Ions score 48)
(Ions score 83)



Spot No.: 59
D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold0172_1138898.mRNA1

Plant species: Hevea brasiliensis

Protein name: Guanosine nucleotide diphosphate dissociation
inhibitor 2

Peptide sequences: K.YGLDDNTVDFIGHSLALHR.D;

R.FQGGSPYIYPLYGLGELPQAFAR.L; K.VVCDPSYLPNK.V;

R.AIAIMSHPIPNTNDSHSVQVILPQK.Q; R.RSDMYLFCCSYTHNVAPK.G;
R.SDMYLFCCSYTHNVAPK.G

PFF Mascot score: [497] Sequence coverage %: [21]
Matched peptides No.: [6]
Calculated Mr: 50142 Calculated pl: 5.54

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual 1ons scores = 30 mdicate identity or extensive homology (p<0.03).
Protein scores are derved from ions scores as a non-probabilistic basis for ranking protemn hits.

Mumber of Hits

1
S0

u T T T T
0 pele] 200

T T -I 1
400 S
Protein Score



Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351
401

MDEEYDWVIVL
LWERFRGINDE
FELVDGSEVY
ENDPETHEGH
ALDTVHEMEL
LNEPECEVEF
ATATMSHPIP
IAFVSSERET
ISTSYDATTH

GTGLKECILS
PEAHLGSSRD
NEGKVHKVEL
DLTRVITREL
YAESLARFQG
NEEGKVVGVT
NTNDSHSVQV
DHPEVELKEG
FESTVIDVLHN

GLLSVDGLEV
YNVDMIPKFM
TDIEALKSPEL
IAKYGLDDNT
GSPYIYPLYG
SEGETARCEK
ILPQRDLGRR
IDLLGEVDEI
MYTLITGKVL

Matched peptide information:

Start
174
218

281 -

ol
330
3a:

20

- End Observed Mr {expt) Mr(caic) ppm

- 192 2142.9622 2141.9549 2142.0494 ~-44
240 2544.1755 2543.1682 2543.2849 13
251 1251 .5847 1290.5774 1290.6278 3%

- 323 2710.3091 2709.3018 2709, 4272 -46

- 347 2248.8921 2247 .8848 2247, 9864 -45
367 J092.8501 2091.8438 2091.8853 20
T T MR T X AL T Y = L2 1

1200 2000 =00

Paxs (De)

LHMDRNDYYG
MANGNLVRVL
MGIFEKRRAR
VDFIGHSLAL
LGELPQAFAR
VVCDPSYLPN
SDMYLFCCSY
FFEIYDRYEP
DLSVDLSAAS

Miss Sequence

GESASLNLIOQ
IHTDWVTEYLY
FFFIYVODYN
HRDDOYLDEFR
LEAVYGGTYM
EVEENVGEVAR
THNVAFPEGEY
WHNEPSLLMNCFEF
ALE

D K. YGLODNTVDFIGHSLALMR.D  (lon
0 R.PQCCSPYIYPLYCLOELPQAPAR. L

D E. VWCDPSYLPFNK.V

(2ons

D ROAIAIMSHPIPNTNDEMSVOVILPQK.Q

I N RSDMYLFCCSYTENVAPK. G (lonz =

D R.SDNYLPOCSYTENVAK.G (Iona




Spot No.: 60

D24+E24 D48 E48 D48+E48

Accession No.: scaffold0560 _404767.mRNA1
Plant species: Hevea brasiliensis
Protein name: Metacaspase-4

Peptide sequences: R.SAEPGDLLFVHYSGHGTR.L; R.EEFVDQVPHGCR.I;

K.QTIQDAFESR.G; R.GVHLPSDLHHHHGHR.D; K.LRPTLFDMFGDDASPK.V

PFF Mascot score: [346] Sequence coverage %: [16]
Matched peptides No.: [5]

Calculated Mr: 46443 Calculated pl: 5.01
Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 31 indicate identity or extensive homology (p=0.02).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

MNumber of Hits

I T T T T T T T
10 200 jlelv)
Protein Zcore



Matched peptide sequences: shown in Bold Red

1 MAaFEEAVLIGI NYPGTELAELE GCINDVEEMY
51 DESYIQPIGE NIEEVLIDLWV ESAEPGDLLF
101 GFLECIVECD MNLITDDDFR EFVDOVPHGC
151 QIGESTEREE EESESGFGFE SFLEQTIQDA
201 EEDFDMNEVWVE EDYGEDSGEYWVE SESLEFLSTLI
251 LFDMFGDDAS PEVEEFMEVI LNELEHGDGE
301 ELDEMNDESYWV EPALETEVDS EQEVYAGETE
351 DASPSGESSE AYGALSHNATD TIIAETDGAW

401 EPGLYCEDDH WVEASEWVC

Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) Ppm
72 - 89 1542.8282 1941.8209 1941.9333 -58
3123 - 131 1343.5459 1342 _.53B6 1342.60D88 -52
175 - 184 1194.5095 1193.5022 1193.5677 -55
185 - 199 1735.7604 1734.7531 1734.68564 -60
247 - 262 1809.7789 1808.7716é 1808.8767 -58

B e i T

S

S e
-0 — T — T - T 1

1750 1500 1750

RCLVDRYGFS
VHY SGHGTRL
RITVWVSDSCH
FESRGVHLES
ETLEQETGED
SGEGEGLEFLGMY
RSLPDGGILI
THOELVLEAR

Miss Seguence

0 R.SAEPGDLLFVEYSGHGTR.L
R.EFVDQVEHCCR. I
X.QTIQDAFESR.G

0
0
0

EEDITVLIDI
BAETGEDDDT
SGGLIDEAKE
DLHHHHGHRD
DIDVGELRPT
GSLAQEFLEH
SGCOTDOTSA
FMLEEQGFTO




Spot No.: 61
D24+E24 D48 D48+E48

Accession No.: scaffold0233_1484662.mRNA1

Plant species: Hevea brasiliensis

Protein name: 26S proteasome non-ATPase regulatory subunit

4 homolog

Peptide sequences: M.VLEATMICIDNSEWMR.N;

R.FQAQADAVNLICGAK.T; R.ITVFAGSPIK.H;
R.NDLTDEENALLQQALAMSMDEPASSHELR.D

PFF Mascot score: [231] Sequence coverage %: [17]
Matched peptides No.: [4]
Calculated Mr: 42727 Calculated pl: 4.57

Annotated PFF spectra:

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

Mumber of Hits

100 200
Protein Score




Matched peptide sequences: shown in Bold Red

1 MVLEATMICI DNSEWMENGD YSPESEFQAQA DAVNLICGAR TOSHEENIVE
51 VLTHAGEGVE VLVIPTSDLG EILACHHGLE IGGEMWLAAG TOVAQLATLFEH
101 BOWNEECOORY IVFAGSPIFH DEETLEMIGE ELEESHNWVALD IVDFGEEEDG
151 EAFFLEALLR AVNTWDTSHI VHWVEPGPMNAL SDVLISTPIF TGDGEGGSGE
201 ARRARARAAEG GVSGFEFGVD PHLLDPELALA LEVSHEEERS ROEALAFFAR
251 EEGSEQEEGE EQPSS5S5QDAT MTESASVARS EATDNEENDLT DEENALLQOA
301 LAMSMDEPAS SHELRDTDMS EAAADDPDLA LALOLSVODS TEDSGSOTDM
351 SELLADQSEYV SS5ILASLEGY DENDPSVEDL LASHMOSOSEP PEEEDEDEEE
401 EEEK

Matched peptide information:

Start - End Observed Mr (expt) Mr(calo) el Miss Seguence
2 -1 1967.0317 1966.6244 1966.89351 -36 0 M. VLEATMICTDNSENMA . N 2
26 ‘“$ 1605.74450 1604.7372 16D04.7981 38 0 9. POAQADAVNLIOCOAR.T J
110 - 319 1044, 6050 1042.5977 1043.6379 % 0 W TIVFAGSPIX. R
287 - 211 3220.3079% 3227.3006 1227 .4710 -28 0

trror (pem)
\ ;
a

Mace (Da)



Spot No.: 62
D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold0677_45450.mRNA1
Plant species: Hevea brasiliensis
Protein name: Probable carboxylesterase 6

Peptide sequences: K.LVEEVSGWLR.L;R.LYDDGSVDR.T;

K.IFMADPVPAHQDFIDGVATR.D; R.LPAACDDGFSALLWLR.S;
R.SSEPWLNDYADFNR.V; R.VFLIGDSSGGNLVHEVAAR.A; R.LAGGIPVHPGFVR.S

PFF Mascot score: [677] Sequence coverage %: [29]
Matched peptides No.: [7]
Calculated Mr: 37612 Calculated pl: 5.02

Annotated PFF spectra:

Tons score 1s -10*Log(P), where P is the probability that the observed match 1s a random event.
Individual ions scores = 31 indicate identity or extensive homology (p<0.03).
Protein scores are derived from 1ons scores as a non-probabilistic basis for ranking protem hits.

Wumber of Hits

T 1
250 Sy 750
Protein Score




Matched peptide sequences: shown in Bold Red

1 MVEERELVEE VSGWLELYDD GSVDRIWIGS PUVEFMADFEYV PAHQDFIDGY
51 ATRIDNTIDEN SGLEVRIYLE EFNSEDLMNEL PFVILHFHGGSE FCISQADWYM
101 YYWNIYTRLAE SVRAICVSVY LELAPEHRLP AACDDGFSAL LWLRSLADGER
151 SSEPWLHNDYA DFNENVFLIGD SSGGHNLVHEV AARAGHVDLS PLELAGGIFV
201 HPGFVRSERS EKESEMEQPESE FLTLDMVDEF LGLALEFVGCT EDHEITCEMG
251 TAAPQLDSLN LPPLLLCVAE MDLIEDTEME YYEATEEANE DVELLISEGM
301 GHSFYLWNEIA LIDOMDEPTAED TTALIEGIQOE FINEH
Matched peptide information:
Start - End Obsearved Mr (expt) Mr(calo) ppm Miss Sequence
T - 16 1187.5650 1166.5777 1186.6346 -48 0 K,LVEEVSGWLR.L (lons score 48)
17 - 28 1039.4208 1038.413% 1038.46108 -45 0 R.LYDDOSVDR.T {lons scor )
33 - 53 2086.8975 2Z0B3.8302 2085.9942 -850 D ¥.PMADPVPAHQDFIDOVATI.D
129 - 144 1604.8143 1803.8070 1803.8978 -50 0 R.LPAACDDGFSALLWLA. S
151 - 1864 1713.6616 1712.6543 1712,7430 -52 0 R.SSEPWLNDYADFNR.V (Ions s
165 - 103 1540.9210 1939.9137 1940.0116 -50 0  R.VFLIGDSSGGNLVMEVAAR A
196 - 206 1319.6923 1318.6850 1318,7510 -50 D R.LADOIFVHPGFVR.S (Ions
I
A
d 5 -} --------------------------------------------- .
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Spot No.: 63
D24+E24 D48 D48+E48

Accession No.: scaffold0347_688965.mRNA1

Plant species: Hevea brasiliensis
Protein name: Annexin D4

Peptide sequences:. R.STHFFIEDER.S; R.FENALVLWAMHPWER.D;

R.LLHEALTLVPQSYR.V; RVILEIACTR.S; R. KAYHSLYDHSIEEDVAIHVTGSER.K;
K. AYHSLYDHSIEEDVAIHVTGSER.K; K.LLVALVSAYR.Y; K ETAECLCNPHAYFSK.V,
K.EIKEEYNSLYGVPLTQK.I; KDLLLALMTR.D

PFF Mascot score: [523] Sequence coverage %: [36]
Matched peptides No.: [10]
Calculated Mr: 39535 Calculated pl: 7.72

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probabulity that the observed match is a random event.
Indnnidual 1ons 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 1
160 2000 300 0 B0 G0
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Matched peptide sequences: shown in Bold Red

1 MIIITFLFYE YS5I5F5LLO NTEEEKTWLIF FNWELSPELS QDLELNEESL
51 ISILGESDFPA RRTTFRQRST HFFIEDERSF ERWDDHRINL LELEFVEFEN
101 ALVIWAMHFW ERDARLLHEA LTLVPQSYEW ILEIACTRS5 EELLGARKAY
151 HSLYDHSIEE DVATIHVTGSE BELLVALVSA YRYEGPEVSE DRAKSEAFLT
201 AKATKNGDEE NPIDDDEVIE ILTTRSEPHL EATYEHYEEV SGENINEDIE
251 ALDFILFETA ECLCNPHAYF SEVVDEATEN DADHNTEEAL TREVIVIRADWV
301 DLEETEEEYN SLYGVFPLTQE IDDHNANGNYE DLLLAIMTRD

Matched peptide information:

Start - End Cbaerved Mr{expt) Nr(calc) Ppm Miss Sequence
69 - 78 1280.5591 1275.5518 1279.5833 -25% 0 R.STHPFIEDER.S (Iona scare 32)
8 - 113 18693.8768 1B57.6653 1897.35297 -32 0 R.FENALVIWAMIEFWER.D (loos
116 - 125 1635.8740 1630.8667 1630.9053 -26 0 R.LLEEALTLVEQSYR.V (Ions
130 - 13 1074.35660 1073.5507 1073.3%03 -29 0 R.VILEIACTR.S (lon= score 43)
i - 1M 2756.2407 2755.2334 2755.3%201 -3 1 R, FAYHSLYDESIEEOVAINVTGSER. K
14% - 1M1 2620.1426  2627,1353 2627 .2252 -34 0 K. AYHSLYDHSIEEDVAINVTGSER . K
175 - 162 1104.6500 1103.6427 1103.6703 -25 0 K.LLVALVSAYR.Y (Ianp score 31)
256 - 272 1826.7563 1825,.74%0 1825.7765 -15 0 FK.ATYABCLONPHAYFSY,V ic -
304 320 2010.976%  2009,9668 2010.0309 3 1 K. .EIREEYNSLYGVPLTOR.I
331 339 1045.5753 1044 . 5680 1044.6002 n 0 FK.DLLLAIMTR.D (Iona score 38
Boon L s S e
£
<0 g eccccrccceccnccccccrccascccccccccccrcccccaasn
t T ™ — T
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Spot No.: 64
D24 E24 D24+E24 D48 D48+E48

Accession No.: scaffold0823_158984.mRNA1

Plant species: Hevea brasiliensis
Protein name: Isoflavone reductase-like protein

Peptide sequences: K.NLGVTILPGDLYDHESLVK.A;

K.RFFPSEFGNDVDHVHAVEPAK.S; R.FFPSEFGNDVDHVHAVEPAK'S;
R.AIEAAGIPYTYVPSNFFASLIIR.I

PFF Mascot score: [380] Sequence coverage %: [20]
Matched peptides No.: [4]
Calculated Mr: 33240 Calculated pl: 5.50

Annotated PFF spectra:

Tons score 15 -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 30 mdicate identity or extensive homology (p<=0.03).
Protein scores are derived from ions scores as a non-probabihistic basis for rankmg protemn hits.

HWumber of Hits

| ]
T T T T T T T T T T T T T T T T T I T 1
16 200 F00 iy
Protein Score




Matched peptide sequences: shown in Bold Red

1 MADKESKEILIV GGIGYFGEFV VEASARAGHP TFALARESTV SDEVEGEIIE
51 NFENLGVTIL PGDLYDHESL VEAIKQOVDVV ISTVGALOVA DOTEIIARAIN
101 EAGNIFRFFP SEFGNDVDHY HAVEPAFRSAF ETEAQIERAT EAAGIPYTYV
151 PSNFFASLII RILLOPGSNE VIIQGDGIHVE AVEFNEEDDIA TYTIEAVDDE
201 RTLNETLLIE PPNNVYITFNE LVALWEEELG EILEETYVPE EQLLEDIQAR
231 PIPFNVGLAI WHSVEFIEGDQ TWNFEIEPSWG VEASELYPLDYV EYSTVDELLD
301 LEV

Matched peptide information:

Start - Bnd Obsatved Mr (expt) Nr{oale) pon Misx Sequeance

ne T2 2082.9959 2081.9885 2082.0997 83 0 K.NLOVTILPGDLYDHESLVE.A |Ian

107 - 127 23%98.0317 2397.0244 2397.1302 -52 1 K. RFFPSEFONDVDIVEAVEPAX.S

10 - 227 2241.5399 2240.9326 2241.0491 -92 0 R, FreSEFONDVDUVHAVEPAX. S y k-

139 - 161 2513,2040  2512.3975 2512.3366 -55 0 R AIEAAGIPYTYVPSNPPASLIIR. I (lons 2:ats
- B O o e e e e e e o o e R S
1 3
Y B3 Frrvervesserereresrrverrrraseye
- 3
o S

i e S TS AR

™ T T T T ™ ™
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Spot No.: 65
D24 E24 D24+E24 D48 D48+E48

.

Accession No.: scaffold0677_448742.mRNA1

Plant species: Hevea brasiliensis
Protein name: Proteasome subunit alpha type-5

Peptide sequences: R.GVNTFSPEGR.L; R.LFQVEYAIEAIK.L;

R.FSYGEPMTVESTTQALCDLALR.F;
K. AIGSGSEGADSSLQEQYNKDLTLQEAETIALSILK.Q; K.DLTLQEAETIALSILK.Q;
K.VAPTYHLYTPAEVETVISR.L; KVAPTYHLYTPAEVETVISRL.-

PFF Mascot score: [609] Sequence coverage %: [41]
Matched peptides No.: [7]
Calculated Mr: 26165 Calculated pl: 4.70

Annotated PFF spectra:

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

Number of Hits

N
T T T T T T T T T T T T
280 S0

Protein Score




Matched peptide sequences: shown in Bold Red

1 MFLTRTEYDERE GVNTFSPEGR LFQVEYAIEA IEKLGSTAIGL EIEEGVVLAV
51 EERITSPLLE PS5S5VEEVMEI DEAIGCAMSG LIADARTLVE HARVETONHR
101 F5YGEFMTVE STTQALCDLA LRFGEGDEES MSRPFGVSLL IAGHDENGES
151 LYYTDPSGTF WOCHAFATGS GSEGADSSLO EQYNEDLTLO EAETIALSIL
201 FEOVHMEEENVTE NNVDIAKVAP TYHLYTPAEV ETVISEL

Matched peptide information:

Start - BEnd Observed Mr (expt) Mr{calo) jue Miss Sequence
11 - 20 1062 . 4668 1062.4615 1062.5094 -45 0 R .OUNTPSPEGR.L |Ion
21 - 7 1423.7102 1422,7029 1422.7798 -51 0 R APQVEYAIEAIE.L (1 -
101 - 122 2405.0378 2465.0300 2400.1814 -53 0 W PSYODREMTVESTTOALCDLALAR.F (Igms Rozs _146)
167 - 200 JE75,6000  3I670.6007 DI6TO. 047D ~49 1 F.AIGSOSEGADSS LOEQYNIDLTIQEAETIALSILE.Q (Ions pacre 1%)
106 - 2012 1797.8966 1736,809) 1756.5022 -93 0 XE.OLTIQEAETIALSTLX.Q (I 03
218 - 20 2346.010% 2143%,0032 214%.1106 -50 0 K. .VAFTYNLYTFAERVETVISR.L
210 - 7207 225%.0000 2255.0757 22501947 -43 1T R VAPTYRLYTPARVETVISKL . -
3 wa
(= |
4
F T R e
B . B et et D et et
160 2000 0%




Spot No.: 66
D24 D24+E24 D48 D48+E48

R

Accession No.: scaffold1222 60641.mRNA1

Plant species: Hevea brasiliensis
Protein name: Small rubber particle protein

Peptide sequences: K.TVVTPVYYIPLEAVK.F; K.QVSAQTYSVAQDAPR.I;

R.IVLDVASSVFNTGVQEGAK.A; K AEQYAVITWR.A;
R.ALNKLPLVPQVANVVVPTAVYFSEK.Y

PFF Mascot score: [532] Sequence coverage %: [41]
Matched peptides No.: [5]
Calculated Mr: 22331 Calculated pl: 4.80

Annotated PFF spectra:

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

||
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10 200 300 doi il [=140]

Protein Score




Matched peptide sequences: shown in Bold Red

1 MAREVEEERL EKYLDFVRAAG VYAVDSFS5TL YLYARDISGE LEPGVDTIEN
51 VWETWVVTEVY YIPLEAVEFY DETIVDVS5WVIS LDGVVEPEVIE OVSAQTYSVA
101 QDAPRIVLDWV ASSVFNTGVD EGAFLLYANI. EPFAEQYAVI TWRALNELFL
151 VEPOQWVANVVVE TAVYFSEERYN DWWRGITEQG YEVSSYLPLL PTEEITEVEG
201 DEAS

Matched peptide information:

Start - End Cbserved Mr{expt) Mr(calc) PP Miss Seguence
54 - o8 1691 . 0062 1650,0709% 1650,9540 -4 0 K.TVVTEVYYIPLEAVK.F (Ionn scgr= 04)
" 165 1620.7314  1619,7241 16192.7503 LR 0 F.QVSAQTYSVAQDAFR. I (Ions ¢
106 - 124 1533.9440 1332,.5373 1533.0107 -40 0 R.IVLDVASSVINTOVQEOAR.A (Ions so 153)
134 - 10 1236, 9956 1255, 5883 1235.62%0 -3 0 K.AEQYAVITWR.A  (Jons zcoze B6)
144 ie8 2696.4307 2695.4254 2655.5313 40 1 R.ALNKLPLVPQVANRVVVPTAVYFSEX.Y (Icos scoxe 110)
R
3
LI TR et et S AL U et Do LA L et
w
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Spot No.: 67
D24 D24+E24 D48 D48+E48

Accession No.: scaffold0814 47376.mRNA1

Plant species: Hevea brasiliensis
Protein name: 14-3-3-like protein

Peptide sequences: K.LAEQAERYEEMVEFMEK.V; K. TVDVEELTVEER.N;

K.ICDGILSLLESHLIPSASSAESK.V; K.SAQDIALADLAPTHPIR.L; K. DSTLIMQLLR.D

PFF Mascot score: [396] Sequence coverage %: [29]
Matched peptides No.: [5]
Calculated Mr: 29931 Calculated pl: 4.76

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match i1s a random event.
Indridual 1ons scores = 30 mndicate identity or extensive homology (p=0.05).
Protein scores are derived from 1ons scores as a non-probabilistic basis for ranking protem hits.

Number of Hits
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Matched peptide sequences: shown in Bold Red

1 MSPTESSEEE NVYMAKILAERD AFREYEEMVEF MEEVAKTVDYV EELTVEERNL
51 LSVAYFNVIG ARRASWRIIS SIECQEEESRG NEDHVIIIEE YRGEIESELS
101 ETICDGILSLL ESHLIPSASS AESEVEYLEM EGDYHRYLAE FETAGERKER
151 AESTLLAYES AQDTAIADLA PTHPIRLGLA LNFSVEYYEI LNSPDRACHL
201 AFQAFDEATS ELDTLGEESY FDSTLIMQLL RDNLTLWISD ITDEAGDEIE
251 EASKRESGEG QPQQ

Matched peptide information:

Start - Ena Observed Mr (axpt) Mr(cale) ppa Misa Sequence
17 33 2131.8172 2130.9099 2130,5601 24 1 FK.[LAZQAENYEENVEFMEE.V (Ions o
37 - 48 1410.679¢ 1417.6681 1417,6936 18 D K.TVOVEELTVEER.N (Ions » a1}
102 - 124 2427.1836 2426.1763 2426.2363 -25 D X.ICOGILSLLESHNLIPSASSAESK.V s score
160 - 176 1700.%161 1787.3%0088 1767,9530 -25 0 K.SAQUIALADLAFTHEIR,.L 1 109)
222 - 2 1109, 6407 1108.6334 1188, 656 -17 0 K.DSTLIMOLLR.D (lons scc 2)
_é -u.a—? -----------------------------
-2 -} ----------------------------------------------
S
2 3 ey \ —— .
1%0 2000 2500



Spot No.: 68
D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold0814 47376.mRNA1
Plant species: Hevea brasiliensis
Protein name: 14-3-3-like protein

Peptide sequences: M.SPTESSREENVYMAK.L;

K.LAEQAERYEEMVEFMEK.V; K. TVDVEELTVEER.N;
K.ICDGILSLLESHLIPSASSAESK.V; K.SAQDIALADLAPTHPIR.L;
R.LGLALNFSVFYYEILNSPDR.A; K. QAFDEAISELDTLGEESYKDSTLIMQLLR.D;
K.DSTLIMQLLR.D

PFF Mascot score: [821] Sequence coverage %: [50]
Matched peptides No.: [8]
Calculated Mr: 29931 Calculated pl: 4.76

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match 15 a random event.
Indrnidual 1ons scores = 30 mdicate identity or extensive homology (p<0.03).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

45
40 B8
35 18
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20 £8
15 38
10§

Numbet of Hits

0 250 SO0 a0
Protein Score



Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

MSPTESSREE NVYMAFKLARQ AFRYEEMVEF
LSVAYENWVIG ARRASWRIIS SIEQEEESRG
KICDGILSLL ESHLIPSASS AESEVEFYLEM
AESTLLAYES AQDTALADILA PTHPIRLGLA
AFQAFDEATS ELDTLGEESY FDSTLIMQLL

EASERESGEG QPQQ

Matched peptide information:

Start - End Obaecrved Mr (expt) Mr{cale) e
7 -8 3727.7311 3726,7038  1726.7832 -46
17 - 33 2131.8774 2130,8701 2130,9601 -4z
a7 48 1418.6472 1417.6399 1417.6536 -38
102 124 2427 1436 24246.1363 2426.236) 4
100 - 176 1700.0860 1707,.67TH7 707,950 -42
7 196 2331.0972 2330.08%9 2330,1937 -45
203 232 3315.4958 3314.4885 3314.6229% 40
222 - 23 $1109.6223 3188,.6050 11086534 41
B L o
g_qo ----------------------------------------------
8
pe 2 - TR TR e e T T
o e o e e 5 e e e e e e i S
t T T T T T T T T T T T
1400 000 2600 2000

MEEVAETVDV
NEDHVTITEE
EGDYHRYLAR
LNFSVEFYYETL
RDNLTLWTSD

EELTVEERNL
YRGEIESELS
FETAGERFER
LNSPDRACHL
ITDEAGDETE

Sequence
M. SPTESSHEENVYMAX . L ign
K, LAZQARRYERMVEFMEX . V

K. TVIVEELTVEEA . N (Ilco
K. ICDGILSLLESHLIPSASSARSK.V
K. SAQUIALADLAFTHPIR . L

R. LOLAINFSVFYYEILNSFDR A 1
K. QAFDEAISEIDTLOERESYRDSTLIMQLIR.D
K. DSTLIMQLLR.D |

9

Isas scare 54)



Spot No.: 69
D24 D24+E24 D48 D48+E48

Accession No.: scaffold0127_20309.mRNA1

Plant species: Hevea brasiliensis
Protein name: Proteasome subunit beta type-6

Peptide sequences: R.TSTGMYVANR.A; K.ITQLTDNVYVCR.S;

R.SGSAADSQIVSDYVR.Y; RYFLHQHTIQLGQPATVK.V;
K.NMLETGLIVGGWDKYEGGK.I; R TVIINSEGVTR.N;
K.LPLWHEELEPHNSLLDIINASGPEPMHM .-

PFF Mascot score: [663] Sequence coverage %: [48]
Matched peptides No.: [7]
Calculated Mr: 24974 Calculated pl: 5.47

Annotated PFF spectra:

Tons score is -10*Log(P), where P 15 the probability that the observed match i1s a random event.
Indridual 1ons scores = 30 mndicate 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
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Matched peptide sequences: shown in Bold Red

1 MDLEAPHSMG TTIIGVIYDG GVVLGADSET STGMYVANRDL SDEITQLTDN
51 VYVCRSGSAA DSQIVSEDYVE YFLHOQHTIQL GQPATVEVAL NLVELLSYHNN
101 FMMLETGLIV GGWDEYEGGE IYGVPLGGII IEQPFAIGGHGS GS5YLYGFFED
151 QAWEEGMTED EAEQLVWERYV SLAMARDGAS GGVWVRTVIIN SEGVTENEYFE
201 GLDELPLWHEE LEFPHMSLLDI ITHASGFEFMH M

Matched peptide information:

Start - EBnd Observed Mr (expt) Mr (cala) Ppm Miss Sequenoe
ae 39 1099 4885 10968.46812 10958.5128 29 1 R.TSTOMYVANR. A
4 - 5 1401.7014 1480,.0%941 1480,7344 -27 0 K. ITOLTDNVYVCR. S (
3 - 70 15954.7001 13953,.6928 1353.7322 ~25 0 R.SOSAADSQIVSDYVR.Y
" -m 1080.9983 1079.9910 1080.056 34 0 R.YFLAEQATIQLOQPATVE.V
102 - 120 2066,9509 2065.9436 2066.0143 el 1 K, RMLEYGLIVGOWDXYRGGK il)
186 156 1188.6257 1187.6184 1187.6510 27 0 J.TVIIRSEOVTR.N (Icns » 2
204 - 201 219, 4785 I210.4T1R I230,5528 ~25 0 K. LPIMEERLEPHNSLLDI INASGEREIMEM. -  |1one 2co
A BB peetrevsasyTeessevsesseersrevssereveaseaeey g-ve
g R S S e
A
=
o
) T T T .l = T T T T T 1
1200 1600 2000 2000 2000 00



Spot No.: 70
D24+E24 D48 D48+E48

Accession No.: scaffold1222 60641.mRNA1

Plant species: Hevea brasiliensis
Protein name: Small rubber particle protein

Peptide sequences: K.DISGPLKPGVDTIENVVK.T;

K. TVVTPVYYIPLEAVK.F; K.IFVDKTVDVSVTSLDGVVPPVIK.Q;

K. TVDVSVTSLDGVVPPVIK.Q; K.QVSAQTYSVAQDAPR.I;
R.IVLDVASSVFNTGVQEGAK.A; K ALYANLEPK.A; KAEQYAVITWR.A;
R.ALNKLPLVPQVANVVVPTAVYFSEK.Y; R.VSSYLPLLPTEK.I

PFF Mascot score: [830] Sequence coverage %: [71]
Matched peptides No.: [10]

Calculated Mr: 22331° Calculated pl: 4.80
Annotated PFF spectra:

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

MWumber of Hits

250 jalely) Fa0
Protein Scare




Matched peptide sequences: shown in Bold Red

1 MAREEVEEERL
51 VWETVVTEVY YIPLEAVEFV DETVDVSEVTS LDGVVPEVIE QVSAQTYSVA

101 QDAPRIVLDW ASSVFNTGVY EGAFALYANL EPFAREQYAVI TWRALNELPL
151 VPOQVANVVVE TAVYFSEEYN DVWVRGITEQG YEVSSYLPLL PTEEITEVEG

201 DEAS

Matched peptide information:

Start - EBnd Observed Mr (expt) Mr{cale)
36 - 33 1880.95930 1E75.9877 18980.0255
54 - 68 1631.5019 1690.0942 1690.55%46
6% - %0 2314,2390 2313.2537 2313.2832
73 %0 1824.9690 1823.9617 1824.0245
%1 - 103 1620.7704 1619,.7631 1613.7503
106 - 124 1933.9744  1932.9671  1933.01%7
12% - 133 1018,5144  1017.5071  1017.5495
134 143 1236.6156 1235.6083 1235.6299%
144 - 160 2695.4953 2693 4522 2695.5313
183 - 194 1346,.7000  1345,6957 1345.7490
b FstivaannTines DR EERRE RS
S0 | RS IR
- L ——— L ——————
L e T 2 oo T = AR TR
1000 1500 2000 00

EYLDFVERAG VYAVDSFSTL YLYAEDISGP LEPGVDTIEN

Miss Sequence

SO0 COO0OMa W

K. DISOPLEPOVDTIERVVE.T

K.QVSAQTYSVAQDAFR.T (Ions
R, IVLOVASSVINTGVQEGAX. A

KOALYANLERPR. A | lonn sce
T ARQYAVITWIL.LA (Ions ascore 70
ROALNKLPLVPQVANVVVPTAVYPSER.Y |[Ions score 24)
R.VSSYLPLLPTEK.S (lon= =c

e 1)




Spot No.: 71

D24+E24 D48 D48+E48

Accession No.: scaffold0344 _256841.mRNA1
Plant species: Hevea brasiliensis
Protein name: 18.5 kDa class | heat shock protein

Peptide sequences: K.DFPFPSFASSSSLFPR.E; K.ETPEAHVFK.A;
R.VLQISGER.H; K.EDKNDTWHR.V

PFF Mascot score: [221] Sequence coverage %: [26]
Matched peptides No.: [4]
Calculated Mr: 18064 Calculated pl: 5.97

Annotated PFF spectra:

lIons score 15 -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.

Mumber of Hits
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Matched peptide sequences: shown in Bold Red

1 MSLTFF5GNE RS5IFDPFSL DIWDFFEDFF FPSFASSSS5L FPRENSAFWVS
51 TEIDWEETFE AHVFERADLPG LEEEEVEVEI EDDEVLQISG ERAVEEEDEN
101 DTWHEVERSS GEFSESFELF ENTEMDOIED SMENGVLIVI VPEAEVEEFD
151 VEATEISG

Matched peptide information:

Start - End Observed Mr (expt) Mr ({calc) PRm Miss Seguence
28 - 43 1785.8492 1787.841% 1787.8519 -6 0 K.DFFFESFASSSSLFER.E (Ions score 70)
37 - &3 1057.523% 1056.5166 1056.5240 -7 0 K.ETPEAEVFEK.A (Ions score 30)
85 - 92 901.5137 S00.5065 500.5029 4 0 R.VLQISGER.H (Ions score 49)
97 - 105 1200.5371 119%5.529%§ 1159.5319 -2 1 K.EDENDTWHR.V (Ions score T72)
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Spot No.: 72
D24+E24 D48 D48+E48

Accession No.: scaffold0026_327123.mRNA1

Plant species: Hevea brasiliensis
Protein name: Chlorophyllase type O

Peptide sequences: KEIEFAAEVGNWLLSGLQSVLPEK.V;
R.GGNIAFALALGYSK.T; K.ISALVGLDPVGR.V

PFF Mascot score: [316] Sequence coverage %: [14]
Matched peptides No.: [3]
Calculated Mr: 37785 Calculated pl: 6.30

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual 1ons 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.

Mumber of Hits
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Matched peptide sequences: shown in Bold Red

31
101
151
201
251
301

MLVITLLVILL
EESHNEASPPE
FIVVAPOVYS
WDODELALGE
EILTNVEHSF
FAPASHEVIT
LIVAFLEAYF

ASLLEAFPOF
PLLIVSEPITD
CINWLIFELF
HNRGGNTIAFA
HNLSIPVIVIG
DYGHMDMI.DD
CADSGLDFMTI

PFIVVLLETEP
GIYPVFMFLH
IRESFEIEFA
LALGYSKETIFL
IGLGHNESVCE
NETGILATIL
LNEPSVAPAK

Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) ppn
126 - 148 2529.2041  2520.2268 2528.3162 -35
164 177 1381.6929 1380.685%6 1380.7401 3%
164 - 153 1196, A589 1159.6516 1195.6529 -34
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WVODILDWEWT
GICLENYFYS
AEVGNWLLSG
EVEISALVGL
VWVELACAPNY
HNSICENSELDFE
LDEVOFEEEQ

Miss Ssguence

0 K. EIEFAABVGNWLLSGLOSVLEFEK.V |1t
0 R.GONIAFALALGYSK.T 3

GSFETESIDV
NLLEHIASHG
LOSVLPERVT
DPVGRVSTDPE
MNHEVEFYNEC
RDOMRRIVGG
WHAQV

»

0 TK.ISALVOLDPVOR.V (Ians scoz




Spot No.: 73
D24 E24 D24+E24 D48 E48 D48+E48

2

Accession No.: scaffold1222 89338.mRNA1
Plant species: Hevea brasiliensis
Protein name: Small rubber particle protein

Peptide sequences: K.YLEFVQATTDNAVTALSNIYLYAK.D;

K.DNSGPLKPGVETIEGVAK.T; R AVDASFTTLONIVPSVLK.Q; K. QLPTQACDTSVK.E

PFF Mascot score: [381] Sequence coverage %: [61]
Matched peptides No.: [4]
Calculated Mr: 12769 Calculated pl: 4.61

Annotated PFF spectra:

Tons score 1s -10%Log(P), where P 15 the probability that the observed match is a random event.
Individual 1ons 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.
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Matched peptide sequences: shown in Bold Red

1 MAEGEENENF QQEANEQEEK LEYLEFVQAT TDNAVTALSN IYLYARDNSG
51 PLEPGVETIE GVARTVVIEA SKIPTEATKF ADRAVDASPT TLQNIVESVL
101 EDLPTQACDT SVEESAE

Matched peptide information:

Start - End Observed Mr [expt) Mr{calc) ppn Miss Sequence
23 - 46 2700,3408  2707.333% 2707,3745 -15 0 X.YLEFVQATTONAVTALSNIYLYAX.D |Ions scors 3
47 - 64 1810.9176¢  1609.9103 1809, 9472 -20 1 K. DNSGRLEPGVETIEGVAX. Y (I = 22)
84 i 19G3.0002 1901.9929% 1902.0462 28 0 R.AVDASPTTLONIVPSVIE.Q core 110)
102 - 113 I347.6136 1346.6063 1346.6000 -32 ? K.QLFTQACDTSVE.P (Ioos scoo a3
e o o T S S S S
B i
I
h A{
£ -2y 4
w
J, Jf ..............................................
] - T T T T T T T T T T T 1
1500 2000 2900
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Spot No.: 74
D24 E24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold1222 136753.mRNA1
Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.DKSGPLQPGVDIIEGPVK.N; K.NVAVPLYNR.F;
K.FVDSTVVASVTIIDR.S; K.DASIQVVSAIR.A; R.SLASSLPGQTK.I

PFF Mascot score: [451] Sequence coverage %: [46]
Matched peptides No.: [5]
Calculated Mr: 14713 Calculated pl: 5.04

Annotated PFF spectra:

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

Wumber of Hits

16 200 F00 Ll S
Protein Score



Matched peptide sequences: shown in Bold Red
1 MAEDEDHOOG QGEGLEYLGF VODAATYAVT TFSHVYLFAEK DESGPLOPGV

51 DITEGEVENV AVPLYNRFSY IPNGALEFVD STVVASVTII DRSLEPIVED
101 ASTOVVSATR AAPEAARSIA SSLPGOTEIL AEVEYGEN

Matched peptide information:

Start - End Observed  Mr{expt) Mr(calo) ppm  Miss Sequence
41 - 59 1849.0270 1848.0197 1647.9993 11 1 R-DRSGPLQPOVDITRGPVE.N  (Iof
59 - 67 1045,5654 1044,5781 1044.5716 6 0 K.NVAVPLYNR.¥ (lons sc
M - 92 16210971 1620.8890 1620.8723 11 0 K.¥VDSTVVASVTIIDR.S
100 - 110 1158.6569 1157,6496 1157.6404 3 D X.DASIQVVSAIR.A (I
118 - 128 1088.55940 1087,.%867 1087.5873 -1 D R.SLASSLPOQTK.1

Error (pped
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Spot No.: 75

-
Accession No.: scaffold0155 515853.mRNA1

Plant species: Hevea brasiliensis

Protein name: Pro-hevein

Peptide sequences: K.YGWTAFCGPVGAHGQPSCGK.C;

R.IVDQCSNGGLDLDVNVFR.Q; R.QLDTDGKGYER.G

PFF Mascot score: [221] Sequence coverage %: [23]
Matched peptides No.: [3]
Calculated Mr: 23042 Calculated pl: 8.15

Annotated PFF spectra:

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

1 MGEEVHMNIFIV VLLCLIGVAI AEQCGROAGG KLCPHNNLCCS QYGWCGS5DD

51 YCS5PSENCQS5 NCEGGGEGEGEE GEEESASNVL ATYHLYNPOO HGWDLMNAVSRA

101 YCSTWDANEFP YSWERESEYGWT AFCGEVGAHG QPSCGECLSV THIGIGAKTT

151 VEIVDQCSNG GLDLDVNVEE QLDTDGEGYE RGHLTVHNYQF VHNCGDSFMNPL
201 F5IMESSVIN

Matched peptide information:

Start - End Observed Mr (expt) Mr (calo) Ppm Miss Sequence
117 136 2136.8484 2135.8411 2135.9306 42 0 K. YOWTAFCOPVOGAHGQPSCOR. O (Iona score E6)
153 - 170 2020,.8995 2019.8922 2019.9684 -38 0 R, IVDOQCSNGGLDLDVNVFR.Q (JIons score 109)
171 - 181 12681 .50601 1280, 05328 1260,.5997 =37 1 R.QLDTDGEGYER. G {Ions =core 35)

T T T
2000
RAS ertor 38 ppn Mazs (Dad



Spot No.: 76
D24+E24 D48 D48+E48

Accession No.: scaffold0155 515853.mRNA1

Plant species: Hevea brasiliensis
Protein name: Pro-hevein

Peptide sequences: K.YGWTAFCGPVGAHGQPSCGK.C;
R.IVDQCSNGGLDLDVNVFR.Q

PFF Mascot score: [149] Sequence coverage %: [18]
Matched peptides No.: [2]

Calculated Mr: 23042 Calculated pl: 8.15
Annotated PFF spectra:

lons score is -10%¥Log(P), where P is the probability that the observed match is a random event.
Individual 1ons 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

—r T T
jale] 160 150
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Matched peptide sequences: shown in Bold Red

1 MGEVHMNIFIV VLLCLIGVAI AEQCGRQAGG KLCPNNWLCCS QYGWCGS5SDD
531 YCS5PSFNCOQS5 NCEGGGLGGEGE GLGGESASNVL ATYHALYNPOO HGWDLNAVSH
101 YCSTWDANEF YSWERESEYGWT AFCGEVGAHG QPSCGECLSV THIGIGAETT
151 VRIVDQCSNG GLDLDVNVFR QLDTDGEGYE RGHLIVHNYQF VHNCGDSEMEL
201 F5IMESSVIN

Matched peptide information:

Start - End Observed Mr (expt) Mr {calao) pPpm Miss Sequence
117 - 13& 2136.5202 2135.9125% 2135.5306 -8 0 K. YOWTAFCOFVOAHGQPSCOEK.C (Ion=s score &1)
153 170 2020.5714 201%.5%641 201%.5684 2 0 R.IVDOCSHNOOLDLDVHVEFR.Q (Ions score 88)
3‘ =25 Fesccccccccccccscssssccsssscsssssssssssssss==as
o
T S RERRRRRRRRAAS
fis}
7.5
1 T T T T T T T T T T T T 1
Z0Z0 2040 Z0E0 2080 Zloo Z1z0 Z1l4o

RIS error & ppmn Mass CDal



Spot No.: 77
D24 D24+E24 D48 E48 D48+E48

Accession No.: scaffold0014_190374.mRNA1

Plant species: Hevea brasiliensis
Protein name: Cysteine proteinase inhibitor

Peptide sequences: K.EVEGSANSVEINSLAR.Y; R.YAVDDYNQK.Q;

K.ONALLEFK.K; K.QQVVAGTIYYITLEVTDGGQK.K;
K.QQVVAGTIYYITLEVTDGGQKK.V; KVWEKPWLNFK.E

PFF Mascot score: [667] Sequence coverage %: [64]
Matched peptides No.: [6]
Calculated Mr: 11236 Calculated pl: 5.45

Annotated PFF spectra:

Tons score is -10*Log(P), where P is the probability that the observed match i1s a random event.
Indidual 1ons scores = 31 indicate identity or extensive homology (p<0.035).
Proten scores are derived from ions scores as a non-probabilistic basis for ranking protem hits.

Number of Hits

T 1
250 faleld] Fa0
Protein Scare



Matched peptide sequences: shown in Bold Red

1 MARKLGGVEEV EGSANSVEIN SLARYAVDDY NOQEOMNALLEF EEVVIAEQOV
531 VAGTIYYITL EVTDGGDEEV YEAKVWEEFPW LNFEEVOEFE LIGDAPSDST
101 2

Matched peptide information:

Start - End Observed Mr (expt) Mr{calc) Ppo Miss Seqoence
9 - 24 1674, 8320 1673.8247 167).8220 2 0 K.EVEGSANSVEINSLAR.Y
25 - 33 1115.4976  1114.490) 1214.4531 -2 0 R.YAVDDYNQX.Q (Io
M-a 962,529 961.5221 961.5233 -1 0 K.ONALLEFK.X (lgns =coze
48 - 68 2265.1651 2262.1778 2262.1794 -1 0 K.QUUVAGTIYYITLEVIDGGQK, K
48 - 69 3411 .2042 2410.2769 2410.2744 1 K. QUVWAGTTYYITLEVTDGOORK .V
7 - 84 31346.7258 1345.7183% 1345.7183 0 ! K.VWERTWINYFR.E (Iona score £€32)

g i ----------------------------------------------
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Spot No.: 78
D24+E24 D48 D48+E48

Accession No.: scaffold0824 253044.mRNA1

Plant species: Hevea brasiliensis
Protein name: Nuclear transport factor 2

Peptide sequences: KAFVEHYYTTFDANRA;
R.AGLANLYQEGSMLTFEGQK.I; K.FSQMFHLIPTPQGSFYVLNDIFR.L

PFF Mascot score: [252] Sequence coverage %: [45]
Matched peptides No.: [3]
Calculated Mr: 13696 Calculated pl: 5.68

Annotated PFF spectra:

Tons score 15 -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 30 ndicate identity or extensive homology (p=0.035).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

Protein Score



Matched peptide sequences: shown in Bold Red

1 MEPLSVAKAF VEHYYTTFDA NEBAGLANLYD EGEMLTFEGD EKIQGAQNIVA
51 ELISLPFOOC QHSITTVDCO PSGPAGGMLYV FVSGHNLOLTG EQHALEFSOM
101 FHLIPTPQGS FYVLNDIFEL NYA

Matched peptide information:

Start - End

Observed

Mr (expt) Mr (calce) Ppa
= -8 1733.7362 1732.7265 1732.70430 -32
23 - 41 2056, 9283 2035.9212 2059.9%9) -39
97 - 119 2957.,2979  2756.2506 27563705 -22
-~ 32 i P s o e e i v A B i v e
4 T
-
B = T e e T e
b
4
o =M
o) ol o S e e e S Y e i e e A D ey o O S
- T T T T T d
1000 2000 200 2000 2000 2000

Miss Sequence
0 X.AYVERYYTTPFDANR.A (Io
U RCAGLANLYQEGSMLTFEGOX. 1 1
0 X.PSQMPHLIPYPQGSFYVINDIFH, L




Spot No.: 79

D24 D24+ E24 D48 D48+E48

)

Accession No.: scaffold1222 136753.mRNA1

Plant species: Hevea brasiliensis
Protein name: Rubber elongation factor protein

Peptide sequences: K.DKSGPLQPGVDIIEGPVK.N;

K.SGPLQPGVDIIEGPVKNVAVPLYNR.F; K.NVAVPLYNR.F; KFVDSTVVASVTIIDR.S;
K.DASIQVVSAIR.A

PFF Mascot score: [372] Sequence coverage %: [38]
Matched peptides No.: [5]
Calculated Mr: 14713 Calculated pl: 5.04

Annotated PFF spectra:

Ions score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 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
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100 2003 300 400
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Matched peptide sequences: shown in Bold Red
1 MAEDEDNOOG QGEGLEYLGF VODAATYAVT TFSHVYLFAEK DESGPLOPGV

51 DITEGEVENV AVPLYNRFSY IPNGRALEFVD STVVASVTII DRSLEPIVED
101 ASTOVVSATR AAPEAARSIL SSLPGUTEIL AEVEYGEN

Matched peptide information:

Start - End Observed Mr (expt] Nr{calo) Ppo Miss Sequence
41 - 5 1845.0927 1040.00854 1047,.599) A7 1 K. DESOPLOPGVDIIEGEVE.N (lona =
43 67 2632.5703 2631.5630 26314384 47 1 K. SOPLQPOVDI IECYVRNVAVILYNR, ¥
9% - 67 1045.6227 1084.6134 1044.5716 i2 0 K. NVAVPLYNR.F (Ions score
- a2 1621.9495 1620.9422 1620.8723 A3 0 K. FVDSTVWASVTIIDR, 132)
100 110 1139.6558 1157.68085 1157.6404 iz 0 K.DASIQVVSAIR.A
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