Supplemental spectra and MALDI TOF/TOF

MS/MS identification information

Annotated spectra for Suppl Data 1: 99 proteins identified
by MALDI TOF MS and MALDI TOF/TOF MS/MS.

Spot numbers of the 99 proteins correspond to the proteins that

listed in Suppl Data 1.

CID: collision induced dissociation
MALDI TOF:

matrix assisted laser desorption/ionization time of flight
MS: mass spectrometry

PMF: peptide mass fingerprinting



Spot No.: 1

Mascot score: 96

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: hypothetical protein FOC4_g10007540

NCBI accession No.: gi| 475667056 Sequence coverage %: 37
Matched peptides No.: 16 Total peptides No.: 64
Calculated Mr: 50542 Calculated pl: 6.62

Annotated PMF spectra:
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Protein score is -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1 MVESSKLLFLA WIAAVQATDYV DVAVVGEGEEGES GGYAAVOLRE NYGEKIVVIE
51 KQOEQLGGHAQ SWYDPVTGEA YNYGVDAFTN ITVSIDFFEQ LEVPIGPVQS
101 EQVEBNLYVDF KDGKETVDYTP PTTKEAADAM GNYRDOWLEY TDILLPTSEN
151 FPRGDEVPSD LLLSWYEFAR EKYKAEAASPS IWDTVVVDLN TALMIDVWEA
201 WHPSVGSFQP ASGDHTEIWQ KAAKVLGKDV LYESEVVSAK RSKESGVELOV
251 RDEKDGOVINI NAKRLLITIG PETINPEYFD LHSEELEVFH SAAGHRYYTG
301 IVSHPSLPAA EITHNIVPAAI NENYLAYPTV PEQAYFHYKG NSSTGPIHEA
351 LAIVPRDTSI EDAKDLIRKS LONLIDAGTI PAGNSTDLDF RTFSDHGLLY
401 RRWSADQLEG GIFAKANALD GQERSTWYTGA FWMNNDCVML WNTTHNAILEE
451 MLEDI
Matched peptides information:
Start — End Observed Mr{expt) Hr{calo) ppm H Peptide
54 - 69 1743.7194 1742 .7121 1742.8376 =72.0 0 K.QLGGHRQSWYDPVIGE. R
93 - 104 1308.7033 1307 .6960 1307.7198 <18.1 0 K.VPIGPVQSEQVE.N
105 - 111 B98.4591 897.451% 897.4596 ~8.63 0 R.HLYVDFE.D
140 - 153 1665.7714 1664 .7641 1664.8410 =46.2 0 K.YITDILLPTSEHFPRE.G
154 = 170 1995 B8BT0 199%4 . 87%7T 1995. 0102 =65.4 1 R.GDEVPSDLLLSEWYEFAR.K
157 = 170 1695, 7644 1694.7571 1694.B8668 -64.7 0 K.VPSDLLLSWYEFAR.K
200 - 221 2418, 9644 2417 .9571 2418.1240 -69.0 0 K, AWHPSVGSFQPASGDHTEIWQE. A
229 — 240 1338, 6190 13376117 1337.6714 -44.6 0 K,DVLYESEVVSARE R
264 — 277 1564, 8337 1563 . 8264 1563, 9348 -69.3 1 K.RLLITIGPETIHNPE.Y
265 — 21 1408.7512 1407 .7439% 1407.8337 -63.8 0 R,LLITIGPETIHPE.Y
278 - 296 2197 . 8838 2196 8765 2197.0076 -59.7 0 K,¥FDLHSEELEVFHSARGHNER.Y
350 - 358 739, 4868 T3IB.4795 T3IB. 4752 5.86 0 R.ALAIVPR.D
392 - 401 1208. 6008 1207.5935% 1207.5986 -4.18 0 R.TFSDHGLLYE.R
403 - 409 BT5. 4877 874.4804 874.4297 L8.0 0 R.WSADQLR.G
403 - 415 1448. 6193 1447 . 6120 1447.7572 =100 1 R.WSADQLRGGIFAK.R
416 - 423 857 .4987 856.49%14 B856.4515 46.6 0 K.RHALOQGQR.S



Spot No.: 2

Mascot score: 165

Species: Fusarium oxysporum Fo5176

Protein name: amidotransferase

NCBI accession No.: gi| 342881721  Sequence coverage %: 74
Matched peptides No.: 18 Total peptides No.: 35
Calculated Mr: 24474 Calculated pl: 5.12

Annotated PMF spectra:
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Probability Based Mowse Score:

Frotein score iz -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MAPEVLVWVLT
51 EAPLDQASVE
101 PGGHGPMFDL
151 LEGREATGFS
201 DGQVITGQNP

Matched peptide

SQSKMNNGHP
MEFEGDEESVE
VHDETSIKLI
HSEEEAVELT

ASRHRAVGEAL

s information:

Start - End Obsarved HMriexpt} Hricale)
39 - 63 2503, 302T 25022954 2502, 2312
39 - 63 2519, 3277 2518.3204 2518. 2261
39 = TO IFAT,TI0D 3246 TFI6 ATA6, 5607
35 - T0 IZ63.THED 3262 T58T 32625551
71 - 75 G50, 4320  G4%. 4247 649, 3435
T6 = 86 1371, 8022 1370.7%4% 1370.7558
17 - 86 1243, TAZ2 12427349 1242, 6608

52 - 118 2557 . 4B26 29564753 2956 3585
¥2 - 118 2973 . 5224 2972.5151 2972.3539

119 - 12% S41, 5961 940 5888 940, 4906
176 - 144 1963, 167T 19621604 1962. 0873
145 - 154 1083, 6959 1082, 6926 1082, 6084
155 = 168 1497, T252 14967179 1456, 6631
169 - 182 1558, HE78 1557 BBOS 1557 8324
169 - 183 1715.0472 1T14. 0399 1713, 5335

169 = 183 1731.0303 1T30.0230 1729, 9264

1%1 - 197 B34, 47EZ

HIZ 470% B3I 3555

1%8 - 218 2033 .159T 20327 1524 2032.0T02

TGWYLPEFAH PYYDLVNEGV EITVASPAGG
FLNEEKQIWE QTTPLKEFLG KASEFDAIFY
EEFYEAGKPV AAVCHGPIVEF VHVEVDGEKPL
SAMPVLLEDE IKRVGGKYVE ADDWAEEKLAV
LEAIGA

pER M Paptide

2%.7 0 K.GVETTVASPAGGENPLOQASVEHFE. G

A7.4 0 K GVETTVASPAGGEAPLDQASVEMFE. G + aidation (M)
50,3 1 K. GVEITVASPRAGGEAPLOGASVEMFRGDEESVE . F

62.4 1 K.CVETTVASPAGGEAPLOQASVEMFRGDEESVE. F + peidation (0
125 0 K.FLNEK.K

28.6 1 K.EQINEQTIPLE.E

59,6 0 K.QINEQTTPLE.E

4%.4 0 K. ASEFDATFYPOGHGPHFDLVNDETSTE. L

54,3 0 K, ASEFDAIFYPGGHGEMEDLYNDETSIE, L + ewidation (M)
105 0 K. LTEEFYE.A )

7.2 0 K. AGKPVAAVCHGP IVEVHVE . ¥

T1.8 0 K.VDGKPLLEGE.E

36,7 0 R, EATGFSHSEEEAVE, L

30.9 0 K.LTSAMPVLLEDETE.R

62.1 1 K. LTSAMPYVLLEDE IKE. ¥

54,7 1 K.LTSAMPVLLEDEIKR.V + owidatisn (M)

138 0 K. ADDWAEK. L

40,5 0 K. LAVDGOVITGONPASAHAVGE . &



Spot No.: 3

Mascot score: 143

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Adenosine kinase

NCBI accession No.: gi| 475667672 Sequence coverage %: 59
Matched peptides No.: 15 Total peptides No.: 62
Calculated Mr: 38182 Calculated pl: 5.34

Annotated PMF spectra:
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Probability Based Mowse Score:

Frotein score iz =10#Log(F), where F iz the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301

HSAVEEYSLL
DLLHNYDAKL
VELLGLEVEY
ETWELVENAE
RQEFEEVVDAS
ENTERERIAT
FAGGLLAGIL

CLENFPLLDIQ
TAGGAAQITSA
EVDPFEEERTIGR
VYYVGGFHET
APTWDYTIIGH
VTQGTDPTLV
QNEPLETSID

ARGDQRLLDE
RGAQYILPPN
CGAIITGHNR
VCEEAIMELR
ETEAAAYVARES
ATQGEDDIEE
MGQWLARLSI

Matched peptides information:

Start

31
43
]
T2
T2
108
b3
131
148
2485
205
LR ]
258
3ze

Exd Dhsarved
az FOL9.2720
44 15£0.9981
58 1BLB. 0369
E}H 1130.7127
k-3 Fi%4.3160
1a2 32U6.0063
111 3662904
130 10%0. 6304
148 T043.1528
124 0G0, 4406
238 3541.9843
239 3034.1332
379 FI97.5003
288 B348.1341
341 1575.9520

Hr [axpt )
2018, 2647
1854, 3508
1817.08%6
1127. 7054
133, 3087
3214 . 3950

565, 27911
10%T.&321
2042, 1835

TR 4333
3510. 9742
3833, 1239
2396, 4839
334T. 1268
1574 . 5047

Hr{oala)
T0A0. 0354
18558193
1816.8593
1127. 6047
2133.0742
37146667
26532060
10597, 5400
2041 .3327
TRR. 4203
33i0. 6403
ABHT . 0057
TI06.2063
3346 TEED
15748344

YGLEPNDAIL AEERHLPLYE
SVVYLGGAGD DEYAATILHDA
SLCTDLGAAN HYDLDHLERP
KQAAEHNKPF VLSLSAPFIP
HDLPSEEPRD VVKHLANLEK
FPVHAIEREK INDTNGAGDA
QELGPSYPFP KQTYQAR
P H  Paptids
112 0 K.EfSLLCLENPLLDIOAR .G
Bd.2 0 E.YOLETHDATLARER B
i3 0 E.HLPLYEDLLHNNYTAR . L
.3 0 K. LIAGOAADNEAR. O
iia o B.GAQYT LT FHSARY LGGAGHERE. ¥
104 1 R . GAO T LFFREVTT LGOATDDETAAT LEDAVE . A
#.06 0 R.VEYR.V
B3.% 0 R.OGATITGHER. 5
114 0 R.SLCTDLOAANEYT LDELE . B
-32.4 0 E.FFEINE.L
idd @ K. BADASAFWDYT IGHETREARAYARSEDI PR E
2.0 1 E.EVVDASAFTWDY I IHETEARAYARSEDLPSFEFR . [
131 (1] R. IAIVTOOTOPTLVAIOGEDDIR.E
iods 1 R. LATVTOTDIT LVAIQCED D I EEFIVEATERE . E
5.4 0 R.LEIQELOFEYFFFE.Q



Spot No.: 4

Mascot score: 157

Species: Fusarium oxysporum Fo5176

Protein name: NADP-dependent glycerol dehydrogenase
NCBI accession No.: gi| 342888721 Sequence coverage %: 53
Matched peptides No.: 18 Total peptides No.: 43
Calculated Mr: 37413 Calculated pl: 5.91

Annotated PMF spectra:
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robability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the cbserved match is a random event
Protein scores greater than 76 are significant (p<0.08).
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Matched peptide sequences: shown in Bold Red

1 MSFGETVILN SGHEMPQIGY GTWQAAPGEV GHGVYEBALEL GYRHLDLAKT
51 YONOREVGEG IEELLNDVEG LEBEDIFITG ELWHMEHEPE EVPGALDDSL
101 EELGLDYLDL WLIHWEFVAFE HNGPELFPLELZ DODEMETELDD GVTLSOTWEA
151 VTELFEEEVE SIGVSHFSIE MLETIIEDTG WTPATINQOVER HFRLPQFPELWV
201 EYQEEEGIYL TAYSAFGHNNS WGEPLLINTFP EVEATAERLS HSHGEEVTPA
251 QWILAWSTLD NHIVIFPFESVT FPARIRSNFEE WVELDEEAIFE LEEFGEEPQR
301 FHNIPETYSFD WDIDVFGDEE EETATHEVVL EL
Matched peptides information:
Start - End Dlhaarved Mr (mxpt} Mricale) ppa M Peptida
is - 33 FEST . 1644 FE51.1571 2E51 . 36590 43.2 0 E.MPISSCTWOAAMIEVGEAYEALE. A » Dxidation (B
50 = 85 BX1.3626 BX0.3553 B20.41%1 =T7.8 0 K.IVQHOR.E
7 = Bl 1078. 53007 1077 . 4334 1077.5818 -82.1 1 K.REDIFITEE.L
L L1 674, 2166 6T3.2094 673, 3347 =216 0 FK.LWHNE.H
12 — 13% BOR4 4726 1013 . 4233 1003, 3346 -137 0 F.HGPELFPLE. A
134 - 133 F348.0137 247 0084 F347.1383 =37.8 1 K.NETELDOGYVTLSOTWEAYTE . L
13 — 153 2005. 8636 0048583 2005. 0004 To.% 0 E.TELGVTLSGTHEAYTE. L
161 = 177 1B80. 8605 18T9.8532 187%. 3965 =T§.2 0 R.SIOVSHFSIEMLETIIE.D
161 177 18595, 83560 185538487 185%.3514 =T3.2 0 R.SIOVERFFIEHLETIIE.D + Cuidation [}
el 150 B29F. 6346 1270, 6370 1350,7102 -29.3 0 F.DTOVTPAINOVER.N
Fa4 - 138 2D 2314 A%0_ 2341 2283133 =138 0 F.ALAER. L
248 - 267 2444.2185 2443.2112 2443.3475 55.8 0 K.ETPAQVILAWSTLODHHIVIFG. S
68 - 173 630. 23008 6251535 E2%. 34T 248 0 FK.SVTPAR.I
I7E = 8% 1531 . 5410 L6%0. 5337 1650, 7624 =T8.0 0 R.SHFEEVELDEEAIE.E
e 253 F150. 0873 21450803 F130. 0286 -68.1 1 R.SHFEEVELDEEAIFELER.F
T4 = M0 LIRS k1) DED - DTED DEE. 4304 -83.% 0 K. FGEEFQR.F
>0& - 320 1784. 8680 1785 8£07 178577 =83.1 @0 K. TYSMWDIDVICDER . E
x0€ - 323 20437851 D042 .7818 2043 . F109 63.2 1 E. TSI NPCDERER. T



Spot No.: 5

Mascot score: 147

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Catalase-peroxidase 2

NCBI accession No.: gi| 475672437 Sequence coverage %: 37

Matched peptides No.: 29 Total peptides No.: 71

Calculated Mr: 85233 Calculated pl: 6.57

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =1(#Log(P), where P iz the probability that the observed match iz a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

a1
101
151
201
251
301
351
401
451
a01
551
601
651
701
751

MEVQSLLLAS
QRGGGTRSRD
EDLNALLTDS
RFAPLDSWED
FETLGFLGGR
EXPLGLTHFG
IGEHTLGETH
LEVIWSTTET
VEGEFRRETM
RDLGEVSRYL
LOVSELVSTA
LSLLEEVQED
TPGRVDATQN
TLTPEEMTVL
WAKRDSQGEL
KEKFVEDFIS

GLVELAASQG
FWPCALRLDV
QDWWEADHGH
NQNLDEARRL
ADTWEADEST
LIYVHEEGED
GRVPARNIGP
EWSNHFLESL
LTSDLALIND
GPEVAREEFI
WNSASTFRGT
FHSESGSERY
QTDLVQFGYL
VGCLRALMAN
WTGTDRATKS
AWTEVMNLDR

Matched peptides information:

CPFAFRATDT NLVPPFREEIFPE
LEQFSFPYNF LGADFDYTEA
YGGLFIEMSW HSAGTYRAMD
LWPIEQEYGS EISWADLMVL
TWGAESTFVE EGHNDVEYHGS
GS55DPFASAL DIRTAFGEMG
EPMALDT.GEM GLGWHNSVHNE
LGHNNWILVES PLGHEQWELL
PEYLEICEEW HDNPEELHAA
WODPLEFEREG DIIGEADISS
DERGGANGAR IALEPOVHWY
SLADLIVLGEG VAATEEREAAQA
EFLADGFENY GHGIARARTE
YDGSSEHGILT EFEGQRLINDFE
VEWIATRADL VFGESHAELERLR
FDVEAEK
T He [anlal o
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L4 3834 414._35732 3
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1931 . 108 IH8E 1574 -5_48
oog e s
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DFGICRVASH
FESLDFRALK
GREGSGEMGRQ
AGNVALEHSG
TDIYERADKL
MODEETARLI
GNGPDQMTSG
MNGELEYEDEF
FARAWYELLH
LESATLSADG
SNNPEQLEQV
AGFELVEVEF
EILVDRAALL
FVNLLSEAYS
ISEVYGSADA

H Feprids
®  B.EIFEDFGICR.T
B SRDPWPCALE L
LI
B.LOVLE.

ETWPCALE L

[ W= g 30 a0 RN g S0 BB
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Spot No.: 6

Mascot score: 95

Species: Fusarium oxysporum f. sp. cubense race 1
Protein name: Superoxide dismutase [Mn], mitochondrial

NCBI accession No.: gi| 477512799  Sequence coverage %: 67

Matched peptides No.: 11 Total peptides No.: 78
Calculated Mr: 21308 Calculated pl: 7.07
Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10#Log(P), where P is the probability that the chserved match is a random event.
Frotein scores greater than 7% are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151

Matched peptides information:

Start =

34

48

T
100
i@
1x2
13
1463
iTi
176
181

MESVGTYSLEL
TATSTHDIAG
LEAEISETWG
PWWGEGEYLNG

End
a7

6%

07
130
iz
136
142
170

isa
e

Ot el
1575 . 8409
2250.1125
30N, L0Ed
151%.7T700
1640, 8545
1614. 8704

698, 4314
1075, 2538

55, 4358

54T . 3617

04,3540

Hr{axpt)

1378
2250
3582
1311

1435,
1813,

&87
1678

L1

380

B33
1052

1731

« THID

B4TE
BE31
4341

L SREE
4323
BdE.
1)

3544

Mricalc)

1578

2250
L
1381

1635,
1613,

637
0T

(L1
546

320

BXEE
1452
133
T40%
LELL
8330
3307
5447
&0
2762
2965

.43

=19.5

66,8
1%, G

.1

=18.5

103
L1 |
8.0

143

153

s e eaa8 a8 0z

LEYAYDALEF S5ISAQTMELH HSKHHQAYVT HNLNAALENYA
QIALOSATEF NGGGHINHSL FWENLSPSSS ADARPESAPT
SIQAFQEAFE ETLLGLOGEG WGWLVEDTHG LERIVITEDQD
FAAYVDNIWE VINWETAEAR FTGTREDLAFE VLEAST

Faptide

mRmR AR R NN MRR

HEGAYVTHLHEAALE. W

HEATATSTHDIAOQIALOSAIR. F
FREGETRES LIWEN LEFE S SADARTESAFTLSAELISE. T
TSI QAFQEATE. K

TG QAFGEAFIE. T

TLLOLOISTRIWLYE. D

DTHOLE. I

ARV TR W

IR T

TAEAR.F
FTOTR.E



Spot No.: 7

Mascot score: 90

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Phosphoglycerate kinase

NCBI accession No.: gi| 475667960 Sequence coverage %: 56
Matched peptides No.: 18 Total peptides No.: 72
Calculated Mr: 44835 Calculated pl: 5.77

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P iz the probability that the obzerved match iz a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MSLSNELSIT
ALENGRESVI
GPEVEEIVNE
REGLTALCDV
LEEP{RPFLA
VSIGNSLFDE
ATDEDGIEDG
GTEATLDAVY
LELLEGEELP

DVDVEGERVL
LMSHLGEPHG
AEDGAVILLE
YTINDAFGTAH
ILGGAEVSDE
AGEETVGHLY
WOGLDCGEES
LAVQEDGEIV
GVIALSSK

IEVDFNVELD
SPFHEEYSLEP
HLRFHIEEEG
RAHSSMVGEVD
IQLIDNLILDE
EFEAFLEGVEL
WVELYEELTAFE
ITGGGDTATV

Matched peptides information:

Start

Cosarved
13526974
1751.9438
19360247
1401.7975
151.1438
2003.06T7
1412 8853
1162. 6306
B20.52301
2189.1825
1981.1084
1840.1135
1633, 5783
8595288
1736. 9580
15615684
1707.9143
1755.0038

Hr {aapt}
1231 . 6701
1730, 3363
1935, 0174
1400, 7502
2130.136%
2002, 0604
1411 . B580
1160, 5232
B15.522%
F118,. 1752
1990.1031
L1805, 10562
1833 . 3710
838, 3215
1735, 4R1%
1960, 3611
1T06. 3070
1753, 9965

ADRNITHNQR
VVPELERLLG
SSRDKEGNKT
LEQRLSGFLY
VNTLIICGEM
VLEVDYITAD
AKTILWNGEA
AXKYGVEDKL

Hrioala)

12331.

1731

1934,

1400

2130.

2091

1421.
1181,

Bag.
2118.
1589
1805,
18332.

B8,
1733,
1%&0.
1706
1753,

085
003
LR LS
THLE
L
8718
TdT1
Sao2
4239
oaxe
308
o148
B340
4811
PA%E
BATI
BaER
240

IWVGALPTIEY
EEVTFAFDCWV
ELDEAOVEAF
EEELEYFLEA
AFTFEETLEG
EFDEDANTGEY
F/FEFEEFALS
SHVETGGGAS

= M Peptide

20,1 0 RVDRVILDADE.H

-35.3 1 F.HITHRORIVOALFTIR. Y
$.31 0 F.SVIDSHLORINGEPHER.Y
=0.9Q O K. T5LEFYWFELEE. L

3.8 1 E.EVTTATDOWGIEVEEIVHE.A

4.3 b K. VTFAFRCVOFEVEETVNE. &

&4 0 K AEDGAVILLENLE.F

8.z 0 R.FHIEEEJSSE.D

e 0 EOADVEATR.E

4.7 1 R FOLTALJDWY INDAFGTARR. &

55.% 0 F.GLTALGDVYTEDAFGTAHR.A

3.5 0 K. ALEEFORFFLAT LOOAR . W

41.8 0 K. TLEOFSIGSLFDEAGSE.T

47.1 O K. TVISLVEE. A

29.% 1 E.ALVLVDYVITADETDE.D

8.1 D K. 01 PO LEDREESVE. L

23.6 0 K.TILWMNGPACVIEFER.T

43.0 D K. LSEVSTOOOAS LELLEJR.E



Spot No.: 8

Mascot score: 90

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: S-adenosylmethionine synthase

NCBI accession No.: gi| 475664008 Sequence coverage %: 55
Matched peptides No.: 16 Total peptides No.: 65
Calculated Mr: 44513 Calculated pl: 5.77

Annotated PMF spectra:

FEITT ]
% 1401 084
a0
1680 20

i3

a0

= 2108431

T

13

&

3

il

5 = 1119662 1476 007

@ 083 545

» wars| I 106 277

0

- Far en

- L! 53‘ 517 ] 541170

15 ,J-,. i L i [ ,.J A'"IJ: i 1 %27 e
" .if.',JJr.H_u o uﬂ iy oK e "'.“.H m |

- Pt a‘h P AL |

3 'I"“""""“'\-"-.--.n.f-a-x-M..hg1
=y

100 150 2000 =) 'z

Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351
401

MSATHGTHNGV
ACLREDPLSK
DSLEGEDYRT
DETEELFELT
AVVPQRVHTV
IQPSGLFIIC
ALYVGRWIAK
ELVQIIRDNF
LEF

HAELSSWEEHY
VACETATETG
CHLLVATEQYD
LLFAHFLHNAL
WWVESAQHSPDI
GPOGDAGLTG
SLVNAFLCER
DLRPGVIVEE

HEGSFLFTSE
MIMVEFGEITT
SPFDIAQGLEY
MSAARBDGSL
STEELRFETE
EEIIVDTYGG
ALVQLSYAIG
LHLDHPIYLD

Matched peptides information:

Stare
ia

40

L4

&5

&9
110
176

157
207
242
273

asa
3To
agd

End Sbaarved e (aEpt) M [=ala)
39 2337.5331 233€. 5258 2336.0348
24 168023298 1&55. X225 1658 85208
23 LEX7.211% 1826, PO4E 16235.8157
L] TITI. 6304 2726211 2E73.1438
L1 TN 6T 2300, E106 2209 . 1303
133 ELEE R SESE. B240 SE26 . 2061
i1 541.1T04 12401631 1539 .8158
g 1325 0441 1384 . 0358 1383.7147
Fail] 10528372 1091, 81599 1051 .5472
26 TI04. 6166 2203, €033 2203.12332
7l N1TE. 2307 ILTS. 2204 174, 3506
87 19503641 1545, 3340 1940, 9427
33T 187 _ 9266 L18&. 9483 L1186, 6337
369 401 0834 1400. 0743 1398 .7572
383 L6535 2366 1654 2253 1633.872¢&
393 1BE4.2TER 1863, 2635 1862 .8338

SVGEGHPDEL
QARLDYQRVV
ERRLEQLGLG
PWLREDTET(
EXIIKKVIPR
WGAHGGGAFS
VAEPLSIYVD
TARNGHFGTN

10
237
39
-230
22T
198
238
233
840
221
195
213

]
16
234

[T - - T T - I - - I 4

ADQVSDATLD
RDAIKDIGYD
DOGIMFGYRT
VTIEYRHDNG
KYLSDETIYH
CEDFSEVDRS
SYGTSEETSE
QSFSWEQPRE

Paptida

E.EYHEQSFLFTSESVORESHFDE. I

E. IADVSDATLDACLA. B
F: TEHINVFGEITTOAR. L

B TRHIHVPGE T TTOARLDNGR.
E. TOUIMVIGEITTOARLDVER, V + Cxidatica {0
E.TONLLVAIECOSPDIAQGLEYER A
B.FEDOSLIWLRPOTE. T

R DOSLPWLAPDTE. T

F. EDEGAVEQR. Y

R VHTVVVSAQESFOISTEELR . K

B YLSDETIVHIQPSOLE I IGGPOGDAOLTGR . K

B, I IVDTYGOWGANGGOAR SR, D
E.TSEELWIIR.D

B DHFDLAPGVIVE. E

R.ELHLDHPIYLOTAR. H

K. BOEFOTHOSFSWEQRE . E



Spot No.: 9

Mascot score: 170

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Fructose-bisphosphate aldolase

NCBI accession No.: gi| 475673861  Sequence coverage %: 51
Matched peptides No.: 17 Total peptides No.: 49
Calculated Mr: 37389 Calculated pl: 5.24

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is —10#Log(P), where P is the probability that the observed match is a random event,
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MGVQEVLSEE TGVIVGDDVL EBELFEYAREHAE FAIPATHNWVIS S53TVVALLELD
51 ARDMNEAPVIL QFSQGGRALYFE AGEG/ENTDO AASTAGETAA AHYWVRSELAPT
101 YGIPVVLHTD HCARKLLPWL DGMLDADEAY FREKGEPLFS SHMIDLSEEP
151 VEWNIETTAK YLERRLPMEDQ WLEMEIGITG GEEDGVHNED WVDHNSLYTQP
201 EDILNTYNTIL SPISPYFSIA AGFGHNVHGVY EPGHNVELHPE LLGEHQAHVE
251 EALESDHNDEF VFEEVFHGGEG SSEFEYLDAI GFGVWEVIVD TDMQFAYCSG
301 IRDYMIHNERE YWVNTTVGHNFD GEDEFHNEEYF DFEVWWVEEGE ETMSEEVARA
351 LQDFNTANQL

Matched peptides information:
Start — End Observed Mr (expt) Mr(calec) ppm M Peptide

2 -9 BB7.6426 B8B6.6353 8B6.48B72 167 0 M.GVQEVLSR.K
10 — 21 1271.9555 1270.9482 1270.7245 176 1 R.ETGVIVGDDVLR.L
11 - 21 1143.8614 1142.8541 1142.6296 187 0 EK.TGVIVGDDVLR.L
22 - 27 798.5619 797.5546 797.4072 185 0 R.LFEYAR.E
74 — 95 2159.2996 2158.2923 2158.0767 99.9 0 K.GVSNTDQAASIAGSIAAAHYVR.S
96 — 114 2079.2248B 2078.2175 2078.0619 74.9 0 R.SLAPTYGIPVVLHTDHCAK.K
135 — 160 2975.6335 2974.6282 2974.3908 7.2 0 K.GEPLFSSHMIDLSEEPVEWNIETTAK.Y + Oxidation (M)
255 — 273 2012.1332 2011.1259 2010.9436 %0.7 0 K.SDNDEFVFFVFHGGEGSEK.K
274 — 286 143B8.9519 1437.9446 1437.7868 110 1 K.EEYLDAIGFGVVK.V
275 — 286 1310.8688 1309.8615 1309.6918 130 0 E.EYLDAIGFGVVE.V
287 - 302 1876.0913 1875.0840 1874.8291 136 0 EK.VNVDTDMQFAYCSGIR.D
287 — 302 1892.0401 1891.0328 1890.8241 110 0 K.VNVDTDMQFAYCSGIR.D + Oxidation (M)
310 - 327 1977.1124 1976.1051 1975.9123 37.6 0 R.EYVNTTVGNPDGEDKPNE.K
310 — 328 2105.1994 2104.1921 2104.0073 87.9 1 R.EYVNTTVGNPDGEDEPNEE.Y
329 — 333 697.4610 696.4537 696.3231 188 0 K.YFDPR.V
334 — 337 559.4703 558.4630 558.3278 242 0 R.VWVR.E
346 — 360 1690.0950 1689.0877 168B8.8482 142 1 K.RVAEALQDFNTANQL.-



Spot No.: 10

Mascot score: 122

Species: Fusarium oxysporum Fo5176

Protein name: mitochondrial peroxiredoxin PRX1

NCBI accession No.: gi| 342888261 Sequence coverage %: 71
Matched peptides No.: 15 Total peptides No.: 71
Calculated Mr: 25414 Calculated pl: 5.86

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P ig the probability that the observed match iz a random event.
Protein scores greater than 75 are significant (p<0,085),
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201

Matched peptides information:

Start
2
¥

55
TO
&7
107
107

MSAPAPLRLG STAPNFQART TEGEIDFHEF
TELGAFAFLY PEFTERGVEL IGLSANTIES
IGDEQROVEL LYDMIDOODA THVDEEGLIAF
PASTGENAAR VLEVIDSLOT GDEYRITTPI
TLFPEFRIVE FPYLRFTPLAK EEVLEPQ

Ercd
23
22
63
-1
iod
126
126
i
141
136
143
115
i35
207
214

Obearnd

3157,
144,
BED .
18E8.
180,
2325,
2341.
7.
g1m.
1158,
T2
1584,
2201.
809,
aE8.

336
2030
4577
1564
1240
2584
27T1%
4368
2E04
T4II
4080
2052
3738
5372
5714

Hr[axpt]
21346.3133
14658357

BEL. 4504
186T. 18591
1855, 1167
2324, 2511
2240, 2542

TG 4253

F1T, 2322
1198, TIa0

TR . 4007
15395, 857TH
2300. 53657

S05.519%

BT . 5E42

Hrisala)

2138
1463

BEL
1866
1858
234
234

1T,

A7
1158
T

1393,

2300
08
Ba7

1236
-T256
SA5SE
. FB39
<3313
B2
JO07H1
A545
- BRT2
-1
A3
T201
1L
SATEE
3533

IGDNWWVILFS HPEDYTEVCT
HEGWIEDIGE VTGGHVEFPI
TIRSWVFIIDP EEFIIRTIFSY
MWWPGEDWVIV HPSVENEELE

Fpm M Poptide
a%.4 1 M. SAPAMLALGSTARNFOARTTE. G
116 0 R.LGSTAFNFQAETTE.O
10.7 0 FK.LQFEFTE.R
110 0 FK.LIOLSANTIESHEOWIK.D
9%.8 0 F.DIOEVTOOHVEFFIIODE.Q
TL.8 0 R.OVSLLYTHIDDODATHVIEE. 3
3.1 0 R.QVSLLYTHIDOODATHETERE.G =
-3%.1 0 K. GIAFTIR.S
A3, T 0 R.STFIIDFE.E
14 0 R, TIFSYTPASTGR. N
-30.0 O R.HAAEVLR WV
128 1 R.VIDSLOTGDEYR.I
80.2 0 RITTPINWVIOEDVIVAPSVE.H
48.7T 0 K.TLFFEFR.I
5.5% 0 R.IVEFYLR.F

Caidation {H)



Spot No.: 11

Mascot score: 130

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: S-adenosylmethionine synthetase

NCBI accession No.: gi| 475664008 Sequence coverage %: 48
Matched peptides No.: 14 Total peptides No.: 49
Calculated Mr: 44513 Calculated pl: 5.77

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10*Log(F), where F is the probability that the cbserved match iz a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MSATHGTHGY HAELSSWEHY HNEGSFLFTSE SWVGEGHPDETL ADOWVSDATLD
51 ACLEEDPLSE VACETATEIG MIMVFGEITT QAFKLDYQEVY ERDATEDIGYD
101 DSAKGEFDYET CHLLVATEQD SPDIAQGLHY EFEALEQLGAG DOGIMEFGYAT
151 DETPELFFLT LLFAHELNAR MSALARBDGSL PWLEPDTEIQ WVIIEYEHDNG
201 AVVPQEVHTV VVSAQHSPDI STEELREEIE ERITEEVIPA EYLSDETIYH
251 IQPSGLFIIG GPQGDAGLTG REIIVDTYGG WGAHGGGAFS GEDFSEVDRS
301 AAYVGEWIAEK SLVNAEKLCER ALVQLSYATGE VAEPLSIYWVD SYGISEETSE
351 ELVQIIEDNF DLEPGVIVREE LNLDHPIYL] TAENGHFGTN QSFSWEQPEE
401 LEF
Matched peptides information:
Start = End Dhearred Hr (axpth Hr{oala) FPm W Peptida
19 - %9 2336 8748 2335 8678 23340348 =71.% 0O K.HNEGSFLFTSESWGEGHMDE . £
40 - =54 1659, 7210 1658, T137 1658 . 8298 55.% D K. TADJSSDAT LDATLR . E
[.1] w1 1020 .447% 101%, 4406 109, 3Th4 =133 1 K. LDYIEVWR. D
114 - 133 871429 JEIE. 13486 4363061 ~85.3 ] K. TCHLLVAIEQUS FDIAQGLHEYER . A
iTé - 188 1540. 7362 153%. 1285 1535 8158 6.4 1 . RIS LPWLEFLTRE. T
177 188 1384 . 6680 1383, &607 1383 .7147 -35%.0 O R.DGSLPWLRFDOTE. T
207 - FI& 2303 . 9881 2203 . #8008 2203.1333 -64,7T o R.YHTWVYSADHSFDISTEELR. K
3432 - 1 B1TH . 55EE 3874, 3018 B174 . 55EE a5.F O K. YLELETIVHEIOPFSGLFI IOSPOEDAGL TR .
273 T9Z 1945, TT45 154%, 7672 1948 . 9432 -90.3 O E: ITNDTYGIWIARGIIAF SOF. [
257 - & 10%3.477% 1082 . 4706 1082 .547% -0e.® 1 K. VDRSAAVGR . W
300 - 30& 733 . 3585 T232.3912 7323711 27T.8 o A SAYVGR W
348 = 35T 1187.6323 1584, 8230 1185 . 6357 -25.9 DO K. TSEELVQIIR.D
J=n e 400 . 7243 12399, 7172 A59.7572 -28. & o R.ONFDLAFOYIVR.E
310 - 383 1654 .TET2 16535, 7559 16583 _AT2E 8.1 o R.ELNLOHPIYLOTAK. N



Spot No.: 12

Mascot score: 83

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: Beta-hexosaminidase subunit A1

NCBI accession No.: gi| 477513214 Sequence coverage %: 29
Matched peptides No.: 11 Total peptides No.: 69
Calculated Mr: 34198 Calculated pl: 6.25

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10%#Log(P), where F is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.0E).

a0 B &0 ki) B0 ]
Protein Score



Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251

MASNLYPHRG
PLLWPAGEGL
GHSDIWGIWE
FGSPFYHHFGG
DEEESITLEE
SE5FVFPESSE

FMLDTGREFF
THASVEYSQT
EDLVVGEASL
DEVAYMWHTE
DWIIQTWHE:
VLGFEVAWNFET

Matched peptides information:

Start End
2 ]
10 17
in L
33 - a9
133 141
150 04
151 04
a0s 1%
i by L bl
232 37
250 257

Obsarinad
957. 6061
896, 3362
13,2439
1033, T126
954, 6043
1T46. 0961
1618,01758
1857, 1735
1944, 1465
2849, T288
824, 6425

PVEAILHLLT LLHQYNFNVF HWHIYDAESF
HTYYTPSDIQ NVISYAENLG ILVYPETDMP
KRPDAQLDIR QMNEQVYDYI RSLVSTVDGY
DDNKLFNSFL NWLKTLTPKE SVILWDDELT
TTQXILKKGH RVIVSESDTF YIGNADADKI
SQDDDPSDLD QDWIIDPLEA ASKIRRK

BEF [EEpE] Br (=ale) ppa M Peptidas

956, 5508 956. 4828 121 0 M.ASHLYFHR.O

B35, 5289 B35 4722 11% 0 R.OFHLDTIR.K

11,300 S11.4578 13 a R.GFHLDTGR, K = Cmidation (M)

LOZ4 . TCRD BOZ4.3TIR 174 @ K. FFOAgLOIR. ¢

933 . 3%T0 9334763 128 0 E.PATYIR. S

174.5. 0888 17448283 115 1 E.ESVILMDDPLTDSER. S

LE17.0102 16167534 134 0 HE.SVILWCDPLTDSER.S

1036, 1662 1053, 3468 118 Q E-SITLSEDWIIQTWHEE . G

1943, 1304 B84 . BLA0 113 @ R.VIVEESDTITIGHADADE. I
848.7213 TB48. 4171 147 1 R VIVEEID TR IGADADETSSFVETE. 8
G23.6412 923.5117 140 0 R.ISSFVFPR.S



Spot No.: 13

Mascot score: 76

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: phosphoglycerate kinase

NCBI accession No.: gi| 475667960 Sequence coverage %: 48
Matched peptides No.: 16 Total peptides No.: 111
Calculated Mr: 44835 Calculated pl: 5.77

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10#Log(P), where F iz the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<€0,05).
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Matched peptide sequences: shown in Bold Red

1 MSLSHELSIT DVDVEGERVL IBEVDFNVPLD ADENITHMOR IVGALPTIEY
51 ALENGAKSVI LMSHLGRFHNG SPFHEEYSLEF WVWVEPELEELLG EEVTFAPDCV
101 GPEVEEIVHNE AEDGAVILLE NLEFHIEEEG SSEDEEGHET EADEAQVEAF
151 EBEGLTALGDY YINDAFGTAH RAHSSMVED LPQEASGFLYV EFELEYFAFA
201 LEEPQRPFLA ILGGAEVSDE IQLIDNLLDE VHNILITCGGEM AFTFEETLEG
251 VEIGHSLFDE AGSETVGHLYV EFARAEGVEL VLEVDYITAD EFDEDANTGY
301 ATDEDGIFDG WQGLDCGEES WVELYEEATAE ARTILWHGEPA GVFEFEEFAS
351 GITEATLDAVV DAVOQEDGEIV IIGGGDTATV AREYGVEDEL SHVSTGGGAS
401 LELLEGEELF GVIALSSE
Matched peptides information:
Start = End O e Tyed Hriaxpt} Hr {calo) e H Peptides
i3 - 23 1333, 630 1331 . 8858 1231 . 4085 3.2 0 RNDOINVFLDADE.H
23 - 40 2073, 2338 2072.2285 2073 . 02ET ¥5.0 1 ROAVDRTLDADES T THEIOR . §
4 - 4D 855, 4081 B58. 4008 &858 . 4308 34.% 0 E.HITHEIR.I
6 87 1400, 8231 1400. 8178 1400, THLS im,® 0 . VSLEFWFELER. L
#3 - 110 2003, 16a6s 1002 . 1593 2001 . #7210 #3.86 0 K VITAFICVGREVERIVIE. A
iii - 133 idiz. &%3%0 1411.8687 1411 .TFETL 68.% 0 K AEDGAVILLEHLE.F
145 - 13 E20., 3542 B1%. 3569 B19.4239 B1.T 0 E.ANEBAFR.E
153 171 1554, 1904 1550.1831 1585, 2508 6.6 0 K OLTALODVE THDATGTANR. A
172 = 104 1368, TE39 1367, 7366 1367, 60T 6.5 0 R AISSMVGVDLEQE.A
193 - 159 S99, 39710 EOE. 3698 BOE. 4438 2.2 0 K.ELEYFAE.A
200 - 216 1810, 16811 180%.1738 1s05.0148 aT.% 0 K. ALEEPORPFLATLOGAR.V
4T = &4 1834, 0543 1823.0470 1222 . 2049 B3.5% 0 K .TLEASIENSLFDEAISE.T
T3 323 2998, 2436 2FIT . IIED 2T TR nm.e 1 ¥ DANTOYATORDG T P0G LDOGEESVE , .
308 - 333 1962, 0972 1961 . 0899 1980, 5473 134 0 F.DGIPDGQOLDOGEESVE. L
33% - 347 1707. #6813 170&. ¥T40 1T0E. 268 6.8 0O K. TILWENOPANTEFEE.F
390 = 407 1755, 0576 1754.0503 1753 . %210 73.7 0 K. LSEVETOJOASLELLEGK.E



Spot No.: 14

Mascot score: 80

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: beta-hexosaminidase

NCBI accession No.: gi| 477513214 Sequence coverage %: 26
Matched peptides No.: 10 Total peptides No.: 68
Calculated Mr: 34198 Calculated pl: 6.25

Annotated PMF spectra:

9% 574
an
%
E 1]
=
mn
15
1533 Bl
o EIT.ras 1856 )
i G 2163000
14Ts 157
'.-| i NTHEID 4365 670 i ‘ |
: i "” ' B FI | 1 i 23
: ! ) { L1l ¢ | 43 486
LT | AN SR TR Li_L‘-.\r:...i,._r._. g wE | R
o L AL . ... .. N
"000 1500 o =0 T

Probability Based Mowse Score:

Protein score is =1(Log(F), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MASHNLYPHRG FHMLDTGREEFF PVEATLHLILT LLEQYNFHNWVE HWHIYDAESF
51 PLLWPAGEGL THASWVEYSQT HTYYTESDIQ MNWVISYAENLG ILVYPETDMPE
101 GHSDIWGIWE EDLVVGEEALSL EEPDAQLDIE QNHEOWVYDYI RSLVSTVDGEY
151 FGEEPYHHFGEE DEVAYMWHNTE DDHNELFHSFL MNWLEILTPEE SWVILWDDELT
201 DSEESITLSE DWIIQTWHEGG TTQEILEEGH EVIVSESDTF YIGHADADET
251 SS5FVFPESSE VLGFEVANWNFT SQDDDPSDLD QDWIIDPLERA ASEIREE
Matched peptides information:
Srare End dissarved He jaxpr) Br [=ala) ppm MW Peprida
im 7 6. dTES BES. 4653 B55, 4222 52.& 0 R.OPHLDTOR . K
10 vl P17.40234 F11.4763 211.4171 64,7 Q R.OFHLDTGR.E + Oxidation (M)
122 - 130 10585, £258 10854 . 48383 1054.5771 3%.1 a E.FFPOAQLDIR.O
138 - 141 956, 5520 555, 5507 935, 4763 TTT.% 0O E.("TYIR. 5
190 T4 1745, BE3E 1744, 0B30& 1744, 0083 -28.5% 1 K. FSVILWDDFLTDSER. 5
191 - F04 1617. T30 141 4. 7447 I616. T334 -30.1 Q K.5SVILWDDPLTDESER . &
M8 - FiE 1886, O8RS 1858 AEED LT ] 2.7 @ E.SITLSEDWT IQTWEE O
232 4y 15943, 8538 1547, 8465 19432, 9160 -33.8 0 R.VIVSESDTFY IOHNADADE . T
123 a7 J04%. 4056 2040.4T0Y I040,.4171 1.3 1 R.VIVISESDTIY IGHADADET SSIWTFE . S
250 - 57 224, 54608 $23.5533 233.5117% 45.1 a K.ISSRTFIE. S



Spot No.: 15

Mascot score: 106

Species: Fusarium oxysporum f. sp. cubense race 1
Protein name: Superoxide dismutase [Mn], mitochondrial
NCBI accession No.: gi| 477512799 Sequence coverage %: 51

Matched peptides No.: 12 Total peptides No.: 53

Calculated Mr: 21308 Calculated pl: 7.07

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10#Log(P), where P is the probability that the observed match is

a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
31
101
151

MESVGTYSLEA
TATSTHDIAG
LEAETSETWG
PVVGGEYLNG

LEYAYDALEF SISAQTMELH
QIALQSAIKF HNGGGHINHSL

SIQAFQEAFK KTLLGLOGSG
KAAYVDNIWE VINWRTAEAR

Matched peptides information:

Seare
x4

48
48
108
piLel.]
172

162
171
1T
i1
1m1

- i@s

190

1575,
2350
2331 .
1512,
16480,
1614
£08
1075,
39,
24T,
381
117

3530
F106
3zaT
4980
B2l
073

- 3380

3575
MG
F1E3

3129

a4

He {axpt)
1378.3517
224%.53033
23803514
1311.4507
1635.5378%
1613, 6003
£97. 338T
1078. 3506
&30, 3403
246, 3090
2E0. 3058
170, 2473

HSFHHQAYVT HNLNAALFNYA
FWENLSFS555 ADAFFPFESLFPT
WEWLVEDTHG LEIVITEDQD

FTGTEEDAFE VLEAST

Me [gala) e
1578.82&6 174
2280, 1453 -109
2590, 1452 744
1513, 7409 185
1635 . 8338 -156
1613, 8530 -181

BT, 3507 31.6
1078. 5447 =180

63, NG -60. &

S48, 3762 B0.1

580.35&9 i4.9
1170, 3669 -1m:7

o oo o|X

R - - - I - - I -

Paptida

E. HEgAYVTHLHAALE . H

E. NUATATS THDIAGIIALQSAIR . F
. NEATATS THDIAG)TALOSATE. F
E. THOS IQAFQEAFE. K

TWIS IDAFOEAFER . T
TLLGLOGSWGELVE. I
DTHOLE. I

AMVTHINE. W

VINWE, T

TARAR.F

FRITR.E

FTOTREDAFE. Y

N ERER R R NN



Spot No.: 16

Mascot score: 78

Species: Fusarium oxysporum

Protein name: lactonohydrolase

NCBI accession No.: gi| 3810873 Sequence coverage %: 31

Matched peptides No.: 10 Total peptides No.: 68
Calculated Mr: 43237 Calculated pl: 5.10

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

a1
101
151
201
251
301
351

HPSS5ISVLAG
LVFIWPGVTE
VVWYPPTEEV
EVIVVDSNEQ
TTLLNNYFGR
YRYNFDTGAV
PASVYISFDVH
WHESGELIGE

Matched peptides information:

Start

248
233
2681

s

120

38R
386

223
252
280
FE 1
256
a
x
358
375
3s?

VLVEVLGAVA AHLPETAQIT DOESFHVLED
ESLVEEPFHV YDEEFYDVIG EDPFSLTLIAT
FEVOQNAGAPR AGTGLMESSI IQEISLEEAD
VINPHGGTYY EGHNIIFAGEG QGDDVESALY
QFNSLHNDVGI NPRWGDLYFT DITLYGYLQDF
TVVADDFTLP NGIGFGPDGE RVYVTDTGIA
RDGTLOWNREET FAYWVASFIPD GVHTDSEGEWV
I¥TGTVAANF QFAGEGEMIT TGQITELFYWVT
bhaarned HWr {axpt) Mr(cala) =
1474.0106 1473. 0033 72.TIT2 Bl
679, 4460 678.4387 678, 3449 348
00T, BITH 2006, 0706 NG, 3713 73
17860, 3483 LT8R, 2413 738, #3205 177
1632 . 1363 18341289 6340, 8355 igh
J083. 4148 20824075 082, 0422 175
1955, 2970 15584, 2057 553, 5473 178
103, 1384 1802, 1321 1801, 8206 173
15880773 1587 6700 1586, 8053 164
1252 .8303 1251. 8830 1251 . 6863 157

WVEPELVANDS
SDTDFIFHERL
AVEREGEQDEWV
LMNPFLEPFYNT
REFVPGLENOWV
LGFYGRMNLSS
YAGCGDGEHY
LGASGPELYD

M Peptida

o R.QFHSLHDVOIHFR . H

o RHOVIR. ¥

0 R.YRFDTGAVTVVADDFTLFRGIGRG
1 E.BRNTDT AR B

i E.\AMDTOLALOFYGR . H

1 R. ETEAYVASFIFINVETERSE . @
0 E.TFAYVASFIFDGRNUTDSE. O
0 RAEAGCGDETAWHPEGE. L

o . IYTOTVAANPOPAGE. O

o E. LFYVTLOASIFE. L




Spot No.: 17

Mascot score: 135

Species: Fusarium oxysporum Fo5176

Protein name: serine carboxypeptidase S28

NCBI accession No.: gi| 342878892 Sequence coverage %: 41
Matched peptides No.: 21 Total peptides No.: 70
Calculated Mr: 59955 Calculated pl: 6.04

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10#Log(F), where P is the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
01

MWFAGCASAA
NETEYEEHSD
ILEMLANATG
AEHVEFPGLE
SGVTEAIIDY
LKIAFGLLGL
ALLYASTRPL
GGCQOQTVNE
KNQLPLVSRL
IDGEYDPWRA
IGLPPPAVAK

LLALTARGSA
KEFPLRYWFD
GVGVILEHRY
KHMLTLSNTE
WEYFELARLF
RDDDFASTIS
TEYVEEWLSA
CYSIREMYSS
VDVEFSTIPC
ATPHEIGLAP
AQQDIVDFTK

YSIPALSARR
AQHYREGCEV
YGTSFEVEDL
YITYGGSYLG
APCGDCARVTQ
RGIQGLQGHN
HANENDVEYL
TSLNPASSCR
ROEFNITLEP
RESTASEEFI
AWLEEYERER

S5DSGSIKVH
ITLASCETSC
RTKNLRFLST
AFALFARKIY
KLTGVVDEIL
WDPAQDSEDF
THRFLNYIGY
OWTYQTCTOW
DVESINKLGG
LIPYGVHHWD
GKRANDL

NISVEVDHFH
EDRIFFLEHG
EQALADTAYF
PEVEWGEISS
TESDEEEKEQ
GIYCGSVSSD
MRSNVESDED
GYWQTGSGVE
WHESYPRVAF
ENGLDENATE

Matched peptides information:

Start = End Chearraed Hr {axpt) Hr {cala) PP H Peptidae
2 = 17 1673.1332 16T, 1455 L6TT.BE6EL 187 O H. WFAGCASAALLALTAR.G

ia = 29 11592.7332 1191.T725% 1191.&248 Bd.% D R.OSAYSIPALSAR. A

63 - &6 532.2321 531.2448 531.316% 136 O E.FFLR.Y

6T - 75 1285, 7517 1284. 7844 1284.56TE 19 D R.YWFDAQEYR.E

6 - 3 LTAT. 2184 178&.3111 1785, 8745 1% 0 B .EGGIVIILASGETSGEDR. I

T = 103 T34, 90T FHAY, FA0F F033. 245908 3 1 R.EGGFVIILASGETSGEDRIFFLEHGT LE . W
2o = 11 1306, B300 1305, 907 1283, 6067 147 o R TNGTSFEVIDLE. T
137 133 2141, 4228 2140, 4163 21400477 112 o R, FLETEQALADTAYFAENVE. F
1% = 227 78,5633 977. 5566 STT. 4641 4.7 O R LFAPGDCAR. W
253 = 261 F55.7170 958. 7097 958. 5964 118 o K. IAFOLLOLR. D
262 - 2T 1126. 6571 112%. 6898 1125. 45338 114 O F.ODODFASTISR.O
329 - 333 E6E. 2E80 G635, 2607 BES. 3497 134 O E.YLTHR.F
329 - 342 i840.1352 18a%. 1278 1838, 5137 116 1 E.YLTHRFLHVIGYHR . § « Ozidatisn )
243 = M3 281&.3131 2615, 3078 2613, 1340 143 1 R.SEVESDEUGGCOEOTVHECTS IR E
330 - 363 13T, 1320 L03%, 1430 1033, To41 HL L F QOGO TVRECY S IR . E
Ll 2] 300 L1603, 0204 1602,0131 1601 . 6951 i%6 O R.ENYSSTSLHPASSOR, O + Oxidation (M}
402 40% 926, 5858 9253.5783 9253.5334% 47.6 O F.HQLPLVER. L
410 = 421 1435, 9761 1434, 5588 1434. 7177 175 O R. LN\IWEFSTIPCR. O
448 - 45% L46T. 9574 L146E. 501 L46E. €830 g2 O ROVAFTDOEYD FWR. A
521 - 528 LDET. 5862 LDEE. 5785 L0EE. 4571 76.7 O F.AHLEEYER.E
521 - 330 1324 . 83525 1323.8452 1323, €346 159 1 E.AHLEEYERER.O



Spot No.: 18

Mascot score: 88

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: O-acetylhomoserine (thiol)-lyase-like protein
NCBI accession No.: gi| 475675629 Sequence coverage %: 42
Matched peptides No.: 13 Total peptides No.: 52
Calculated Mr: 47110 Calculated pl: 5.89

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*LogiF), where F is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0. 05)
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MLEQVEFQNFE
LEELGNIYSR
KACGDNIVASS
RATYVESMSN
GADIVVHSAT
CLEYWEAFGE
HAQNTEKLAK
VEGDASAGSK
GVTEDMIRIS

TLQLHAGYTE
LMHNPTVDVEE
HLYGGTYNQL
FDYWVWEDFEG
FWIGGHGTTI
ATFITRIEVE
YFESSPNWVEW
VVDGLELVSH
VGIEHEVDDII

DEHTRSTAVE
RRIAALEGEI
NVLLPRFGIK
IARTLHEHGI
COVIVDSCRE
MLRDIGACLS
VLWEGSESHE
LANVGDAESL
ADFEQSFQRR

Matched peptides information:

Start

Ead Eearrad Hr{axpt) Mr (cale)
80 081 . 4283 S50, 4210 0504831
L 1308 .6721 1307. €648 130764348
126 JETD 4488 2€71.44813 2ET1.3T18
131 1732 . 8344 1751. 2471 1751.8326
151 1480.7108 1475. 7033 1479, 6241
173 2480.2713 2453, T640 TA39. 1566
229 1781 .9300 1780, 3437 1780, 9221
233 2213.1003 2312, 1000 F2A2 0370
253 F239.0744 2038, 0671 F270.0330
248 1558 . 8135 1557, B04E 1957, 7616
i F236.1213 238, 1140 F235. 0554
408 1207 .5813% i30E. 5742 12065814
419 2390 .2612 2385. 2539 23891802

IYATSSYTFN DSLHGLELFG
LRLBRTSEGOR ARQFLTIATLR
TEFVESGELE DYAAATDDOT
PLVVDNTLGA GGYYVRPIEH
HNWHEHSDEFP EMVEPSPSYH
PFELOOLLLG IETLGLEAER
TYROQREEYLT RGFGAMLSIG
ATHPWSTTHE QLSEDERLAS
¥GEE

ppa M Paptide

=64.3 D K.ELONIYSR.L

16.6 0 R, LMNPTVOVFER.R + Oxidatiss (M)

26.0 0 K. ACDHIVASSHLYOOTYNOLEVLLERL P

B.30 1 R.SOFLEDYAAATDDQTR.A

13.0 0 K. LEDYAAATDDQTR. A

43.7 0 RAIYVESHSNFDUWVVFDFEGIAR. I + Cxidsticn ()

11.6 0 F WIOGHGTTIGOVIVDSOR. F

20.% 1 K HSDRFFEMVEPSPSYNOLE.Y

2.7 1 E.HSORFFEMVEPSPEYRGLE.Y + Ozidation (M)

28.% ©O K. TWEAFGPATFITR. I

26.1 © K. SLATHMSTTHEQLSEDER. L

14.3 0 R, LASOVTEDMIN.TI + Oxidariss (M)

30.% 0 R ISVOIEHVODI IADFEQSFOR. A



Spot No.: 19
Mascot score: 104

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: homoserine dehydrogenase

NCBI accession No.: gi| 477517374 Sequence coverage %: 50
Matched peptides No.: 12 Total peptides No.: 38
Calculated Mr: 38547 Calculated pl: 6.24

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%#Log(P), where P iz the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0, 05).
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Matched peptide sequences: shown in Bold Red

1 MARaPEQVFIG IIGAGE/GEA FIDQLOSLAA BEPSPELNLA YIATSREEALF

51 HNDDYSPFLNIG NVIETLGES5ST EAPLALPOVY EYLARAPRES VIVDHTSSQD
101 VAELYPLALS RGEISIVIFHNE EAFSGSYELW QDIFSAARSS GABRWVYHESSW
151 GAGLPVISTL EDLVETGDEWV TEIEGVFS5GT MSFLFNSFAF TEGQRQGGEWSE
201 EVEERESLGY TEPDPFRDDLN GLDVARELTI LARLAGIPVE SPTSFEVQSL
251 IPEELESVSS GLDEFLQELPA FDSOMEETEL ALFEEAGEVWVER FWGESIDRASE
301 QVENGLEQFD ERSHFIALLEG SDHNIISFYTE EBYGSHPLIVY GAGAGGDWTA
351 MGVTADLIEW LS5QIL

Matched peptides information:
Start = End O rvesd Hr (mxpt] Hr (oala) Pre H  Feptide

& - 19 1315, 6623 1314.6330 LA14.T660 B4.4 0O K. NTPIGLIGAGGYGRE . A

20 - 3 1332. 7020 E3%1.6547 £331.7197 1.8 0 R.AFIDHLOSLAAR.E

T2 B3 1315, TOEZ 1310.770% L310.8735% -64.,2 0 FE.APLALPIVVEYLAR.A

#0 - 111 2377, 1631 FATE. 1338 FATE.Z1TD ~23.% 0 . SVLVDRTSSOOVAELYPLALSH. G
12% - 143 1837, 7457 LERG.T424 LEZG.TE4S 25.7 0 E.LEQDIFSAAESSOAR.Y
144 = 161 1856, 5167 1855, 5004 L8536 . 0044 -51.2 0 R.VWHESSVOAGLFVISTLE.D
7 16 1234, 2143 113, 3070 E130 . 3330 -24.% 0 E.SLGYTEFDPFR.D
X34 - 253 2080. 05832 2079 045% 2TH.1618 =55%.& 0 R_LAGEVESPTEFVOQSLITE.E
68 = 27 1411. 6018 L4L0. 5545 LeL0. 6337 27.8 0 FKE.LPAFDSQMEETE.A + Dmidatica {M)
304 311 963, 4301 962 . 4420 982 . 4021 -40.% 0 E.VOLE}FDR.S
20 - I 1401 . £3%8 1400 . 8333 400 . 6372 -17.8 0 KE.CSDHRILSFYTER.Y
332 - 359 2€91 . 2500 265%0.2427 650 . 338E 43.1 0 R.YOSHPLIVOOARGASOIATAMOWTADLIE.W « Ozidatisn (M)



Spot No.: 20

Mascot score: 121

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: glutathione reductase

NCBI accession No.: gi| 475671099 Sequence coverage %: 67
Matched peptides No.: 19 Total peptides No.: 76
Calculated Mr: 51031 Calculated pl: 6.06

Annotated PMF spectra:
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Probability Based Mowse Score:

Frotein score is -10#Log(P), where P is the probability that the observed match iz a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MLPITRETDY
CVPREVTYNA
GIYERNLNND
KETIFPEIEG
TETHLFIRYD
KLTITYRDDQ
LVDEYQNTAY
LDYNNVESVV
EFEQEGETNY
FDSCVATHPT

LVIGGGSGGEL
AATARATHDA
EVDYLHGWAR
ARYGTHSDGE
TFLENFDPMI
GHESWVWVSDWVD
DHIYALGDWVT
FEHPEVGEIG
ELIVAGPEEE
SAFEELVTLE

ASARMLSSKF
RAYGFSVEQT
LVSKNQAEVT
FDISTQPEEV
QESVTEEYER
NLIWAIGRTPE
CEVELTEVAT
LTEPQAIERY
VIGLHIMGLG

GVKATIVENK
APFDWSSFRT
LDDNSKVLVN
ATVGAGYIAV
LEVELHERS(Q
ETKDIGLEER
AACRELAHRL
GKDNIKVYKT
SGEMLQGEGY

RELGGTCVITVG
FRDAYTERLN
ARRILVAVGG
EFAGHFHALG
ASEVEEDSHG
GVELGEKGHI
FGGPEFANLE
SFTAMYYAMM
AVEMGATEAD

Matched peptides information:

Start = End Cheerved Hr [axpt) Hr {oala) P H  Feptids
T = 34 339934 TIL.#E31 1731.8584 3.6 0 E.ETOYLVIGGOSOGLASAR .M
42 - 54 360. 7744 1335 . TET1 1339, 6535 T5.% 0 K. LGIFTOMEVICVIE. R
a3 T 1786, 0142 1THS, COES HeL LIS L B 26,3 1 F.ENTIHAAKLAESTEDAR, &
54 - T1 1657 . 9245 1654, $152 1654, 8471 45,5 0 EVTOLAAALARATHDAR A
T2 = &9 ZOET D447 066, 03TH F0ES . B4F2 46,1 0 E.ATOFSVEQTAFFIWSSFE.T
06 - 1320 1818, 0188 1814, 0083 1ALA, BAED 47,4 1 R NLMNEDEVDY LHGWAR. L
112 - 120 11166739 1115, 86£6 11155542 103 0 RE.VDYLBOWAR.L
144 i7e JELD. B3 I614,.8511 JsL4, 300 11,1 0 E. ILVAVYGORFTI PFEIPOAEYOTREDOFFIISTORE. B
17% - 208 32115416 3310.5343 3210 . 8300 =d8.5 1 K. FOFATVGASYIAVEFACHMFHALGTETHLFIR.Y » Oxidatica 30
209 = 14 BLd. 5262 B13.3185 B13. 4021 144 0 R.YDTFLR.M
s - 36 1434, 7031 1433, T30 433, 6653 7.6 0 R.NTOFHIQESVTE.E + Oxidatics OO
252 — 18 3021.5723 3020. 5630 3020.5091 18.5 1 K. LTITYRDDOOHESSIVONLIWATOR. T
258 334 LLLL M IBBE. BT 3BT, BE40 B.64 0 E.OHILVDEYONTAVDHI YA LGCVTOEWE LTFVALAADE . R
340 - 330 11%2.7331 1192, 7438 11%1.6288 8.7 0 R.LFGGPEFAHLE.L
331 - 375 31396355 3138, £286 3138.5873 13.F 0 FE.LDVEBVPSWEFEHFEVIS IOLTEPDATIER.Y
anT 40% TXIE, A0 FANN, BT 3330400 43,7 1 EETSFTANNTAHMETEQE. 0 + Didatiss (R
350 - 408 1959, 9408 1958 5333 1958 . 8100 3.8 0 E.TIPTANYYAMMEFEQK.O - 3 Ozidatica (M)
413 = 420 S50, 6442 04, EIET 934, BIBE 103 0 E.LIVAOFEEE.V
448 ~ 489 2303 . 1848 3303 .1773 F303.1181 237T.0 0 K. ADFDECVAIHPFTSAEELVTLE. -



Spot No.: 21

Mascot score: 142

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Hsp 70 kda

NCBI accession No.: gi| 475663822 Sequence coverage %: 44
Matched peptides No.: 23 Total peptides No.: 70
Calculated Mr: 70951 Calculated pl: 5.00

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1
a1
101
151
201
251
301
351
401
451
501
251
601

MAPAVGIDLG
DALRNQVAMN
IEVEFEGETE
SORQATKDAG
GTFDVSLLTI
LSTHNVEALRR
EELCQDLFRS
NGKEENKSIN
ETAGGMMTEL
NLMGEFELTG
THDEGRLSEE
SDPRVEEKIE
NPIMMEFYGL

Matched peptides information:

Start
2

]

24

456

Esd
20

TTYSCWGIFR EDRCDIIAND QGHETTPSEWV
PONTVFDARER LIGEEFADFE VQADMEHFEFE
TFTPEEISAM ILTEMERETAE SYLGETWVHHA
LIAGLNVLRI INEFTAAATA YGLDEEVEGE
EEGIFEVEST AGDTHLGGED FDHELVHNHFEV
LERTACERAKE TLS55AQTSI EIDSLFEGID
TEVDEVLTDA EIDESLVHEI WVLVGGSTRIP
PDEAVAYGAA VOAATLSGDT SSEATHEILL
IPENTTIPTE ESEVFSTESD HNQPCGWLIQWVY
ITFPAFRGVER IEVIFDLDAN GIMHNVSAVEE
EIERMLNDAE EYEEEDEAEG ERVLARNGLE
ASDEETLTAE IDEVVOWLDD NQQATREEYE
GEEGLAPGEEME GGPGGFPGAG GPGGAPGAGE
Ohbaerwed Mr {axpt] Mre{cals) [o=
F9T.054% 199E.04TE L¥9E. D088 1.4
2357, 2313 23E. 155 2301758 i4.4
1275, 6350 12748277 B274.56T3 47.4
457, TO4Z 45E. 8365 E45&. 6058 §.2%5
1217, 646% 1216, 6308 B21E. 6452 4.54
150£.8173 1805 . 8100 1595 . 8188 =1.02
2974, 4348 2H7F. 427 2973, 3002 2.53
1911, 74383 1310, 7355 B330.ToR4 2.9
165, 5065 1658, 870 165G, SATH -5.23
1787, 5513 178E, Ba4T 178E, BESE =21.4
&, 7373 1680, THO0 LER0. T183 i8.8
244, 6771 1245, G408 1345, €504 15.4
1503, ThaE 1302, 7703 1382, Ta62 4.8
56, 6308 1385, 6525 L1385, 180 5.4
A%, 1330 LAGS, BA4T 465, B253 13.3
IRAZ, JORI T334, J0I0 334, FIA0 20,2
292, 063 2920, Ve V20, 3344 16.4
28§01, 790 2600, IV2F FHO0, IR iz.7
020, 3333 100%, 3202 B0A%. =070 20,3
197, 6333 1196, 606& 1156, 6332 26,1
1003, 4063 100Z . 4736 LO0DZ ., 2343 -34,8
1372, TG0 L3TL. THET L371.T&92 -0.32
4T, TEIF L1646, TE2E LE4E, T4ZD 12.3

GFTDTERLIG
EIVDEGGEFN
WVVTVPAYFHD
ENVLIFDLGG
HEFEREHEED
FYTSITRARF
RVQELITDYF
LDVAPLSLGT
EGERQRTEDH
GIGESHEIVI
SYAYSLENTL
EHQEELECGEL
DDGEPIVEEVD

!I Paptids

0 H.AFPAIIDLOTTYSCVWOIFR.E

i MOAFAVWIIDLOTTYSOWGIFREDR . C

0 R.CDITANDOOHR.T

i R.TTFEPOFTDTER.L

a E.COEPHIEVEFE.C

i E.TFTPEEISAMILTRE.M » Cxidatice M

a R.ETAESYLCETVHHAVVTYFAYFHD SR .

a E.DAGLIAGLMALR. I

8 A.ITHEFTAAAIAYGLDE.E

1 RITHEFTAARIAYGLDIE.V

0 K.STAGDTHLGGEDFDNR. L

@ R.LVEEFRNEFE.R

1 R.ARFEELOCDLIR.S

@ R.FEELCODLIR.S

0 K.SLVHEIVLVGESTR. I

a . STHPDEAVATGRAVDAAL LEGDTESH . A

1 K. ESEVTSTRSDHQ POV LI TWVTEGER ,

a K. SEVFSTESDRGPRLI OV TEGER .. Q

1 R TRDHNLMEGE . F

a K.FELTUIPFAFR.G

1 R.LSFEEIER.H

a K. VWWIWLDDEGOATR . E

1 R. EEYEEHQFE LEOR . A



Spot No.: 22

Mascot score: 129

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Enolase

NCBI accession No.: gi| 475668982 Sequence coverage %: 57
Matched peptides No.: 22 Total peptides No.: 77
Calculated Mr: 47469 Calculated pl: 5.06

Annotated PMF spectra:

| 1901 747
]
51
-
.
15§
4|
ff' 62 42
: 174573
sl
g1
gl
Bl G153
sl 1 r2am
il {475 600
]y P45 e gig
.[ r.] .| 109 &7 P ¥ |;
2tk i bkl i’uj | | ‘ b Wz
W £“¢¢&hHﬁMu.uthe.bu%mﬂi,LwhdLbh$uk 211 71
- - P il ot e s g bt e el
ol . . -
200

[5er) 150 =m0 Tm iz

Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a random event
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1 MAVEEVFARS VYDSRGHNPTYV EVDVVTETGL HEATIWVPSGAS TGOHEACELR
51 DGEDESENGGE GVIEAVENWVNH TVIAPALTEE NLDVEDQSAWV DAFLNELDGT
101 PHETELGANA ILGVSLAVAE AGRAFFGVPL YAHVSDLAGT EEPYVLEVEF
151 MMVLHGGSHA GGRLAFQEFM IVPTEAPTFT EAMBOGAEWVY QALREGLARER
201 YGQRSAGHVGED EGGVAFDIQT AEEALELITD ATEQVGYIGE IEKIAMDWASS
251 EFYEVEEEEY DLDFENFESD PTEWITYEEL ANLYSELCEE YPIVSIEDFF
301 AEDDWEAWSY FSETQDIQIV GDDLTVTHPL RIEEATELES CHALLLEVHO
351 IGTLTESIQA AEDSYADGWG VMVSHESGET EDVTIADIAY GLERAGEIETG
401 APARSERLAE LHQILRIEEE LGDOATYPGA NFRESVNL
Matched peptides information:
Seart - End Dbamrred Mr [expt) Mr [calc) e N Paptide
inp - 45 1263128 T35.3055 T25. 3344 =3%.9 0 R.5WDIR. 0
i5 X2 1032 . 7604 101,731 1821, 5221 -52.0 @ R,.@FTVEVDVVTETELER. A
33 — 30 1883 73486 1881.72T3 1881 . %003 =91.9% 0 R.OAIVPSGASTOOHEACELR . D
63 = =0 1580. 7465 LETS . TIS2 1675, #4538 =133 0 F.AVENVHTYIAFALIEE.H
L1 HUB 1533.721) 1833, 7140 1537, =063 -§%.86 0 F.DISAVDAFLRELDGTFRE. T
&8 — 103 182 8417 F1€1.8344 2163 . 0dSd =85.3 1 ¥. DSV DAFLHELDGTIFHERTE. L
127 = 141 1527.6143 1526. 6070 152& . 8033 =132 0 F.WVPLYAHVSDLAOTE. R
143 = 63 23603032 333,912 2323, 3033 2%1 0 K. EFVLPVPFMAN LEGGESHAGGR . L = Oxidation M)
184 - 184 2428 882% 24T . BT5E 24281807 138 0 R.LAFGEFMIVITEAFTPTEAMRE . O
164 = 184 24449137 TE43,. 5084 2444, 1736 -l0% @ R: LAFQEFHIVFTEAFTFTEAME . O + Cxidation (M)
164 — 184 JAG0.0BG0 2438 .8787 J460.1703 -118 Q R. LAFQEFHIVFTEAFTITEAMRE.Q = 3 Oxidation (M)
iss - fas 1475.5537 474 . 5524 1474 . 8143 i20 4 R OOABRYSALRGLAR . K
243 38 1045, 6391 144, 6300 1044, BDEE =106 1 F. IAEVASSEFVEVEER . K
243 - 238 1861 8470 1840 . £357 1840.881% =118 1 F.IAOVASSEFYEVEER K + Oxidation (M)
354 - 331 1557.8£31 19%6. 8558 1597. 430 =53.7 0 . T IMDDLTVTHPLR. I
314 333 22300872 I297,.8759 2238, 1320 -123 1 B, TOR I0IVEDDLTVTHFLRIE. B
e - 363 1372 _6496 1371 .6423 1371 .831% 133 0 K. VNQIGTLTESIQAAN. D
363 = 376 1579.5457 1578. 5384 1578, €885 =85.1 0 K.DSYADDWIVHVSHR.S
63 e 13833132 Lo%4. 2080 1254, 8002 -110 o ¥.DETADGWOVHVENR . 5 + Oxidation [H]
I | ] 1745 7390 LT44.TILTY 1744 . 8845 =87.4 0 R.SGETEDVTIADIAVGLE. A
411 = 418 V56 3TED T35, 3580 T35 . 4633 =18 @ K:LHQILR. I
417 = 433 15317473 1830, T403 1930, %317 -54.3 @ R. IEEELGDOAIYFOANTR . K



Spot No.: 23

NCBI accession No.: gi|342882947

Plant species: Fusarium oxysporum Fo5176

Protein name: vacuolar protease A

Mascot score: 218 Sequence coverage %: 10
The number of matched peptides with p<0.05: 6

Calculated Mr: 42978 Calculated pl: 6.66

Annotated MS spectra:
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Probability Based Mowse Score:

Mazcot Score Histogram

Ions score iz =10%Log(P), where P iz the probability that the observed match iz a random event.
Individual ions scores » 48 indicate identity or extensive homology (pd0. 05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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Matched peptide sequences: shown in Bold Red



1
31
101
151
201
251
301
351

MEGALLTAAR
GASEPFNLLD
VVLDTG55NL
SLSGEVSNDV
AVHGHMVPEFY
EYIPLERFAY
LNEEIGAREG
SCISTFQGMD

LLGSAQAGVH
YAFATNTVHV
WVESQQCGSI
VSIGDLEIED
QMVNQKLLDE
WEVDLEAILF
YNGQYTIECD
FPEPVGELVI

FMELNEVELA
EGGHPVEVSEN
ACYLHSEYDS
GDFARATEREP
EVFAFYLDDQ
GDEVAEQENT
KRLSLPDITFE
LGDAFLERYY

Matched peptides information:

ia

L]

freor dpgms

-4

oY frart = Ead

o

i 176 e

K, B,

N, A

i

i

¥

T T
B 1=

Hrismpti

Hr |valaj

DQLATHSVED
FMHNAQYFSEL
SA55TYEENG
GLAFAFGRED
EGESEATFGG
GAILDTGISL
HLAGSHYSLE
SVYDLGENLWV

riEe

HLOSLGQEYL
TIGTPPQSFK
TEFEIHYGSG
GILCLGYDRI
IDKSKFTGDI
NVLESALAEL
ATDYILEVQG
GLARLK




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 23-1225.6
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MS/MS Fragmentation of RFDGILGLGYDR.I
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Monoisotopic mass of neutral peptide Mr(calc): 1224.6139
#  Immon. a a? b B d d' Seq. v W w' ¥ ¥* yo #
1/120.0808 120.0808 148.0757 440405 F 11
2| 88.0393 235.1077| 217.0972| 263.1026| 245.0921[191.1179 D |1018.5316 1017.5364 1078.5528 1061.5262|1060.5422[10
3] 300338 292.1292| 2741186 320.1241| 3021135 G 963.5258  946.4993| 9455152] 9
4| 86.0064 4052132 387.2027| 4332082 415.1976(377.1810/301.1076| 1 | 848.4261| 861.4465875.4621| 006.5043 880.4778| 8884038 8
5| 86.0964 518.2973| 500.2867| 546.2022 528.2817(476.2504 L | 7353420 7343468 793.4203 | 7763937 775.4097| 7
6| 300338 5753188| 557.3082| 6033137 5853031 G 680.3362  6633097| 6623257 6
7| 86.0964 688.4028| 670.3923| 7163978 698.3872|646.3550 L | 5652365 35642413 6233148 606.2882| 605.3042] 5
8| 30.0338 745.4243| 727.4137| 773.4192| 7554087 G 510.2307 | 4932041| 4922201] 4
9/136.0757 9084876 290.4771| 9364825 9184720 Y | 3451517 4532002 4361827 4351987 3
10| 88.0393/1023.5146]1005.5040|1051.5095 1033 4989 979.5247 D | 230.1248 229.1295 200.1459 | 2731193 272.1353 2
11]129.1135 R | 740237 73.0284 1751190 158.0924 1




Seq va vh Seq va vb Seq ya vh
DG 145.0608173.0557 DGI 258 1448 |286.1397 | DGIL 371.2289|390 2238
DGILG (4282504 456.2453 DGILGL | 541 3344|569 3293 DGILGLG 598 3559 626.3508
GI 143.1179/171.1128 | GIL 256.2020(284.1969 | GILG 313.2234|341 2183
GILGL 4263075 4543024 GILGLG 483.3289/511.3239 GILGLGY 646.3923 |674.3872
IL 1991805 227.1754 ILG 256.2020(284.1969 | ILGL 369 2860|397 2809
ILGLG 4263075 4543024 ILGLGY |3893708|617.3657 LG 143.1179|171.1128
LGL 256.2020|284.1969 | LGLG  |313.2234 341 2183 LGLGY (4762867 |504.2817
LGLGYD 591.3137619.3086 GL 143.1179|171.1128 GLG 200.1394 (228 1343
GLGY  363.2027 391.1976 GLGYD |478.2296|506.2245 LG 143.1179/171.1128
LGY 306.1812 334.1761 LGYD 4212082 4492031 GY 193.0972221.0921
GYD 308.1241|336.1190 YD 251.1026|279.0975




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 23-1323.67
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MS/MS Fragmentation of K.FTGDIEYIPLR.R
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Monoisotopic mass of neutral peptide Mr(calc): 1322.6870



#  Immon. a a’ b B d d' Seq. v w w' ¥ v yo #
1|120.0808| 120.0808 148.0757 44.0495 F 11
2| 74.0600| 2211285 203.1179| 249.1234 231.1128| 205.1335|207.1128| T |1130.5841 1143.6045|1145.5837|1176.6259 1159.5994|1158 6154 |10
3| 30.0338| 2781499 260.1394| 306.1448 2881343 G 1075.5782|1058 5517 1057 .5677| 9
4| 88.0393| 393.1769 375.1663| 421.1718 403.1612| 349.1870 D | 9585356 957.5404 1018.5568/1001.5302 1000.5462| 8
5| 86.0964| 506.2609| 488.2504| 534.2558| 516.2453| 478.2206|492.2453| I | 8454516 B858.4720| 872.4876| 903.5298 B86.5033| 8855193 7
6(102.0550| 6353035 617.2930| 663.2984 6452879 577.2980 E | 716.4090 7154137 790.4458 | 773.4192| 7724352 6
7|136.0757| 798.3668 780.3563| 826.3618| B08.3512 Y | 5533457 6614032 6443766 5
8| 86.0964| 911.4509 8934403  939.4458 0921.4353| 883.4196|897.4353 I | 4402616 453.2820 4672976 495.3398 4813133 4
9| 70.06511008.5037 990.4931|1036.4986 1018.4880 | 982.4880 P | 3432088 3422136 385.2558 | 3682292 3
10| 86.0964 1121.5877 1103.5772|1149.5827 1131.5721|1079.5408 L | 230.1248 220.1295 288.2030 | 271.1765 2
11|129.1135 R 74.0237) 73.0284 175.1190 | 158.0924 1
Seq va vb Seq va vb Seq va vh
TG 131.0815/159.0764 TGD 2461084 /2741034 TGDI (3591925 387.1874
TGDIE |4882351|516.2300|TGDIEY |651 2984 |679.2933 |GD 1450608 |173.0557
GDI 258 1448 |286.1397 GDIE  |387.1874 4151823 |GDIEY |5350 2508 |578.2457
GDIEYT|663.3348 691.3297 | DI 201.1234/229 1183 DIE 330.1660|358.1609
DIEY |493.2293 5212242 |DIEYI |606.3134|634 3083 |IE 2151390 2431339
IEY 378.2023|406.1973 |IEYI 401 2864|519 28153 IEYIP |588.3392|616.3341
EY 265.1183|293.1132 EYI 378.2023 |406.1973 | EYIP |4752551|503.2500
EYIPL |588.33921|616.3341 YI 2491598 2771547 YIP 346.2125|374.2074
YIPL 45921966 (4872915 1P 183.1492|211.1441 |IPL 2962333324 2282
PL 183.1492|211.1441




Annotated ion spectra of the matched peptides with p<0.05:
CID No.: 23-2070.02
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MS/MS Fragmentation of K.DQDFAEATKEPGLAFAFGR.F
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Monoisotopic mass of neutral peptide Mr(calc): 2068. 9854



# Immon. a a* a? b b= B d d Seq. v w w' ¥ ¥* yO #
1 88.0393| 880393 70.0287| 116.0342 98.0237 44.0495 D 19
2/101.0709| 216.0979| 199.0713 198.0873| 2440928 | 227.0662  226.0822| 155.0764 Q |1881.9130|1880.9177 1954.9658 |1937.9392|1936.9552|18
3 88.0393) 331.1248| 314.0983 313.1143| 259.1197  342.0932 341.1092| 287.1350 D |1766.8860|1765.8908 1826.9072|1809.8806|1808.8966 17
4/120.0808 478.1932 461.1667 460.1827 506.1882  489.1616| 488.1776 F |1619.8176 1711.8802 1694 8537|1693 8697 16
5| 44.0495| 5492304 532.2038| 531.2198| 577.2252 | 560.1987| 559.2147 A |1548.7805 1564.8118|1547.7853|1546.8013 15
6/102.0550 6782729 6612464 6602624 706.2679  689.2413 6882573 6202675 E |1419.7379|1418.7427 1493.7747|1476.7482|1475.7641 14
7| 44.0495| 7493101 732.2835  731.2995| 777.3050 760.2784| 759.2944 A |1348.7008 1364.7321 |1347.7056|1346.7215 13
8 74.0600 8503577 833.3312) 832.3472| 8783527 861.3261 860.3421 834.3628)836.3421 T |1247.6531|1260.6735 1262.6528 1293.6950 1276.66851275.6844 12
9/101.1073 9784527 9614262 9604421 1006.4476| 989.4211 9884371 9213949 K |1119.5582|1118.5629 1192.6473 |1175.6208|1174.6368 11
10{102.05501107.4953|1090.4687 1089.4847 | 1135.4902 |1118.4637 1117.4796|1049.4898 E | 990.5156| 989.5203 1064.5524 |1047.5258|1046.5418 |10
11| 70.0651 1204.5481|1187.5215 1186.5375| 1232.54301215.5164 1214.5324|1178.5324 P | 893.4628 8924676 935.5098 | 918.4832 9
12| 30.0338/1261.5695|1244.5430|1243.5590| 1289.5644 1272.5379|1271.5539 G 838.4570| 8214305 8
13| 86.0964 1374.6536/1357.6270 1356.6430| 1402.6485 1385.6220 1384.6379|1332.6066 L | 723.3573| 7223620 781.4355 | 7644090 7
14| 44.0495 14456907 |1428.6642 1427.6801 | 1473.6856 1456.6591 14556751 A | 6523202 668.3515 651.3249 6
15/120.08081592.7591|1575.7326 | 1574.7486| 1620.7540 1603.7275|1602.7435 F | 5052518 597.3144 | 580.2878 5
16| 44.0495 1663.7962 1646.7697 1645.7857 1691.7911 1674.7646|1673.7806 A | 4342146 450.2459 | 4332194 4
17/120.0808 1810.8646|1793.8381 |1792.8541| 1838.8596 1821.8330|1820.8490 F | 287.1462 379.2088 | 362.1823 3
18| 30.0338/1867.8861|1850.8596 1849.8755 1895.8810 1878.8545|1877.8705 G 232.1404| 215.1139 2
19(129.1135 R 740237 73.0284 175.1190 | 158.0924 1
Seq ya vb Seq va vb Seq va vb
QD 216.0979 244 0928 QDF 363.1663|391.1612 QDFA 4342034 |462.1983
QDFAE |563.2460 591.2409|QDFAEA |634.2831|662.2780 DF 235.1077)263.1026
DFA 306.1448 334.1397 DFAE 4351874 /463.1823 | DFAEA  |506.2245|534.2195
DFAEAT |607.2722 635.2671 FA 191.1179|219.1128 FAE 320.1605|348.1554
FAEA  |391.1976 419.1925|FAEAT  |492.2453|520.2402 FAEATK (6203402 648.3352
AE 173.0921/201.0870 AEA 244.12921272.1241 AEAT 345.1769(373.1718
AFATK |473.1718 501.2667 AEATKE |602.3144630.3093 AEATKEP 699.3672|727.3621
EA 173.0921|201.0870 EAT 274.1397302.1347 |EATK 402.23471430.2296
EATKE |531.2773 5592722 EATKEP |628.3301|656.3250 EATKEPG |685.3515|713.3464
AT 145.0972/173.0921 ATK 273.1921|301.1870 ATKE 402.23471430.2296
ATKEP |499.1875527.2824 ATKEPG |556.3089 584.3039 ATKEPGL 669.3930|697.3879
TK 202.1550/230.1499 | TKE 331.1976|359.1925 | TKEP 428.2504456.2453
TKEPG |485.2718 513.2667 | TKEPGL |598.3559|626.3508 TKEPGLA |669.3930|697.3879
KE 230.1499 258.1448 KEP 327.2027|355.1976 KEPG 384.2241/412.2191
KEPGL |497.3082 5253031 KEPGLA |568.3453|596.3402 EP 199.1077|227.1026
EPG 256.1292 2841241 EPGL 369.2132|397.2082 EPGLA  |440.2504|468.2453
EPGLAF 587.3188|615.3137 EPGLAFA |658.3559|686.3508 PG 127.0866|155.0815
PGL 240.1707 |268.1656 PGLA 311.2078|339.2027 | PGLAF  |458.27621|486.2711
PGLAFA |529.3133|557.3082 PGLAFAF |676.3817|704.3766|GL 143.1179|171.1128
GLA 214.1550|242. 1499 GLAF 361.2234|389.2183 GLAFA  |432.2605|460.2554
GLAFAF 5793289 607.3239 GLAFAFG|636.3504 | 664 3453 LA 157.1335|185.1285
LAF 304.2020/332.1969 LAFA 375.2391|403.2340 LAFAF 522.3075|550.3024
LAFAFG 5793289 |607. 3239 AF 191.1179|219.1128 AFA 262.1550)290.1499
AFAF 409.2234|437 2183 AFAFG  |466.2449|494 2398 |FA 191.1179|219.1128
FAF 338.1863 3661812 FAFG 3952078 |423.2027 |AF 191.1179|219.1128
AFG 248.1394|276.1343 |FG 177.1022|205.0972




Spot No.: 24

Mascot score: 95

Species: Fusarium oxysporum Fo5176

Protein name: vacuolar protease A

NCBI accession No.: gi| 342882947 Sequence coverage %: 21
Matched peptides No.: 9 Total peptides No.: 39
Calculated Mr: 42978 Calculated pl: 4.66

Annotated PMF spectra:

1225 68
194 1333674
18 {
16 {
15 | 1064 519 20000
144
114
-
1
0 {
g4
81
T 14Fa T
B4
5 1604 558
'R | 17077 05 48
3 2163034
:-E':'Im [ . I TS
: | 7030 l I J 1952 %4 | ampe  TREE .
lj‘d\-wl.\._.#..u-,.w. &l -..IM'J~ 'n.-"i"’iu'.‘-. m.,ln-!..-ul-«..-\..d._.nhl-‘n__‘\--'--..-..---.n.|‘-. P . _._........I_.. S ._..?::...l. -IR.._. SR —
nod
1000 1500 2000 2500 3000 = H

Probability Based Mowse Score:

Frotein score is -10#Log(P), where P is the probability that the cbserved match is a random event.
Frotein scores greater than 75 are significant (p<0.05).

1349

limsber of Hits
2
1




Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351

MEGALLTALD
GASREPENALD
VVLDTGS5NL
SL3GEFVSHDV
AVNGHMVEEFY
EYIPLERFAY
LNEEIGAKEG
SCISTFQGMD

LLGSAQAGVH
YAFATHTVHV
WVESQOCGSI
VSIGDLEIKD
QMVNQKLLDE
WEVDLEAILF
YNGQYTIECD
FEEBVGELVI

FMELNEVELL
EGGHEVEVSHN
ACYLHSEYDS
QDFARATEEE
FVFAFYLDDO
GDEVAEQENT
KELSLPDITFE
LGDAFLERYY

DQLATHSVED
FMMNAQYFSETL
SASSTYEENG
GLAFAFGRFD
EGESEATFGG
GAILDTGTSL
HLAGSHYSLE
SVYDLGENAY

HLOSLGOKYL
TIGTEEQSFK
TEFEIHYGSG
GILGLCYDRI
IDESKFTCDI
NVLESALAEL
ATDYILEVQG
GLARAK

Matched peptides information:

Hr {cale)
060 . 3854

1063 . 3431 -31.3 0 4

H Faptide
4 1 E.ODTFAEATREFG LAFAFGR . F
AWFGER . T

M (Expt)

06T

Start =
17O

End

ip8

EFPGL

L% .97 C H_FT

18% - 139 1235, [
IBEE 4.5T 0 K. LLDEF/PAFY LDDOECESEATFOOIDK. 8
5570 15. 0 R-FTODIEYIFLR.R
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Spot No.: 25

Mascot score: 137

Species: Fusarium oxysporum Fo5176

Protein name: NADP-dependent glycerol dehydrogenase

NCBI accession No.: gi| 342888721 Sequence coverage %: 59
Matched peptides No.: 20 Total peptides No.: 75
Calculated Mr: 37413 Calculated pl: 5.91

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0, 0B),

Mumber of Hits
o
1




Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301

MSFGRTVTLN
YONQREVGEG
EELGLDYLDL
VTRLEKEKVR
EYQEERGIYVL
QVILAWSTLD
FNIPETYSED

Matched peptides information:

Start

54
2]
73
B2
121
134
136
HL ]
161
178
ahd
205
234
246
76
76
42 )
G
06

= 129
= 133

133

- 177

- 180G
- &bi
- 233
- 3@
= &7
= a5
= Iy

]

= e
= a3z

SGHEMPQIGY GIWQAAPGEV GHNGVYELLED
TEEALNDVPG LEREDIFITG ELWHHEHERFPE
WLIHWFVAFE HNGFELFFPFLEAR DDENETELDQ
SIGVENFSIE MLETIIEDTG WTPATHOWVER
TAYSAFGHNS WGEPLLINTE EVEATAERERLS
HHIVIFESVI PARIRSHFEE VELDEEATEE
WDIDVFGDEE EETATHEVVL EL
DEsarved M [axpt) Hr [cals) PEa
613, 4533 613 . 4480 613 . 3690 289
B21.3249 &30 5177 20,4191 120
F2E. 5623 925.5351 §25.5233 34.3
i078. &246 1077.6173 1077.5818 32.9
5744577 673 . 4304 673. 3547 142
1014.3672 1013.539% 1013, 5346 5.29
2248,0129 2247 .0056 22471383 -39.0
003, 8323 2004, 0437 2003, DC-04 =T7.4
100G, BaE0 1079, 0453 1079, 9963 -T0.2
006, Badd 1858, B30 1858, SRl -80.3
1309, 6835 1358, 6857 1398, 7103 -17.%
#23.3841 832 . 5T8S 833 . 8488 33.%
3311.2914 3210.2841 3210.6237 10&
855. 4548 538 . 4478 =38 .5128 2432
2444, 2407 2443.2334 2443.3473 =457
1651, 6635 1630 . 6382 1&30.7624 =-63.1
2150, #0326 2149.8353 2430,.0268 -60.%
BEl, 3414 BE0, 3341 BeD, 4304 7.3
1706, 6344 1703, 6471 1703, 7724 =107
2043, 7810 2043 . 7HAT 2043, 910% -62.3

Lo - - T - T - I - - - - - - T - T - - - - N 3

GYRHLDLAKI
EVEGALDDSL
GVTLSQTWEA
HERLPQPELV
KSEGEEVTEA
LERFGERFQR

Peptide

= HEFGR.T =
K. IegHgn . B
K.ALNDVPGLE.R

K. REGIFITOR.L

K. LWHHE. H

E.HIFELFFLE.A

K. HETE LDQOVT LSOTWEAVTE . L

B, TELDOOVT LECTWEAVTE . L

R, SIG'SHFSIEHLETIIE. B
ROEIGISHFSIEMLETIIR. D + Ozidation (M)

Oxidatica @0

E.DTTPATNGVER. B

R.LPOIELVR. Y

K. ERIYLTAYSATRMNSWEEFLLINTIEVE.A
F.AIAER.L
F.ENTPAQVILAWSTLOHEIVIFE. 5
R.SHFEEVELDEEAIR.E

R. SHFEEVELDPEEAIFELEE.F

¥. FGERFUR. F

F. TISFID IDVTGRER, E

. TTSFD I DVTGDERES, T



Spot No.: 26

NCBI accession No.: gi|46128717

Plant species: Fusarium graminearum PH-1

Protein name: peptidase C1-like family protein

Mascot score: 92 Sequence coverage %: 2
The number of matched peptides with p<0.05: 2

Calculated Mr: 55346 Calculated Pi: 5.53

Annotated MS spectra:
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Probability Based Mowse Score:

lons score is =10#Log(P), where P is the probability that the observed match is a random event.
Individual lons scores » 48 indicate identity or extensive homology (pd0. 05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits,
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Matched peptide sequences: shown in Bold Red



1
51
101
151
201
251
301
351
401
451

HMEAQSSKEPTL
GLSVHVLESW
RRESSGRCWLFE
GVIDTAGEDL
WHAQSSGEILH
SLIMTLLLGE
TSTTIDSMIS
CIFMLFAGIFE
RELTTEESQMT
LWLDEFVYQR

HEFAVLDRLH
QLSTLEDFEN
LESTHVEFRVAL
EGRLVONLLG
NVIETELEEF
FESPFEDAFIW
LVHDPFRHEFL
IFFGEDWVGEE
HAMVILTAVHL
VWDPFEFCSEE

SLQLQDDDEY
KOVLTSLETQ
MERYNLESFE
DIVSDGGOWD
ALKLRGLINS
QYNDENGEAH
NLLSVSRLGH
SDSTSGIMDL
DEETGEPVEW
VRDVLEKELT

Matched peptides information:

Start = End

4 157 149

baarved

Mr{uzpt)

Hr{zala} P
4.1

i, 44 .7

VEISSDSEER
IADQOVEFNVE
LSQOYLEYWD
MVYNLVEKYG
QMGVSATALS
EVKATPREFL
IVGGRGVSYV
DLENYELGFH
RVQNSWGTTA
ILEPWDEMGL

| fzore

Erpmct  Razk

PLGPFLVRDAQ
IFFEGDFITH
FLEFKSHWFLE
LVPQTLYFPDT
SAFDFMMEET
FEHNIYSSEFRL
HVDIDTLEET
TSLLGHMSEAD
GDEGWEVMSD
L

U Fophide
. MaLF TGl

[ TeH B T

F



Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 26-1307.8
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MS/MS Fragmentation of K. AGIPIFFGSDVGK.F
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Monoisotopic mass of neutral peptide Mr(calc): 1306.6922
#  Immon. a a? b B d d' Seq. v w w' ¥ vy yo #
1| 440495 440493 72.0444 44.0495 A 13
2| 30.0338 101.0709 1290639 G 1236.6623 |1219.6358 |1218.6517|12
3| 86.0964  214.1550 242.1499 186.1237 200.1394| I |1121.5626|1134.5830 1148.5086 1179.6408 |1162.6143 1161.6303 |11
4| 70.0651| 311.2078 339.2027 2851921 P |1024.50981023.5146 1066.5568 |1049.5302 1048.5462|10
5| 86.0964 424.2918 452.2867 396.2605 4102762 I | 911.4258| 924.4462 938.4618| 969.5040 9524775 9514934 9
6/120.0808| 571.3602 599.3552 F | 7643573 856.4199 | 8393934 8384094 8
7/120.0808| 718.4287 746.4236 F | 617.2889 709.3515 | 692.3250) 691.3410| 7
8| 30.0338| 775.4501 803.4450 G 562.2831 | 53452366 544.2726| 6
9| 60.0444| 8624822 844.4716 8904771 8724665 B46.4872 S | 473.2354| 4722402 505.2617 | 488.2351| 487.2511| 5
10| 88.0393| 977.5091| 959.49851005.5040| 987.4934| 933.5193 D | 3582085 357.2132 418.2296 | 401.2031 400.2191 4
11| 72.0808|1076.57751058.5669 1104.5724|1086.5619|1062.5619 V | 259.1401| 2721605 303.2027 | 286.1761 3
12| 30.0338|1133.5990/1115.5884 1161.5939|1143.5833 G 204.1343 | 187.1077 2
13/101.1073 K 74.0237| 73.0284 1471128 130.0863 1




Seq va vb Seq ya vb Seq ya vb
GI 143.1179 171.1128 |GIP 240.1707|268.1656 GIPI  |353.2547/381.2496
GIPIF 5003231 5283180 GIPIFF  647.3915 6753865 IP 183.1492|211.1441
IPI 296.2333 324.2282 IPIF 4433017 |471.2966 IPIFF  |590.3701 618.3650
IPIFFG |647.3915 675.3865 PI 183.1492(211.1441 |PIF 330.2176 3582125
PIFF 477.2860 505.2809 |PIFFG 534.3075562.3024 PIFFGS 621.3395 6493344
IF 233.1648 261.1598 IFF 380.2333408.2282 IFFG  |437.2547 465.2496
IFFGS 5242867 552.2817 IFFGSD 6393137 667.3086 FF 267.1492 2951441
FFG 324.1707 352.1656 FFGS 411.2027|439.1976 FFGSD |526.2296 554 2245
FFGSDV |625.2980 653.2930 FFGSDVG 682.3195(710.3144 FG 177.1022 205.0972
FGS 264.1343|292.1292 FGSD 379.1612 407.1561 | FGSDV 4782296 |506.2245
FGSDVG|535.2511 563.2460|GS 117.0659|145.0608 GSD | 232.0928 260.0877
GSDV  |331.1612 359.1561 GSDVG  388.1827|416.1776 /SD 175.0713 203.0662
SDV 274.1397 302.1347|SDVG 331.1612/359.1561 DV 187.1077 215.1026
DVG 244.1292 272.1241|VG 129.1022|157.0972




Spot No.: 27

Mascot score: 208

Species: Fusarium oxysporum Fo5176

Protein name: NADP-dependent glycerol dehydrogenase

NCBI accession No.: gi| 342888721 Sequence coverage %: 61
Matched peptides No.: 23 Total peptides No.: 47
Calculated Mr: 37413 Calculated pl: 5.91

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =1(#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05),
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Matched peptide sequences: shown in Bold Red

1 MSFGRTVILN SGHEMPQIGY GTWQAAPGEW GNGVYEALEL GYRHLDLAKT
51 YOMOREVGEESZ IEEALNDVES LEREDIFITG ELWHNEHRPE EVEGALDDSL
101 EELGLDYLDL WLIHWFVAFE HNGPELFPLEL DDENETELDD GVTLSOTWEA
151 VTELPEEEVE SIGVSENFSIE MLETIIEDTG VTPAINOVER HPRLPOPELV
201 EXYQEEEGIYL TAYSAFGHNS WGEFPLLINIF EVEAIAERLS EKSEGEEVTPA
251 WVILAWSTLD HHIVIPESVT PARIRSHFEE VELDEEAIEKE LEEFGEEPQOR
301 FMIFETYSFD WDIDVFGDEE EFETATHEVVL EL
Matched peptides information:
Start - End Gbaaraad Mr {axpt] Mr[cala) ppm M Paptida
i5 - 3% 2637.0051 FE35_9578 2635 . 3741 278 0 E.MPOI S CTHOAAPCEVNIHONEAIR. A
15 = 39 TE52 . 930D TES]1.985% 651 . 2650 270 0 K. HFQIGYOTWOAAPOEVIROVYEALR. & + Owidation (M)
=0 3 01,2369 NZ0.2459& 20,4191 -84.7 Q E.IVGROR.E
&4 - T2 0264301 925 4228 025 5233 109 0 E.ALNDVIMGLE. R
T3 - #1 1078 . 4807 10774734 1077.5818 i1 1 E.REDIFITOR. L
w2 = HE ATd . ZR61 AT 2THE B73, 3047 113 @ E.LWHNE.H
171 = 138 1014, 4284 10834711 1013, 52546 132 0 E.NGFELFFLE. A
134 - 153 F24AT. 0531 FI46._BA4E I24T. 1385 131 1 E.NETELDOOVT LS TWEAVTE. L
138 - 153 I005.T168 F004.7055 2005 . 0004 145 0 E.TELDZIVT LEOTWEAVTE. L
159 T F133, TR T1N4.TALY 2133, 1660 -1%% 1 K. VREITERFSIEHLETIIR. B
161 = 177 1880.733% BT 7408 1878, RS 133 Q BR.SIGSNFSIEMLETIIE.D
i1 - 177 1896. 72350 18557177 1855 9944 i44 0 R.SIGVSHFSIEHLETIIR.D » Oxsdation (M)
1T = 180 1355.5701 1358 5&28 1398, 7103 =108 0 K. DTATPAINOVER . H
184 = 201 23,4364 #E2.4292 §23, 2480 -1 Q R.LPOFELVE.T
254 - 238 550.29%24 5%8._2851 558.3125% =49.1 @ E.AIAER L
248 - 287 2444 .06861 F443_0388 2443, 3478 =118 0 E.ENTPFAQVI LAWSTLODHHIVIFE. S
268 = FIX B30, J33TE 5E9.3303 G2, 3457 =30.8 0 E.5¥TPAR. I
276 = ZOR 1621 .5187 =0 5134 1630, Te34 -121 Q R.SHFEEVELDEEAIE . E
2TE — 293 F15%0. 7421 F149.7348 F150.03 66 =136 1 B.SHFEEVELDEEAIRELEE.F
254 - 300 BE1.3772 B&0.3&695 HED ., 4504 =-533.6 0 E.FIEXFOR. F
391 A0S G108, FFa7 A7 . 2004 G1T, ABXT -iG6 @ R.FHIFE.T
4086 = 330 1786 . 5385 |s_a313 1THS . T34 =136 Q E.TYSPFIWDIDYTIGOER . E
306 - 322 2043, 6800 FO042.6527 2042 .910% 126 1 E.TYSFDWD DT CDERER. T



Spot No.: 28

Mascot score: 122

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: Superoxide dismutase [Mn], mitochondrial

NCBI accession No.: gi| 477512799 Sequence coverage %: 55
Matched peptides No.: 10 Total peptides No.: 59
Calculated Mr: 21308 Calculated pl: 7.07

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P iz the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

31
101
151

Matched peptides information:

MSVGTYSLEA LPYAYDALEP SISAQIMELH HSFHHQAYVT NLHAALENYA
TATSTHDIAG QIALQSATEF NGGGHINHSL FWENLSPS5S ADARFPESAFPT
LEARTSETWG SIQAFQEAFE ETLLGLOGSG WGWLVEDTHG LEIVITEDQD
PVWGEGEEYLNG FAAYVDNIWE WVINWETAEARAR FTGTREDAFE VLRAST

SFtart - End

34
4n
To
108
100

47

L3

107
120
134
147
178
175
HLE

Ohaerred

1575,
T2,
3983,
1512,
0,760
1614,

558,
LE330
659,

L

THTS
17
5450
6914

BS54
IE50

3752
az2T2

Hriaxzpt]

1378
2230
A%E2
1311
163%
181%

&57
167H

&58

B0

TEOY
1744

-85617

L1 1}
A7

-THB1

3577
5147

SAETH

e

Hri{calc)
1578. 8266
2330, L4FF
IPAL. %133
1511, 7408
163%, 0238
1615, 8930

697 . 3507
1078, 2447

658 . 3802

00, THES

2.4

-11.0

163

R A - AL

Paptidae

K. HHQAYVTHLHALLE . H

F. HYATATETHD IAGO TALGERAIR. F
. FHOOGH NS L PR LS PR LA DATTESAPTLRART AT T
K. THOSIQAPQEAFR. K

K. TWOS TOATOEATFE. T

K. TLLOLGGSAWLYE. b
E.DTBILR. I

E.AAYVDHIWNE .V

E.VINWE.T

R.FTOTR.E



Spot No.: 29

Mascot score: 84

Species: Fusarium oxysporum Fo5176

Protein name: vacuolar protease A

NCBI accession No.: gi| 342882947 Sequence coverage %: 19
Matched peptides No.: 8 Total peptides No.: 49
Calculated Mr: 42978 Calculated pl: 4.66

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is <10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1
31
101
151
201
251
301
351

MEGLLLTARD
FLSEFFNALD
VWVLDTGS5NL
SLSGFVSHNDV
AVHNGHVEEFY
EYIPLERFRY
LNEETGRAREG
SCISTFQGHMD

LLGSAQAGVH
YAFATNTVNV
WVESQQCGSI
VSIGDLEIKD
OMVNGELLDE
WEVDLEAILF
YNGQYTIECD
FEEEVGELVI

FMELNEVPLL
EGGHFVEVSN
ACYLHSEYDS
QDFAEATERE
FVFAFYLDDY
GDEVAEQENT
FR4SLFDITF
LGDAFLERYY

Matched peptides information:

Start =

185

246

246

End

R Ty

1064 . &010
1225, GABT
3005, 4543
1325, T172
1475, @633
1363, 6025

107.35764

1322 . TaES 133

04 . 44T0 0Q

47

Hr {oala)
206898
iDE3
1234

DQLATHNSVED
FMHNAQYFSET
SASSTYEENG
GLAFAFGRFD
EGESEATFGG
GATILDTGTSL
NLAGSHYSLFE
SVYDLGEINAY

54
5451

GLIF 35.1

LIS

T 0 K.EPULAFAFOR.F
DR, I

DOQEGESEATIGOIDE. S

HLOSLGQEYL
TIGTEEQSFK
TEFEIHYGSE
GILGLGYDRI
IDESEFTGDI
NVLESALAFL
ATDYILEVQG
GLARAK

M  Paptide

E. DODFARAT

o K. FIMGET LG

o K. FTGDIEY

IFLR

R

K. FTODIEYIPLRR.E

B, BEWTSVITEL

o

s O R.OEYSVYDLGH . N



Spot No.: 30

Mascot score: 119

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Actin

NCBI accession No.: gi| 475667318 Sequence coverage %: 53
Matched peptides No.: 19 Total peptides No.: 62
Calculated Mr: 45188 Calculated pl: 6.08

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0.05).

Mumbzer of Hits




Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MGKLPRLSHR
AGDDAPRAVF
EHGVVTNWDD
IVFETFNAEL
PHATARVDMA
DFEQEIQTAA
GGIEVTTFNS
PESSMEVEITA
RECF

PLDYLPASLL
PSTVGRPRHH
MERIWHHTFY
FYVSIQLVLS
GRDLTDYLME
QS5SLERSYE
IMECOVDVEE
PPEREYSVWI

LDQICHPIVR
GIMIGHMGEOED
HELEVAPEEH
LYLSGRTTGI
ILAERGYTES
LEDGOVITIC
DLYGHNIVHSG
GGSILASLST

Matched peptides information:

Start =
48 =
a8 -

8 —
b ]
138 -
177

286
2RE -
axm
-

End SbeaTved Mr {axpt)
57 976, 4857 W75, 4824
&8 11%8.727% 1197T.930&
37 672, 4815 674, 4742
113 1932 .902% 1932 .8%958
113 1848, 5173 14T, 5102
142 1954, B804 19535, 0811
06 J108,. 5T 3104 . 5%T00
239 501, 4004 600, 3532
33 1133.2403 113:.3410
267 2630, 4573 26294506
|3 1790 . 9495 1T, 9422
313 2943, 8283 2942.8203
n3 2939 . 83%& 2052 8303
41 2375, 2068 23742793
41 2391.2738 2390, 2665
41 Z407.290% T406. 2916
41 2471802 46,1729
364 THS . 48054 TH4.4THY
401 1516, 7493 1513, 7413

Hricalah
ST5. 4410
1157, 6983
671, 4330
1931 . 8734
1947, 8572
1953, 8571
IL0E, BIFS
600, 3555
1131,515%7
2629, 2581
1785 . Bh4d
PR, 3213
2958 . 8141
FATH, BIFT
2350 . 2246
= 1=1 %
2246, 0048
R4 4680

1545, 86534

196

Exidation (M

2 Oxidation (M)

CPTLASTIML GDSGMCRAGF
SYVGDEAQSE RGILTLRYPI
PVLLTEAFPIN PRSNRERMTQ
VLDSCGDGVTH VVPIYEGFAL
TTAEREIVRD IEEELCYVAL
NERFRAPEAL FQPSVLGLES
CTTMYPGLSD BMQREITALA
FOOMWISEQE YDESGPSIVE
PP M Paptida
dF.4 0 F.AOJFAODDAFE.A
18.7 a R.AVFPFSIVOGRFR . B
§1.3% 0 R.OILTLR.Y
12.0 a R.YPIESEATERDOMER. [
2.0 0 R.YPIENFVTEWDOHER. I + Oxidatics )
12.% 8@ R.VAFEEAPVLLTEAPINPE.S
10 ] R. TTGIVLDESGDOVTIVVPIVEGFALPICATAR . VW

36.1 0 F.ILAER.Q
18.% @ R.GYTFSTTAER.E
3.7 0 F.LCYVALDFEQEIQTAAGSSSLER.S
2.7 a E.SYELIFDGOVITIGNER . F

103 0 RAFBALFOPSVLGLESOFIMVTTIREINE.C

10& @ PLATREALFOPSVLOLESOOIHVTTINSIME.C -
3.1 1 R. FDLTGHTVHSGGT THIFGLSDR . H
85.4 1 R.EDLYOHNIVHEOOTTMYPOLSDR. M « Dmidsties (M)
1.2 1 R.EDLYGHIVHESGGTTHYFULSDR. M =
1.5 0 F.DLYSIVHSSITTHPILEDE . M
16.8 a E.IIAFFER.K
3.7 0 F.OETESIFEIVER.E



Spot No.: 31

Mascot score: 159

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: phosphoglycerate kinase

NCBI accession No.: gi| 475667960 Sequence coverage %: 57
Matched peptides No.: 21 Total peptides No.: 59
Calculated Mr: 44835 Calculated pl: 5.77

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is <10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1 MSLSWELSIT DWVDVEGERVL IEVDFHNVPLD ADENITHNQR IVGALFTIEY
51 ALENGAESVI LMSHLGREPHG SPHEEYSLEF WVVPELEELLG EEVTFAPDCY
101 GPEVEEIVHNE AEDGAVILLE HNLRFHIEEEG SSEDEEGHET EADEAQVEAF
151 EEGLTALGDY YINDAFGTAH RAHSSMWVGWVD LPOERSGFLY EEELEYFARRA
201 LEEPQREPFLA TLGGAEVSDE IQLIDNLLDE WHNILITCGGM AFTFEETLEG
251 VSIGHSLFDE AGSETVGHLY EFRAFAFGVEL WVLEFVDYITAD EFDEDANTGY
301 ATDEDGIPDG WQGLDCGEES VELYEEATAE LETILWHNGFA GVFEFEEFAS
351 GTEATLDAVY DAVOEDGEIV IIGGGDTATV ARKEYGVEDEL SHVSTGGGAS
401 LELLEGEELF GVTALSSEK
Matched peptides information:
Stare — End Oissatved B [expL) My [eala) fo= H. Faptida
23 = 33 1232.53830 1221.8977 1231 . 6083 -25.0 @ R VOFEVFLDADE. B
23 = 40 2097 . 9674 2071 . 9E0L 2092 .0287 -33.1 E. VDN PLDADENITENOR . 1
Té - 87 1408.7413 1400, T340 1400 . TS 1.0 0 E.YSLEFVFELER. L
52 = 110 2131.0086 Z130.0013 2130, 06867 =33, 7 E.EVTFAFICVOFENVEE IVHE . A
#1 = 110 2007 .90771 001 . 0650 2001 . 5710 -30.% 0 E.VTFAFDOVOFEVEEIVEE. A
i1 - 123 141%.7534 411.7T461 1411 .T6T1 14.8 a E.AEDGAVILLENIR.F
1z4 = 133 1162, 5477 1181.5404 1161, 5302 B.80 0 R. FHIEEEJSSE. ¥
1432 P 1104, 3604 1133, 3611 1103, =038 -1%.3 K. ADEATVEATR . K
143 - 131 820.3233 a19%.3130 B19.4239 i1 a9 E.AJVEAFR. K
iz - 171 2415.0537 2118 0454 118 . 0B3E -17.& 1 R FOLTALOCAY THDAFSTARR . &
123 171 1990, 3303 1989, 5312 1509, 2300 -1%.2 Q FFLTALENYTHRAFGTANE . A&
172 - 184 1388.6014 1347 . 6841 134T . L0847 =1.91 @ R.ANSSMNOVDLIOE . A
1%3 - 1939 EBEE. 4973 B8 . 4900 B30 . 4436 5.7 @ E.ELEYFAK. A
200 216 1809, 5722 1808, BE4 D 1805 . 0148 -27.& @ F.ALEEFORFFLATL LOGAR. WV
247 = 64 1823.THED 1833.7780 1837 .89489 -63.2 0 E.TLEGVSIGSLFOEAGSY. T
285 - 272 &855.4871 BEB. 4758 B8 . 4811 1.51 0 E.TWEHLVER. A
280 = 254 1736.8318 L7335, 8245 L7335, 2356 -66.3 1 E. LVLPVDY I TADEFDE .
a8 = 33 2999, 4310 95T .4143 5T . ¥4 40.4 E.DPANTGTATDREDGE FDOGWOG LOGEESVE . L
308 - 332 1961 . TE&E 19€0.7543 1940 . 54T3 4.5 E.DOI PO L DOTERSVE. L
333 = 347 1707. 7714 L706. TEd1 1706 . 266D -60.2 0 K. TILEHIFAJYTEFER . F
%0 47 1734, 8326 E733.0133 RT3, #2E0 -60.3 @ B, LSS TORIASLEL LEGE . E



Spot No.: 32

Mascot score: 123

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: elongation factor 1-gamma

NCBI accession No.: gi| 475667235 Sequence coverage %: 51
Matched peptides No.: 19 Total peptides No.: 72
Calculated Mr: 46170 Calculated pl: 5.64

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score iz -10#Log(P), where P iz the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.08).

Protein Zcore



Matched peptide sequences: shown in Bold Red

1 MAFGTLFTEE HNHCRSTATER VAEANDIELN IVEAEEGHAT VEHLEANGLE
51 EIPAFIGEDG FALSECTATER IYITSQNEET TLLGETEQDY ASTLEWMSFEF
101 HWSEVLPSLIA WEGFLEGDAF YHEENVDDAS EKASLEAFSVY EEHLIERNTFL
151 VGERITLADL FAAGIAVRGF QYFFDEQWRE ENPAVIEWFE TWVERAQPIFAR
201 VAEEVELLET PALTHTFPEE PEQPFEEELEE EVEREEAAPAL EAAPASDEAP
251 AAPERFHPLE ALGRFPSEQYS HNIEDHNEAME YFWDHFHFEE YSIWEVDYEY
301 HEELTLTFMS HNNLIGGFMHE LEGSEEYIFE CAAVYGENND SVIQGAFVIER
351 GQEHVPAFDW APDWESYMFE ELDPFTHPEHE QEVEDAWGWE EPITVHNGEEY
401 ELADGEVFE
Matched peptides information:
Htart - End O served Mr {expt) He{ocalce) Poa M Peptide
id IT16, BGET B715.0354 1713, 7072 47,1 = HAFGT LITRENRCR., §
- 9 #1>.57&8 911 .38893 #11._.4863 .0 (1] M. AFGTLITH.E
24 - 3% L45T. T449 L456.TATE 145€.740% =2.24 0 E.AHDIELHIVEAEE.Q
24 43 2407, 3343 FA06. 2272 2406, 1380 -4.5G 1 . ANDIELHIVEAERGHATVENLE. A
134 — 146 1298 .T308 L1398 . T433 12984983 4.8 a K.AFSWEEHLIR. N
147 - 154 935, 2809 9345736 $34.4872 9.4 0 R.HTFLWOER. T
193 168 1430, 2434 14725, 8361 1435, 0350 4.78 @ R. ITLADLFAASTAVR . 3
189 - 17 1051 . 2449 1020 .5378 1080.4811 33.8 0 R.GFOYTFFDE.Q
igs - 433 83T . 2337 BE6 . 5264 B3, 4481 i30 a4 R.HFETVR.A
194 204 1203 . 6474 1201 .6401 1301. 6340 4.88 0 R.AQPIFAEVAER.V
194 - 21% 2804 . 4480 FHOS . 4418 28033184 ~36.8& 1 R AQPIFAEVAERVELLETFALTNTIIFE. K
s - 219 1622 .8732 1621 . BESS 1621.8527 16.5% 0 K.VELLETPALTHTFFE.K
T34 204 156F . 3287 1961 .59214 1561 . 36534 -24.4 1 F: FEAAFAARALPASDEAPALFR . A&
23T = J&T 13233 .6370 1331 .6303% 1331.6TAS -3%.0 @ K.HFLEALGRFSR.Q
8L - 295 L] 2087 0416 S0EE. 3404 3.0 0 E.YFEDHFHFEEYS ThE. W
96 = 799 224, 2021 533.2940 323. 2642 i®.& 0 E.VDYE.Y
30 - 30 2447, 1000 4461033 244&.1207 10.3 @ K. YHNEELTLTIHNSENLIGOINNR . L
351 - 37 FHES . LTOE Z4€4 1635 24640872 2&.% 0 . GOERTAFDVATTRESYHFER. L
37r = 380 107%, 3562 1077 . 5489 1077. 5202 26.& 0 E.LDFTHFEHR. O



Spot No.: 33

Mascot score: 132

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: 1,3-beta-glucanosyltransferase gel4

NCBI accession No.: gi| 475668458 Sequence coverage %: 44
Matched peptides No.: 22 Total peptides No.: 77
Calculated Mr: 59159 Calculated pl: 4.83

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 HMEFSAATVAA AATAASAWIE PITHMEGSELF YSHGTQFFME GVAYOODTAR
51 AGETHDETTE YIDPLADEDA CERDIPLLEQ LGTHIIRTYA INPEADHEAC
101 MELLDDAGIY WVISDLSEFSWV SINEDDPEWD WVELYERYIGYV VDELGQYDNW
151 VGFFAGHEWS MNHVSNTQASAR FVELALAVRDTE EHIESEFSEW LGVGYASHDD
201 VDIBEQIADY FHCGDDDSEI DYWGYNIYSW CGESSMQDSG YADQAEFFEN
251 YSVEVFFAEY GCHEPDGALG RIFDETTALY EEEVMIDVES GGIVYMYFQE
301 ANDYGLWVEIS ENGDAVEQED FAQLOFEEAMNA ARPSGVEEDS YREPTGELATC
351 PEQSENWEAN SWVLFFWVFDSD LCDCHMVESRS CWVPADNLEAE DFNDIFGYIC
401 GQDEEICTAT MNANATAGIYGE AYSMCSMEAE LAYVTLDAYYT SQOESAADACD
451 FEGEATTQEA ESQDSCESAL ASASKEINEEV ATATHAVASS STGGESHNSSSE
501 DDENFGLQRA SIARVFSLGD FAVGAYMAVL GVVGELGMVLL
Matched peptides information:
Start - End Oosarved Hr [expt) Hr [cale) s M Peptide
1= 18 1693.33T4 1694.5301 1694.902% 230 1 = HEFSAATVARAATARSAR . L + Oxidation {MH)
19 28 111%. 3237 1118, 3164 1118, 6003 =234 1 E.LEFITHFGSE. L + Duidation ()
41 a7 1738, 3037 1737, 4504 1737.7H0& -i&2 Q K. FVAYDOD TARAGE THDE. T
41 L1] 2060, 6617 2067, 6344 2067, 9709 -1 1 B AV DIDTARAGE THIET TR . T
B0 = A7 14,3032 FLI. T4 FLI. D43 =173 Q E.QLGTHIIR.T
103 — 138 <831.1301 4830.1138 4830 . 4336 -119 1 K. LLDOAGIYVISDLIEFSVS INRDDOPE . W
123 — 136 13644349 1383 4478 12637303 =393 1 H.DOFERDOVELYER.Y
129 - 136 110%. 3417 1108.3344 1i08.518% 186 0 E.WOVELYER.Y
is0 - 2404 1875, 2417 16785344 1678.7351 i35 & R.WLVGYASHODVDIR.E
205 - 219 1804.4720 1803 . 4547 1203.7008 =131 @ R.EQIADYFHOIDDDSR. I
234 = 248 14033188 1402.3113 1402.5671 -182 0 E.SSHODSOYADQAR . F + Ouidation M)
272 = 283 1438.4172 1457. 4095 14537.6526 -i%4 0 R.IFDETTALYEEE.V
3z0 JZ6 045, 2443 B48.2371 B48. 4307 -23 0 K. DFAQLOE. K
3zn D45 1340, &043 1947, 3572 1947, 9320 -ila a K. AHAARP SVEEDSTRE TR A
A28 = M 1146057 2115.6704 2115.943% =138 @ R.ANSVLPPVTDSDLCDONVE, 8
A28 — 1M F13T. 6393 2131 .631% 2131 .9388 -144 0 B ANSVLPPVTIDSDLCDOMNVE . § + Oxidation (M)
A5% = 3ITH 23739788 2374.971 3 2375.0%20 =30.84 1 R_ANSVLPPTDEDLCDOMYVESR .S +« Dxidation M)
380 — 388 1003, 3703 1002 .2€30 1002 . 4804 217 4 . SCVTADHLE. &
329 - 404 18905942 1289 . 5865 1289 .8&18 145 1 K. ASDFHDIFOYICOODE . K
351 - 404 1691 . 53385 1690.5313 1690.72397 117 @ E.CFHDIFOYICOQDE. K
431 = 443 1548, 20&2 15474585 1547.7871 =186 0 E. LAYTLDAYYTSOR. 8
444 = 432 84,2138 83,2063 383.4018 -1%% 0 K. SAADACDFR. 3



Spot No.: 34

Mascot score: 92

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: 1,3-beta-glucanosyltransferase gel4

NCBI accession No.: gi| 475668458 Sequence coverage %: 42
Matched peptides No.: 19 Total peptides No.: 79
Calculated Mr: 59159 Calculated pl: 4.83

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10#Log(F), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0, 05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
a01

MEFSARTVAR
AGETNDETTE
MELLDDAGIY
VEEFAGHEVS
VDIREQIADY
YSVEVFFAEY
ANDYGLVEIS
PE(QSKNWRAN
CODREICTAI
FEGEATTQRA
DDENFGLQRA

AATAASAKLE
YIDELADEDA
VISDLSEPSV
MNVSHTQRSA
FNCGDDDSRI
GCNEFDGAAG
EHGDAVEQED
SVLPEVEDSD
MAMATAGIYG
ESQDSCESAL
SIRRVESLGD

PITMEGSELF
CERDIPLLED
SINRDDPEWD
FVEALVRDTE
DYWGYNIYSW
RIFDETTALY
FAQLOREANA
LCDCMVESRS
LYSMCSNELK
ASASKINEEY
FAVGAYMAVA

Matched peptides information:

Start

103

33
e
301

End Ohaarved Hr (&
28 1119, 4431 1118.
37 17383024 173y
a7 B33 3119 1352
aT B1d.4343 523
128 TA31 . 3179 FA30.
138 Bi09. 4175 L1108
204 L6TH.5T30 15678
215 LBO4 . 4516 1803
245 403 3324 1402
27 T043.1410 N4z
283 HEETE Lyl BASY
334 LEL L] LET]
346 L948.7043 1947,
k) 1167362 21458,
Ty Z132.7005 131
aTe 3760800 2375
404 E0R0. 6630 LS
ab4 Ld%1.57T03 LER0.
443 548 . 4861 547

ST My [zale)
4358 11186003
3031 1737.780&
046 1392 . 9613
4371 §13,.3343
J108 O30 . 43386
4102 1108 .518%
- 5657 1678.7351
4843 1803 . 7006
3431 1402 . 5671
1237 2043 . 3333
4203 LAST  GFTE
-1 ad48 . 4392
&970 1947.9338
7285 115, .9&35
7032 2131 .9308
oTaT TAT.0520
62797 10050610
3710 L6 . TIHT
-47T88 1547 .7871

YSNGTQFFME GVAYQQODTAA
LGTNIIRTYZ INPEADHEAC
VELYERYIGV VDELGQYDNV
EHIESKFSRW LGVGYASNDD
CGESSMODSCG YADQARFFEN
EERVMTDVFS GGIVYMYFQE
ARPSCOVEEDS YRPTORRATC
CVPADNLKAR DFNDIFGYIC
LAYILDAYYT SQESALDACD
ATATHAVASS STGGESNSSSE
GVVGAGMVLL
P Jl Peptids
=147 1 K. LEFITHEOSKE. L + Oxidation Q0
-13% @ K. OV AOD TAALGETHDE. T
-230T7 1 R.DIPLLEQLOTHIIR. T
=118 [+ E.QLOTHIIR.T
=31%.% 1 E. LLDDAGIYVISDLEEPSYSINEDORE . W
9E.0 D K. HDAVELYER.Y
137 O . WL ASHDDYD IR . B
=130 @ R EQIADYFROODDDSR. T
-158 O K. S5HODSTTADDAR . F + Cuidation (M)
-33.0 B . FFENY VPV FAETGCHEPDGAAGH . T
=164 O R.IMETTALYEEE.Y
=13 0 K. DFAOLGE.F
132 O E.AHRARFSOVEEDSYRITOR. A
111 R AHEVLFPPDEDLODOMNR. §
=120 O R ARSYLFPYFDSDLODCHYE. 5+ Duidation (M)
-A.10 1 R, ARSVLFPYVPDEDLODCHYRESR . 5 + Omidation [}
-i0® 1 ¥ ARRIHD I FOY TO00DE . K
-83.% © E.ORDIFRGYICoCooRE. &
=19% DO E.LAYILDAYYTSQEK. S



Spot No.: 35

NCBI accession No.: gi|477513214

Plant species: Fusarium oxysporum f. sp. cubense race 1
Protein name: Beta-hexosaminidase subunit A1

Mascot score: 93 Sequence coverage %: 4
The number of matched peptides with p<0.05: 1

Calculated Mr: 34198 Calculated Pi: 6.25

Annotated MS spectra:
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Probability Based Mowse Score:

Tons score iz -10+Log(P), where P is the probability that the observed match is a random event.
Individual ions scores » 48 indicate identity or extensive homology (p<0.08).
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

MASHNLYPHRG
FLLWPAGEGL
GHSDIWGIWE
FGSPYHHFGG
DEEKSITLSE
S5FVEPESSE

FMLDTGEEFF
THASVEYSQT
KDLVVGEASL
DEVAYMWNTR
DWIIQITWHEG
VLGFEVAWET

PVEAILHLLT
HTYYTPSDIQ
FEPDAQLDIR
DDNELFNSFL
TTQEILEKGH
SQDDDESDLD

Matched peptides information:

(ary

Erd
i) 18 i

Mart -

Obermd

114

LR

Hr{axpt|
141 1418, 798

M [oalcj

LLHEQYNFNVFE
NVISYRENLG
OMHEGVYDYT
NWLKTLTPKK
RVIVSESDTFE
QDWIIDELEA

pm W Eooma

HWHIYDRESF
ILVYPETDME
RELVSTVDGY
SVILWDDFELT
YIGHNADADET
ASKFIREK

Epmct Bank U Paplida

F. VT LHRIPLTDEER. §



Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 35-1617.76
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MS/MS Fragmentation of K.SVILWDDPLTDSEK.S
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Monoisotopic mass of neutral peptide Mr(calc): 1616.7934
#  Immon. a a? b B! d d Seq. v w w' ¥ ¥* yl} #
1| 60.0444 60.0444 420338 88.0303 70.0287 44.0495 S 14
2| 72.0808| 1591128 141.1022| 187.1077| 169.0972 1450972 V 1486.7060(1499.7264 1530.7686/1513.7421 15127581 |13
3| 86,0964 272.1969 254.1863 300.1918| 282.1812 244.1656 ) 258.1812 1 1373.62201386.6424 1400.6580 1431.7002 1414.6737|1413.6896 12
4| 86.0964 3852809 367.2704 413.2758 3952653 343.2340 L |1260.5379|1259.5426 1218.6161 |1301.5896|1300.6056|11
5/159.0917| 571.3602 553.3497| 599.3552| 5813446 W 1074.4586 1205.5321 |1188.5055|1187.5215/10
6| 88.0393 686.3872 668.3766) 714.3821| 696.3715 642.3974 D | 950.4316| 958.4364 1019.4528 |1002.4262|1001.4422 9
7| 880393 8014141 7834036 8294090 8113985 7574243 D | 844.4047| 843.4094 904.4258 | 887.3993| 886.4153| 8
8| 70.0651 8984669 880.4563 9264618 9084512 8724512 P | 747.3519| 746.3567 789.3989 | 7723723 771.3883 7
9| 86.0964 1011.5510 993.5404 1039.5459/1021.5353 969.5040 L | 6342679 6332726 6923461 6753196 6743355 6
10| 74.0600(1112.5986 1094.5881|1140.5936/1122.5830/1096.6037 |1098.5830) T = 533.2202| 546.2406 5482198| 579.2620 562.2355| 5612515 5
11| 88.0393|1227.6256 1209.6150|1255.6205|1237.6099 1183.6358 D | 418.1932| 417.1980 478.2144 | 461.1878 460.2038 4
12| 60.0444/1314.6576 1296.6470|1342.6525|1324.6420 1298.6627 S | 331.1612| 330.1660 363.1874 346.1609 3451769 3
13/102.0550(1443.7002 1425.6896|1471.6951 |1453.6846 1385.6947 E | 202.1186| 201.1234 276.1554 | 259.1288| 258.1448 2
14/101.1073 K 740237 73.0284 1471128 130.0863 1




Seq va vb Seq va vh Seq va vh
VI 185.1648213.1598 |VIL 2082489 326.2438 VILW  |484.3282/512.3231
VILWD 599.3552627.3501 IL 199.1805|227.1754 ILW 385.2598 |413.2547
ILWD | 500.2867 528.2817 ILWDD |615.3137|643.3086|LW 272.1757/300.1707
LWD  387.2027 4151976 LWDD |502.2296|530.2245 LWDDP |599 2824 627.2773
WD 274.1186302.1135 WDD  |389.1456|417.1405 WDDP  |486.1983|514.1932
WDDPL 5992824 627.2773 DD 203.0662 231.0612 DDP 300.1190|328.1139
DDPL  |413.2031 441.1980 DDPLT |514.2508|542.2457 DDPLTD 6292777 657.2726
DP 185.0921|213.0870 DPL 298.1761326.1710 DPLT  |399.2238 427.2187
DPLTD 514.2508 5422457 DPLTDS|601.2828|629.2777|PL 183.1492(211.1441
PLT 2841969 312.1918 PLTD  |3992238|4272187 PLTDS |486.2558|514.2508
PLTDSE 615.2984 6432933 LT 187.1441|215.1390 LTD 302.1710|330.1660
LTDS 389.2031 417.1980 LTDSE |518.2457|546.2406 TD 189.0870|217.0819
TDS  276.1190 304.1139 TDSE  |405.1616 |433.1565 DS 175.0713|203.0662
DSE 304.1139 332.1088 |SE 189.0870|217.0819




Spot No.: 36

Mascot score: 162

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: phosphoglycerate kinase

NCBI accession No.: gi| 475667960 Sequence coverage %: 55
Matched peptides No.: 20 Total peptides No.: 56
Calculated Mr: 44835 Calculated pl: 5.77

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -1(#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MSLSNELSIT
ALENGRESVI
GEEVEEIVNHE
REGLTALCDV
LEEPQREFLA
VSIGNSLFDE
ATDRDGIEDG
GTEATLDAVV
LELLEGRELP

Matched peptides information:

Start = End
23 - 13
23 - 40
34 40
7€ - &7
9z = 110
83 = 110

111 - 123
124 133
45 - 131
152 = 171
133 - In
i7r - ia8d
192 193
206 - 31é
4T = 164
00 = T94
295 - 323
303 = X327
333 - 347
390 - 407

DVDVEGEEVL IEVDFHVFELD ADENITHHOER
LMSHLGRPHG SPHEEYSLEP VVPELEELLG
AEDGAVILLE HNLRFHIEEEG SSEDEEGHET
YINDAFGTAH RBRAHSSMVGWVD LPQERSGFLV
ILGGARNSDE IQLIDNLLDE WVHNTLIICGGM
AGSETVGHLYV EFAFAKGVEL VLEVDYITAD
WQGLDCGEES VELYFELTLE AETILWHNGEA
DAVOEDGEIV ITIGGGDTATV AKEYGVEDEL
GVTALSSE

onsarved M fexpt) Mr {cale) s
13324977 1331 .488% 1231 . 8003 -%6.3
20728758 20718688 20720287 7.3
B, 4474 838, 4401 B3, 4308 10,8
14018441 1400. 8368 1400.7913 =110
2430.901% 2139 8346 2130, BEST 80,8
2002 . 0168 2001 .0083 2001 . %718 -81.0
1412, 6620 14116847 14117671 79,6
1162, 4308 1161.4135 1161, 3302 -100
BI0. 48603 B1%. 4330 B1%.4330 35.3
2118.9398 21179325 2118, 0838 -12.4
1R800 1F0F. 0406 1E0%, #R00 -T2
1368 5883 1367580 1367 . £8ET 7.4
895, 4015 B30, 4747 B9, 4426 -1
180%.0613 18088240 180%.0048 =88.8
18237840 18327067 1822 . 8949 -103
1736, 7426 1725.7382 1738, 5296 -118
2908 440 23973367 29972934 14.4
1961, 6833 1960 6762 1960, 8473 87,3
1Ta7T.&TEL 17048 . 8488 1TODE . BE88 =118
1754.7338 17537262 1783 . 5210 -111

IVGALPTIEY
EENVTFAPDCWV

RADKAQVEAF
KKELEYFAFRA
AFTFEETLEG
KFDEDANTGY
GVFEFEEFLS
SHVSTGGCAS

Paptida

R.VDFNPLDADE , B
R.YDFEPLDADFHI THEGR. T
F. HITHHOR. I
E.YSLEAWTELER. L

F. B TPAFDOVIFEVEEIVEE . &
E. VTrAFDOVOFEVEEIWNE . A
K. AEDOAVILLENILR.F

R. FHIEEEQSSE. ¥

B AQVEATR. &

R FOLTALODVY INDAFOTAHR . A
B GLTALGYY T ROIAFGTARR., &
R ARSSADLIGE. A
FL.ELEVFAE. A

B ALBEPORPFLATLOGAR W
FE.TLEOVSIOHS LFDEADSE. T
B LVLPVDY T TADRTOR.

F . DOI FMAWILDCGEESVE., L
K. TILMNGPACVTEFER. F
K. LSHVSTOMIASLELLESR. E

R R R E R R R Tt ]

F. BAHTFEATORDGI PROWOOLDOOEESYE. L



Spot No.: 37

Mascot score: 191

Species: Fusarium oxysporum Fo5176

Protein name: adenosylhomocysteinase

NCBI accession No.: gi| 342873590
Matched peptides No.: 29

Calculated Mr: 49506

Annotated PMF spectra:

Sequence coverage %: 57
Total peptides No.: 85

Calculated pl: 5.57
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Probability Based Mowse Score:

Protein score is -10%#Log(P), where P iz the probability
Protein scores greater than 75 are significant (p<0.05).
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that the obzerved match iz a random event.



Matched peptide sequences: shown in Bold Red

1 MSAPLHKFEV ADLSLAAFGE EEIELAENEM PGLMOTRLEY AADQPLAGAR
51 IAGCLHMTIQ TAVLIETLTA LGEAEVIWISC NIFSTQDHAZ AATARARAGVEV
101 FAWEGETEEE YHNWCLEQQLT AFEDNEKLNL ILDDGGDLTT LVHQEYPEML
151 FDCFGVSEET TTGVHHLYEM LEDGELLVEA INVHNDSVTES EFDHLYGCRE
201 SLVDGIERAT DWVMIAGEWVAV VAGFGDVGEG CAMALHGMGA ERVLVIEIDPI
251 HALQAAMAGY QVITMEEALE VGEQIFVTTTG CRDILTGEHAF EAMPNDATVC
301 NIGHFDIEID VAWLEANASS VONIKPOVDE FLMPHGRHII LLAEGRLVHL
351 GCATGHSS5FV MSCSFTHQVL AQIMLYFALD EFALWGEEYVEF AKTDELDVGY
401 YWVLPEILDEE WVARLHLDHCQ AELSTLSEV]) AEYLGLTVEG PFEADIYEY
Matched peptides information:
Stmvi - Erd [ - Hud mapth Fps  H  Papiida
3 . Tead AdES, AT B 8 B TR E
FL N k1 1358 M.¥ L K VASLELAATGEE [
n Ld iR 1mid, Y40 E2-1] ! b FEIELABMESIOUTTE A
» 1841 0833 1883 . F330 LE3D. FR8T M.a a9 K CITEAIREDPGUTUTE A
m LYY R 1NTE SR LETA. K78 .3 @& K ETELAENEHSCETTE A Dadavie &5
- (R PR LR L] LERL . 1ABB M.y 2 E EiTLALNEIPCRAI™E A ¢ § Ouvdmsssr 01
» - a L1337 113 .7511 L1131 8472 148 a K. YAMDQPLASAR T
1t 33 3718398 SEM, 5 .4 8 K SETEETRCUEDILIANE.D
=t LR L LLERES LT .. L] E Eurd S TTuinal v
L ez L LLISLF L L | a
A3 1) ST, 5158 { £ a £ ECTOTIEETTTOTHELYR, it
LM L] LERL . EEY LT E LLTFAINNEISTTE .8
12 183 1X84 TAE 142 L K SEFDSLYOCH I
11 0] 1] TR, FLIT L4 K. aTEE E
Eik ot ] IO LIND 333 B ATONHI ASINA VAL OINPGE. O
son oY 23 GEE iass 2ais s83% .8 i3.40 4 B, ATETEIASETATTASESE T 4 » Cusdnraer 9
¥ - ML 12131 T4s3 1133 . 7382 133 24D 1% @ K GCRALPIGAR ¥
IxE L H 000, YdE 158,11 1342, 2330 # a E OCASA_ACHOAE ¥ ¢ J Cakdetjes 59
AT = 287 LI3W_8TTY 1337 .0708 LI¥FT. 4742 141 a E.TEIrTTTIoCR. .0
12e - 30 LT 3183 idxd mLFE 434, B8 b a K. ASILESPONCEPCTN T
ax InT (SR T B33, W8 [T W 8 A.rUeEcE.m
¥ - Bl L803_THYE LEIE. T4 LOXD. B 13 @ BoOAIDLLEEGE. L
(T8} ang TR ] *a4, B814 a4, B4 88 & K YEFAE. T
F - 4% FREL A A0 s LEAS . BINT L4485, LY M.E L K. TEELTTaT L. T
agd - A3 4 @TH Bl PR BN 40T iy A E ILEEFWAN L
14 = 43n 17339343 175 . a8 1T MY B4 a B WMLORCCALLFTLER. ¥
LEE (L E 2493 3334 ie8a 2233 Ledd. peds M.a & E_WOARYLILTVEICOTE A
T TTI T T ARl (TR [T S a8 8 EASIYRY
LLLINE L] 0. 5401 T#d. 3331 TEE. MO 183 L K. ADLYRY. -



Spot No.: 38

Mascot score: 206

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: ATP synthase subunit beta, mitochondrial

NCBI accession No.: gi| 475664589 Sequence coverage %: 71
Matched peptides No.: 30 Total peptides No.: 68
Calculated Mr: 55197 Calculated pl: 5.27

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05).

5 S

MHumber of Hits

U |r1r1|:|l1|
150 200

100
Praotein Score



Matched peptide sequences: shown in Bold Red

1 MFESGISSFLZ ERAARPAVILPFE ERALRPS5LEL PISSEWASTR SVGEIGEIHOWV
51 IGAVWDVEFD TQELPAILNS LETENNGQEL VLEVSQHLGE NVWVRCIAMDG
101 TEGLVRGASA QDTGAPITIF VGPATLGRIM NVTGDPIDER GFIEIDEERELE
151 IHTEAPEFVE QSTSAEVIVT GIEVVDLLAP YARGGEIGLF GGAGVGETVE
201 IQELINNIAE AHGGYSVETG WVGERTREGHD LYHEMOETSWV IQLDGESEVA
251 LVFGOMNEFF GARLEVALTG LTVAEYFEDE EGQDVLLFID HNIFEFTQAGS
301 EVSALLGEIFP SAVGYQPTLA VDMGGMOERI TITTEGSITS WVQAVYWVEPADD
331 LTDPAPATTF AHLDATTVLE RGISELGIYF AVDPLDSESE MLDPEVVGRE
401 HYDVATEVQD ILQEYEELQD ITATLGMDEL SEADELTVER AREKIQEFLSEY
451 PFTVAQVFTG IEGELVDLEE TINSFEAILN GEGDWNLPEGR FYMVGDEASL
501 EFEAFGERILAE LEGQ
Matched peptides information:
Stmrt - Drd Ohaarved Hn Laapr H femled Fpm B Peptide
4 L] T Y 3dT . Rbd .90 8§ N.IESTIONTESTE.T
L] ™ 1740 NXID 1O BLTR 1750 _ B3 T @ K. LFAICRTLETENNODN . L
L Ll 1882 DB e T 18Fe. P34 ».e 8 E AVWEVIEONLENTE &
M - a4 LIIE _EETd 120 dade £ax8 E3ed M.a a B CINDITESLTE .G
L] L LA3T. SN BRI L) 1338 _W1E0 ma a B CIAMDGTEGLVE. G o Duidetsor 00
M - 15 Jas8. LKER 24 Ledl -l M. THE] . B8 N. QAEADSALNE TTFRIBATLON . 1
is 144 L3585 770 138 _TOUS LI38 €334 .2 a B DWTTEPIIER &
in HE 1) 13 M 101 T4 8238 AT Bdd B -B.83 @ B IFSVTCDPIEER O o Deidetear 00
(L] 173 Tass. ETEY 180_372% TasE_BLIT EL g 1 T ALFIATEAMITVECI TEALVLYTIIR. T
48 FER] SEEE 4THE BB 478 TRt it R 8 B LSINTEAFEFTESITRADVLYTAIE ¥
q HLE Lild.Edel LLLE.EnNE LLILE. E1TH 3.4 0 E.TVOLLAFTRR . O
L) e aTE.SEEL PR taTe BT nRAE «1.0 8 ¥ fdurdaaseow T
2] 21 L38T. SBRZ 801 _ETAF LaBE . 8R4 8 B ¥ TVFIQELIMSIIAN A
i i ANIT . L¥FTE LR L R aRdE 13T .32 0 N L TFETE TR i QLEGEIE. 7
L1 L2 1] NN, 1408 (ELEL L] 38371300 i @8 K. ENELTEFDETIVIGLOOENN T + Deldsnses &9
w i 188 _B7TI7 184 8644 1384 _BRR2 M.s 8 E_VALTTOOFNLTPGAR . A
ik E1 8] tL - TR ] 438 Kidd 1408 8013 =r B ¥ VALYTICHNEFPIAL A + Duidensse 39
it im LANE_SEsE (LI L RS IANE_THID 3.3 8 B VALTOLTVALTTR O
=3h T LREE EITE SH33. 81 LREY eSS 5.4 8 N BERSCESLLFSSTN.F
ka L a1 L35 TTE4 404 TER LAN _TART e o B FTOAGSTVEALLOR I
pt ] 3w FRkE_RRSD ARl ATER at. 4 B B IPRAVITETLAYERGTER |
B L1t} Fras_11W il M. 1] 0] .8 8 . TRENTOFIFTLANDHOROEE . I + Cesdaviaw &%
¥ e CELES - F da8:. peLd .y 9 B IFBAVITEFTLAVENOCAGER  § & § Omidetesr 00
M - 37 IERE. B 19EF. BRI -%.38 @ E GEITaTOAVYITFACCLTORAFATTTANLDATTV.SR. O
a 18 1T 1971 MM L L GISELIITPATOFLIEE. B
i = ST TiED LHTY AT08 .4 8 . VPOCERYDVATE . T
Lo LIt} LLAE. 338 SIAT. DA LAY 83T aT.F 8 F.VOQIJETE §
%Y [T H JERE w432 FRET R L] 2488 Y4 e i ¥ ALOETIALLOPEE LAEASEL TR A
L) 4 J8TE_&DdA1 FLEL IS EL L J4T4_3TIS BT ¥ SLOETIAILCHDT LSIADELTVIR A » Ceasatiawr O
L1 Lit] LREF. DR FEL LR HE ] LRdE. D327 o B TLECRTTVALSNTTOIEDE. L



Spot No.: 39

Mascot score: 90

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: I-amino acid oxidase

NCBI accession No.: gi| 477517233 Sequence coverage %: 24
Matched peptides No.: 17 Total peptides No.: 46
Calculated Mr: 67814 Calculated pl: 5.69

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
a0
551

MVEFTDEEWG
AWFDDVARLN
ASDRVGGRFR
QLAETLNEMN
HAMSSLGEEE
QGYDDWSEQC
KDSLGETEWE
QTRLSWYESV
AGLRFESLCK
ESREGLITHY
YERLCWLQDE
WISSAIYSLL

ASVLVLLFLS
CTSVSFAPHA
TEFVGGTEEFR
GHDSEWEVDE
ATVSTEYNET
MMRELFHASE
CWVDGGFHNELT
ENRIFESEDY
WELLFSERFW
RGGDWSDEREYW
HTATSWCRED
RGTIQLLLEL

HAHGTELPLE
SIATVGEEGEVS
AFRMGFMRLEY
ISWIQHHPNE
FHEMNETLEN
HITDATWTAT
DAFIPHVEDR
DYTIMAVEET
EEGERFIFGGE
SFSDEEEVOT
VEQHNLYTFEA
GMVEEAKETHN

Matched peptides information:

Start
113
113
113
36
i1
319
369
w13
el 3]
an4
384
357
411
463
455
458

1.5

117

243

AQQTHLCADK
GLTTALMLDS
TVIYESDNST
LIAWGTGRHE
ETMLEATQAD
DYDVVHDEMV
LVLNREIGEL
MTRFMALPSF
YSIPESREIG
VLDATIVSLHG
YHQTEHNTIF
REWMGRWIRD

POMONFDSVG
IGLHNWDIIE
YEYTEHRLTF
DGRIFTRADI
VWRSHEEVMS
HNSNLALDGT
ESVEGEDGQT
SSVLGRAISE
ALYYPVYGLN
EQARELYTGD
IGEHTAPTQR
ETKE

Paptida

Osarved He (axpt) Mr (zale) ppm M
1£5&. TA31 1£55.T758 1655, 7800 2.1 1
1672, 7587 1&71. 7504 LE71. 7745 -14.0 1
1€88, 7513 1687, T340 1687. 7658 -5.36 1
$50, 20%0 S57.5007 57,5003 -1.56 0
w4, 3931 #33. 5050 P33, 3320 -4.83 0
1370, T4ES 1369, TI82 13E9 . 6H00 2.4 0O
1823, 3360 1822 . 287 1822 . 8270 35.8 O
1835, 2647 1838, 2574 1838.821% 1%.3 ©
1833, 2073 1854, 002 1034, 0168 43.0 0
1411, TAR2 1410, T419 1410.7330 .36 0
14327, 7323 1434, 7250 1426. 7378 d.00 0
Bi&.4371 B15. 4255 818 43401 4.8 D
S50, 3340 49,3268 9459, 5233 3.9 O
THE. 3301 THL. X228 TH1. 3198 3.78 O
2FTF, 6027 2FIN . T34 T80, 4234 nS.4 0
1145, 5118 1144, %045 11445038 6.97 0
1755, 5513 1THE ., #440 LTS8, 9437 p.18 ©

E
E
E
o4
K
R
E
E
E
R
R
R
E
R
R
R
R

- FAOOTREFARMOPMR . L
FYIITREFAEHOPHE . L =
FPYREITEEFAEHIFHR. L +
ATDADNWR . &

VDGR L

- LTOAFTFEVEDR. L

DY TIMAVPFTHTR. F
MTYTIHAVEFTHTR. F =
MITITIHAVEFTHTR. F +
FHALFSFSSVLGR . A

-FHALFSFSIVIGR.A =

CAISEAGEIR.P
VELLFSER.F
GIMESEDR .Y

Coidation [H)
7 Oxidation [H}

Coidation [H)
Z Oxidation [H}

Oxidation (M)

TSP SDEENDTYLDATVE LHGEQAR . E

ELYTCDYER. L

GTIQLLAELGHMVERAN.E + Oxidatics (M)



Spot No.: 40

Mascot score: 128

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: ATP synthase subunit beta, mitochondrial

NCBI accession No.: gi| 475664589 Sequence coverage %: 64
Matched peptides No.: 24 Total peptides No.: 84
Calculated Mr: 55197 Calculated pl: 5.27

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
301

MFRSGISSFA
ICAVVDVEFED
TEGLVRGASA
IHTEAPEFVE
IQELINNIAR
LVFGOMNEPP
EVSALLGRIP
LTDEAPATTF
HYDVATRVQQ
PFTVAQVETG
KARGEKILAE

RRARPAVLER
TOELPATLNS
QDTGAPITIP
QSTSAEVLVT
AHGEYSVETG
GARRRVALTG
SAVGYQPTLA
AHLDATTVLS
ILQEYRSLQD
IEGRLVDLEE
LEGQ

RALRPSSLEL
LETENNGQFL
VGPATLGRIM
GIEVVDLLAP
VEERTRECGHD
LTVAEYFRDE
VDMGGMQERT
RGISELGIYPE
IIATLGMDEL
TINSFEAILN

Matched peptides information:

Srart

&7
Gl
L1

147

1z

148

174
198
27
T4
T4%
264
27
03
o
s
0¥
33&
aTe
-1

447

- Ezd laserivad Me {axpt) e [eale)
= 11 1230. 6166 122%. €053 1229, 6227
= o 1297.7267 1276. 7154 1276. 7303
- 9 1740, 9009 1729, 9016 1739, 8033
- 94 16519779 1490, $TOE 1650, D366
- 18 20850.1329 204%. 1256 049 0855
= 140 13535, 6564 1358. 6531 1358. 6300

173 2831, 6042 2830, 3940 T830.5137
= 173 TEHE, 4490 TERA. 4425 64,8118
- 183 1116, 6491 1115, ddid 1115, 633%
= 210 1502 . 8449 1301.8376 1501 .8304
= 248 2522.2189 2321. 2116 I531.1278

263 1303, 8464 1304.08371 1384, 0082
- @63 1600, 8247 1600, 0274 1600, 8032
- 278 1455 8313 1438, 8248 14387820
- 254 1922.9776 1521.9T03 1921 .9422
= 308 1435. 7662 1434.7585 L1434, T467

z9 2220, 1324 221%. 1201 F2A9.071%
- 329 F236. 2455 2235, 1382 2335, 0684
- 3% 2232 .087% 2351 . 0806 3251 .0€13%
= M 3700.9765 JE9S. $E5T 2659 . BE3D
= J=p 1773, 9640 1772. 3567 1772. 9196
= 407 1373, 7134 1372.7031 13726733
- 418 1148, 050 1147. 5877 11476237
- 464 1985 .0241 1968, 0188 19€8.0357

PISSEWASTA SWVGEIGEIHOW
VLEVSQHLGE NWVWVRCIAMDG
WWVTGDEPFIDER GFIEIDEELFE
YARGGEIGLF GGAGVGETVE
LYHEMQETSV IQLDGESEVA
ECGQDVLLFID NIFRFTQAGS
TTTTEGEITS VQAVYWVEPADD
AVDELDSESER HMLDPEVWVGLE
SEADELTVER AREIQRFLSQ
GEGDNLPEGR FYMVGDFASLH
ppm M Pepride
-10.8 1 = HFESOISSFAR. A
-24.F O F. THOVIGWNTVE. F
-2:13 0 FE LPATLNSLETENRGOE. L
M.1 0 K LVLESOHLGERNAR.C
1%.8 0 R OASAQDTGAPITIFAOPATLOR.T
5.71 O R. IV TIDFIDER. O
28,3 1 K. RLPINTEAFEFVEQSTSAEVIVTOIR. WV
11.5% 0 R, LPIHNTEAPEFVEQSTEAEVLVTGIE.V
7.1 0 ENVOLLATYAR.G
B.51 O E.TVFIQELTHHIAR. A
33.2 0 R.EMDIYHENGETSVIFLIMIESE.V
19,3 O F WALVIFGOHNEF FRAR . &
.53 0 K YALVIGOHNEPFGAR.A + Cxidation DM
9.4 O ROVALTOGLTVAEYFR.D
14.7T @ R.OEEQIWLLFIDHIFR.F
B.33 0 R.FTOAISEVEALLOR.I
23,2 R, IFSYFIGFTLANVTHGEOER . 1
2.1 0 R OIPSAVGYOPTLAVDMGOMOER. I - Oxmidation M)
B.58 0 R IFSAVCYQPTLAVDMGOMOER.I = 3 Camidation (M)
2.7 0 F.OSITSVOANYVPADDLTDPAPATTPAHLDATTVLSH.O
0.3 0 R.JISELGIYPANTFLDSE. 5
23.0 o ROVGIEINTVATR.V
=33.6 0 RAGILGEYE.S
=8.5T 0 R.FLSQPFTVANTFTOIECKE.L



Spot No.: 41

Mascot score: 88

Species: Fusarium oxysporum Fo5176

Protein name: carboxy-cis,cis-muconate cyclase

NCBI accession No.: gi| 342888171 Sequence coverage %: 43
Matched peptides No.: 14 Total peptides No.: 58
Calculated Mr: 42345 Calculated pl: 6.76

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05).

Muimbser of Hits




Matched peptide sequences: shown in Bold Red

1 MEYTILGLLA TLATSASALPF NIARSSYPTA SARSSAAART LLGHSGHIYV
51 ADFSPEIGEF ELTLHNQEIEG GHSWHAYYDEF HNLLYAVDENS DELRLFNLDL
101 EANELTLETE FKAGEVGVVHL EFNEDETELV GALRYGHNGETID VWNTEEGELE
151 FVETLESPGE LGEGPDEERQAA SHPHOAWNIDP SGRYFAVHDL GTDSWVVIIDS
201 FEDDAYEIAFN IPVEAGCGPR HGVEYPRGGE EATHYIVACE LSNQALVYSYV
251 SYEENTLAFE HHQSISTYGKE DAPAREDPETA AVCGEILLAPN NEDVYISNEL
301 SGHETDSIAR FTIABECGTLT YADTWVSSGGL LPEMMSFSLT AKHVEVGHQN
351 GISGLVALQERE GADGRKLAEKP WVATLPGSAFG EFLFGEQYVQ QILLN
Matched peptides information:
Start - End Shearred Hr {axpk]) Hri{calch P M Paptide
25 - a% 1413.8326 1412 82353 1412 . €532 122 a R.ESYTPTASASSSAAAN. T
0 = 5 1831.1738 1830. 1&E55 1835, 3676 i0% O R ILLORESGHIYVADFEFR. T
1 104 L1T7THR.TIRD 11737726 1175, €106 L.l -] a R, LFHLDLEANS, L
112 - 128 1558 . 9452 1587 _9%7TH 18T, TTET 102 a E.AGTRAAHLEFNSDE. T
113 = 128 1816.1718 1815. 1643 1814, 5375 131 1 K. ASVOVWHLEFRSDETR. L
160 103 1606.0121 1603 .0040 1604, 0030 20 1 ] R, OAASHPHOANLDPSGR . Y
184 - 201 2956 a4 19551776 1954. %888 e .8 a R.YFAMBDLOTDSWWIITDER . D
184 = 206 48 . AT 2547 . 4676 2547, 2381 0 1 R YPAVED LOTD SV IFSFDDAYE . T
210 230 11&9,. 7207 1160.731234 1160, 536538 1246 Q E. NHIFVEAGOGPFR.N
231 - 237 87T .5607% BT4.3534 74,4430 124 a R.BATIIR.G
361 - 70 1157.6733 1154, SE4D 115&. 3625 B5.5 0 K. HHOSIETYOR. D
278 293 410,004 140%.0T0} 140%, 70790 4,3 Q K. TARAVGEI LLAFFNE ., D
253 - 2%% BEE.5311 BE8_523% BES. 4204 10% a K.DAFISMR. L
311 - 333 2429, 4513 2428. 4440 2428.1944 103 0 FTIABCOTLTYADTVSSOOLLFR.H



Spot No.: 42

Mascot score: 80

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Alpha-galactosidase 2

NCBI accession No.: gi| 475672613 Sequence coverage %: 29

Matched peptides No.: 18 Total peptides No.: 65
Calculated Mr: 83037 Calculated pl: 5.01

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#LogiP), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

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

MVLVTSEGIT
DNTTGDLIND
RIPAFQLOQA
HMYDNYSSIA
QODNLDLIEI
SSTTTETQGE
PEQTFTTEEV
WEGLLFDINE
WOEDESRFED
KHPDWATHAG
EWDNNRGIEE
DEGVLOWEEQ
QRITSVKFRA
ITGDFYRLAL
GLDASARYRV

TRAVLESQVI
HYGGEVAEDG
SGTTVTDEFRY
VDLSYSIFPE
EGDHAREGHME
AWGFSLVYTG
VEVESHEGVE
TATEETAKQS
GLTPLVENVT
SYPRTETRENQ
TFDPTLHYEY
IWTSDDTDAV
HVAMMGGSEG
PEETHYPAGD
DHHNQTVSGEST

SAFAETSDPI
ITTEIGPIQG
KESHEVVQGEP
YDAIVESVHNI
VRREVDFGIQ
SFAVDVEESS
GMSRQFHRLY
ADLGIELFVM
DLEVANSSDE
LVLNLALPEV
MLGLYHVFET
ERIATQFGETS
WVELDFEDLEF
FISEDGEFVY
LMNLGIQLRF

Matched peptides information:

Start End Ohsarned Hr{sxpt)
#1 w7 BT . 4454 S5, 4433
o2 11% 1980. 3447 1575.3374
152 11 IR0 4445 2325.4376
a7 s ]3] 1045,3137 1044, 3034
arr 39 1881 . 1843 i840.157a
408 423 1738.1761 1T57. 1688
a2 454 1506, 5567 1503, 5854
454 =06 1600, 0465 1607, 0356
50 1% 1ddd . 983 1483 9748
610 £33 THTI.32T2 2572.3139
610 £33 305, 3280 2508, 3215
46 65T 1408 .0330 1407, G347
658 £77 1793048 2878.2975
638 = &8 TIDT . 4160 230&. 4087
678 Ak 1000, 7756 1075, 7723
A58 £ 58 3919431 1350 . S840
L1 TOS 1153. 7878 1892.TH0S
T30 T4 1674 .0518 1673, 0845

Hr{oalo)
BEd. 3838
157TH.0413
2329 . 7165
10430716
1855 . BEES
1756, %247
13053, 7164
1808.77T39
14837307
2572.1574
2300.1323
1404 . 7538
2178. 0480
2306.1430
1079, 6128
1350.4783
1192, 6452
16727634

REVDGTSFALN
WVHLIGEVER
GLPGLESTFG
THQGHATINL
GFQ55TGEYI55
RGLTRATLGL
REHLMESEYL
DDGWEGHEYFE
LEFGIWFEFE
QEFITDFVSE
LTSREFPDVLW
LAYPPSAMGER
EEREQTIPGLI
LFAFQTRATI
EGDYDESQWVLL

GHNVSYRFHV
EFPFDHGRGDFE
EADDVSTLVV
REVEEWSVDL
HLHNPFLALV
HELDFSWELE
EETRFVLLNS
RVNDTAGLGD
MVNPESDLYD
VLEESPISYV
EGCASGGEGRF
HLSHVPHNGNT
ELSEEKINFPIV
HHSWEPWFERLY

IEED

Paptide

4%.5% 0 R.EFFOHGR.G
165 0 R.IPAFQLOQASSTTVTOFRR.Y

"
=)
-]

63,2
65,4

[ = =
W ENWENE®N DN N®

e
LI - - |
= w

=

. LFVHDDGWTRENTR .-V +
- FFOOLTFLVENYTDLE. WV
« HPDWATHAGEYFR. T
ESFISYVERDNNR. G

NPl
- LAL PEETHYTAOOF I SEDGE. B
LALFPEETHYPAGGE I SECORE. W
FAFOTR. A

. ATINRSWIWTR. L
LOOLDASARYR. W

« FEGDYDEIVLHIER. Q

EVESREVDLOCONLDLIEIR. O
» LIV DA CNE R .

GIEETIDITLINE. ¥
AHVAISFELDPSDLEFEER. E

ANVAHHGOSFOELDPSDLEFEER . B + Dxidakics
WITGOIR. L

Oxidatica
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Spot No.: 43

Mascot score: 113

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Alpha-galactosidase 2

NCBI accession No.: gi| 475672613 Sequence coverage %: 36
Matched peptides No.: 24 Total peptides No.: 79
Calculated Mr: 83037 Calculated pl: 5.01

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
a5
601
6351
701

MVLVTSKGIT
DNTTGDLIND
RIPAFQLOQA
HMYDNYSSIR
QQDNLDLIEI
SSTTTETQGE
PEQTFTTEEV
WEGLAFDINE
WQPDESRFED
KHPDWATHAG
EWDNNRGIEE
DEGVLOWFPQ
QRITSVEFRA
ITGDFYRLAL
GLDASAKYKV

TALRVLFSQVI
HYGGEVAEDG
SGTTVTDERY
VDLSYSIFPE
EGDHAREGHE
AWGFSLVYTIG
VEVEFSNEGVG
TATEETRAEQS
GLTPLVENWVT
SYPRTETENQ
TPDPTLHYEY
IWTSDDTDAY
BEVAMMGGSFG
FEETHYEAGD
DHNNQTWVSGEST

SAFAETSDFPI
ITTEIGRFIQG
ESHEVVQGEFP
YOATVESVHNI
VEREVDEGTQ
SFAVDVEESS
GMSEQFERLY
ADLGIELFVM
DLEVANSSDE
LVLNLALFEWV
MLGLYHVFET
ERIATQFGTS
WVELDPSDLEF
FISEDGEEVY
LMNLGIQLREF

Matched peptides information:

610 -
634
B4E -
638 =
6am

12
730 -

Mr{cale)
856, 828
1979.0113
23393165
2200.13216
206, 2076

EVDGITSFALN
WVHLIGEVER
GLPFGLEPSTFG
THRGNATINL
GEFQS5TGYSS
QGLTRATLGL.
REHLMESKEYL
DDGWEGHEYE
LEFGIWFEFPE
RQEFIIDFVSE
LTSRFPDWVLW
LAYPPSAMGH
EEREQIPGLI
LFAFQTERATI
EGDYDSOWVLM

Poptide

]
L
[

H.QFHR. L

GNNVSYRFHV
EFPDHGRGDF
EADDVSTLVV
REVSSWSVDL
HLHNEFLALY
NPLDFSWPLK
EETREVLLNS
RVNDTAGLGD
MVNPESDLYD
VLRESPISYV
EGCASGOCRF
HLSHVPNGNT
ELSEEINEIV
NNSWEWFRLQ
IERQ

R.EFFDEIR. O

R, IPAFQLOQASGT TVTRFR. ¥
R.ESSRSYDLODONIDLIEIR G
E.VEEWSVDLOOMELDLIEIR. O

i84%.
1833,
2004,
1736,
1205,
1992,
1483,
e,
1608,

&Tid
BEED
LR
24T
T164

$554
TANT
233
T1%8

E. LPSDORFOEYTRL.

E. LPYHDPATONETER. V' + Oxldation
K. SRFPOOLTFLVEINTDLE.V

H.FFOILTFLVENSTDLE. Y
F. HFDWAT RAGEYFR. T

K. .HFOWATEAGSYPATETR. N

R.OIHETFDPTLHYE. Y

R.GINETPOPTLNYREYHLOLYHTETLTSR.F =

R FFOVLWEGCASOOGR. F

End Ohaarved Mr (axpt]
w7 B57. 4433 BSE . 4360
1y 15T %, PEED 19T0. §352
i1 2330. 1207 3291134
11 2201.3817 22009744
328 07,3710 S06. 2630
534 ig44. 8504 1843 8323
a9l 1860, 8024 18597361
423 2000. 92235 1985 9450
423 1757.8410 1756.8337
464 13067041 1303, 6360
468 1993, 9295 19829322
51% 1484. 6295 1483, 682&
=34 3312.2317 33012144
54% 1€07.7263 1806.7190
a7z 2722. 2034 27x1.2061
633 i373.137% 237T3.1203
633 22850802 25880723
UL E 133,703 1354, 7242
£58T 1407. 9798 14067726
677 2178.3372 21T7.939%
678 2307.0208 23060433
68T 10B0. 6543 10TH. 626%F
698 1351.7010 13590.6537
T43 1673.7111 16T2.7038

2721.2711
25721874
2581523
1234, T244
1404.
24,
2304,
107%. 6138
1390, 6782
LE7Z. TES4

TA3E
[ i
1430

- - - B - - I R - - B - - N ]

"
-

[£]
-
[

a e =8 86 a0

R, FIPFLOWFPRIWT SCOTDAVER.. T
R ANSAMIGGS PR LD FSDLEFEER . K
R ARVASSOOSPOVELDPEDLEFEER . B » Cwidatics [
R, EQIFOLIELEER, I
E.IHPIVITGDFYR. L

R. LALFEETHYPAOQFISEDIE. K
R, LALFEETMYPAGOTF I SEDGEE, V

.1
68,7 E.WVWLPAFOTR.A
11.2 R.ATINHSWPWFR. L
6.8 0 A FRESYDSJILMIER.Q

L]

Dxidaticon

Y



Spot No.: 44

NCBI accession No.: gi|342878413

Plant species: quinone oxidoreductase

Protein name: hypothetical protein ARALYDRAFT_486548
Mascot score: 163 Sequence coverage %: 18
The number of matched peptides with p<0.05: 5

Calculated Mr: 21740 Calculated Pi: 5.54

Annotated MS spectra:
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Probability Based Mowse Score:

Ions score is -10%Log(P), where P iz the probability that the observed match is a random event,
Individual ions scores » 48 indicate identity or extensive homology (p<D.08),
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

MAPEIATVYY
MHAPPEFTLOWV
WASEEFHNGEM
FGVLTDLEEV
KFTG=

SMYGHTEQLA
FTLDDPSVLE
AGIFVSTASQ
RGGEAWGAGT

EAFFLGTEER GGESADIFQVE

ETLPEDVI.AK

GYDAFLLGITF TERYGHFPAQW ELFWDETGEQ

Matched peptides information:
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Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 44-1110.8
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MS/MS Fragmentation of R.YGNFPAQWK.A
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Monoisotopic mass of neutral peptide Mr(calc): 1109.5294
Immon. a a* b b= d Seq. v w i V=

136.0757/136.0757 164.0706 44.0495

30.0338 193.0972 221.0921 947.4734|930.4468

87.0553307.1401290.1135 | 335.1350 |318.1084|264.1343 831.4148|830.4196 890.4519 8734254

120.0808 |454.2085(437.1819 |482.2034 |465.1769

587.2936(586.2984 629.3406 612.3140

44.0495 622.2984 605.2718 |650.2932 |633.2667
101.0709(750.3570(733.3304 | 778.3519|761.3253 |693.3355
159.0917936.4363|919.4097 |964.4312 |947 4046

516.2565 532.2878|515.2613
388.1979(387.2027 |461.2507 4442241
2021186 3331921 316.1656

#
9
8
7
684.3464 776.4090|759.3824 |6
5
4
3
2
1

#
1
2
3
4
5 70.0651 551.2613|534.2347 |579.2562 |562.2296|525.2456
6
7
8
9

R0 elw =2 -

101.1073 74.0237| 73.0284147.1128|130.0863




Seq va vb Seq va vb Seq va vb
GN 144.0768 172.0717 GNF 201.1452|319.1401 GNFP |388.1979 416.1928
GNFPA (4592350 |487.2300 GNFPAQ 587.2936 |615.2885 NF 234.1237 262.1186
NFP  [331.1765/359.1714 NFPA  402.2136 /4302085 NFPAQ 5302722 5582671
FP 217.1335|245.1285 FPA 288.1707|316.1656 FPAQ |416.2292 4442241
FPAQW 602.3085630.3035 PA 141.1022 169.0972 PAQ  269.1608 297.1557
PAQW 4552401 483.2350 AQ 172.1081 200.1030 AQW 358.1874 386.1823
QW 287.1503|315.1452




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 44-1307.08
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MS/MS Fragmentation of KAFGVLTDLSEVR.G
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Monoisotopic mass of neutral peptide Mr(calc): 1305.6929
#  Immon. a a? b B d d Seq. v w w' ¥ y* yo #
1| 44.0495 440495 72.0444 44.0495 A 12
2/120.0808| 191.1179 219.1128 F 1143.6004 123566301218 6365 1217652511
3| 30.0338| 248.1394 276.1343 G 1088.5946|1071.5681|1070.5840 10
4| 72.0808 | 3472078 3752027 333.1921 V | 987.5106|1000.5310 1031.5732/1014.5466|1013.5626| 9
5| 86.0964| 460.2918 488 2867 4182449 L | 8744265 8734312 932.5047| 9154782 9144942 8
6| 74.0600| 5613395 5433289 5893344 5713239 5453446|5473239) T | 773.3788| 786.3992 7883785 8194207 8023941 8014101 7
7| 88.0393| 676.3665| 658.3559 7043614 | 686.3508| 632.3766 D | 6583519 657.3566 718.3730 | 701.3464 7003624 6
8| 86.0964| 7894505 771.4400| 817.4454| 799.4349| 7474036 L | 5452678 5442726 603.3461 | 5863195 5853355| 5
9| 60.0444| 8764825 8584720 9044775 886.4669 8604876 S | 4582358 4572405 490.2620 | 4732354 4722514 4
10/102.0550/1005.5251| 987.5146 1033.52011015.5095| 947.5197 E | 329.1932| 328.1979 403.2300 | 386.2034 3852194 3
11| 72.0808|1104.5936|1086.5830|1132 5885|1114 5779|1090.5779 V | 230.1248| 2431452 274.1874 | 2571608 2
121291135 R 74.0237| 73.0284 1751190 | 158.0924 1




Seq ya vb Seq ya ¥b Seq ya ¥b
FG 177.1022|205.0972 FGV 276.1707/304.1656 FGVL  389.2547 417.2496
FGVLT |490.3024 5182973 FGVLTD |605.3293|633.3243 |GV 129.1022|157.0972
GVL 242.1863 270.1812|GVLT 343.2340(371.2289 GVLTD 4582609 486.2558
GVLTDL 571.3450 599.3399 GVLTDLS 658.3770 686.3719 VL 185.1648|213.1598
VLT 286.2125 314.2074 VLTD 401.2395 4292344 VLTDL 514.3235 5423184
VLTDLS 601.3556 629.3505 LT 187.1441/215.1390LTD  302.1710/330.1660
LTDL  |415.2551 4432500 LTDLS  |502.2871/530.2821 LTDLSE 631.3297 659.3246
D 189.0870(217.0819 TDL 302.1710(330.1660 TDLS  389.2031|417.1980
TDLSE |518.2457 5462406 TDLSEV |617.3141|645.3090 DL 201.1234/229.1183
DLS 288.1554 316.1503 DLSE 417.1980445.1929 DLSEV  516.2664 5442613
LS 173.1285 201.1234 |LSE 302.1710(330.1660 LSEV ~ 401.2395|429.2344
SE 189.0870/217.0819 |SEV 288.1554/316.1503 EV 201.1234/229.1183




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 44-1525.02
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MS/MS Fragmentation of R GGSAWGAGTFAGADGSR.Q
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Monoisotopic mass of neutral peptide Mr(calc): 1523.6753



# Immon. a a? b b d d' Seq. v w w' ¥ ¥* y“ #
1 300338 300338 58.0287 44.0495 G 17
2| 30.0338| 87.0553 115.0502 G 1467.6611 1450.6346 | 1449.6506 |16
3 60.0444| 174.0873| 156.0768| 202.0822 184.0717 158.0924 S |1378.6135/1377.6182 1410.6397 1393.61311392.6291 |15
4| 44.0495| 245.1244| 227.1139| 273.1193 255.1088 A |1307.5763 1323.6076/1306.5811 1305.5971 |14
5/159.0917| 431.2037| 413.1932| 459.1987| 441.1881 W [1121.4970 1252.5705|1235.5440|1234.5600|13
6 30.0338| 488.2252| 470.2146| 516.2201 4982096 G 10664912 |1049.4647|1048.4806|12
7 44.0495) 550.2623| 541.2518 587.2572 569.2467 A | 9934385 1009.4698| 992.4432| 991.4592|11
8| 30.0338| 616.2838| 598.2732| 6442787 6262681 G 938.4326 | 921.4061| 920.4221|10
O 74.0600| 717.3315| 699.3209| 7453264 7273158 701.3365 7033158 T | 8353693 8483897 8503690 8814112| 864.3846| 863.4006 9
10 120.0808| 864.3999| 846.3893 8923048 8743842 F | 6883009 780.3635 | 763.3369| 762.3529| 8
11 44.0495| 9354370 917.4264 963.4319 9454213 A | 6172638 633.2951 | 616.2685| 615.2845| 7
12 30.0338| 9924585 974.4479/1020.4534 1002.4428 G 562.2580 | 545.2314| 5442474| 6
13 44.0495/1063.49561045.4850/1091.4905 1073.4799 A | 4892052 505.2365 | 488.2100| 487.2259| 5
14 88.0393|1178.5225/1160.5119/1206.5174 1188.5069 1134.5327 D | 3741783 373.1830 434.1994 | 417.1728| 416.1888| 4
15 30.0338/1235.54401217.5334|1263.5389 12455283 G 319.1724 | 302.1459| 301.1619| 3
16 60.0444/1322.57601304.56541350.5709 1332.5604|1306.5811 S | 2301248 2291295 262.1510| 2451244 2441404 2
17/129.1135 R | 740237 73.0284 1751190 | 158.0924 1
Seq va vh Seq va vb Seq va vbh
GS 117.0659(145 0608 GSA 188.1030|216.0979 GSAW 374.1823402.1772
GSAWG 4312037 (459 1987 |GSAWGA  |502.2409 5302358 |GSAWGAG |559.2623|587 2572
GSAWGAGT 660.3100|688.3049 SA 131.0815/159.0764 SAW 317.1608 |345.1557
SAWG 3741823 1402.1772  SAWGA 44521941473 2143 SAWGAG  |502.2409|530.2358
SAWGAGT |603.2885|631 2835 AW 230.1288|258.1237 AWG 287.1503|315.1452
AWGA 3581874 |386.1823 AWGAG 4152088443 2037 AWGAGT 5162565 |544.2514
AWGAGTF |663.3249|691 3198\ WG 216.1131|244 1081 WGA 287.1503|315.1452
WGAG 344 1717|372.1666 WGAGT 44521941473 2143 WGAGTF  |592 2878|620 1827
WGAGTFA |6633249|691 3198 |GA 101.0709(129 0659 GAG 158.0924|186 0873
GAGT 2591401 |287.1350 | GAGTF 4062085434 2034 | GAGTFA 477 2456|505 2405
GAGTFAG |534.12671 362 2620 | GAGTFAGA 6053042633 2991 AG 101.0709{129.0659
AGT 202.1186|230.1135 | AGTF 349.1870|377.1819|AGTFA 420.2241/448.2191
AGTFAG 477.2456 505 2405 | AGTFAGA (5482827 576.2776 AGTFAGAD |663.3097 691 3046
GT 131.0815|159.0764 GTF 278.1499|306.1448 GTFA 349.1870|377.1819
GTFAG 406.2085 434 2034 |GTFAGA 477.2456|505 2405/ GTFAGAD |592.2726|620.2675
GTFAGADG 6492940677 2889 TF 221.1285|249 1234 | TFA 292.1656320.1605
TFAG 349 1870/377.1819 TFAGA 420.2241|448 2191 TFAGAD 5352511 |563.2460
TFAGADG 5922716 620.2675 TFAGADGS |679.3046 707.2995|FA 191.1179|219.1128
FAG 248.1394276.1343 FAGA 3191765 (3471714 FAGAD 434 2034 462.1983
FAGADG 491.2249|519.2198 FAGADGS |578.2569 606.2518 AG 101.0709|129.0659
AGA 172.1081|200.1030 AGAD 287.1350\315.1299 AGADG 344 1565|372.1514
AGADGS 431 1885|459 1834 |GA 101.0709|129.0659 | GAD 216.0979 244 0928
GADG 273.1193|301.1143 |GADGS 3601514 |388.1463 |AD 159.0764|187.0713
ADG 216.0979244 0928 |ADGS 303.1299/331.1248 DG 145.0608|173.0557
DGS 2320928 260.0877|GS 117.0659|145.0608




Spot No.: 45

Mascot score: 148

Species: Fusarium oxysporum Fo5176

Protein name: protein disulfide-isomerase tigA precursor

NCBI accession No.: gi| 342876003 Sequence coverage %: 60
Matched peptides No.: 21 Total peptides No.: 81
Calculated Mr: 44513 Calculated pl: 5.77

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#LogiP), where P is the probability that the observed match is a random event,
Protein scores greater than 75 are significant (p<0. 05).

Number of Hits
[
E—3
]




Matched peptide sequences: shown in Bold Red

31
101
151
201
251
301
351

MVLIESEVLS
CGHCRTLAPVW
FFDCESSEEQ
FERAIGGDRH
EAPNSEAVAFE
CTHRVTGCOL
AQRTYAEYYV
THNVLERFTQK

ATLLATVRAKS
EDLANTYEYA
DYESGEDLES
VLVAFTAPWC
EQGVESYFTI
DTVAGTVESL
EVFDELSEHH
VEEEVEETIED

AVIELLPSNF
KDEVQIAKVD
LTHFIVEETG
GHCESLAPTW
KWFPAGSKRA
DTLVARITCC
DWVSKELARL
EL

Matched peptides information:

Stare -
m -

a7

i3 =
T -
¥ =

0

oL -
i01 -
114 =
117 =
138 -
137 -

175

ip8 -
2% -
Tap =

aan

353 -
2717 -

304

xaF = 3

36
BL

as

Bs

Qo
100
ios
18
izn
133
153
151

257
237
FL]
2ThE
252
31

Ghaarved

HE {axpt)

1872,

2120
1983

T4

1201
1262

1187,
130

1707
14079

2065,

1936
1324

Ba2
1996

2103,
15T1.

1064
1630

9T3%
ey
navs
313%
5342
L= 1
LERLY
263
7618
6813
0480
SE03
BR6T

3. 3BS0
S80.

4152
asie
64
o571
BOSO
4327
L1=T1

1871,
211%.
1582
T3,
1300
1262
1104,
&12
1T0&.
1406,
2084
1533,
1532
3.
1.
L5
15583,
2183
1370
1063
1637

FEED
F336

- BB0z

3066

2GS
ELTD

2383

L192

7543
[ 355

. 0407

F530
L2
aTie
4079

2 Lk

i

- GdE
L8017

4454

kg

DDIVLESGEP
ADAQRELGRR
VEPKEFLELP
EDLANTFVHE
VAYESGRSEQ
AATADVAREV
DGILTKGGLA

Mr (cale)
18720244
FLLS. 9572
1983, 9633
7733668
1300, 6068
1262, 7123
L108. 8124
6132908
1706, 8835
1406 . 7280
2064.07TH
1935.982%
1933, 9431
929 . 4434
@79 5087
B31.4137
L9E3. 5107
F102.1147
L3T0. 8366
1063, 4574
167 . 0049

TLVEFFAFPWC
FGIQGFPTLE
SEVTYLHDAT
ENVLIAFWVDA
AFVDWINEHA
EFEVETLTDS
PAKRDQIQDK
=] ] Faptida
31.2 O K. SAVIELLFEHFDDIVLE. 5
-19.6 0 E. SORFTLVEFFAFWCOHCE. T
-41.3 B E.TLAFWWEDLANTIETAR . D
TH.E 0 E.VDADAQR.E
-69.1 1 E.VDADADRELOE . R
-T2 1 E.RFGIQFFFTLE. F
=67.1 O R.FOIGGFPTLE.F
117 @ E.FFOOE. 5
-73.% 1 E.SORDLESLTNFIVER. T
-35.4 O R.DLESLTHFIVER.T
=18.0 1 K. FLELPSEVTYLNDATFIE . A
-15.5 O K. LELPSENTYLHDATFPR. A
=¥7.3 b E. SLAFTRED LANTIVRER . B
=T2.8 © K. VDAEAFHSE . &
03 i E.RAVAYESCR .5
-81.3 E.ANAFESOR. 5
4,01 B R. SEQANVTWINEHAGTHR . W
=29.0 & R ATGGOLDTYVACTYESLDTLVAS. £
4.9 1 E. ITORAATADVAREVER . E
-48.5% D E. TTAEVVR. YV
-4.71 1 R.VTDELSSHNIWVER . E



Spot No.: 46

Mascot score: 168

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: ATP synthase subunit beta, mitochondrial

NCBI accession No.: gi| 475664589 Sequence coverage %: 68
Matched peptides No.: 28 Total peptides No.: 71
Calculated Mr: 55197 Calculated pl: 5.27

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is —10#Log(P), where P is the probability that the obszerved match iz a random event,
Protein scores greater than 75 are significant (p<0.05).

Humber of Hits
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
501

MFESGISSFA
IGAVVDVEFD
TEGLVRGASA
IHTEAPEFVE
IQELINNIAK
LVFGQMNEEP
EVSALLGRIP
LTDPAPATTF
HYDVATRVQQ
PFTVAQVFTG
KLEGERILAE

Matched peptides information:

= 183

v

(11}
“"r
L]

= 443

LLk]

FRLRPLVLPRE ERALEPSSLEL
TQRELPAILNS LETENNGQEL
QDTGAPITIF VGPATLGRIM
QETSAEVILVT GIEVVDLLAFP
AHGGYSVFTG VGERTREGHD
GARARVALTE LIVAEYFRDE
SAVGYQPTLA VDMGGMOERT
AHLDATTVLS RGISELGIYP
ILQEYESLQD IIAILGMDEL
IEGELVDLEE TINSFEAILN
LEGQ
TeeaTred Fiv st Metcalel
TE ATEN SETE A PRl M1 ]
« S 1 R LB L =MP. IR0
1742 1081 17401098 1738083
LERF.ZTET SEEL.ITL4 ELL R ETE
IR mad [EECh 130 34
T090_3533 FEAP ARN0 IDAN 3833
EL LB I LL] 2085, 37172 846 8227
LT T IO, TR H TR T
1114 BEAN 1118, NT3S 151S 4338
FRETREL L By Bt BRAE
1883 098 087 _opan P
1437 a0 LANE.0AT? LA B
P S LR ER B ] 38 . €320 331 LY
S LB LR THIT. e ARIT L
L88E 1308 NS, 1ED LR BDET
1632 g ELLE ] ] 120 #033
1823 _3¥88 ERET TR 1801 w33
FITO_aE23 IR AT EFS._TES
LAETEELL S LS T TRES X8 Sl
TIBT_AY FENE. W0LD #2391 .5433
HTHI.4¥TI HTEE. R0 HOEE B3
AR ERES E1FD, F40 ¥R i
L¥T¥. Mg 1073 LW 1372 .47
LiaF_B3L4 LEAT. BdaL 15478237
ELET N B HETN ETY LT BRI
*HTN_METY ITA. TV ELEL B b
LB 383N SHAB. 3B 1848 . 3387

PISSRWASTR
VLEVSQHLGE
NVTGDEIDER
YARGGRIGLF
LYHEMQETSV
ECGQDVLLFID
TTTTEGSITS
AVDPLDSESR
SEADKLTVER
GEGDNLFPEGL
FPm N
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SVGTGRIHQV
NVVRCIAMDG
GPIKTDERLP
GOAGVCRTVF
IQLDGESEVA
NIFRFTQAGS
VQAVYVEADD
MLDERVVCQE
ARKIQRFLSQ
FYMVGDFLSA

Peptide
£ IROTICANTOVE. T

B rtarra wnd i Traace L
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£ LVLEVIGALOENTYN,

B EIRETERTR 2
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B P INTEARIITIOETRAIVLITIIN ¥

K FVDALLAFYAR. O

E. TOLFOSATTOR. T

E TITIELIEMIAN &

K. ARSSYSVETOVOER. T

B PN YHESDET IVIOLEORSE. ¥

B ESSLYREATITISWEGEEE . T+ Cridatiar T
E_VALVTOGREEFFGAR &

E.VALYTSOIMEFRIAN A = Sesletiar 09

B CIEGOELLT IR T

B IFSATGTOFT LATISGEHDER §
. 2 BN LA T
B IFEAVGTOFTLAYTIGROE . & « §
K. GSITEVGATTTRALDLTEFARAT TRANLEATTVLIR. &
B, SSIELATYRANESLEEE. 4

BVTIGEETOVATR. T

R_PQUILCEYE. B

E AEITAILUSTE AEACHLTVER A

K_5LJ01 EA LOMDELELADEL TVER & = Jwadsraar
B PLSOMTTVAQVFTOIEDE. L

& Smadadies 0%

Podmtie M

i)

E oifar



Spot No.: 47

Mascot score: 81

Species: Laccaria bicolor S238N-H82

Protein name: ubiquitin

NCBI accession No.: gi| 170098594 Sequence coverage %: 84
Matched peptides No.: 7 Total peptides No.: 61
Calculated Mr: 8152 Calculated pl: 5.71

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10#Log(F), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05).

Mumber of Hits

NI {1 | N A

T
] Ty il
Protein Score




Matched peptide sequences: shown in Bold Red

1 MQIFVETLTG ETITLEVESS DTIDNVEARKI QDEEGIFFDY QRLIFAGEQL
51 EDGETLEDYN IQEESTLHLV LR

Matched peptides information:

Seare - Esd ObseTved Mr [expt) Mr {salea) pgm MW Peptida
H [ TES, IS 764, T5F Thd . 4235 -17e B - HGITVE. T
i - 37 173,757 1762 . 7508 1762 . BE3E 15.& & E.TITLEVESSDTIDHVE. A
M 4 103R. 4403 1030, 4410 1030, 2004 -g2,% 0 K. EGEPFDOOR. L
43 = 4% G458, TE4S 47 . 2878 474006 21 @ R.LIFADE.O
4% - 54 TLT.332% TLE. 3256 T16.3453 187 0O K QLEDGR. T
35 L5 ] 1084, 4377 1080, 4204 1CB0. 53431 -113% @ R. TLSIWHIOH. B
& - 72 106T. 5175 10665102 1066 6135 .8 O E.ESTLHLVLE.



Spot No.: 48

NCBI accession No.: gi|342873137

Plant species: Verticillium dahliae VdLs.17

Protein name: nuclear transport factor 2

Mascot score: 166 Sequence coverage %: 12
The number of matched peptides with p<0.05: 2

Calculated Mr: 13980 Calculated Pi: 4.61

Annotated MS spectra:
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Probability Based Mowse Score:

Ions score is -10#Log(P), where P is the probability that the observed match is a random event,
Individual ions scores » 47 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 HMAGNFEEVAE QFVEFYYNTF DSDEEGLARAT. YRDNSHMLTFE SASVLGTQAT
51 TEELAGLPFE EVEHQVSTLD AQPSNDQGGV IILITGALLV DEEQRFMMNES
101 QSFQLARDAN GRQYFVYNDIF ELVEG

Matched peptides information:
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Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 48-1830.7
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Monoisotopic mass of neutral peptide Mr(calc): 1829. 7897
#  Immon. a a* g b b* ' d d s g = o &
! 2 eq. v W w ¥y y ¥y
1101.0709) 101.0709) 84.0444 129.0659| 112.0393 44.0495 Q 14
2/120.0808 | 2481394 231.1128 276.1343| 259.1077 F 16106758 1702.7384|1685.71181684.7278 13
3 72.0808 347.2078| 330.1812 375.2027| 358.1761 333.1921 V 1511.60741524.6278 1555.6700(1538.6434 1537.6594 12
4/102.0550 476.2504 459.2238| 458.2398 504.2453| 487.2187| 486.2347 4182449 E 1382.5648|1381.5695 1456.6016|1439.57501438.5910 11
5|/120.0808 6233188 606.2922| 605.3082) 651.3137| 634.2871| 6333031 F 12354964 1327.5590 |1310.5324(1309.5484 10
6/136.0757 786.3821| 769.3556| 768.3715 8§14.3770| 797.3505| 796.3663 Y 1072.4330 1180.4905 |1163.4640|1162.4800 9
71136.0757 9494454 932.4189| 9314349 977.4403| 960.4138| 9594298 Y 9093697 10174272 11000.4007| 9994167 8
§ 87.0553 1063.48841046.4618 10454778 1091.4833|1074.4567|1073.4727 1020.4825 N | 795.3268| 794.3315 854.3639 | 837.3373| 836.3533| 7
9| 74.0600 1164.53601147.5095|1146.5255 1192.5310(1175.5044|1174.5204 1148 5411|1150.5204| T = 694.2791| 707.2995|709.2788 740.3210 | 723.2944 7223104 6
10/120.0808 1311.6045|1294.5779|1293.5939|1339.5994|1322.5728|1321.5888 F | 5472107 639.2733 | 622.2467| 621.2627| 5
11 880393 1426.6314|1409.6048 |1408.6208 1454 6263 | 1437.5998 |1436.6157 1382.6416 D | 432.1837| 431.1885 492.2049 | 475.1783| 4741943 4
12) 60.0444 1513.6634|1496.6369 14956529 1541.6583|1524.63181523.6478 1497.6685 S | 345.1517| 344.1565 3771779 | 360.1514| 359.1674 3
13 88.0393 1628.6904|1611.6638|1610.6798 1656.6853 | 1639.6587|1638.6747 1584.7005 D | 230.1248| 229.1295 290.1459 | 273.1193| 272.1353| 2
14/120.1135 R 74.0237| 73.0284 1751190 | 158.0924 1




Seq va vh Seq va vh Seq va vh
FV 219.1492|247.1441 FVE 348.1918|376.1867 |FVEF |495.2602 523.2551
FVEFY 658.3235 686.3184 VE 201.1234/229.1183 VEF  348.1918 376.1867
VEFY |511.2551|539.2500 VEFYY (674.3184 702.3134 EF 249.1234(277.1183
EFY  |412.1867|440.1816 EFYY  575.2500 603.2449 EFYYN 6892930 717.2879
FY 283.1441(311.1390 |FYY 446.2074 4742023 FYYN 560.2504 588.2453
FYYNT 661.2980 689.2930 YY 299.1390/327.1339 YYN  413.1819 441.1769
YYNT |514.2296|542.2245 YYNTF 661.2980 689.2930 YN 250.1186|278.1135
YNT [351.1663|379.1612 YNTF 4982347 526.2296 YNTFD 613.2617 641.2566
NT 188.1030216.0979 |NTF 335.1714|363.1663 NTFD |450.1983|478.1932
NTFDS|537.2304|565.2253 NTFDSD 652.2573 680.2522|TF 221.1285(249.1234
TFD  336.1554 364.1503 TFDS  423.1874 451.1823 TFDSD 538.2144|566.2093
FD 235.1077|263.1026 FDS 322.1397/350.1347|FDSD |437.1667 465.1616
DS 175.0713|203.0662 DSD 200.0983|318.0932|SD 175.0713|203.0662




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 48-1958.8
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MS/MS Fragmentation of K.QFVEFYYNTFDSDRK.G
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Monoisotopic mass of neutral peptide Mr(calc): 1957. 8846




# Immon. a a* a? b b* p? d d Seq. v w w ¥ ¥ y“ #
1101.0709| 101.0709| 84.0444 129.0659| 112.0393 44.0495 Q 15
2/120.0808| 248.1394) 231.1128 276.1343 | 259.1077 F |1738.7707 1830.8333 |1813.8068|1812.8228 14
3 72.0808| 3472078 330.1812 375.2027 | 358.1761 333.1921 V |1639.7023|1652.7227 1683.7649|1666.7384 16657544 13
4/102.0550| 476.2504| 4592238 4582398 504.2453 4872187| 486.2347| 4182449 E |1510.6597|1509.6645 1584.6965|1567.6700|1566.6859 12
5/120.0808| 623.3188| 606.2922| 6053082 65137137 | 6342871| 633.3031 F |1363.5913 1455.6539 |1438.6274|1437.6434 11
6/136.0757| 786.3821| 7693556 7683715 8143770 7973505| 796.3665 Y 12005280 1308.5855(1291.5590|1290.5749 |10
T/136.0757| 949.4454| 9324189 9314349 9774403 960.4138| 9594298 Y 10374647 1145.5222|1128.4956|1127.5116| 9
8 87.05531063.4884|1046.4618 10454778 10914833 1074.4567|1073.4727|1020.4825 N | 9234217 9224265 982.4588 | 965.4323| 964.4483| 8
9| 74.0600|1164.5360|1147.5095 1146.5255| 1192.5310|1175.5044|1174.5204|1148.5411 1150.5204| T | 822.3741| 835.3945837.3737| 868.4159 | 851.3894 8504054 7
10/120.0808|1311.6045|1294.5779 1293.5939 1339.5994/1322.5728|1321.5888 F | 6753056 767.3682 | 7503417| 7493577| 6
11| 88.0393|1426.6314|1409.6048 1408.6208 | 1454.6263 1437.5998|1436.6157 1382.6416 D | 560.2787| 559.2835 620.2998 | 6€03.2733| 602.2893| 5
12| 60.0444|1513.6634|1496.6369 14956529 1541.6583 1524.63181523.6478|1497 6685 S | 473.2467| 4722514 505.2729 | 488.2463| 4872623| 4
13| 88.0393|1628.6904|1611.6638 1610.6798 1656.6853 1639.6587 1638.6747|1584.7005 D | 3582197| 357.2245 418.2409 | 401.2143| 4002303 3
14/129.1135|1784.7915|1767.7649 | 1766.7809 1812.7864 |1795.7598|1794.7758|1699.7275 R | 202.1186| 201.1234 303.2139 | 286.1874 2
15/101.1073 K | 740237 73.0284 147.1128| 130.0863 1
Seq ya yb Seq ya vb Seq ya yb
FV 21914921247 1441 FVE 348.1918|376.1867 |FVEF 4952602 5131551
FVEFY |658.32135|6863184 VE 201.1234|229.1183 VEF 348.1918 376.1867
VEFY 511.2551 (5392500 VEFYY |6743184|/7023134 EF 2491234 /2771183
EFY 4121867 |440.1816 EFYY 5752500|603.2449 EFYYN |689.2930/717 2879
FY 283.1441|311.1390 FYY 446.2074 /474 2023 | FYYN | 560.2504 588 2453
FYYNT |661.2980|689.2930 YY 299.1390|327.1339|YYN  |413.1819 441.1769
YYNT  |514.2296 542 2245 YYNTF |661.2980 6892930 YN 250.1186|278.1135
YNT 351.1663 |379.1612|YNTF 498 23475262296 YNTFD 6132617 641 2566
NT 188.1030|216.0979 NTF 335.1714|363.1663 | NTFD  |450.1983 |478.1932
NTFDS |537.2304 |565.2253 |NTFDSD 652.2573 |680.2522 |TF 221.1285/249.1234
TFD 336.1554|364.1503 | TFDS 4231874 |451.1823 | TFDSD 538.2144 566.2093
TFDSDR 694 3155|7223104 FD 235.1077|263.1026 FDS 322.1397|350.1347
FDSD  |437.1667 |465.1616 FDSDE. (593 2678 6212617 DS 175.0713 203.0662
DSD 200.0983|318.0932 DSDR. | 446.1994|474.1943 SD 175.0713 203.0662
SDR 331.1724|359.1674 DR 2441404 272.1353




Spot No.: 49

NCBI accession No.: gi|475664589

Plant species: Fusarium oxysporum f. sp. cubense race 4
Protein name: ATP synthase subunit beta, mitochondrial
Mascot score: 117 Sequence coverage %: 5
The number of matched peptides with p<0.05: 2

Calculated Mr: 41859 Calculated Pi: 4.74
Annotated MS spectra:
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Probability Based Mowse Score:

lons scare 15 ~10#LogiP), where P iz the probability that the observed match iz a randem event.
Individusl ions scores » 47 indicate identity or extensive homology (p<0.05),
Frotein scorss are derived from ions scores as a non-probabilistic basis for ranking protein hits

Matched peptide sequences: shown in Bold Red



1
31
101
151
201
251
301
351

MLST5G5LIF
LAPYLRGGEET
GHNDLYHEMQE
RDEEGQDVLL
ERTITTTTEGS
IYPAVDFELDS
DELSEADKLT
ILHGEGDNLFE

DIDVEFETDE
GLEGEAGVEE
ITSVIQLDGES
FIDNIFRFTQ
ITSVQAVYVE
ESEMLDEEVY
VERLEKTIQRF
EGAFYMVGEDE

RELFTHTEAPE
IVFIQELTHN
EVALVFGQMN
AGSEVSALLG
ADDLTDEAEL
GUEHYDWVATE
LEQFFTVROV
ASRFLHGERT

Matched peptides information:
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FVEQSTSLEV
IAKLHEEYSV
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RIESAVEYQE
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VQOILQEYKS
FIGIEGKLVD
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Expirt  Hank U Feptids

LVTGIEVVDL
FIGVGERTEE
LTGLTVAEYF
TLAVDMGGEMQ
VLSRGISELG
LODITATT.GM
LEETTHNSFEDL




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 49-1373.7
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Monoisotopic mass of neutral peptide Mr(calc): 1372.6735




# Immon. a a* a? b b* B d d Seq. v w w' v b yo #
1 72.0808| 72.0808 100.0757 44.0495 v 12
2| 72.0808| 171.1492 199.1441 157.1335 V 1230.5498|1243.5702 1274.6124|1257 585812566018 |11
3| 30.0338) 228.1707 256.1656 G 1175.5440(1158.5174|1157 5334 |10
4/101.0709| 356.2292| 339.2027 384.2241 | 367.1976 299.2078 Q |1045.4698 1044.4745 1118.5225/1101.4960|1100.5119| 9
5102.0550 4852718 4682453 4672613 513.2667 | 496.2402 4952562 4272663 E | 916.4272| 9154319 990.4639| 973.4374| 9724534 8
6/110.0713] 622.3307| 605.3042) 604.3202) 650.3257 | 633.2991) 6323151 H | 7793682 861.4213 | 8443948| 8434108| 7
7/136.0757| 785.3941| 768.3675 7673835 813.3890 | 7963624 7953784 Y | 6163049 724.3624 | 7073359| 7063519 6
8| 88.0393| 9004210 883.3945 8824104 9284759 911.3894 910.4054| 856.4312 D | 501.2780 500.2827 561.2991 | 5442726| 5432885| 5
9| 72.0808  999.4894 9824619 981.4789|1027.4842 1010.4578/1009.4738 09854738 V| 402.2096| 4152300 446.2722 | 4292456| 4282616 4
10| 44.0495 1070.5265 1053.5000 1052.5160| 1098.5215 1081.4949|1080.5109 A | 3311724 347.2037 | 330.1772| 329.1932| 3
11| 74.0600 1171.5742/1154.5477 1153.5637| 1199.5691|1182.5426 1181.5586 1155.5793 |1157.5586 T | 230.1248 243.1452 245.1244| 276.1666 | 259.1401| 258.1561| 2
12/129.1135 R 740237 73.0284 175.1190 | 158.0924 1
Seq ya ¥b Seq ya yb Seq ya ¥b
VG 129.1022|157.0972/VGQ 257 1608|285 1557 VGQE 3862034 |414 1983
VGQEH 523 2623|551 2572 |VGQEHRY |686.3257|714.3206 | GQ 158.0924 |186.0873
GQE 287.1350|315.1299|GQEH (4241939 452 1888 \GQEHY |587.2572|61512522
QE 2301135 258 1084 QEH 367.1724|395.1674| QEHY 530.2358|558.2307
QEHYD |645.2627|673.2576 EH 239.1139(267 1088 | EHY 402.1772|430.1721
EHYD |517.2041|5451991 EHYDV |616.2726|644.2675 EHYDVA 687.3097|715.3046
HY 2731346 \301.1295 HYD 3881615 |416.1565 | HYDV  |487.2300|515.2249
HYDVA 5582671 |586.2620 HYDVAT |659 3148 |687.3097 |YD 251.1026|279.0975
YDV 350.1710|378.1660 YDVA  |421 20824492031 YDVAT |522.2558|550.2508
v 187.1077|215.1026 DVA 258 1448 |286.1397 DVAT 359.1925|387.1874
VA 143.1179|171.1128 VAT 2441656 2721605 AT 145.0972|173.0921




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 49-1773.9
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Monoisotopic mass of neutral peptide Mr(calc): 1772.9196



#  Immon. a a? b B d d' Seq. v w w' ¥ ¥ y0 #
1| 30.0338) 30.0338 58.0287 44.0495 G 17
2| 86.0964 143.1179 171.1128 115.0866 129.1022| I |1658.8272 1671.8476|1685.8632 1716.9054 1699.8789|1698.8949|16
3| 60.0444 230.1499| 212.1394 258.1448 | 240.1343| 214.1550 S |1571.7952/1570.7999 1603.8214 1586.7948 | 15858108 15
4|102.0550| 359.1925| 341.1819| 3871874 | 369.1769| 301.1870 E |1442.75261441.7573 1516.7894 1499.7628 | 1498.7788 14
5| 86.0964| 472.2766| 454.2660| 500.2715| 4822609 4302296 L |1329.6685 1328.6733 1387.7468 1370.7202|1369.7362 13
6| 30.0338| 529.2980| 511.2875| 557.2930 | 539.2824 G 12746627 1257.63611256.6521|12
7| 86.0964| 6423821| 624.3715| 670.3770 | 652.3665 6143508 0283665 I |1159.5630 1172.5834 1186.5990 1217.6412 1200.6147 /11996307 11
8|136.0757| R05.4454| 787.4349| 832.4403 | 815.4298 Y | 996.4997 1104.5572 1087 5306|1086.5466 |10
9| 70.0651| 902.4982| 884.4876| 930.4931| 912.4825| 876.4825 P | 8994469 8984516 941.4938 | 9244673| 9234833 9
10| 44.0495 973.5353| 955.5247|1001.5302| 983.5197 A | 828.4098 8444411 8274145 8264305 8
11| 72.0808 1072.6037|1054.5932|1100.5986|1082.5881|1058.5881 V | 7293414 7423618 7734040 | 7563774 7553934 7
12| 88.0393 1187.6307|1169.6201|1215.6256|1197.6150|1143.6408 D | 6143144 6133192 674.3355  657.3090| 6563250 6
13| 70.0651 1284.6834|1266.6729|1312.6783|1294.6678 |1258.6678 P | 5172617 516.2664 559.3086 542.2821| 5412980 5
14| 86.0964 1397.7675|1379.7569|1425.7624|1407.7518|1355.7205 L | 404.1776 403.1823 4622558 4452293 4442453 4
15| 88.0393 1512.7944|1494.7839|1540.7894 |1522.7788 | 1468.8046 D | 289.1506 288.1554 349.1718 332.1452| 331.1612 3
16| 60.0444 1599 8265|1581 8159|1627.8214|1609.8108 |1583.8316 S | 202.1186  201.1234 234.1448| 217.1183| 216.1343 2
17/101.1073 K | 740237 73.0284 147.1128| 130.0863 1
Seq va vh Seq ya vh Seq va vh
IS 173.1285|201.1234 |ISE 302.1710|330.1660 | ISEL 4152551443 2500
ISELG 472.2766|500.2715 |ISELGI |585.3606|613.3556|8SE 189.0870|217.0819
SEL 302.1710(330.1660 |SELG  |359.1925|387 1874 |SELGI 4722766 5002715
SELGIY |635.3399/663.3348 EL 215.1390|243.1339 ELG 272.1605|300.1554
FLGI 385 2445|413 2395 ELGIY |5483079 5763028 ELGIYP |6453606|673.3556
LG 143.1179|171.1128 |LGI 256.2020 2841969 LGIY 4192653 |447.2602
LGIYP 516.3180|544.3130|LGIYPA 3873552 (6153501 LGIYPAV |686.4236| 714 4185
GI 143.1179|171.1128 |GIY 306.1812|334.1761 |GIYP 403.2340|431.2289
GIYPA 474.2711|502.2660 | GIYPAV |573.3395 601 3344 |GIYPAVD 688 3665 |716.3614
Iy 2401598 2771547 IYP 346.2125(374.2074 |IYPA 417.2496 4452445
IVPAV 516.3180|544.3130|IYPAVD |631.3450|659.3399 YP 233.1285|261.1234
YPA 304 1656|332.1605 YPAV 403 2340|451 2289 YPAVD 518 2609|546 2558
YPAVDP |615.3137|643.3086 PA 141.1022|169.0972 PAV 240.1707|268.1656
PAVD 355.1976|385.1925 PAVDP |452 2504 4802453 PAVDPL 5653344 (593 32093
PAVDPLD 6803614 708 3563 AV 143.1179|171.1128 |AVD 258.1448 286.1397
AVDP 355.1976|383.1925 |AVDPL (468 2817 |496.2766 AVDPLD |583.3086/611.3035
AVDPLDS 6703406 |698 3355 VD 187.1077|215.1026 VDP 284.1605/312.1554
VDPL 397 2445|425 2395 |VDPLD |512.2715|540.2664 VDPLDS 599.3035/627.2984
DP 185.0921|215.0870|DPL 2981761 3261710 DPLD 4132031 4411980
DPLDS 500.2351|528.2300|PL 183.1492|211.1441 PLD 208.1761(326.1710
PLDS 385.2082|415.2031 LD 201.1234 /2291183 LDS 288.1554 3161503
DS 175.0713|203.0662




Spot No.: 50

Mascot score: 80

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Enolase

NCBI accession No.: gi| 475668982
Matched peptides No.: 17
Calculated Mr: 47469

Annotated PMF spectra:

Sequence coverage %: 38
Total peptides No.: 63

Calculated pl: 5.06
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Probability Based Mowse Score:

Protein score is —10%Log(P), where P is the probability that the cbserved match is a random event.

Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401

MAVEEVFARS
DEDESEWNGEE
PHETELGANL
HMNVLNGGESHRA
YERSAGHNVED
EFYEVEEEETY
ARDDWEAWSY
IGTLTESIQA
APARSERLAK

Matched peptides information:

Start
L1
ias
243

243
243

4

27T
355
411
417

Hik
- 19d
= 254

- 258
a8

VYDSREGHNPTV EVDVVIETGL HRATIVPSGAS
GVTEAVENVH TVIAPALIEE MNLDVEDQSAV
TLGVSLAVAE LGALFEGVEL YAHVSDLAGT
GGRLAFQEFM IVETEAPTFT EAMEBQGAEVY
EGGVAPDIQT AEEALELITD ATEQVGEYTGE
DLDFENPESD PTEWITYEEL ANLYSELCEE
FRETQDIQIV GDDLTVTHEL RIEEATIELES
AFDESYADGHWG VMVSHRSGET EDVTIADIAV
LHNQILRIEEE LGDOATYPGA MNFEESVHL
Ohbssrved Mr (axpth Hr {cale) rpm M
TLED . D74 6T, 06ETE 262 . 0451 n.33 1
1106, 85356 1108, 2243 1105, 3748 5.8 @
13€0. 5955 1355, 3882 135%. 6300 =36.6 0
ATH. 6424 1374, 6352 1375, 6329 1.88 @
B45.95351 1844, 3518 12440868 35.4 1
10E1. 5336 1BG0, 3263 1860, 0813 4.1 1
938 . 3601 937, 3529 $27. 4702 =1
292 . 4245 2920.4172 2521 . 3438 25.2 1
Frf TR T 3793, 3311 ITRI. 2406 I%.% 0
9%B.0174 1997. 0104 1597. 0430 16.4 0
1372 . 8000 1374, 7837 1371.031% -37.0 @
579 . 5845 1578, 3783 1578. 4803 =§8.% 0
535.5588 1594, 3515 13546833 -82.7T @
745, 0307 1744, 0034 17440843 -0.33 @
5%2.2901 594 XB38 5713074 i%.8 0
TEE.4LEY T A0 TEF 463D -74.2 2
931 . 8874 1920, 8801 1920. 9217 =21.7 @

TGQHELACELR
DAFLNELDGT
KEPYVLEVEF
QALRGLAKER
IKIAMDVASS
YPIVSIEDEF
CHALLLEVHD
CLRAGEIKTGC

Paptide

. DO SAVDAR LNE LDOTFHETE . L

B QOARVOALE. O

. IRDVASSEFTE. V

K. IAMDVASSEFYR.V + Oxidation (6

E. IAMDVASSEFYRVEER. K

E. IAHDVASSEFVFVEER,  + OCxidakica ()
E.EDLOFE. o
E.EYPFIVS I EDFFARDDWEANSYFER. T
E.YPIVSIEDFFAEDDWEANS TFSE, T
E.TODIQINGODLTVTHPLER . I

F.VRIIOT LTESTOAAR . I
K. DEYADRIGROSER. §
E.DEYADBRHVEER . 8 «
B. SGETEDVT LAD TAVGLA. A
E.TOAPAR. 5

E. LRJILR. I

B. IEEELGCOOATYPRANFR. B

Omidacices M)



Spot No.: 51

Mascot score: 216

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: Chitooligosaccharidolytic
beta-N-acetylglucosaminidase

NCBI accession No.: gi| 477507289 Sequence coverage %: 48
Matched peptides No.: 24 Total peptides No.: 51
Calculated Mr: 66058 Calculated pl: 5.31

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a random event,
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MWSERFALLA TIAAFALTEVD ATIWFVEFEEIS TGDEVLFIDQ SLDITYNGDFE
51 MPEYTYEFQPD AGSEFNSEQI WVOAGVSEBALD ATFHDHFWVEPW EKLRERNSDFE
101 PDLOEEQWVE SLEIVQTEED DESTFEFPLAG EVDESYSLTL SEEGEASIER
151 ES5TGILHGL ETFLQLFFEH SSGTSWYTPH APVTIQDAPE YPHRGILLDWV
201 ARSFFEVEHI ERTIDAMSWS ELMNELHLHIT DSQSWPLEIP ALPELAEEGA
251 YEREGLTYSPE DLAGIYEYGW HERGVEVIMEI DMPGHIGWVWVE LAYEDLIVAY
301 HEEPYQWWCE EPPCGAFRMN STDVYDFLDT LFEDLFFRIS PYSAYFHAGGE
351 DELMHMDSMI. DEPGVRSHETE VLAPLLOEFYV DYTHGEIRDA GLTEFVWEEM
401 TTEWHMTLGE DVVIQSWLGHN GAVEAMAEAG HEVIDSDYHF WYLDCGRGOW
451 LHNFDHGEAFE TYYPFNDWCG PTESWELIYS HDPRAGLSEE AAHILVLGGEA
501 AVWTETIDSYV HNLDTIVWEFRA AVMGEVLWSG RIDASGUNES QYDAAPRLAR
551 LEEEMVARGY SASPIQMPFC TQGHATECAD FDE
Matched peptides information:
Btart End Dlnaarved Hr {expt]) Hr {calok [y II Paptida
55 T FI7 . 49009 256, 4837 36, 03 -3%.F 0 F. QIVO&NFIER. A
L] ¥l 1662 . 6571 1661, 6040 1861, 0566 -103 0 R ALQAT FRIEFSFWE . L
#& - 103 1193 . 4834 1191 . 49761 1191 . 3408 -234.3 0 R.REOFEPDLOE. K
114 - 143 33587529 3387.7T456 33576351 33.% 1 E. WTEEDDES TP LACEVDESYSLTLAER. &
823 - 143 2300 #6432 22959 . 9365 2300. 1423 BD.& O K. STFRPLAOEVDESYSITLEER. O
123 = 149 208E. 5368 2885, 5295 2885, 4546 26.0 1 F. STPRPLAJEVDESYELTLEERGEASIR. &
170 194 T34 3234 2833, 3181 Z833. 3208 -0.9& O K. B550T W TFEATYVT IQDAFEYFHR. O
%3 03 0264777 B33, 4704 0233170 -=2%.3 0 R, GILLOVAR. 5
203 - Fli 113331046 1134 . 3033 1134.3T10 2%.& 0 R.SFFEVEAIE.R
253 - 1712 FIET.RAFT 2266, 9424 23671222 =75.% 1 B POLTYSFEDLAGTYEYOVHR. G
254 - X712 F13%.8918 2438, 8843 213%.0273 BE.T D E. CLTYSFEDLACIYEYVHR . O
273 = 9 241531153 2414 . 1080 2414.2225 -47.4 D R WVEVIHEIDMPEHIPAELAYR.D + Duidation (M)
i ] =] T1127.08413 2111, 8340 F112.013% -83.1 O F: DLIVAYHRERF Y OWWCR . E
11 = X8 33,3733 933 . 662 2. 4174 -34.% 0 E. EFPFCGATR.-H
379 - 38é SEE. 3BT P43 . 3801 863 . 4607 -83.% 0 E.FDOYTHGE. I
4353 - 447 19221082 1921.700% 1921.8308 67.4 D E.VIDSDYMPWYLDOGR. O
448 - 480 1525, D35 1534 .5382 i524. 6857 BE.& D B COWLEPDHOEAFE. T
451 = 473 1648.57531 1647, 5678 16477028 -81.% O F: TYYFFHDWCOFTE. 5
477 404 1000. 4477 S35, 4404 59,3138 =T3.4 O E.: LITSHDIFR. A
48 = 219 2034, 3070 2037, 4557 Z033. 4913 2. 9% 0 ) LVLAGEARWTET [REVHLDT IVWER .. &
230 - 331 2T3. 8169 1274, 60098 274 . 8441 27.1 0D R.AAMGESLEWSGR . T
520 - 531 1291.3974 12%0.5801 1290. 351 3T.¥% 0 R AANHOEVLWSOR. T = Cxidatisn (M)
540 - 54T 5073634 S06 . 3881 S06. 41558 34.7 O R S0YTDAATR . L
S48 = D5Z S01. 4044 600. 3371 S00. 3533 62.7 0 R. LAELR.E



Spot No.: 52

Mascot score: 81

Species: Fusarium oxysporum Fo5176

Protein name: 2-nitropropane dioxygenase

NCBI accession No.: gi| 342879444 Sequence coverage %: 54
Matched peptides No.: 18 Total peptides No.: 61
Calculated Mr: 36989 Calculated pl: 5.78

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10#Log(P), where F is the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (pd0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301

MASPQELRTE
GYTPDMLEED
HELVDIIIEE
LDLGVDIICH
ARGGIHNGQL
DY IHNDWEWVHE
YREYLMGECA

ITDLFEIQHP
IAELESFLND
CARLFVSAVG
OGEEGGEHTE
LARATMMGAG
OREIKELVSK
AVVNEQEPLE

VLLAGHMNWVARA
FHAPFGVDLL
WVEPEAVVDEL
DIFTIVLIEL
AVWEAVRTSG
GVIPYEADLD
AVVDEFVDDA

Matched peptides information:

Htart

17
17
34
4
L1
3
a8

1ag

114

23

130

13o

Tz

4%
o
21

Ersd Chearyed Hr (axpt)
1é #34. 5848 9%3.5975
3z 1718.121% L7L5.1140
a3 1732.134% 1112173
58 23558304 358, 5131
5e 20753. 3207 TITH 3204
] 1534 087% 1533, 8006
By 18112850 L810.2077
113 1741.1677 1740, 1604
113 1556. 0631 1855, 0558
14 1113.735% 1112.728&32
143 2323, 423 TITA, 2DNT
145 1797.13517 LRG. 1344
145 2289.4326 F288. 4153
236 1004, 3403 L0E2, 2452
248 1346, 7THL 1245, 708
280 1351. 9027 L530.8954
acn 1043, 3837 1042, 5764
336 1833.1T0% 18321630

T [omla)

933,517
L7014, 9532
1730, 5501
3358 . 2346
TITH . ZILD
1539, 8038
LB0D. 8737
1729, 9669
1334 . 8304
11126554
FIT4,.T12]
1R, S22
F288. 2034
ROLN, 4376
1245 . 6852
L1530, 6750
1043, 5370
1831.9108

GPELAAAVEN
LPOVGGEARE
HANGIVYMNM
VVDICEEHES
HDDHIRTIIW
KELAEALSDHND
WVAWLORGHNEM
PP H  Faptice
4.6 @
9.8 0
.32 0 K
1i% 4@ K.
123 0 FE.
5G.1 1 B.
12% 0 K
1 1 K
132 0 K.
6L.% 0 K.
L3z 1 K.
112 0 K.
2.8 1 K
07.4 0 R.
B4.8 @ R
42 0 R
7.4 0 E
138 @

AGOLGVIGHV
THYDYTEGEL
IGHVEHVQEC
PLTGGEVQVI
TGRPMEVRNN
SDDDEDLLDE
IAKL

B.TPITOLFE.I

F. IQHPYVLLARSVALGIFE. L
« TOHFVLLAGHNVAKGPR. L + Gxidation (]
LAAAVIMASGLOVTIGRAOYTIDNLR . E
LAAAEHACFLVIGIVOUTFDHLR. E = Duidation
EOLARLITSFLEDE. K
-HAFFPVDLLLPOVOSSAR . B
GFELRELVDIIIEEQAR, L
LHELVDIITEEGAN. L
LFVSAVOVEFE. A
AMDELHARGIVTHEHIONE . M + Dxidation
LEARGIV ORI GV B

« LHARGTVYHHNI OHVEISGR . ©
TEEDCHIR, T
-TIIWTGHFMRE .V « Oxidation (M)
« HEDE THDWEVER . O
ARPYLMGE.C + Oxichtion (M)
E.AVDEFDOAVANLER. O

L]

Y



Spot No.: 53

Mascot score: 76

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: 1,3-beta-glucanosyltransferase gel4

NCBI accession No.: gi| 475668458 Sequence coverage %: 29

Matched peptides No.: 15 Total peptides No.: 62
Calculated Mr: 59159 Calculated pl: 4.83

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10#Log(P), where P iz the probability that the observed match is a random event.
Protein scores greater than 75 are significant (pd0. 05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
01

MEFSALTVARL
AGETNDETTE
MELLDDAGIY
VEFFLGNEVS
VDIREQIADY
YSVEVFFREY
ANDYGLVEIS
PEQSKNWRAN
GODRKICTAT
FEGRATTQEA
DDENFGLQRA

AATAASAKLE
YIDPLADEDR
VISDLSEPSV
MNVSNTQRSA
FNCGDDDSRT
GCHEPDGRARG
ENGDAVEQED
SVLPEVEDSD
NAMATRAGIYG
ESQDSCESLL
SILRVFSLGD

PITMEGSELF
CERDIPLLED
SINRDDPEWD
FVKALVRIOTE
DYWGYNIYSW
RIFDETTALY
FLOLOEEANA
LCDCMVESRS
LYSMCSNELK
ASASHEINEEV
FAVGAYMAVA

Matched peptides information:

Start

T4

ao
133
129
190
s
72
355
IaF
L
8%
391
431

- End Dbaaresd Mr{azpt) My [eale)
- 17386554 17576481 1737.TEOE
= &0 I0EB.BL4D 06T .8076 20T . 970%
= a7 1533.6372 L5592 . 5495 1592 . 9613

a7 9143843 913.5770 913, 5343

10 2031.3203 F030.3330 2030, 4226
- 134 11093524 1108, 5453 1108, 5185
- 204 LETH. 71T LETE. T34 1678, T#51
- % 18046387 i803. 6314 1803 . TOOE
= 283 14585307 LAS7.5234 1457 . 6328

am F116.8474 1458401 2115, 9635

77 Z1 X2 . 0004 131 .0001 2131 ., 2300
- 313 2ITH. 0884 23750851 2375 ,0930
- 404 1HS0. 7630 1AE. 7557 1889, 8618
- 404 1651.7118 16507048 1690 . 7297
= 443 L1548 . 5985 1547 .651F 1547 .TETL

YESHNGETQFFHME GVAYOODTAA
LGTNIIRTYZ INPEADHKAC
VELYERYIGV VDELGQYDNWV
FHIESEFSEW LGVGYASNDD
CGESSMQDSG YADQAKFFEN
EEEVHMTINVFS GGIVYMYFQE
AFPSGVEEDS YEPTGEAATC
CVPADNLEAK DFNDIFGYIC
LAYTLDAYYT SQESALDACD
ATATHAVASS S5TGGESNSS5SE
GVVGAGHMVLL

ppm M Peptide

TE.2 0 K.OVAYQQDTAAAGETHNDE.T

TE.5 1 F.OVAYQODTAAAIETHDRETTE.Y

=196 1 R.DIPLLEQLOTHIIR.T

4.3 0 F.QLOTRIIR.T

1%.1 1 K LLDDAGIYVISDLSEFSVSINRODPR. W

3.8 0 K WDVELYER.Y

4.1 0 ROWLOAOYASHDOVDIR.E

3g. 4 0 R.EIADYFHOODDDSR. X

-§T.4 0 R.IFDETTALYEEE.V

-58.% 0 R.ANSVLFPVFDEDLLDOMVE. 5

70.7 0 R, ANSVLFPVFDSDLCDCHVE. S + Oxidatics (M)

-1.20 1 B, ANSVLFIVPDEDLCDOMVISR. S + Oxidatics (M

6.1 1 K ARDFNDIFOYICGQDE. K

14.% 0 F.DPEDIFOYICOQDE.E

62.0 0 F.LAYTLDAYYTEQK.S



Spot No.: 54

NCBI accession No.: gi|607818

Plant species: Neurospora crassa

Protein name: 70 kDa heat shock protein

Mascot score: 83 Sequence coverage %: 5
The number of matched peptides with p<0.05: 3

Calculated Mr: 70786 Calculated Pi: 5.03

Annotated MS spectra:
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Probability Based Mowse Score:

Tons score iz <10#Log(P), where P iz the probability that the observed match iz a random event.
Individual ions scores » 47 indicate identity or extensive homology (p<0. 05).
Protein scores are derived from ions scores as a nop-probabilistic basis for ranking protein hits
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Matched peptide sequences: shown in Bold Red



1
31
101
151
201
251
301
3n
401
451
501
351
601

HAPRVGEIDLE
DARFNOVAMN
IQVEFHGETK
SQRQATHDAG
GIFDVSLLTI
LETHARRLER
EELCQDLERS
YFDGEEPNER
GIETAGEMMT
DHNHLLGRFEL
TITHDHGRLS
TLSDSEVDEK
IANEIMMEEY

ITYSCVGEVER
PANTVEFDRER
VEIPEEISAM
LIAGLNVLRI
EEGIFEVEST
LETACERRFR
TLRFVDRVLT
INPDEAVAYG
KLIPRNTTIIP
TGIFFAFRGV
KEEIERMLAE
LODAADHKEELK
FAGEAPEEMP

EDRCEIIAND
LIGRKFSDFE
ILQFMEETAE
IMEFTAAAIA
AGDTHLGGED
TLSSSAQTSI
DAKIDKSOVH
ARVQRAILSG
THESEVFSTF
PQIEVIFDVD
AEKFKEEDEA
SEIDEIVAWL
GAAPGGEEGG

QGENRTTESFV
VQADMEHFEF
AYLGEIVINA
YGLDEEVEGE
FDNRLVNHFV
EIDSLFEGID
EIVLVGGSTR
DISSESTISEL
SDHQPGVLIO
ANGIMNVSAL
EAKRVAAKNG
DENQQATREE
APGSNDNEGP

AFTDTERLVG
KVIDRGGEEV
WWVIVEPAYEND
RNVLIFDLGEG
QE FERKDEXD
FYTSITRARF
IPRIQXLISD
LLLDVAPLSL
VYEGERQRTE
EXGTGKTHQI
LESYAYSLRN
YEERQEELEA
TVEEVD

Matched peptides information:

Start - End
[L11

Miserved Mr[oale) I
24000298 n.m o b
24007099 M2 e b
1186 £333

Expest Mazk U Paptide

0,03 1 0 N SEVTYTESDNQROVLIQVYEGER.Q
B F SETATIRR)RNLE (VYROER )
0 E.FELTOTFPATA.Q

Mriazpt]
3800 334
O, 304
1. W

24 - T80 33TH
o =

i
(12

2803378 0.3 i

1187. 4260 o.xa i |




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 54-1197.6
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MS/MS Fragmentation of K. FELTGIPPAPR.G
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Monoisotopic mass of neutral peptide Mr(calc): 1196.6553
# | Immon. a a® b B d Seq. v w w v ¥* y" #
1/120.0808|120.0808 148.0757 44 0495 F 11
2/102.0550(249.1234|231.1128| 277.1183 259.1077|191.1179 E |976.5574|975.5622 1050.5942 1033.5677|1032.5837 (10
3| B6.0964|362.2074|344.1969| 390.2023 372.1918|320.1605 L |863.4734|862.4781 921.5516 | 904.5251| 903.5411| 9
4| 740600 463 2551|445 2445 4912500 4732395 447 2602 4492395 T (7624257 7754461|777.4254| 8084676 7914410 7904570 8
5| 30.0338 520.2766|502.2660| 5482715 35302609 G 707.4199 | 6903933 7
6| 86.0964 633.3606|615.3501| 661.3556 643.3450(605.3293 6193450 I |592.3202|605.3406|619.3562| 650.3984 | 6333719 6
7| 70.0651730.4134|712.4028| 7584083 740.3978|704.3978 P [4952674|494.2722 5373144 | 5202878 5
8| 70.0651 827 4662|809.4556| 8554611 837.4505/801.4505 P |398.2146|397.2194 440.2616| 4232350 4
9| 44.0495|898.5033|880.4927| 926.4982 9084876 A 3271775 3432088 326.1823 3
10| 70.0651|995.5560/977.5455|1023.5510 1005.5404 |969 5404 P |230.1248|229.1295 2721717 | 2551452 2
11/129.1135 R | 740237| 73.0284 1751190 | 158.0924 1




Seq va vh Seq va vb Seq ya vb
EL  215.1390(243.1339 ELT  |316.1867 344.1816 ELTG  373.2082 401.2031
ELTGI 486.2922|514.2871 ELTGIP 583.3450 611.3399 ELTGIPP 680.3978 708.3927
LT 187.1441|215.1390 LTG  |244.1656|272.1605 | LTGI 357.2496 385.2445
LTGIP |454.3024|482.2973 LTGIPP 551.3552/579.3501 LTGIPPA 622.3923 6303872
TG  |131.0815/159.0764 TGI  |244.1656|272.1605 TGIP 341.2183 369.2132
TGIPP |438.2711|466.2660 TGIPPA 509.3082 537.3031 TGIPPAP 6063610 634.3559
GI 143.1179|171.1128 GIP 240.1707 268.1656 | GIPP 337.2234 365.2183
GIPPA |408.2605|436.2554 GIPPAP 505.3133|533.3082 IP 183.1492 211.1441
IPP  |280.2020|308.1969 IPPA  |351.2391/379.2340 IPPAP 4482918 4762867
PP 167.1179|195.1128 PPA  |238.1550|266.1499 PPAP 335.2078 363.2027
PA 141.1022|169.0972 PAP  |238.1550(266.1499| AP 141.1022 169.0972




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 54-2601.3
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MS/MS Fragmentation of K.SEVFSTFSDNQPGVLIQVYEGER.Q
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Monoisotopic mass of neutral peptide Mr(calc): 1196.6553
# | Immon. a a* a? b b* B d d Seq. v w w ¥ v yl] #
1) 600444 600444 420338 880393 700287 440495 S 23
2/102.0550) 189.0870 171.0764 217.0819 199.0713 | 131.0815 E |2440.1779|2439.1827 2514.2147|2497.1882 2496.2041 22
3| 720808 2881554 270.1448  316.1503 298.1397| 274.1397 V |2341.1095(2354.1299 2385.1721|2368.1456 2367.1616 21
4/120.0808| 4352238 417.2132 463.2187 4452082 F |2194.0411 2286.1037 |2269.0772 2268.0931 20
5| 60.0444| 5222558 504.2453| 550.2508 5322402 506.2609 S |2107.0091|2106.0138 2139.0353|2122.0087 2121.0247 19
6| 74.0600| 6233035 6052930 651.2984 6332879 6073086 6092879 T |2005.9614 20189818 20209611 2052.0033 2034 9767 2033.9927 18
7/120.0808| 770.3719 752.3614| 798.3668 780.3563 F |1858.8930 1950.9556(1933.92901932.9450 17
8| 60.0444 8574040 839.3934| 885.3989 8673883 8414090 S |1771.8610|1770.8657 1803.88721786.8606 1785.8766 16
9| 88.0393| 972.4309 954.4203/1000.4258 9824153 928.4411 D |1656.8340/1655.8388 1716.85511699.8286 1698.8446 15
10| 87.0553|1086.4738|1069.4473 1068.4633 1114.46871097.4422|1096.4582 1043.4680 N |1542.7911|1541.7958 1601.8282 15848016 1583.8176 14
11/101.0709|1214 5324|1197 5059 11965218 1242 52731225 5008|1224 5168 1157 5109 Q |1414.7325|1413.7373 14877853 |1470.7587 1469.7747 13
12| 70.0651|1311.5852|1294.5586/1293.5746 1339.58011322.5535|1321.5695 1285.5695 P |1317.6797|1316.6845 1259.7267 |1342.7001 1341.7161 12
13| 30.0338|1368.6066|1351.5801|1350.5961 1396.6016/1379.5750(1378 5910 G 1262.6739 1245 6474 1244 6634 11
14| 72.0808|1467.6750|1450.6485 1449.6645 1495.6700 1478.6434 |1477.6594 1453.6594 V |1161.5899|1174.6103 1205.6525|1188.6259 1187.6419 10
15| 86.0964|1580.7591|1563.7326 1562.7485 1608.7540/1591.7275|1590.7435 1538.7122 L |1048.5058/1047.5106 1106.58411089.5575 1088.5735 9




16| 86.0964|1693.8432 1676.8166(1675.8326 1721.8381|1704.8115 1703.8275|1665.8119|1679.8275| I | 935.4217| 948.4421| 962.4578 993.5000 | 9764734 9754894| 8
17/101.0709|1821.9018 1804 8752|1803.8912 1849.8967|1832.8701|1831.8861 1764 8803 Q | 8073632 806.3679 880.4159 | 863.3894| 8624054| 7
18| 72.0808|1920.9702|1903.9436|1902.9596 1948.9651|1931.9385/1930.9545|1906.9545 V | 7082947 721.3151 752.3573| 7353308 734.3468| 6
19/136.0757|2084.0335 2067.0069|2066.0229 2112.0284|2095.0019|2094.0178 Y | 5452314 653.2889| 636.2624 635.2784| 5
20/102.0550(2213.07612196.04952195 0655 2241.0710/2224 0445 2223.06042155.0706 E | 416.1888 415.1936 490.2256 | 473.1991| 4722150| 4
21| 30.0338/2270.0976 2253.0710/2252.0870 2298.09252281.0659 2280.0819 G 361.1830 | 344.1565| 343.1724| 3
22|102.0550(2399.1401 2382.1136|2381.1296 2427.1351 2410.1085 2409.1245|2341.1347 E | 230.1248| 229.1295 304.1615| 287.1350| 286.1510| 2
23|129.1135 R 740237 730284 175.1190| 158.0924 1
Seq va ¥b Seq va ¥b Seq va ¥b
EV 201.1234(229.1183 EVF 348.1918|376.1867 |[EVFS 435 2238|463 2187
EVFST |536.2715 /56426004 |EVFSTF |[683.3399 711 3348|VF 2191492 (2471441
VFS 3061812334 1761 |VFST 407 2289 (435 2238 ' VFSTF 554 2973|582 2922
VEFSTEFS |641.3293 6693243 (FS 207.1128|235.1077 |FST 308.1605|336.1554
FSTF 455 2289|483 2238 |FSTFS 542 2609|570 2558 |[FSTFSD 657 2879|685 2828
ST 161.0921 189 0870 |STF 308.1605|336.1554 |STFS 395.1925|423.1874
STFSD (5102195 5382144 [STFSDIN  |624 2624 652 2573 [TF 221 1285|249.1234
TFS 308.1605|336.1554 | TFSD 423 1874 |451.1823 [TFSDIN 537.2304 565 2253
TFSDNQ 665 2889 |693.2838 FS 207.1128(235.1077 |FSD 322.1397|350.1347
FSDIN 4361827 464 1776 |FSDINQ 564 2413|592 2362 | FSDNQP 661 2940|689 2889
sSD 1750713 1203.0662 | SDIN 289.1143|317.1092 | SDNQ 4171728 |445.1678
SDNQP (514 2256|542 2205 | SDNQPG |571.2471|599 2420 SDNQPGV 6703155 6983104
DN 202.0822|230.0771 DINQ 330.1408|358.1357 DNQP 427.1936|455 1885
DNQPG 484 21505122100 DNQPGV |583 2835|611 2784 DINQPGVL 696 3675 724 3624
NQ 2151139 243 1088 | NQP 312 1666|340.1615 | NQPG 3691881 |397.1830
NQPGV (468 12565 4962514 NQPGVL (581 3406 (6093355 NQPGVLI 694 4246 722 4196
QP 198.1237 1226 1186 QPG 2551452 2831401 |[QPGV 354 2136|382 2085
QPGVL |467.2976|495.2926 QPGVLI |580.3817|608.3766 PG 127.0866 1550815
PGV 226.1550 254 1499 PGVL 3392391 367 2340 PGVLI 4523231 4803180
PGVLIQ (5803817 6083766 | PGVLIQV 6794501 707 4450 GV 129.1022(157.0972
GVL 2421863 2701812 GVLI 3552704383 2653 |GVLIQ 483 3289|511.3239
GVLIQWV |582.3974 6103923 VL 185.1648(213.1598 |VLI 208 2489 326.2438
VLIQ 4263075 454 3024 VLIQV 525 3759|553 3708 VLIQVY 688.4392 716.4341
LI 1991805 |227.1754 |LIQ 327 2391|355 2340 LIQV 4263075 454 3024
LIQVY |5893708 6173657 IQ 214.1550242.1499 1IQV 313.2234 341 2183
IQVY 4762867 504 2817 IQVYE 6053293 633 3243 IQVYEG 662 3508 690 3457
Qv 2001394 2281343 QVY 363 2027 391.1976 QVYE 492 2453 |520.2402
QVYEG (53492667 577.2617 QVYEGE 6783093 (7063042 VY 2351441 263.1390
VYE 364 1867 |392.1816 VYEG 421.2082 449 2031 VYEGE 5502508 |578.2457
YE 2651183 2931132 YEG 3221397 |350.1347 YEGE 451.1823 |479.1773
EG 159.0764 |187.0713 | EGE 288.1190/316.1139 | GE 1590764 (1870713




Spot No.: 55
Mascot score: 109

Species: Fusarium oxysporum Fo5176

Protein name: actin lateral binding protein(Tropomyosin)

NCBI accession No.: gi| 342881318 Sequence coverage %: 69

Matched peptides No.: 16 Total peptides No.: 89

Calculated Mr: 18809 Calculated pl: 4.84

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score iz -10#Log(P), where P is the probability that the observed match iz a random event.

Protein scores greater than 75 are significant (p<0, 05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151

MDRIKEKMNQ LRLEADEASG KVEELQSREVE VLEQENLSRE QEITSLQHRN
NLLEGEVERKL ENAVEDFEFA ADEGQQHGT( NETLQRRLQL LEEEAEDADE
TLREANEKLR QTDVEACHFE REVQALENER DQWESEYEEM SQEYNALQKE

LEELQAETGHN I

Matched peptides information:
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K. HHQLR. L

F.HBJLR. L + Oxidation M
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K. VLEQENLSFEQEITSLOER. N
E.EQEITSLOHE.H

K. HHLLEGEVERLENAVE. D
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K. AADEOCOHITIRETLOR . R

F . AADEGOOHOTORETLORR . L
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P LOLLEERARDADE. T

B LOLLEEEARDADETLE. E

K. AGEFER.E

R.FEVOALENER . D

F . YOALENERDOWESE. ¥
F.YEEHEOR.Y + Owidakion (M)



Spot No.: 56

NCBI accession No.: gi|475674506

Plant species: Fusarium oxysporum f. sp. cubense race 4
Protein name: Peroxiredoxin-1

Mascot score: 127 Sequence coverage %: 14
The number of matched peptides with p<0.05: 4

Calculated Mr: 23683 Calculated Pi: 5.14

Annotated MS spectra:
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Probability Based Mowse Score:

lons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores » 47 indicate identity or extensive homology (p<0. 05).
Protein scores are derived from ions scores as a non=probabilistic basis for ranking protein hits.
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Protein Score

Matched peptide sequences: shown in Bold Red
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Matched peptides information:
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Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 56-1534.9
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MS/MS Fragmentation of R.SYGVLIEDEGIALR.G
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Monoisotopic mass of neutral peptide Mr(calc): 1533.8038
#  Immon. a a? b B d d Seq. v w w' ¥ ¥ yo #
1 600444 600444 420338 880393 70.0287 440495 s 14
2/136.0757| 223.1077| 205.0972| 251.1026 | 233.0921 Y (133971216 14477791 |1430.7526|1429 7686 (13
3| 30,0338 280.1292| 262.1186 308.1241 12190.1135 G 1284 7158|1267.6892|1266.7052|12
4| 72.0808| 379.1976| 361.1870 407.1925 | 389.1819  365.1819 V |1183.6317|1196.6521 1227.69431210.6678|1209.6838 11
5| 86.0964| 492.2817| 4742711 520.2766 502.2660 4502347 L |1070.5477|1069.5524 1128.6259/1111.5994|1110.6153 |10
6| 86.0964| 6053657 587.3552 633.3606| 615.3501 5773344 5913501 I | 957.4636| 9704840 984.4997|1015.5419| 998.5153| 997.5313 9
7/102.0550| 7344083 716.3978 7624032 7443927 6764028 E | 8284210 8274238 902.4578| 8854312 884.4472| 8
8 880393 8494353 8314247 8774302 8594196 8054454 D | 7133941 7123988 773.4152 | T56.3886| 755.4046| 7
9/102.0550| 9784779 9604673 10064728 9884622 9204724 E | 5843515 5833562 658.2882 | 6413617| 6403777| 6
10| 30.0338|1035.4993|1017.4888 1063.4942 10454837 G 529.3457 | 5123191 5
11| 86.0964|1148.5834|1130.5728 1176.5783 1158.5677 1120.5521 1134.5677| I | 4142459 4272663 441.2820| 472.3242| 4552976 4
12| 44.0495/1219.6205|1201.6099 1247.6154 1229.6048 A | 3432088 359.2401 | 3422136 3
13| 86.0964|1332.7046|1314.6940 1360.6995 1342 6889 1290.6576 L | 230.1248| 2201295 288.2030 | 271.1765 2
14/129.1135 R 74.0237| 73.0284 175.1190 | 158.0924 1




Seq va vb Seq va vb Seq va vh
YG 193.0972 221.0921 YGV  |292.1656|320.1605 YGVL  |405.2496|433.2445
YGVLI |518.3337/546.3286 YGVLIE 647.3763 675.3712 GV 129.1022/157.0972
GVL  242.1863 270.1812 GVLI  |355.2704|383.2653 | GVLIE |484.3130/512.3079
GVLIED 599.3399 627.3348 VL 185.1648 213.1598 VLI 2982489 326.2438
VLIE  |427.2915 455.2864 VLIED |542.3184/570.3134 VLIEDE 671.3610 699.3559
LI 199.1805 227.1754 LIE 328.2231|356.2180 LIED  |443.2500 471.2449
LIEDE 572.2926 600.2875 LIEDEG |629.3141|657.3090 IE 215.1390/243.1339
IED 330.1660 358.1609 IEDE  |459.2086 4872035 IEDEG |516.2300 5442249
IEDEGI 6293141 657.3090 ED 217.0819|245.0768 EDE 346.1245/374.1194
EDEG |403.1460 431.1409 EDEGI |516.2300|544.2249 EDEGIA 587.2671 615.2620
DE 217.0819 2450768 DEG  |274.1034|302.0983 DEGI  |387.1874|415.1823
DEGIA 4582245 486.2195 DEGIAL |571.3086|599.3035 EG 159.0764 187.0713
EGI 272.1605 300.1554 EGIA  |343.1976|371.1925 EGIAL |456.2817 484.2766
GI 143.1179 171.1128 GIA 214.1550(242.1499 GIAL  |327.2391|355.2340
IA 157.1335 185.1285 TAL 270.2176(298.2125 AL 157.1335/185.1285




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 56-1809.9
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MS/MS Fragmentation of R.PAPDFSATTLFPGGEFR.D
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Monoisotopic mass of neutral peptide Mr(calc): 1808.8734




# Immon. a al b n? d d' Seq. v W w' ¥ ¥* yo #
1 70.0651| 70.0651 98.0600 44.0495 P 17
2 44.0495| 141.1022 169.0972 A 1696.7966 1712.8279|1695.8013 1694.8173 |16
3| 70.0651| 238.1550 266.1499 212.1394 P 1599.7438|1598.7486 1641.7907 |1624.7642 1623.7802 |15
4| 88.0393| 353.1819| 335.1714 381.1769| 363.1663 309.1921 D 1484.7169|1483.7216 1544.7380(1527.7114 1526.7274 |14
5/120.0808| 500.2504| 482.2398 528.2453| 510.2347 F 1337.6484 1429.7110 |1412.6845 1411.7005 |13
6| 60.0444 587.2824| 5692718 6152773 5972667 5712875 S |1250.6164 12496212 1282.64261265.6161 1264.6321|12
7 44.0495| 658.3195| 6403089 686.3144) 6683039 A 11795793 1195.6106|1178.5841 1177.6000|11
8| 74.0600| 759.3672| 741.3566 7T87.3621| T69.3515 T43.3723|745.3515| T |1078.53161091.5520 1093.5313| 1124.5735|1107.5469 1106.5629 10
9 74.0600| 860.4149| 8424043 888.4098| 870.3992 844.4199/846.3992| T  977.4839 990.5043 0924836 |1023.5258 1006.4993 1005.5152| 9
10 86.0964| 973.4989| 95548841001 4938 983.4833 9314520 L | 8643999 8634046 922.4781 | 9054516 9044676 8
11 120.0808 |1120.5673|1102.5568 1148.5623 |1130.3517 F | 717.3315 809.3941 | 792.3675| 791.3835| 7
12| 70.0651/1217.6201|1199.6095 1245.6150/1227.6045 1191.6045 P 6202787 619.2835 662.3257 | 6452991 644.3151| 6
13| 30.0338/1274.6416|1256.6310 1302.6365|1284.6259 G 5652729 548.2463 5472623 5
14 30.0338|1331.6630|1313.6525 1359.6579 1341.6474 G 508.2514 | 491.2249) 4902409 4
15102.0550|1460.7056|1442.6951 1488.7005 1470.6900 1402.7001 E | 377.1932| 376.1979 451.2300| 434.2034 4332194 3
16/120.0808 1607.7740|1589.7635 1635.7690|1617.7584 F 2301248 322.1874 | 305.1608 2
17 129.1135 R 74.0237| 73.0284 175.1190 | 158.0924 1
Seq ya ¥b Seq va ¥b Seq ya ¥b
AP 1411022 | 1620972 | APD 2561202 284 1241 |APDF 4031976 (431.1925
APDFS 4002206 | 513 2245 | APDFSA 3612667 3392617 APDFSAT |6562.3144 | 690 3093
PD 185.0021 (213 0870 | PDF 3321605 360.1554 |PDFS 4191925 (447 1874
PDFSA 4002206 | 5183 2245 | PDFSAT (3912773 (6192722 (PDFSATT 692 3230( 7203199
DF 2351077263 1026 | DFS 3221397 35301347 |DFSA 3031760 (421.1718
DFSAT 494 2245|522 2195 | DFSATT (3932722 6232671 |FS 2071128 (233.1077
FsA 2781499 306 1448 | FSAT 3701976 407 1925 |FSATT 4802453 (508 2402
FSATTL |393.3203(6213243 54 1310815 1390764 |[SAT 23212921260 1241
SATT 3331769361 1718 | SATTL (4462600 474 2338 |SATTLF |393.3203 (621 3243
SATTLFP 690 3821|713 3770 (AT 1450972 11730921 |ATT 2461448 274 1397
ATTL 3302280 387 2238 |ATTLF (3062073 5342022 (ATTLFP 60333501 (631.3450
ATTLFPG (6603715 6383663 | TT 1751077 | 203.1026 [TTL 288.1918|3146.18487
TTLF 4352602 | 463 2551 | TTLFP (3323130 5603079 | TTLFPG |5389.3344 (617 3203
TILFPGG (646 3539 | 674.3508 | TL 187.1441 2151320 |TLF 3342125|362.2074
TLFF 4312653 4502602 | TLFPG 4383 2867 |516.2817 | TLFPGG | 5343.3082 (5733031
TLFPGGE 674 3508 | 7023457 |LF 2331648 261 1308 |LFP 3302176 (3382125
LFPG 3872391 415 2340|LFPGG (4442605 47225334 [LFPGGE | 5373.3031 (601 2930
FP 21713351245 1285 |FPG 2741350 3021400 | FPGG 3311765 (35301714
FPGGE 4602191 | 433 2140|FPGGEF (607258735 |633.2824 PG 127.0866|155.0815
PGG 18341081 (212 1030 PGGE 3131506 3411456 | PGGEF 4602191 (488 2140
GG 370333 (1150502 | GGE 2160979 244 0923 |GGEF 3631663 391 1612
GE 1500764 (187.0713 | GEF 3061448 (334 1397 |EF 2401234 (2771183




Spot No.: 57

Mascot score: 79

Species: Chaetomium thermophilum var.

Protein name: hypothetical protein CTHT_0057040

NCBI accession No.: gi| 340924179 Sequence coverage %: 51
Matched peptides No.: 9 Total peptides No.: 66
Calculated Mr: 17921 Calculated pl: 10.69

Annotated PMF spectra:
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Probability Based Mowse Score:

Frotein score is =10#Log(P), where F is the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0, 05).

104

Humber of Hits




Matched peptide sequences: shown in Bold Red

1 MAPTANTEQDE ERGEGRATTAD SDSDIEYQAY HNGRELEEASLL RLRLEFLQEN

51 EBHQERAALSA AHSAATARNE ARLRESSIAFH HALRSATILS HLNELEEALD

101 EEDSILTQIA NEVARQEEEM LNLGIQLSTL YEGEEEDIEG LIAELNGEED
151 PDTEEQELIER G

Matched peptides information:

Start — Ead Obaatihad My {aspt) Hre{sale) pem W Paptida
i = 10 1133, 5553 1832.3520 1132. 5655 12.2 1 HAFTANTEDR.R + Onidatics {M)
36 T2 LEE4, TEN] 1662, 760N 1662. 5117 -80.7 1 R-AALSAANMSAATAREAR, L
B — =4 1133.3811 1123.3338 1123 . 430% =8&.3 O R_SATILSHLNR. L
%5 - 101 BES. 4245 S84 . 4172 BE4. 5092 115 1 R.LEEALOR. R
P ] 112 102, TR 1008, 734% 1101 . 6020 11% 0 R.DEILTOLARE.V
11% = 134 1ATH. R3I00 1878, 3327 1870 9%A3 -40.3 1 R AMLRLGIQLSTLYEGR . X » Oxidatica (M)
120 - 134 1707 . B0&2 17T0&. TS 1706 3025 0.7 O R.HNHLIIQLSTLYEOR.E
120 133 1831, 5429 1830, 3336 18350, 3524 30,7 1 R.HLHLOIQLSTLYEORE . E + Oxidation (H)

130 - 181 1400 . TI347 14007474 1400.841% 2.3 1 K.DFOTEEQELIRG . -



Spot No.: 58

Mascot score: 77

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: Alpha-galactosidase 2

NCBI accession No.: gi| 477514377 Sequence coverage %: 27
Matched peptides No.: 15 Total peptides No.: 50
Calculated Mr: 82979 Calculated pl: 5.13

Annotated PMF spectra:

1800 705

“ 1973 200

5

B0

75

0

BS

&

85

[

= VEOT BTT

45

40

E ] L=

k|

- 627 480 e300

- 950 £37 7E7

P . 1757 B2 |

15 I 1| | | | W[ ﬂmmal 269 1m

o ik | H o | =29 479

ot 'ﬂlll"lJ‘.L'J‘ll'?rd“"i'*‘ ”'-J“Jj'.‘-'rt'l" I"'"h I*'I'.-'J"l'l".u.hw‘r _J-,.pr- -'I_.*l.i R R L] '

5 LS } 321 500
E,'J Ilwy}mm-"’“’“"“'r"’“'lﬂwﬂ-f.rﬂ-r.dmvkauq-uhﬂli,.;,)m
il ! - - - - - -

Probability Based Mowse Score:

Protein score iz -10#Log(P), where P is the probability that the observed match iz a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

a1
101
151
201
251
301
351
401
451
a0
551
601
651
701

MVLVTSEGIT
DNTTGDLIND
RIPAFQLOQA
HMYDNYSSIR
QODNLDLIEI
SSTTTETQGE
AGQTFTTPEV
WEGLAFDINE
WQEPDESRFED
KHPDWATHAG
KWDNNRGIHE
DEGVLOWEEQ
QRITSVEFRA
ITGDFYRLAL
GLDASAEYEV

TAARVLEFCQVI
HYGGEVAEDG
SGTTVTDFEY
VDLSYSIFFE
EGDHWAREGHE
AWGFSLVYTIG
VEVESSEGVE
TATEETAEQS
GLTPLVENWVT
SYPRTETERHNQ
TEHNFILNYEY
IWTSDDTDAV
HVAMMGGEFG
FEETHYEPAGD
DHHHTWVSGET

SAFAESSDEI
ITTEIGFIQG
ESHEVVQGEP
YDATVRESVHNI
VREREVDFGIQ
SFAVDVEESS
GMSEQFHRLY
ADLGIKLEVHM
DLEVANSSDE
LVLNLALPEWV
MLGLYHVFET
ERIATQFGTS
YVELDFEDLEF
FISEDGEEVY
IMNLGIQLRF

Matched peptides information:

Stare
. )

1o
1%3
a2
400
452
LR
LST]
L3

B8 -

638
L7
L1
710

End onaarved M {aupt)
47 1714776 171, V690
7 B57. 4385 BSE.420%
i 157%. 3502 1578, 3825
31 23300524 2RI 0458
336 E55.2073 65353, 2000
433 1757.8311 1794.0138
464 130&. 6103 1505, €032
4G 1607, 6771 1606 . 6659
a33 238%¥._1186 2582.1113
313 28053.1322 2604, 1443
459 1407 7089 1408, 4906
= &TH 2307 . 0833 230&.0TE
a7 1000, 6082 1075, 5979
&%8 1391 . 6303 1390. 8130
39 2184 .9318 2000, 334D

Mr [zala)
1713, TR

856 . 3828
1979, 0113
2329, 2148

655, 3839
1736, 9247
1505, T164
1606, T150
2388.1333
604, 1472
1406, 75528
23061
1078, 6120

1350, 6782
104, 0937

EVDGTESFALN
WVHLIGEVER
GLEGLEPSTFG
THRGHNATINL
GFQ55TGYSS
RQEGLTRATLGL
REHLMESEYL
DDGWEGHNEYFE
LEFGIWFEPE
QEFIIDEVSE
LTSRFFPDVLW
LAYPPSAMGS
EEREQIPGLI
LFAFQTRATI
EGDYDSQWVLM

Paptide

.
]
-1

-
(SR - T - -

GDMVSYRFHV
EFPDHGRGDF
EADDVSTLVV
REVSSWSVDL
HLHNPFLALV
MELDFSWELE
EETREVLLNS
RVNDTAGLGD
MVMEESDLYD
VLRESPISYV
EGCASGGGRF
HLSHVENGHT
ELSERINPIV
NNSWEWFRLQ
IEKQ

E.VDOTSFALRGDHVEYR. I
R.EFPFDHGR.C

R IPAFQLODASOTTSTOFR. ¥
BRSSOV LOOONLDLIETE . G
F.FHLHE. 5

E.FPOGLTPLYVERNTOLE., W
B HPTRATHAGSYFR. T
B . PP LWEGRCASCGOR . F

B ARRAMMOGSFOVE LBPSDLETEER . E »
R ARVAHHOGS FOVELDPSDLEFEER.E +

E.TNPIVITCOFYR. L

R. LALFEETWYFAOQF I SEDORR. V'

E.WLFAFJTR. A
B ATTHENSHFWER. L

Omidatica 30

7 Dmidation (M)

E.VDHRHTYSGSTLHHLOGIQLR. F + Oxidation (M)



Spot No.: 59

NCBI accession No.: gi|475664853

Plant species: Fusarium oxysporum f. sp. cubense race 4
Protein name: Carboxypeptidase cpdS

Mascot score: 62 Sequence coverage %: 2
The number of matched peptides with p<0.05: 1

Calculated Mr: 57426 Calculated Pi: 6.71

Annotated MS spectra:
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Probability Based Mowse Score:

lons score iz =10#Log(F), where P iz the probability that the observed match iz a random event.
Individual ions scores » 45 indicate peptides with significant homology.

Individual ions scores » 49 indicate identity or extensive homology (p<0.05).

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

Matched peptide sequences: shown in Bold Red




1
51
101
151
201
251
301
351
401
451
a01

MGLETALLSV
EVSFDIGESY
GPGCS5LEGL
STGHVTAMNN
FAOMT.EEEKDE
ITPFDENEEILD
EISTVINECF
THLERLPEEW
ADYTITSNTT
G5VQE5VHSE
EPFFSVHNISTS

LGFVALANAS
AGQTEVDWEE
IQENGEPFSWE
TETARQFVEW
ITYYHNVEGRLY
HDNEECGLDR
HVYHVQDTCE
RBRECSGEVEVE
ALAVQGLENN
RGFTLATVET
FEWEY

VIHPRTSKPL
TGSKDPKFFY
YGTYKEVENA
WENLVDTFGL
YDEVMEYLDK
YRELHLTYEP
VLWDVLGFES
DDDRYDEAEH
GRQGFQTAPS
SGHMVEQYAP

Matched peptides information:

arf

Mart - End

Ckdaryed

Mer [expt)

Hricals)

HLOYYHNEKTS
WEFEPTVHEAG
WESWHELANVI
QGEELYVIGE
LELDHAAFPG
FELEPWEEVOV
VOYTPPGATL
ETEFQTLVEE
AEFVVEVINN
FALFREQLEHI

pa N Soota

Erpect  Rank

i 1 "

BFYYVESTGIFE
KDDVVIWFHG
WVEYPIGTGEF
SYAGVYVEYV
FFREHWESVFEL
KGCDITAHFD
FFNIFGVEEL
THHVMIGSGEM
TESHVENWLG
LGEVESLTDA

i Paptida

DHAAFFOFTR. I



Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 59-1277.6
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Monoisotopic mass of neutral peptide Mr(calc): 1276.6353
# Immon. a a? b B’ d Seq. v w ¥ ¥* yo #
1| 86.0964| 86.0964 114.0913 440495 L 11
2 B8.0393| 201.1234| 183.1128| 229.1183 | 211.1077/157.1335) D 11045374 11035421 1164.5585|1147.5320(1146.5479 10
3/110.0713| 338.1823| 320.1717| 366.1772| 348.1666 H 9674785 1049.5316 |1032.5050 9
4| 44.0495| 409.2194| 391.2088| 437.2143| 419.2037 A 8964414 9124727 | 8954461 8
5| 44.0495| 480.2565| 462.2459| 508.2514| 490.2409 A 8254042 841.4355 | 824.4090 7
6/120.0808| 627.3249| 609.3144| 655.3198| 637.3093 F 6783358 770.3984 | 7533719 6
7| 70.0651| 7243777 T06.3671| 752.3726| 7343620|698.3620| P | 5812831 5802878 6223200 | 6063035 5
8| 30.0338| 781.3992| 763.3886| 809.3941| 791.3835 G 526.2772) 509.2507 4
9/120.0808| 928.4676| 9104570 956.4625| 938.4519 F 3771932 469.2558| 4522292 3
10/ 120.0808|1075.5360|1057.5254|1103.5309 | 1085.5203 F 2301248 3221874 | 305.1608 2
11/129.1135 R 74.0237 73.0284| 1751190 | 158.0924 1




Seq va vb Seq va vh Seq va vh
DH 225.0982 253.0931 DHA 296.1353324.1302 | DHAA 367.1724|395.1674
DHAAF |514.2400 342 2358 DHAAFP 611.2936|639.2885 DHAAFPG 6683151 |696.3100
HA 181.1084209.1033 | HAA 252.1455280.1404 HAAF 399.2139|427.2088
HAAFP 4962667 524.2616 HAAFPG 553.2881|581.2831 |AA 115.0866143.0815
AAF 262.15501290.1499 | AAFP  |359.2078|387.2027 AAFPG  |416.2202 4442241
AAFPGF |563.2976 591.2926 AF 191.1179219.1128 | AFP 288.1707316.1656
AFPG 3451921 373.1870 AFPGF 4922605 520.2554 AFPGFF |639.3289667.3239
FP 217.1335 245.1285 | FPG 274.1550/302.1499 | FPGF 4212234 4492183
FPGFF |568.2918 596.2867 PG 127.0866155.0815 | PGF 274.1550(302.1499
PGFF  |421.2234 4492183 |GF 177.1022205.0972|GFF 324.1707|352.1656
FF 267.1492 295 1441




Spot No.: 60

Mascot score: 93

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Chitinase 1

NCBI accession No.: gi| 475673339 Sequence coverage %: 36
Matched peptides No.: 16 Total peptides No.: 66
Calculated Mr: 47886 Calculated pl: 6.31

Annotated PMF spectra:

T163 101

=

a0

&% 1536547

&0

5 L]

A1

65

=l

5 1183 &7

5

45

40 021852

# e 035229

0

o B34.330 . ) ) 721 608

2 1 t o | | ]L j, A I' o 008 aRe

1 0

: l”'*' "“.UIL}"‘-'#'—“*'WLL Hy j‘m‘ L‘.-J' W VLI-’L'NJHJ\-L,.\ . !I'-. I il f ”ﬂr‘ i | |13&iﬁ
5 ' N b L LR Fr :-J._,JILA. "\‘_Ilh'
e

& 0 a0 S0 0 10 N0 130 &0 1500 E00 1700 EEOD 1900 OO0 200 OO0 70 2400 mie

Probability Based Mowse Score:

Protein score is —-10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.08).
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Matched peptide sequences: shown in Bold Red

1 MEWSTLLGLS AYAVAELRSCS RNIIYYDOWH TDDLPPEDVT HSVIHVMMSFE
51 ANSSLFITEP SGEYEFFOPL EQVEALFDHD IEVCLATGGW GDHNAGFDAGL
101 ETDRSBEERFER EBENVASTLDRIL. GYDCVDIDME YPGGNGADYE QVVNSEETYE
151 IQAFPELLEE IEKKFIGSEEL SIAVPGLEBED MIAYVESETP LIEESVDFVH
201 VMTYDLMMEE DSYTITHHVSV EGLAALBRATDEY LSLGFPAHEL GIFFYAEWFET
251 TEQGYECTHP IGCPTELLENM PEDGSDTGES GSMIFELAANF VSLPTHLTTT
301 PDATCGAGTF FECATGGCCA ASGWCGDTAR HCGIGCQSAY GHCDGIDLSR
351 SFHEALDEGE TDEAMNGGOWY WDLPMEIFWS WDTPELIAEK ISLLARKTRGV
401 ESVMAWALAT. DSHDWSHLEA MOQGFDREVIA
Matched peptides information:
Start — E=zd DhaaTved Hr{axpt) Mricalc) e M Faptida
22 = AT 2018.0049 2016, %976 M16.9381 19.6 O R NI ITYDOWHETODOLPFE . D
4 — 71 1021 .4915 1020. 4842 1030 . 5380 42.9 O E.¥YEFFOLE. O
75 - BF 58,4709 SET. 4537 957 . 4520 9.6 D R.ALFDEDIE.V
83y - 101 1520.5%716 1915. 5643 1919. 9200 23.1 O E.VCLATOMAIDHAOFDAOLE. T
102 106 &34, F135 B33, J0EZ BRI 3154 -1T6 1 E.TDORSR.E
147 136 1234 . 6042 1223, 39689 1222, 6330 -47.3 1 E.ETYEIQAFFE. L
148 = 136 1086, 2087 108533014 10%35 . 3400 -23.3 D E.TYEIQAFFE. L
1d% — 17TH 1183 .&673 1182 . €400 1182 . 6808 =0.&7 o E.ELSIAVIGLER.D
iag — 1%4 1721 . 3081 1720, 3008 17308393 34.0 O R.DMIAYVFSETFLIER. 5 » Oxtdatica 00
198 - 209 1815. 8527 1818. 8454 1818 . 8281 5.%4 O E.SVOPVHTYDLEHE . R+ Oridation (0
13% = 209 1835 . 8254 1834 . 8271 1834 . B30 =047 O E: SWVTPVHVHTYDLHNR: R + ¥ Oxidation {0
30 239 1132.3356 1331.3523 1131.6077 -48.9 O E.TLSLGFFANE. L
aT 272 1047 ,.087H 1041 . 0303 1041 . 0633 -0.08 B E.CTHPIGCPTELLENFE . DF
3T = J3%0 1734 .806%8 1733 . 8635 17X} . BE6S =3.77 o BR.IFSWDTPELIAEE. 1
420 — 437 $52.4206 $31.4133 231 . 4232 10.53 O r:.a.w;eumn.\'
430 - 4¥7 $68 . XE81 SET.X7TE SE7. 4162 41.7 DO FE.AMOOGPFDR. Y » Owidaiiss [



Spot No.: 61

Mascot score: 81

Species: Podospora anserina S mat+

Protein name: hypothetical protein

NCBI accession No.: gi| 171680085 Sequence coverage %: 34
Matched peptides No.: 10 Total peptides No.: 42
Calculated Mr: 41333 Calculated pl: 5.61

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10#Log(P), where P iz the probability that the ocbserved match iz a random event.
Frotein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 TLALLDYYHT PFILLTHGGG EFEADEVAEL HNEELGSHMIT ENFCQSHTPF

51 QELLPVYRDE TILVIGSDYE ECEEIMEGYG FESVVTPGDI FRAAPEVFEF

101 DTVRGEVGRD LPEPIWRPRE ELGEHHQGSE CGMVRDTEQEE EREGELEDHLE

151 VEAMFVLNDF RDWALDVQVE IDLLOSEQGY VGEIYSEENNHE GEWOGDGOPE

201 LFFSNSDLIW AAKYHLPRFG QCAFQHALVC IWNEVTEGEK ELVRTSFGKP

251 HEETYEYAEE MLVEHRGGWL RAEGYFKEGEI EGGLEEVYMY GDHNPFESDIAG

301 ANDYDGEGEY GTEWVSLLVE TGVFDATEMN FEDGDVEELRD YVVEFNVAELWV

351 EKWALENEGWY LDE

Matched peptides information:

Start = End Cohearsad Hr{axpt} Hri{calol (e M Feptide
22 — 28 E37.27T48 B3E. 2673 636 JBET 30.2 a K.FEADR .V
T2 &2 1433. 6485 1437 . 6416 1432 . 8227 13.2 1 E.CREIHEOYGFR.5 + Omidation (M)
n3 2 1080 . 3590 & 100%. 351 ) 108%. 3019 -17T3 Q R.SNTPGDINR. A
82 - 104 2420.062% 241%.0330 241%.2336 82.1 1 . SWTPOD I FRAAFEVEFFDTYR. O
53 o0& 1333.6314 1532, 6441 153%.7587 -1 1 R RAFEVFFFTTVRIE. YV
a - 4 L 1364 .3903 13684 . 38590 -6.33 1 K.GMVRDTEQEER _E + Oxidation (M)
192 - 200 1 5 144493 9144248 .0 0 R WEODOOFR. L
iz T3F 2387 . 9604 2T06. 3331 2207, 1306 -81.1 @ R, FROGAFDIALYVG ThNETEGE . K
rad - 307 2384.0T714 23830441 238%.0543 4.12 1 K. GO PESDTAGANDYDGE . O
313 = 337 2862 . 9503 2661 . 383T 2662, 3104 123 K. YOTERVS LLIVETVFDATRMEFE. [



Spot No.: 62

Mascot score: 83

Species: Fusarium oxysporum

Protein name: predicted GMC oxidoreductase

NCBI accession No.: gi| 283806340 Sequence coverage %: 27
Matched peptides No.: 9 Total peptides No.: 24
Calculated Mr: 71355 Calculated pl: 5.20

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10*Log(P), where P is the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0.0%5).
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Matched peptide sequences: shown in Bold Red

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

MRCHVLSFESL
GHLGELGGIFE
EISEFPILATS
GEMVLGGES5QL
TPPDHEEENY
EGIDGESSGES
ESLAKEVIFD
SGVGPEQHLE
HHDIVEQGAL
ATFPFDDWPEM
HITLRTHSTT
FEEVYPGEQHE
VYGVEGLEVWV
VDIDVEWVS

LALSLSTSVT
CVDAEYDYVV
POOVTAGSCA
NFLVYHRETN
TTDYDRSAES
LLGYSYTTTT
DDERATGVEV
ELDIPVVEDL
DEYRQQQAGE
EIIPLNVYSE
DAPLINENFL
TDEQILAVLR
DASAFPLLIP

ARPEIPFIST
VGGGTACNTI
SLLDSNELRD
GTMAKWAEDV
KEEGPLQISY
VGPKTATRSA
SSVGIDYTLE
PGVGONLWDH
LTSNQVELLG
DWSFPILQQP
TERADQEVAT
DTLMTVWHAR
GHEVGTVYAL

Matched peptides information:

Start
a0

Esd Chsarved Hr {axpe]
3 AT . 24TR 3361 . 06
129 41830748 4182, 0673
1340 TEB . 3944 THT.3&71
208 1274, 6924 1372, 5251
EER] 1638 . 8450 1637, 8417
234 1360, THE4 1335, 7881
570 2236.0751 3325, DETE
600 1343 .4718 1364 . 6643
633 2564, 3314 563, 3341

Hr {zale)
AJ6L . 627H
4182.22132

TRT. 3%T7

1 A7

1y 5373
1637 . 8512
135%.7510
IFPE.0964
1364

563

- G343
4050

LLDPLOQHIVE
GYRLAKAGYS
WREFTTTAQTG
GDDSYTWE QM
ANYVPSWAVL
SDDEVETARS
AFFEVIVIGGE
VLEGESFEVQ
WEELPEEYRS
TDEEEYTSLN
ALFRELEETR
CTCEMGEFDD
AFRFILAHADIIT

pr M Peptide

BR.EIMYAR.G

K. VGEHLGE LGGT POVDAEY D W GGG T AL

. AT SVATVEAOFFLEISEF ILATS POVTADSOAS LLDSHP LR . [+

E.DOEMAVIDSEAR .V »
0 R.VWDASAFFLLIPOHFOTYYALAER. I

SAYAGDGLEV
VATIVEAGEFL
ADDREIHYAR
LEHFQKSPSF
VEKGLESLGE
EXKLETLEVYT
AFQSEQVLMY
GLEDTLSARLT
KFSAETIKDL
GALVAPLSRG
KSTELEDTVL
EMAVLDSEAR
EEKSEGSLYE

GHTIGYR. L

E.SFEFTPFONERR . H
E.ATOVEVSSVCIDETLE LA

Cxidation (M)



Spot No.: 63

Mascot score: 134

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: O-acetylhomoserine (thiol)-lyase

NCBI accession No.: gi| 475675629 Sequence coverage %: 57
Matched peptides No.: 15 Total peptides No.: 35
Calculated Mr: 47110 Calculated pl: 5.89

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

51
i01
151
201
251
301
351
401

MAEQVFQNFE
LEELGNIYSR
KACDNIVASS
RATYVESMSN
CADTVVHSAT
CLEYWEAFGP
HLQNTEKLAK
VECDASAGSE
GVTEDMIRIS

TLRLHAGYTFE
LMNETVDVFE
HLYGGTYNQL
FDYWVWVEDFEG
EWIGGHGTTI
ATFITRIERVE
YFES5PNVSW
VVDGLELVSN
VGIEHVDDII

DPHTRSTAVE
KRILMALEGGI
NVLLERFGIK
TARTAHEHGT
COVIVDSGRE
MLRDIGACLS
VLWEGSESHP
LANVGDAESL
ADFEQSFQRR

Matched peptides information:

Start
26
33
103
139
133
174
23
235

254
A4z

= End Obsarend Mr (expt) Wr{sala)
= & 2IVE, I23D 23151180 22153.0818
- &0 951, 4848 SE0. 4786 S50 4831

126 2672, X202 26TL. 3130 2671.27180
- 18 1480, TR4S 14787972 1475 6841

173 2460, 1916 AL, 1043 245F. 1366
- 211 4005, $917 40049844 400508461

239 170, FTED 1780, 9687 170 9221
- 253 2213.0963 22020850 2¥12.037T1

233 F339.0015 237 . R04T 2320.0320
- 266 15%8.8718 13578645 1557.781%
= 340 1753, 8B8T 17518024 1T51.08TE
= 337 F2E6. 1104 2235.1031 2233.0356
- 408 1191, 5454 1190.5381 1190. 5965
= 408 1207. 6235 12066182 1306.5514
- 419 3380, 3738 3893685 1389.1802

IYATSSYTFH DSAHGARLFG
ROLORTSEGOR LQFLTIATLL
TEEVRSGELE DYAAATDDOT
PLVWVDNTLGA GGYYVRFIEH
HWHEHSDEFP EMVEPSPSYH
PEFSAQQLLLE IETLGLRAER
TYAQREEYLT RGFGAMLETIG
ATHPWSTTHE QLSEDERLAS
¥G5
Ppm M Peptida
15.6 0 R.ETAVFIVATSSVTIHDSAHOAR . L
=2.42 0 K.ELGHIYER.L
2.7 0 FEADHIMASSHLYETIRILEVLLER. F
2.8 0 K LEDYARRIBDOTR. A
1.3 O R AITVESHSNFOYVWWIDFEGLAK . T + Oxidation M)
5.4 0 K.IAEEHGIFLVWDHT LGASCYYVRPIEHGADIVVHSATE. W
76.2 0 K. WIGEHGTTIGEIVDSGR.F
3.5 1 K.HSDRFFENEFSFSYHOLE.Y
-17.0 1 E.HSDRFFEMVEFSPSYNOLE.Y + Oxidaticn (M)
€6.1 0 E.YWEAFIPATFITR.I
3.8 1 R OFGAMLSICVEGDASAGEE.WV
.3 0 K. SLATHFWSTTHEJLSEDER. L
-49.0 0 R, LASGUTEDMIR.I
.5 0 R. LASTYTEDHIR.I + Oxidation (M)
37.0 0 R.OISVGIENDDI IADFEQSFOR. A



Spot No.: 64

Mascot score: 75

Species: Fusarium oxysporum
Protein name: lactonohydrolase
NCBI accession No.: gi| 3810873
Matched peptides No.: 11
Calculated Mr: 43237

Annotated PMF spectra:

Sequence coverage %: 31
Total peptides No.: 58

Calculated pl: 5.10
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P iz the probability that the cbserved match iz a random event.

Protein scores greater than 7% are significant (p<0, 05),

15+

Wumber of Hits

40 T &0
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Matched peptide sequences: shown in Bold Red

1 MPS5ISVLAG VLVEVLGAVA AFLPSTAQIT DQESFHNWVLED VEFELVLNDS

51 LWVFTWBGVTE ESLVEKFFHV YDEEFYDVIG EDPSLTLIAT SDTDPIFHEL

101 WVVWYPFPTEEV FEVQNAGAPAR AGTGLHESSI IQEISLEEAD AVEEGEQDEW

151 EVTVVDSHPQ VINPHNGGTYY EGHNIIFAGEG QGDDWPSALY LMNPFLEEYHNT

201 TTLLHHYFGER QFHNSLHNDWVGI HNPRMNGDLYFT DTLYGYLODF EREVEGLENOWV

251 YRYNFDTGAYV TVVADDFTLF NGIGFGPFDGE EVYWVTDTGIA LGFYGRNLSS

301 PASVYSFDWVH QDGTLONEET FAYWVASFIPD GVHTDSEGEY YAGCGDGVHWY

351 WHPSGELIGE IYTGTVAANF QFAGEGEMII TGQTELEFYWVT LGASGEFELYD

Matched peptides information:

Srare — End s serred Br (expr) bir (zale) 1] Peprida
132 - 1T1 2164 . 90885 163,.9812 2164.0801 3.7 © E. VT ESHPOYIHNFHOOTYYE. O
211 223 L473. 7052 1472.704% 4727372 3 0 R.0FHELEWVOIHFR. B
Z4p 222 69,2079 {r ) ] Jal 670, 3445 -§d.0 o R-NOVHR.Y
281 - 298 1739 . 9087 1738, 9004 T730.930% .53 1 E-RAVTDTCIALGFYCR N
28: - 298 1631 . 82339 1630. 8166 1630. 8355 ii.& E-VEVTDTOIALOFYOR. H
Ilm 37 082 . 9745 081, 9872 s D422 -36.0 1 R.ETFAYVASFIFIVETDSE. O
220 327 L34, 0524 1933,.0061 1832, 5472 -31.3 o E.TrATVASFIFDEHTRSE. &
340 - 358 1802 . TI42 1801 .TEED 1801 . 82048 =2%.8 ! R AFAGCCDEHVWNPSGE . L
381 - 378 1587 . T483 18%6. T410 HEE.BDO3 43.0 O K. I¥TOTVAANFOFAGE. O
378 = 385 Bl . 4544 B350 . 4471 B5D. 4895 47.6 D R-MIITOQTE. L
1.1 357 1233 . 5309 1231. 3826 231 . 6863 -82.1 O F. LFYVTLOASGPE . L



Spot No.: 65

Mascot score: 126

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Catalase-peroxidase

NCBI accession No.: gi| 475671755 Sequence coverage %: 39
Matched peptides No.: 15 Total peptides No.: 51
Calculated Mr: 73292 Calculated pl: 5.98

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10#Log(P), where P is the probability that the cbserved match iz a random event.
Protein scores greater than 75 are significamt (pd0. 05),

15+
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Matched peptide sequences: shown in Bold Red

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

MSWHLVGTIYR
YGEHEVSWADL
WLGHDWVEREYSD
NPEGFDGNED
TDHVGPEFPEA
DYLEYLFQFE
L5SLEFDPEYE
PEEVFLWQDE
TFRGSDLRGGE
S5GFAISLAD
SVHHLQPFAD
ALNTHYDGSS
ETGAREWTGT
NLDRFDLANG

Matched peptides information:

Start

End
i3
2
L1}

= 107

2258
276
329
328

403
434

485
=1

= 521
= 331

B3

RELLWPVEQK
EATYYGGEDT
ARAHHGLIYV
TVGKTHGAGS
WISTEVEWSH
KGKPTMLTTD
PRDRYLGEEV
LVSTAWASAS
GIQKKFNDSQ
DATQEQTDVE
ELTALIGGLR
NGDIFEGTDR
DFVALWTEVM

Paptice

IFDGRGEGERY GQORFAPLNS WEDHVSLDER
IVMAGNVALE DMGFETIGFA AGRPDTWEAD
GHPGTTEPGA TDSDQAPHEN IHTRELEEPL
PVALLRDTRE TFGEMAMWNDE ETVALILGHEH
ADLAQOGLGW SHSYETGEGE HITTSGLEVT
WELTESPAGA HOWVARDANL TVPDAFDENE
EISERFLENF DQFHNEAFAFD WEELTHEREDMGE
VPERDYELVD DGDISATENE ILESGVDVSE
ANGARIRLOQFPF QFDWEVIINEA QLSEVLSTLE
VIVLAGSAAYV EFLLEDAGVH ITVEFAPGRT
GFENYGSSTD RVELEHQLID BAQLLTLSVE
HGIFTHRPGV LTNDFFVHLL DMSTEWELVE
EVDLVFGSHA ELBATAETYL EAGGQEELVE
S5FFASPRL

Chaarred Hr (axpt) Mricals) Ppa M
072866 G606, 3553 06 3126 7.8 0
G166, 2004 612,271 13,2009 -20.1 o
1702 . 623% 1T0L. E1&8 1701 .B3E2 129 0
3332553 3532 . 2520 3332 . 5808 -81.7 O
FHEE. TR0 FTES ., THET F36E. 0331 103 0
3180.1714 3179, 1641 ILTH. 8344 1.3 0
1131.3301 1130, 3028 11303083 -17% 0
1823 _685% 1824 . 6828 18348793 108 1
1669.5787 LE6E, 3714 16608 TT84 =134 0
13143970 1313.370% 131,736 -1Z3 0
13963324 1395.5251 1395.7147 138 0
15548207 LESN, 3134 15540231 -lg3 1
17267163 1T33. 1080 17339874 =141 o
1413.5334 Ld1z.52Ed 1457.7412 iz o0
1233 4330 LED4, 4137 1204 . 56TY -133 0
457 _ 5208 14HE. 3233 14887317 141 O
BR9. 2688 838, 2615 B50.3781 =130 0
10T . 406D e g § 1033 . 3309 =140 0
13425117 L1341 .5044 1341 .7041 14% ©

. IPDOR .3

R, QO0gR. F

. FAPLHSWIDHVSLDE. A

K. TIOFAATRFOTWEADEAT W OGEDTWLINDVE . ¥
R, YSDGHPGTTEPGATDSDOAPHE. B

F. THOAGSTDHVOFEFEAAD LAGOILOWSHIYE. T
F. SFAGARTRVAR, D

. RFLENPDOFREAFAR. A

R FLENFDOFHEAFAR . A
. EVFLWQUFVFER . D
E. LVSTAMASASTER. O

R, LOPOFDWEVEFATLER. WV
. ATSLADVIVLAGEAAVER, &
K. DARHITVPFAPOR.T

R, TOATOEQTIVG., §

E. SUHHLOPFADGFR. N

R, HYGS5THR. WV

K. LEEQLIDR. A
R.AVDLVEROSEAELR A



Spot No.: 66

Mascot score: 119

Species: Fusarium oxysporum Fo5176

Protein name: DEAD/DEAH box helicase

NCBI accession No.: gi| 342890194 Sequence coverage %: 55
Matched peptides No.: 21 Total peptides No.: 68
Calculated Mr: 44984 Calculated pl: 4.98

Annotated PMF spectra:
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Probability Based Mowse Score:

Frotein score iz =10#Log(P), where P iz the probability that the obgerved match iz a random event.
Frotein scores greater than 75 are significant (p<0. 05).

Nusber of Hits




Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351

MADKGLEDVE
QRATMEVIEG
RELAQQIQEV
RVODMIQRRF
LLSATMEQDV
DTLSDLYETV
RDLIMKEFRS
CROGRFGERG

EGQIESNYDE
HOVIAQAQSG
VVAICDFMQI
LETDSMEMFV
LEVTTEFMRD
TITQAVIFCN
GSSRVLIATD
VAINFVTAED

TVDSFDDMNL
TGETATFSIS
ECHACIGGTS
LDEADEMLSR
EVRILVEEDE
TRREVDWLTD
LLARGIDWVOD
VEMMRETEQF

Matched peptides information:

Start
L]

a7
T4
74
81
110
133
137
133
168
168
LGD
238
250
313

350
any

110
360

End Obparied Hr |azpt)
3 3075, 6342 INTH . EXEH
32 1842, 18&0 1841.1787
B4 1154, THTA 11637800
L] 18&5. 1717 1864.1644
101 1270. 8607 126%. 8534
133 FERCIELEE] LTI FITS
136 532.2575 221 .23502
151 L34 .0043 1492, %570
139 1063, 6310 1060, G437
180 1556, 0257 15550184
180 1571.3330 1570, 3457
180 1307, 3342 1306, 3370
ETT ] 1594, b8 1568, SH5E
72 TETD.TOXR 2ETT.594%
f-L ] 1004, 7833 1G03, TEYE
343 Fi14.4378 S11%. 4302
355 615.3811 £14.3732
T2 L31%. 0417 1310, 03a4
L3} 1350, 5328 1385, 3353
375 180%.1141 1808, 1068
73 1825, 0638 1824 0563

Hr{calc)
3074.3186
1840, 5220
1893, 4656
1264 . 0308
1765, 6063
2534, 3000

521.31585
1452.75998
1060, H448
15547058
1370. 7007
1306, 6536
1548, TS
2672.336T
1003, S63F
2813.1168

E14. 3612
1317.820%
13085, 7252
1207.3073
1833, 3027

Cidatics (M)

KESELLRGVYA YGFERPSATQ
VLQEIDTNVE QCQALILAPT
VEEDMEALQD GPOWVVWVGTEG
GFTEQIYDIF QLLEQSTQVV
LTLEGIEQFY IAVEREEEWEL
ELTARDFTVS AMHGDMDOAG
VELVINYDLP ANRENYTIHRT
YSTQIEEMPHM HVADLT

ppm M Peptide

io0 0 E.JLEWFERIESHTETVDIFDDMELE.S =

139 0 R.PVYAYGFERFEAIQOR. A

$5.9 0 E.TATFSISVLOE.I

T1.8 1 RE.TATFSISVLOFIDTHVE.O

132 0 FE.JOJALILAFTR.E

133 0 E.VPAAIGDFMHIECHACIOGTSVR.E + Oxidatisn (M)

€6.5 0 R_EDME.A

132 0 EALQDOPOVVOTROR.WV

#3.3 1 R-VODHIORR.F + Ozidation [M]

201 0 EMAVLDEADBMLSR.G

136 0 E.HFVLDEADEMLSR.O + Omidation M)

146 Q0 FE-HFVIDEADEHLSR.G = 7 Oxication M)

i3 i E_QFYIAVEREFRWT. L

134 0 E.LDTLEDLYETVTITOAVIFCHTR.R

113 @ R.VLIATDLLAR.G

148 0 R.GCIDVOEWSLVINYDLPANK.E

20.5 1 R.IOCROOR.F

141 1 R FOVATRIFVTAEINVR., H

144 0 E.GVAINFSTAEDVE.M

110 1 E.WAIHFVTAEDVERMME. B

B4.6 1 E.WAINPYTAEDVEMHR.E + Dxidatiom (M)



Spot No.: 67

Mascot score: 80

Species: Candida parapsilosis

Protein name: hypothetical protein CPAR2_601850

NCBI accession No.: gi| 354543047 Sequence coverage %: 38
Matched peptides No.: 9 Total peptides No.: 80
Calculated Mr: 23020 Calculated pl: 10.12

Annotated PMF spectra:
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Probability Based Mowse Score:

Frotein score is =10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.0%5).

Protein Score



Matched peptide sequences: shown in Bold Red

1
a1
101
151
201

MSETPSPTER
FSPEEFEFPAT
TYSRREVHGSP
FHGLFPEVTE
REFATES

SALSPEVFNYV HQLSPQEREENL GLSRRHTHES
TLGFTIWEDH VDTRSHEIVG TPTSNELNHN
LEDLSTHSFE GYITSHGVIT QLEELYQPIN
TEFDEYLVES GQUADGEVGE HSRSFSAGIN

Matched peptides information:

SraFe
1

17

Fa]
33
164
166
i
184
202

- &

SEaarved M (axpt) M [=ala)
11075559 Li06.588E 1106.5390
1301. 6968 1300 . 6295 1300 . 6888
G5 4844 630 . 4772 638 . 3762
T789.1414 2280 .1341 2208 .1001
6. 4T16 TEd . 464D TEA 4432
5233806 531,3%13 521, 3313
10636342 1084 6269 1084 . 4357
11T 6836 1178 . 6TES 1178, 6044
524 .3430 523 .3358 523.2642

PIRSSTEVRT
DQENILQPES
FENEFESLHR
EARRDLVQKP
ppe M Paprida
4.8 1 JMIETPSPFTER.S » Dmidation ()
0.57T O F.VFRVEILSPOR. K
153 0O F.HLOLER.R
-20.1 O FE. FFRFATTLOFT IWNEDIVDTR . &
27.6 1 E.DEYLYE.S
87.46 ] E.YLVE.S
161 a K. CADGSG . H
1.1 1 R.AFSACINEARR.D
13T O R.FAISE.



Spot No.: 68

Mascot score: 144

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: 1,3-beta-glucanosyltransferase gel4

NCBI accession No.: gi| 475668458 Sequence coverage %: 52
Matched peptides No.: 26 Total peptides No.: 86
Calculated Mr: 59159 Calculated pl: 4.83

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is =10%Log(P), where P i= the probability that the observed match is a random event.
Frotein scores greater than 75 are significant (p<0. 05).

Humber of Hits
-
1]
1
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Frotein Score



Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
501

MEFSLATVAL
AGETHNDETTE
MELLDDAGIY
VEFFLGNEVS
VDIREQIADY
YSVEVFFAEY
ANDYGLVEIS
PEQSENWRAN
CODERICTAI
FEGEATT(KA
DDENFGLOAR

ALTARSAKLE
YIDELADEDA
VISDLSEPSV
NNVSHTQRSA
FNCGDDDSRI
GCNEFDGAAG
KHGDAVEQED
SVLPPVPDSD
NANATAGIYG
ESQDSCESAL
SILREVFSLGD

PITMEGSELF
CERDIPLLED
SINRDDPEWD
FVEAAVRDTE
DYWGYNIYSW
RIFDETTALY
FAQLOREANA
LCDCMVESRS
LYSMCSNELK
LSASKINEEV
FAVGAYMAVA

Matched peptides information:
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Spot No.: 69

Mascot score: 91

Species: Fusarium oxysporum Fo5176

Protein name: phosphoglycerate mutase family protein, putative
NCBI accession No.: gi| 342872822 Sequence coverage %: 70
Matched peptides No.: 8 Total peptides No.: 61
Calculated Mr: 12416 Calculated pl: 5.21

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.08).
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Matched peptide sequences: shown in Bold Red

1 HMGWFDHNNTEV VENFHEYHNQN SENEEHHAKL SHEIIGGAAA YEAAWAYEREEH
VABNGEPDSH AQREEFIAGA VGAFVDEEFE TEGLDFFDEE EAFRHGEREL

a1

101 HEELEEQY

Matched peptides information:

Stare

30
45
(1]
(1]
&5
23
L=

= 4%
33
= 7

- 82
= 8%
2

dbaarnad

FB19.
1600,
574
1331,
1985,
1986,
BES,
1326,

198
6083
4764
L1 1]
TS0
1287
Igs3
L0

Mr [expE)

818,
L1558,

5723
1330

1084 .
1985.
BES,
1333,

9125
604D
4551

LBAZE

TATT
1214
IBZ0
2037

My [eals)
2818, 1855
1595, B25E

973, 4617
1330, 6533
1984 . 9894
1984 . 9854

BEE. 40T
1NZ3, 6232

.56

-2%. 8

AR R E a8 5

Peptida
M. HWFDEHTEVVENTFHEYROHSENR . E

F. LSHETTORAARYEALR A
F.AYEENVAR.H
K. EFIAGAVGAINTER , E

K. EFIAGAVGARVTREFETE. O
K. EFIAQANGAFVDREFETE. O
K. JLDFFDR. B

E. GLDFFPREEAR ., R



Spot No.: 70

Mascot score: 217

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: Hsp 70 kda

NCBI accession No.: gi| 477507989 Sequence coverage %: 53
Matched peptides No.: 25 Total peptides No.: 46
Calculated Mr: 71132 Calculated pl: 5.00

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score iz -10#Log(P), where P iz the probability that the observed match iz a random event.
Protein scores greater than TS5 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
a51
601
631

MAPAVGIDLG
DEARNQVAMN
IEVEFRGETE
SORQATKDAG
GTFDVSLLTI
LSTNVRALRR
EELCQDLSRS
YFNGEEENES
GIETAGGMMT
DNHLMGKFEL
VITHDEGELS
TLSDEKVEEK
KANPIMMEFY
VD

TTYSCVGIFR
PQNIVEFDRAER
TETPEEISAM
LIAGLNVLEI
EEGIFEVEST
LETACERRER
TIQFVDRVLT
INPDEAVAYG
ELIPENTTIF
TGIFPAFRGY
KEEIEBMIND
IEASDEETLT
GAGGEGAPGGE

EDRCDIIEND
LIGREFLDPE
ILTRMRETAE
INEPTAAATA
AGDTHLGCED
TLSSSAQTSI
DAKIDKSLVH
AAVOAATLSGC
TERSEVFSTF
PQIEVTFDLD
AEKYFEEDER
AFETDEVVOWL
MEGGEGGFEG

Matched peptides information:

Start =

2

4
33
6
111

127 =

1538

1o =

1w
233

423

458
465
4653
561
=rl 3

=15}

Hri{oala)
15960088
2395, 1755

End Cohaarved Hrjsxpt]
1] 15970825 1%9&. 0852
Fe) 2397 . 23400 2296, 2437
4T 1459 7492 1454 7419
106 120763015 1216, 6242
124 1554 8277 1595 8304
153 25745342 257D BFIF
149 12117482 1210.7€0%
185 16555102 1658, 302F
254 1&91.7720 1690, 7647
244 1246 68TE 1243, 6203
9w 2901 . 60432 IF00. IRER
347 515.5368 514.5253
- 340 1466, 0530 1465, 0855
359 1338.8155 1537. 8082
- 383 3535, 3463 F534. 3305
411 28904862 2ERS. A5ES
446 2TIH. 42T 2720, 4304
446 2801.3303 2600 3330
460 1197705 1196 Y032
452 23463813 2545 35340
452 2362 . 3323 25613402
346 &62 3815 £61 . 3542
a0 15720132 1571.004%
596 2E45. 3388 28443513
§01 1647 . 0036 1646, 7962

14356

1716

1385

2573

1310.

1&58

1880 .

1245

2980.

Fi4.
1465,
1537.
3534,
2689,
2730,
2&00.

1196

2345.

2H61

E61.

1371

2844

1646

68355
6452
BL1d
AFH2
7034
LR
7183
6306
4353
4831
B3ad
776
2300
asie
3344
2355
L=k
2734
2580
3282
TER2
2153
7423

EEEVFSTISONQPGVLIVYEGER . §
SEVFSTFSCHOPOVLIOVYEGER. O

- FELTOIFPAFR . &

PR IEVTIDLDARO TV EAVER. &

QGNRTTPSFV GFTDTERLIG
VQLADMKHFEF KIVDKGGEPN
SYLGETVNNA VVTVPAYFND
YGLDREVEGE RNVLIFDLGG
FDNRLVNHFV NEFRKRKHEKKD
EIDSLFEGID FYTSITRARF
EIVLVGGSTR IPRVQKLITD
DTSSKATNEI LLLDVAPLSL
SDNQPGVLIQ VYEGERQRTK
ANGIMNVSAV ERGTGKSNKI
EGKRVAAKNG LESYAYSLRN
DDNQQATREE YEEHQRELEG
AGGPGGAPGA GGDDGPTVEE
j= ] H Faptids
25.3 0 M. APAGIDLOSTTYSCOWIFR.E
26,4 1 H. APANGIDLETTYSCVHIFREDNR . ©
40.1 Q R.TTMIVYGITOTER. L
32.1 ° F.OFFHIEVEFE.J
5.50 @ E.TITIEEISAMILTE.M +» Oxidatiss (M)
41.% 0 R.ETAESYLOETVEHAVWTVEAYFHNDEGR . O
47.4¢ 0 E.DAFLIAGLEVIR. I
.06 @ R.ITNEFTARAATAYILDE.E
a7 [1] E.STAOTHLGGEDFDMR . L
23 0 R.LVHEFVHEFE.R
47 [1] R.TLISSAOTSIEIDSLIEGIDIETSITR . A
51 0 R.STIOPDR.V
41 Q E.SLVEEIVLVWOGSTR. I
1% i K. LITDYPROFEFHE. £
A% E.SINFOEAVAYGARAVOAAT LEGDTSSR . A
28 K. ATHEILLLDVAFPLS LOTETAMIMMTE.L + 7 Owmidaiion (M)

E.

K.

E.

R

E.

O D O 0 0O D &0 0

FFOIETITLDARITHINEAVER . G + Dxidaticsm 0
IEASDE.E

K. VWWLIOHOQATR. B

E R LDOHOIATREEYEEBOR . B
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Spot No.: 71

Mascot score: 174

Species: Fusarium oxysporum Fo5176

Protein name: hsp 90

NCBI accession No.: gi| 342889878 Sequence coverage %: 41
Matched peptides No.: 26 Total peptides No.: 67
Calculated Mr: 79285 Calculated pl: 4.85

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score iz -10#Log(P), where P iz the probability that the cbssrved match is a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

a1
101
151
201
251
301
351
401
451
a0
551
601
651

MSETFEFQAE
DPSQLDSGKD
KQFMERLTLG
AGCGTFSITED
SYPIYLHEVER
KIKETKIEEE
FSVEGQLEFR
PEWLGFVEGV
EDREQFDEFY
DYVTRMPEHQ
AMTQLEEFEG
GDEVEEVVVS
SKKTFEISPK
DEPAGFADRI

ISQLLSLIIN
LRIDIIPDKA
ADVSMIGQFG
TEGEPLGRGT
ETEKEVEDEE
ELNEQRETWT
ATLFVERRAP
VDSEDLPLNL
SLESENLELG
NNMYYITCES
KKLVDITKDF
HELGTSPCAT
SPIVQELEKK
HKLVQLGLNI

TVYSHEEIFL
NETLTIRDTG
VGFYSLRYLVA
ATTLHLEDEQ
AEEVTEEGDD
RNPQDISQEE
FDLFETEETE
SRETLQQNKI
IHEDSQNRSI
IFAVSKSEFL
ELEETEDEKK
RTCGOFCWSAN
VETDGENDRT
EEDDSLAELER

Matched peptides information:

Start
7
BE
139
1489
196
215
233

272
oo
a1

a3e
340
A%E
A%
419

436 =

LEL]
436
a7

485 =

g3
572

itz =

End Dtzan rensd Mrjaxpt) Mrizsalg)
n 77,3177 ETE. 3104 6763508
7 125&. B34 1253.8821 1255 . 6284
168 3203, 3214 3302 . 3141 3302 . 4124
188 2302, 4627 301 . 4554 2301 .1853
210 1862, 2485 18612412 1860 9410
34 2273, 4426 23T2. 4353 2272 .0230
43 1345, 6933 1340, 5863 1240 .3318
71 #I8. 5730 #37.964T 9375290
BE 181%. 1402 1818.132% BL7.8108
310 1348, 8523 1347.8845 347 .6572
BHL 4D, 3T04 42,3121 42 . 6013
527 1523, 5355 1333 . 8502 1352 . 4344
358 2335.3074 2334.53001 2334 .2260
ang 2475, 4038 2178.3583 Z17TB.124%
e 1214, 0720 1310, 064T B3E2.7TIY
408 JOAS. 2050 SOEE. 2928 S068 . 0600
428 1168, T413 1167.7340 11€7.5£32
473 2053, 2621 20542548 2053.9237
472 2071, 1830 20TH.1HTT TO6F. FI0E
472 JO8T. X304 086, 2321 2085 9135
484 F18. 3528 F1T7.5455 874571
308 2801, 3213 2600. 3142 2600 .3084
- 30§ 2344, 4203 343, 4130 2343.1708
271 74 456 #13.33683 9735015
83 1383, 8BEE 13823.8735 3826037
383 1255, 8642 135808363 3508.5306

RELVSEMASDA LOEIRYEALS
IGHMTEADLVH HNLGTIARSGT
DOVEVISENN DDEQYVWESS
TEYLNESETE EVIEEHSEFI
FEFEIEEVDD DEEEEEFPETE
YASFYESLSN DWEDHLAVEH
HHNIEKLYVEEW FITDDATDLI
MEVIEENIVE ESLELFQETIA
LAKLLRFNST ESGDELTSLS
DALREEGFEY LFLVDPIDEY
AREAFREKEYE SLARALENVL
MERTMEAQAT. ROTSMSSYMS
VESIVQLLFE TS5SLLVSGFTI
DAATDAPLADR TGEDSAMEEVD
FPm M Paptida
1% 0 E.EIFLR.E
154 O F.ADLVHELOTIAR. 5
-2%.7 0 K. SrOEWESSAGITFSITEMTEGEPLGR. O
117 1 B.GTAIILHLEDEQTEYINESE.I
161 0 K.ESEFISYPIYLEVER.E
181 1 F.EVFDEEAEENTEEODDERFE. I
8%, 7 0 K. IEEVDODEEEE.E
8.5 0 E.QFFIWTR.MN
177 0 R.HPODISQEEYASFYR.S
6% O F.HFSVEODLEFR. A
-53,8 1 R.AILFVERR. A
188 1 E.RAFFDLFETE.E
117 1 R.EVFITODATDLIFEWMLIFVE.C
12€ 0 R.VFITCOATDLIFEWLOFVE.O
iF 0 E.AVDSERLFLNLER.E
141 1 E.SLELFOELAEDEEQFDE.F
L4g O E.LOTHEDSONR. 5
161 0 R.MPEROHHHYYITOESIK.A
L L= . HFENQHBOWITGESIK. A + Oxidation M)
1835 0 B.MPEHQEIMYYITGESIK.A + 2 Oxidation (M)
5.8 O E.5PFLDALR.E
79.2 1 FR.EFGFENVLFLVDFIDEYAMTOLE.E + Ouidstion (M)
103 0 E.GIEVLFLVDPIDEYANTOLE.E + Cxidstics (M)
37.8 0 K.LOTSPCAIR.T
1% O R TOQFOWESANMER . I
183 0 R.TOQPOWSANMER.I + Dxidation (M)



Spot No.: 72

Mascot score: 81

Species: Ogataea parapolymorpha DL-1

Protein name: tRNA ligase

NCBI accession No.: gi| 320580493 Sequence coverage %: 25
Matched peptides No.: 17 Total peptides No.: 91
Calculated Mr: 91382 Calculated pl: 6.15

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%Log(P), where P iz the probability that the cbserved match iz a random event.
Frotein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
351
601
651
701
751

MNILDLQIER
VQISSWRENE
VSREALQETT
RNHALAAQAA
EYTQERAGLY
ETMELLEKAS
REVTREQYLTE
IVELRELYME
ATIGCGETTT
IVILDENNEE
LWEITRARVL
SRFDHVIDLR
ALDFEPVVTK
KEEFHITLIH
LFRICWNSRV
ALESHELLSD

VSQDESEESK
WDYSSERVEL
TGEYTLIVEA
LERRQLEKND I
LHGLNYNTCN
ETGLHNGEEI
GLONVSFRNH
HEQKSGESEIT
SMTLANLFED
FIERQQTFEY
ERGDNHQSIE
VDKDSSLENA
NFEKTKEEEFQ
LESTEKNEEM
MCIEAEVERT
LEDFGDENIN

QLVSELEELS
PIYARGLETV
HGCIVFISGL
HETDLAKTLY
FETCSMAVVT
EGEVVRCQED
ELICMDYLEF
KEEEQSHMEKLE
LIGVVQSDDI
FADLNKLIFT
VERDGSYFAE
ELIARRLAET
YFGILVDDID
ETIYQNYCEL
YGEEGERLDS
TLDLNIELNQ

Matched peptides information:

Start =

i34 -

47
133 -
ids -
23z -
uli-d
Ie -
348 -
442 -
=k}
313
€72 -
Tio -

T20

End Oibaa rved Hr [axpt} Hr{calo)
in 2163, 1276 2463, 1200 T162.0323
a 13032, 4616 1300, 6543 1301 . 6837
144 235%. 3853 2238 . 2830 2381023
151 1320. 6265 1315, 6152 1319.6218
163 1707. 8016 1706, TH43 L7006 . BOE6D
163 1107, 3616 1304, 2543 1106, 610
iry 1090, 3502 108, 2429 1089 . 8302
239 F153. 3906 914.35823 914 485D
310 1105, 2407 1108, 3334 11G8. 6120
azp 1434. 7611 1433, 7330 1433, 7159
333 £55. 5137 £58. 20&4 E28. 4014
40 228%. 2526 2288, 2433 288 . 2674
345 1377.79030 1376, 6957 1276.6520
631 1907. %278 1904, 5205 1907 . 0040
BEE 1964, 0524 19635, 02581 1962 . 9067
TS 1234 . 8830 1233. 6777 1233.6209
736 184%, 33537 1848, 5284 1048, 5217

RSTAFRGIVE
GDRIVCRGYD
EDGTLVVCSE
QLGITAVRAEY
KEFAQAFGFET
SS5DFEFFEYEF
VIFLFDADFES
EELECAGYER
ESPIENEQVL
SELEFICLNF
HIMEGFLGEF
ATDVHNLQYES
KLAQI.HETGF
IFDHMEEVHDQ
LGIGHNEYPHI
LEVFVHY

"
B oE B D B e

EYTHTIDGSD
KFFNVDELGS
HSTGYRDDLT
CDDSFEEHIL
IDYFEVETFE
EEPYLLYREL
LEENYLEDEG
DTCRYVLVTV
ECLEVLVEEP
LGHNMSKNDEK
QPVEEDEFED
EEQFLERY(K
FEQLGELNRY
IELEYEADRR
TVGTVSERVR

Feptids

= HRILDLOQIERVEQDESER . 5 + Oxidaticn

E.QLVEELEELSR. S

K. ARSCTVFISCLEDSTLWAACSR. B

E.HSTOYRDDLTR.H

R DDLTRENA LAADAALE . R
A. HEALAAQARLE R
E.HDIHSTDLAR.T
E.FAQAFOFE.T
R.EVTEOTLTE. O
OODYLE.F

KE.DEODIVE.L

E.CLEVLVEEPIVI LDFNHEHE. F

E.OFLGRFQPVER.D
. FRERTGILVDOIDR. L

E-TIYQMYCELIFDMER. W =

R.AVHCTEAEVER. I

R. INJEEGERLDELOIONR . T
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Spot No.: 73

Mascot score: 117

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: Hsp 70 kda

NCBI accession No.: gi| 477507989 Sequence coverage %: 46
Matched peptides No.: 21 Total peptides No.: 61
Calculated Mr: 71132 Calculated pl: 5.00

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(F), where P iz the probability that the observed match is a random event.
Protein scores greater than TS5 are significant (p<0,05).
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Matched peptide sequences: shown in Bold Red

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

MAPAVGIDLG
DAREN(VAMN
IEVEFEGETK
SQRQATKDAG
GTFDVSLLTI
LSTNVEALRR
EELCQDLSRS
YFNGKEPNES
GIETAGGMMT
DNNLMGEFEL
VITNDKGRLS
TLSDEEVEEK
KANPIMMEFY
VD

Matched peptides information:

StaTh

138

= 383
= 446
= 446

437

- 5B&
= 604

TTYSCVGIFR EDRCDITAND QGHETTESFEFW
PONTVFDAEER LIGEEFADPE VOADMEHFEF
TFTPEELSAM ILTFMEETAE SYLGETWVHNA
LTAGLNVLRI INEPTAAATA YGLDEEVEGE
EEGIFEVEST AGDTHLGGED FDHELVHHEWV
LETACERAKE TLS55AQTSI EIDSLFEGID
TIQPVDRVLT DAEKTDESLVH EIVLVGGSTR
INPDEAVAYG AAVOAATLSG DTSSEATHEI
ELIPENTITIF TEESEVFSTF SDHQPE/LIQ
TGIPPAPRGYV PQIEVIFDLD ANGIMMWVSAV
KEEETERMLHND AEEYREEDEAR EGERVALENG
IEASDEKETLT LREIDEVVOWL DDNQQATEEE
GAGGEGAPGE MPGGPGGFPG AGGPGGAPEL
Db pareead Hr{azpt) Mr[cala) 3]
2754538 1274 . 488 1374, %473 g2
4577706 1456, 7633 1456, 6838 4.8
6T6. 8230 1£753.8737 1875, 7988 45.9
1266, 68T 1265, 6024 1265, 2550 #5689
12177180 1314, 7117 1516, 6452 5.7
1546 8T11 1595, 3638 1595, 8116 2.7
29T4.7068 257X, €953 2573, 39532 io1
111,759 1210, 7518 1210, 7034 T3
655, 9401 1650, #4000 1658, 8075 3.9
a9 8328 1490.8233 1690.T183 &3.3
1246.700% 124%. 7036 1245. 6506 42,86
29818455 250, 8082 25080, 4553 188
9153. 5908 14,3913 14,4071 120
166, 9096 1463, %033 14635, 8233 =2.6
25354723 2534, 4630 2534, 2500 4.8
725 650E 2728, 8013 2738, 3344 izi
2601 . 5344 2800, 3271 2600, 2335 111
0Z0. 3808 1015, 3783 1015, 2070 &0.3
1977464 119&. 7353 1286, 6333 L
LE ST 1571 . 8516 1574, 1652 2.4
16478075 1646, BO02 1646, 7423 35,2
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Spot No.: 74

Mascot score: 110

Species: Fusarium oxysporum Fo5176

Protein name: hsp 90

NCBI accession No.: gi| 342889878 Sequence coverage %: 34
Matched peptides No.: 19 Total peptides No.: 59
Calculated Mr: 79285 Calculated pl: 4.85

Annotated PMF spectra:
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Probability Based Mowse Score:

Frotein score is =10®Log(F), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
i01
151
201
251
301
351
401
451
501
551
601
651

MSETFEFQAE
DESQLDSGED
KQFMEALTAG
AGGTFSITED
SYPIYLEVEE
KIKETKIEEE
FSVEGQLEFR
PEWLGEVEGY
EDRE(QFDEFY
DYVTEMPEHQ
AMTQLEEFEG
GDEVERVVVS
SERTFEISEK
DEPAGFADRT

ISQLLSLIIN
LRIDIIEDKL
ADVSMIGQFG
TEGEPLGRGT
ETEEEVEDEE
ELNEQKPIWT
ATLFVEKRAP
VDSEDLPLML
SAFSENLELG
NNMYYITGES
EKELVDITEDF
HELGTSPCAI
SEIVQELKKEK
HELVQLGLNI

TVYSNKEIFL
NETLTIRDTG
VEFYSRYLVA
ATILHLEDEQ
AEEVTEECDD
RNPQDISQEE
FDLFETRETK
SRETLQONEI
IHEDSQNRSI
IFLVSKSEFL
ELEETEDEKK
RTGOFGWSAN
VETDGENDRT
EEDDSAELER

Matched peptides information:

436

End OEparved ME (EEp) Hr{sale)
31 67, M35 &T6,. XI5 &7¢.3%00
51 1356, 3688 12555615 1253, 6884
140 2203,.1726 2303 . 1652) 12074124
58 2304, 5511 2300 . 5438 2301.1852
X0 &L, 08T 1060 . 6980 1860. 9410
234 2728961 22718888 23720230
243 134%. 4603 1340 . 4330 1348.33218
286 1818, 5185 1837.6112 1817. 8408
299 1313, 480 1322 . 6407 1312.730%
327 1047, 4483 1066 . 4416 1064, 5335
338 530.257¢ 349 .2504 54%.3273
a0n TOEN, TH5S 2067. 7782 2068 0000
428 1168, 3234 1187 .515]3 1167, 5833
453 1547, 607 1341 . 6000 1241.730%
412 086, 19T 20857134 2085, 5135
404 P10, 4223 FRT7.4430 FLT. 4571
=83 13595, 4544 1358 . 4671 1398 . 5586
03 1333, 3311 1333 .3438 1337 . 4844
&03 1383, 5033 13894960 1382, 5694

RELVSHNASDA LOEIRYEALS
IGHMTEADLVH HNLGTIARSGT
DOWVEVISENHN DDEQYVWESS
TEYLNESKIE EVIEEHSEFI
FEEPEIEEVDD DEEEEEFPETE
YASFYESLEN DWEDHLAVEH
HHNIELY¥VERYV FITDDATDLI
MEVIEENIVE ESLELFQETA
LAKLLRFHNST ESGDELTSLS
DALREEGFEV LFLVDPIDEY
AREAFEFEYE SLARALENVL
MERTMEAQAT. ERDTSMSSYMS
VESIVQLLFE TSLLVSGFTI
DARTDRAPARE TGEDSAMEEVD
fpm MW Feptide
-89, © E.EIFLR.E
10 0 E.ADLVIRLOTIAR.S
-T4.8 0 E.NEDEWESSAGGTISITEDTESEPLGR.G
i0s 1 R.OTATI LHLEDEQTEYLHESR. I
-130 0 E.HSEFISYPIYLHVER.E
35,1 1 E.ENFREEAEEVTEEIDDRETE. I
=73.2 0 K.IEEVDDDEEEX.E
-118 @ R.HPQDISOEEYASFYE. S
33.0 0 E.SLSHDWEDHLAVE.H
-86.F © R.AFFDLFETE.K
148 0 E.LYWR.R
-107 1 E.SLELFQELAEDREQFDE. F
41.2 0 E.LOTHEDSOME.S
-T0.4 0 E.S@ELTELSDYVTR.M
6.4 O R.HFEBQHHNYYITOESIR. A » 3 Omidaviss
-36,8 § E.SFFLDALR.E
T9.7 0 R.TEPFWSANHER.I » Cmidation (M)
48.% 0 R.DTRSESYHSSE.E
-33.0 1 R.DTSHESYHMSSRE.T + T Omidatios (M)

oy



Spot No.: 75

Mascot score: 98

Species: Fusarium oxysporum Fo5176

Protein name: ATP synthase D chain, mitochondrial

NCBI accession No.: gi| 342876053 Sequence coverage %: 60
Matched peptides No.: 10 Total peptides No.: 59
Calculated Mr: 19411 Calculated pl: 6.43

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score iz =10%Log(P), where P iz the probability that the observed match is a random event.
Frotein scores greater than 75 are significant (pd0. 05).
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Matched peptide sequences: shown in Bold Red

1 MATRSAATKL DWTENVTSSLG LRGQTVASLD) AFEFERENEDVE BREVQQOLOEQPE

51 TTVDFSQYRS VLENQATIDE IEFEFSAFEP VTYDWVSEQLE ATDAFEARAWV

101 FMNAEATEEAV DLELEDLAAT LENIEEARFPF EELTVDEVAA AEKSIDEETL
151 QLVSEGEWMY PGYEEEFGDL VW

Matched peptides information:

Erart - Esd Ghaareved Mr faxpt) Hr {=ale) iy ld Fapride
1o = 2% LATS. 7254 1474.7281 1474, 8144 -58.53 1 E. LIWTEYTSSLOLA. O
13 = 2% BEI . ATES B31.4897 E31.4814 -14.1 O E.VTSSLOLR. O
22 az 1149 3896 1148, 38223 1148, 6150 -31.3 O R BITVASLOAFR, £
a3 3% 215230397 2154.0204 2494, 101% -37.1 1 R. EVOILGEGFTTVOFSOVR. 5
LR 2% TOEG. 3401 20ED . 400 2066, Q06T -32.0 0 E. VWO LOEQFT T ISR . §
[T 13207168 1327.7085 1327.700% -0.007% 1 E.RJAIIDEIERR.F
78 = @7 1516.7830 1518.797T77 15158, 7723 365 0 R.FRAFEPVTYDVER.Q
%1 - 161 11635528 1142 . 54585 1183, 5870 -35.7 0 E.AIDAFEARAVE. M
138 - 143 23600773 23%9.07T00 33591543 =35.7T 0 E.HIEEARPFEELTVDEVAAAER.S
158 - 1&4 BSE_ 4524 B35, 8452 BE ADED 21.2 0 R.OWNMVPOYR.E & Oxidaviss (W)



Spot No.: 76

Mascot score: 85

Species: Fusarium oxysporum Fo5176

Protein name: Phospholipase B

NCBI accession No.: gi| 342872804 Sequence coverage %: 25
Matched peptides No.: 15 Total peptides No.: 57
Calculated Mr: 70452 Calculated pl: 4.67

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is —lﬂ*LUEEF‘:l, where P iz the probability that the observed match is a random ewvent.
Protein scores greater than 75 are significant (p<0.08).

Number of Hits

Protein SGore



Matched peptide sequences: shown in Bold Red

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

MLGFVALTLW
PSTEPEVELA
EFHENNATGL
SATYLAGLSG
ISLLNTAEYW
TFSSIADTSN
DETTFGEVET
LNNITEWVGEE
ESVHNSEDHQL
PHGTALRATY
FILSDGEVEFE
TRGEHATIDEE
TAVESYEPEY

LSTATRARPDD
DELSSEERAW
PHIAIARSGEGE
GEHLVGSIFL
TEMEDAVDDE
FEDADTEFEL
EYLASNFTHNG
HDIFDIVWVER
TLVDGGED LY
DEVGS5IGHG
PLIFYIPHAF
WETCVACAVM
ITGGHMATADS

Matched peptides information:

Start

357
407
458
273
=87

293

Chsarved Hr [
L2530 6714 12537
1150, 6203 1157,
1653 BEDS 1632
933 _5T17 §31.
6F3. 4257 622
1930.0687 1979
19460323 1945
To6d. TR 2063,
ABE_B424 1485
1425.8177 1424
FILT.BEIF 2916
625.3398 624
6063551 BOS,
6#0.3831 6F7.
B3E_ 3564 BIT.

TALIPEVHSYV EIRALFNSFES
WVEERENNTID DLETFLSERAN
GYRALMNGAGZ FLSAADSENH
HHEFSTVEFDLY SGEEVWRFLDR
DEGWNTTLTD YWGRALSYQL
LVADGRARPGE EBVISLHATVY
SISSEGECVRE GFDQIGEVME
IEGVLVELDG DDEDIAQYTP
HIPLHPLIQF VRGVDIIFATI
TQFESVESAE TEVHEELNQR
YTYHSHVSTF DMSYITAERD
SESWWERNET VPDLCETCFD
ADMARGARI.G PSWEVIAGVE
axpt] Hr {calok rpa H
GR4L 1237. 6333 an.n o
6433 1157. 3063 49.2 0
JBE2E 1652, 7631 é1.0 0
HEd4 331, 4611 111 ©
L BE-L} &23. 3435 120 ©
0ED3 1938.%18% T3.6 O
0230 1544, 5139 7.2 0
o8 P63 . 4109 124 0
.B351 1485, 7464 9.7 O
-B104 1424.7875 16.1 1
JHERE L6 3458 108 o
ehrb &4, 2067 183 o
a1 605, 2063 $2.0 0
LLLT &7 . 2854 144 ©
3893 B27. 3272 5.0 o

GGYAPENVDC
ISGFDAESFEV
ETIGPISGLLY
SIFEGPESSG
WVHAPEGGEPSY
EFNFYEFGIW
TS55LFNQFL
HEFFGWHETD
D55ADTHNNW
FTLFGCDANN
HIILNALNGL
BYCWDGESHN
RRALTFATM

Paptide

R ALFHSPSOGUARE. W
K. VWICFSTRIE. W
B.LADELSSEEEAW/R. R
R.HMTIDDLE.T
E.TFLSR.A

E

SEGISLLNTAEYWTENR. D
K. SSGISLINTAEYWTENE.D =

Oxidation (M)

B ALSYOLYHMAPEGGREYTFES TADTINFE. D

E.DADTFFPILVADGH. A
E.VOEERDIFDIVVE. A
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Spot No.: 77

NCBI accession No.: gi|342872804

Plant species: Fusarium oxysporum Fo5176

Protein name: Phospholipase B

Mascot score: 253 Sequence coverage %: 8
The number of matched peptides with p<0.05: 4

Calculated Mr: 70452 Calculated Pi: 4.67

Annotated MS spectra:
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Probability Based Mowse Score:

Ions score iz -10#Log(F), where P iz the probability that the observed match is a random event,
Individual ions scores » 47 indicate identity or extensive homology (p<0.08).
Protein scores are derived from ions scores as a non~probabilistic basiz for ranking protein hits.
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Matched peptide sequences: shown in Bold Red



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

MLGFVALTLW
BSTRPEVELA
EEHENNATGL
SATYLAGLSE
ISLLNTAEYW
TF55IADTSH
DETTFGEVET
LNNITEVGEE
KESVHSFDHQL
FHGTALERATY
FTLSDGEVEE
TQGHATIDEE
TAVESYEPEY

LSTAIARFDD
DELSSEEEAW
PHIAILASGEGE
GEWLVGSIFA
TEMEDAVDDE
FEDADTEFFI
EYLASHFTHG
HDIPDIVVEL
TLVDGGEDLD
DEVGS55IGHG
PLIFYIFHNAF
WETCVACAVM
ITGGHATADR

TALIFEVHSV
WVERERENNTID
FYRALMMNGAG
HNFSTVEDLR
DEGWNITLID
LVADGRAPGE
SISSEGECVER
IEGVLVGLDR
HNIFLHFLIQF
TQFEPSVESAE
YTYHSNVSTF
SESWHWEANET
RDMALGRRLE

Matched peptides information:

fuery

Errer ipgmi

Ftart = End

Dhmarrad

Hrinzpt]

Mricalc)

.

TTLTTT

LiES . Tdid

TR ¥ i

s H  Score

EIRLL.FHSFES
DLETFLSEAN
FLELALDSENH
SGEEEVWRFDE
YWGRALSYQL
EVISLNATVY
GFDQIGEVMG
DDEDIAQYTE
VRGVDIIFATL
TFVHEELNQR
OMSYTTRAERD
VPDACETCFED
BSWEVSAGVGE

GEYAFEVVIC
ISGFDAESFEV
KTGPISGLLY
SIFEGEESSG
VHLPEGGESY
EFNFYEFGIW
TS55LFHNQFL
HEFFGWHETD
D55ADTHHNW
FTLFGCDANH
NITILNATNGH
EYCWDGESHN
ARALTFOTLM

Expoct Hack 0 Feptida
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E.DADTFFFL



Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 77-1486.6
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Monoisotopic mass of neutral peptide Mr(calc): 1485. 7464
# Immon. a a® b n? d d' Seq. v W w' ¥ ¥* yo #
1 88.0393| 880393 70.0287 116.0342 98.0237 44.0495 D 14
2 440495 159.0764| 1410659 1870713 169.0608 A 13556954 1371.7267 |1354.7001 1353.7161|13
3 §8.0393| 274.1034| 256.0928 302.0983| 284.0877| 230.1135 D 1240.6685|1239.6732 1300.6896|1283.6630 1282.6790 12
4 74.0600| 375.1510| 3571405 403.1460| 3851354 359.1561|361.1354| T 1139.6208|1152.6412 1154.6204|1185.6626 |1168.6361 1167.6521|11
5| 70.0651| 472.2038| 454.1932| 500.1987| 4821882 4461882 P 104256801041 5728 1084.6150 |1067 5884 1066.6044 |10
6/120.0808| 619.2722| 601.2617 647.2671 62192566 F | 8954996 987.5622 | 970.5356  969.5516| 9
7 70.0651| 716.3250| 6983144 744.3199 7263093 690.3093 P 7984468 7974516 840.4938 | 8234672 8224832 8
8 86.0964| 829.4090| 811.3985 E837.4040| 8393934 B801.3777|815.3934 I | 6853628| 698.3832| 7123988 7434410 7264145 T7254305| 7
9 86.0964) 9424931| 924 4825 9704880 9524775 9004462 L | 5722787 571.2835 620.3570 | 6133304 6123464 6
10 72.0808 1041.5615/1023.5510 1069.5564|1051.5459/1027.5459 V | 473.2103| 486.2307 517.2729 | 500.2463| 4992623 5
11 44.0495|1112.5986|1094.5881 1140.5936 1122 5830 A | 4021732 418.2045 | 401.1779 400.1939| 4
12 88.03931227.6256|1209.6150 1255 6205|1237.6099 1183 6358 D | 2871462 2861510 347.1674 | 330.1408 329.1568| 3
13 30.03381284.6470|1266.6365 1312.6420|1294.6314 G 232.1404 | 215.1139 2
14 129.1135 R 74.0237| 73.0284 1751190 | 158.0924 1




Seq va vb Seq va vb Seq va vb
AD 159.0764 187.0713 ADT  260.1241 288.1190 ADTP  |357.1769|385.1718
ADTPF  |504.2453|532.2402| ADTPFP |601.2980 6292930 DT 189.0870(217.0819
DTP 286.1397|314.1347 DTPF  |433.2082 4612031 DTPFP |530.2609 5582558
DTPFPI  643.3450 671.3399 TP 171.1128|199.1077 TPF 318.1812346.1761
TPFP 415.2340|443.2289 TPFPI 5283180 556.3130 TPFPIL |641.4021 669.3970
PF 217.1335|245.1285 PFP 314.1863342.1812 | PFPI  |427.2704 455.2653
PFPIL  |540.3544|568.3493 |PFPILV |639.4228|667.4178 FP 217.1335(245.1285
FPI 330.2176|358.2125|FPIL  |443.3017|471.2966 FPILV 542.3701 570.3650
FPILVA 613.4072 641.4021 PI 183.1492(211.1441 PIL 296.2333|324.2282
PILV 395.3017|423.2966 PILVA |466.3388 4943337 PILVAD 581.3657 609.3606
PILVADG 638.3872|666.3821 | IL 199.1805|227.1754 ILV 298.2489|326.2438
ILVA 369.2860|397.2809 | ILVAD |484.3130/512.3079 ILVADG 5413344 5693293
LV 185.1648 213.1598 LVA  256.2020 284.1960 LVAD  |371.2289 3992238
LVADG 428.2504 456.2453 VA 143.1179(171.1128 VAD  |258.1448 286.1397
VADG  315.1663|343.1612|AD 159.0764|187.0713 ADG  |216.0979 | 244.0928
DG 145.0608 173.0557




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 77-1633.6
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MS/MS Fragmentation of RRLADELSSEEEAWVR.R
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Monoisotopic mass of neutral

peptide Mr(calc): 1632.7631

# | Immon. a a? b b? d Seq. v w b v* yo #
1| 86.0964 86.0964 114.0913 440495 L 14
2| 44.0495 157.1335 185.1285 A |1504.6550 1520.6863|1503.6598|1502.6758|13
3| 88.0393 272.1605| 254.1499 300.1554| 282.1448| 228.1707| D |1389.6281|1388.6329| 1449.64921432.6227 1431.6387|12
4/102.0550| 401.2031| 383.1925 429.1980| 411.1874| 343.1976| E |1260.5855 12595903 1334.6223 |1317.5957|1316.6117|11
5| 86.0964 514.2871| 496.2766 542.2821| 524.2715| 472.2402| L |1147.5014/1146.5062|1205.5797 |1188.5531|1187.5691|10
6| 60.0444 601.3192| 583.3086 629.3141| 611.3035| 5853243 S |1060.4694 1059.47421092.4956 |1075.4691|1074.4851| 9
7| 60.0444 688.3512| 6703406 716.3461| 698.3355| 672.3563| 8§ | 9734374 972.4421| 1005.4636| 988.4371| 987.4530| 8
8/102.0550| 817.3938| 7993832 R453887| 827.3781| 7593883 E | 8443948 8433995 9184216 | 901.4050| 900.4210| 7
9/102.0550| 9464364 928 4258 974 4313| 956.4207| 8884309 E | 7153522 7143570 789.3890 | 7723624| 7713784| 6
10(102.0550 1075.4790|1057.4684 1103.4739|1085.4633|1017.4735| E | 586.3096| 585.3144| 660.3464 | 6433198 6423358 5
11| 44.0495 1146.5161|1128.5055 1174.5110|1156.5004 A | 5152725 531.3038 | 5142772 4
12|159.0917 1332.5954|1314.5848 1360.5903 |1342.5798 W | 329.1932 460.2667 | 443.2401 3
13| 72.0808 1431.6638|1413.6533 1459 6587|1441.6482|1417.6482 V | 230.1248| 243.1452| 274.1874 | 257.1608 2
14(129.1135 R 74.0237| 73.0284| 175.1190 | 158.0924 1




Seq va vh Seq va vb Seq va vb

AD 159.0764|187.0713 |ADE 288.1190|316.1139 | ADEL  |401.2031|429.1980

ADELS 4882351 516.2300 ADELSS |575.2671|603.2620 DE 217.0819|245.0768

DEL 330.1660|358.160% DELS  |417.1980|445.192% DELSS |504.2300|532.2249

DELSSE 633.2726 661.2675 EL 215.1390/243.1339 ELS 302.1710(330.1660
ELSS 3892031 417.1980 ELSSE |518.21457 5462406 ELSSEE 647 1883 |675.28312
LS 1731285 201.1234|LSS 260.1605 2881554 LSSE  |389.2031 (417.1980
LSSEE (5182457 546.2406 LSSEEE 6472883 675283288 147.0764|175.0713
SSE 276.1190 304.1139|SSEE  |405.1616 |433.1565 SSEEE |534.2042|562.1991
SSEEEA |605.2413|633.2362 SE 189.0870/217.0819 SEE 318.1296|346.1245
SEEE  |447.1722|475.1671 SEEEA |518.1093|546.2042 EE 231.0975|259.0925
EEE 360.1401 |388.1351 EEEA  |431.1773|459.1722 EEEAW |617.2566 |645.2515
EE 231.0975/259.0925 EEA 302.1347|330.1296 EEAW |488.2140|516.2089
EEAWV 5872824 6152773 EA 173.0921|201.0870 EAW  |359.1714|387.1663

EAWV (4582308 486.2347 AW 230.1288 2581237 AWV |329.1972|357.1921

Wv 258.1601|286.1550




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 77-2917.4
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Monoisotopic mass of neutral peptide Mr(calc): 1485. 7464
# Immon. a a* a? b b* 1 d d Seq. v w w b ¥ y“ #
1] 820393 880393 70.0287| 116.0342 98.0237) 44.0495 D 26
2/1100713 2250982 207.0877| 252.0931 2350826 H 27204730 2802 5261|2785 4995 2784 515525
311010709 3531568 336.1302| 335 1462| 3811517 | 3641252 363 1411 2961353 Q 25924144 2591 4192 2665 4672|2648 4406|2647 4566/ 24
4] 86.0964 4662409 4492143 4482303 4942358 | 4772092 476.2252| 424.1939 L 24793304 24783351 2537.4086(2520.3821 2319.3980(23
5| 74.0600 567.2885 5502620 549.2780| 595.2835 | 5782569 5 o| 5512036 5532729 T 2378.2827(23913031(2393.2823| 2424.3245(2407.2980 24063140 22
6| 86.0964 6803726 663 3461 6623620 7083675 6913410 6903570| 6383257 L 226519862264 2034 2323 2769|2306 2503 2305 2663 |21
7| 720808 779.4410] 7624145 7614304 807.4359 | 7904004 789 4254| 765 4254 V2166 1302 2179 1506 221019282193 1662|2192 1822|20
8| 88.0303 8944680 877.4414| 876.4574) 9224629 9054363 9044523| 8504781 D 2051.1033 2050.1080 2111.1244 |2094.0978 2093.1138 19
9| 300338 9514894  934.4629| 933.4789| 979.4843 9624578 9614738 G 1996.0974 |1979.0709 1978.0869 18
10] 300338 10085109 9914843 | 990 5003|1036 5058 1019 4793 1018 4952 G 1939.0760(1922 0494|1921 065417
11/102.0550 11375535 1120 52691119 5420|1165 5484|1148 5218 1147 5378/1079 5480 E 18080177 18070225 1882 0545|1865 0280|1864 043816
12| 88.0393 1252.5804 1235.5539(1234.5699|1280 5753 1263 5488 1262.5648|1208.5906 D 1692.9908 16919955 1753.0119 |1735.98541735.0014 15
13| 86.0964 13656645 1348 6379|1347 6539|1393 6594|1376 6329/ 1375 6488 1323 6175 L 15799067 1578 9115 1637.9850 1620 9584 14
14/101.0709 1493 7231 1476 6965 1475 7125|1521 7180|1504 6914 1503 7074|1436 7016 Q 14518481 1450 8529 1524.9009|1507 8744 13
15| 87.0553 16077660 1590 7394|1589 7554|1635 7609|1618 7344/ 1617 7503 1564 7602 N 13378052 1336 8100 1396 8423[1379 8158 12
16| 86.0964 1720.8501 1703.8235[1702.8395|1748 8450 1731.8184 1730.8344|1692.8188 1706.8344 I |1224.7212 1237.7416(1251.7572|1262.7994 [1265.7729 u




17| 70.0651|1817.9028 1800.8763 1799.8923 1845.8977|1828.8712 1827.8872 1791.8872 P |1127.6684|1126.6731 1169.7153 |1152.6888 10
18| 86.0964|1930.9869|1913.9603 1912.9763 | 1958.9818(1941.95521940.9712 1888.9399 L |1014.5843/1013.5891 1072.66261055.6360 9
19/110.0713|2068.0458 | 2051.0192 2050.0352 2096.04072079.0142 2078.0301 H | 8775254 959.5785 | 942.5520 8
200 70.0651|2165.0986|2148.0720|2147.0880/2193.0935|2176.0669|2175.0829 2139.0829 P | T80.4727| 7794774 8§22.5196 | 8054931 7
21| 86.0964|2278.1826(2261.1561/2260.1721 2306.1775|2289.1510 |2288.1670|2236.1357 L | 6673886 666.3933 7254668 708.4403 6
22 86.0964|2391.2667|2374.2401|2373.2561 2419.2616|2402.2351|2401.2510|2363.2354|2377.2510| I | 554.3045| 5673249 581.3406 612.3828| 5953562 5
23/101.0709|2519.3253|2502.2987 | 2501.3147 | 2547.3202|2530.2936 2529.3096 2462.3038 Q | 426.2459| 4252507 499.2987| 482.2722 4
24 70.06512616.3780|2599 3515|2598 3675 2644 3729|2627 3464 |2626.3624 25903624 P | 329.1932| 328.1979 371.2401 | 3542136 3
25 72.0808|2715 4464|2698 4199 2697 4359|2743 4414|2726 4148 2725 4308 2701 4308 V | 230.1248| 2431452 274.1874| 2571608 2
26 129.1135 R 74.0237| 73.0284 175.1190| 158.0924 1
Seq ya vh Seq va vb Seq ya vb
HQ 238.1299|266.1248 HQL 351.2139|379.2088 HQLT |452.2616 4802565
HQLTL |565.3457/593.3406 HQLTLV 664.4141 692.4090 QL 214.15501242.1499
QLT 315.20273453.1976 QLTL 428 2867 456 2817 |QLTLV |527.3552|555.3501
QLTLVD |642.3821|670.3770 QLTLVDG |699.4036 727.3985|LT 187.1441 215.1390
LTL 3002282/328.2231 LTLV 399 2966|427 2015 LTLVD |514 3235|542 3184
LTLVDG |571.3450/599.3399 LTLVDGG 628.3665 656.3614 | TL 187.1441 215.1390
TLV 286.2125|314.2074 TLVD 401.2395 429 2344 | TLVDG |458 2609 486 2558
TLVDGG |515.2824|543.2773  TLVDGGE  644.3250 672.3199|LV 185.1648 213.1598
LVD 3001918 |328.1867 LVDG 357.2132|385 2082 LVDGG |414 2347|442 2296
LVDGGE |543.2773|571.2722 LVDGGED 658.3042 686.2992 VD 187.1077 215.1026
VDG 244.1292|272.1241 VDGG 301.1506|329.1456 VDGGE (430.1932 458 1882
VDGGED |545.2202/573.2151 VDGGEDL 658.3042 686.2992 DG 145.0608 173.0557
DGG 202.0822|230.0771 DGGE 331.1248|359.1197 DGGED |446.1518 4741467
DGGEDL |559.2358 |587.2307  DGGEDLQ 687.2944 715.2893 |GG 87.0553 115.0502
GGE 216.0979|244 0928 | GGED 331.1248|359.1197 | GGEDL (444 2089 472 2038
GGEDLQ |572.2675|600.2624  GGEDLQN 686.3104 714.3053 |GE 159.0764 187.0713
GED 274.1034|302.0983 | GEDL 387.1874|415.1823 GEDLQ |515.2460|543.2409
GEDLQN |629.2889|657.2838 [ED 217.0819 245.0768 EDL 330.1660 358.1609
EDLQ 4582245 |486.2195 EDLQN 572.2675|600.2624 EDLQNI|6853515|713.3464




DL 201.1234|229.1183 DLQ 329.1819|357.1769 DLQN  [443.2249|471.2198
DLONI |556.3089|584.3039 DLQNIP |653.3617|681.3566 LQ 214.1550|242.1499
LON 328.1979|356.1928 LQNI 441.2820|469.2769 | LOQNIP |538.3348 5663297
LONIPL |651.4188 6794137 QN 215.1139|243.1088 | QNI 328.1979|356.1928
QNIP 4252507 |453.2456 | QNIPL 538.3348 |566.3297 QNIPLH |675.3937|T03.3886
NI 200.1394|228.1343 | NIP 297.1921|325.1870|NIPL 410.2762|438.2711
NIPLH  547.3351|5753300 NIPLHP  |644.3879|672.3828|IP 183.1492211.1441
IPL 296.2333|324 2282 |IPLH 4332922 |461.2871|IPLHP | 530.3449 5583398
IPLHPL |643.4290671.4239 PL 183.1492|211.1441 PLH 320.2081|348.2030
PLHP 417.2609 4452558 | PLHPL 530.3449 558 3398 PLHPLI |643.4290|671.4239
LH 2231553 |251.1503 |LHP 320.2081|348.2030|LHPL  [433.2922|461.2871
LHPLI |546.3762 5743711 LHPLIQ |674.4348/702.4297 HP 207.1240|235.1190
HPL 320.2081|348.2030 HPLI 4332922 4612871 HPLIQ |561.3507 5893457
HPLIQP 6584035 686.3984 PL 183.1492211.1441 PLI 296.2333|324 22812
PLIQ 424 2018|452 2867 |PLIQP 521.3446 5493395 PLIQPV |620.4130|648.4079
LI 199.1805|227.1754 |LIQ 327.2391|355.12340 LIQP 424 2918|452 2867
LIQPV  |523.3602551.3552 1IQ 214.1550|242.1499 IQP 311.2078|339.2027
IQPV 410.2762|438.2711|QP 198.1237 226 1186 | QPV 297.1921|325.1870
PV 169.1335|197.1285




Spot No.: 78

NCBI accession No.: gi|342872804

Plant species: Fusarium oxysporum Fo5176

Protein name: Phospholipase B

Mascot score: 80 Sequence coverage %: 2
The number of matched peptides with p<0.05: 2

Calculated Mr: 70452 Calculated Pi: 4.67

Annotated MS spectra:
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Probability Based Mowse Score:

lone score iz -10#Log(P), where P iz the probability that the cbeerved match iz a random event.
Individual ions scoves » 48 indicate identity or extensive homology (p<0,05),
Protein scores are derived from ions scores as a nonprobabilistic basis for rarking protein hits,

Himber of Hiks

0 o r|1r|rr1L

o ! ki3
Pratein Score

Matched peptide sequences: shown in Bold Red




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

HMLGFVALTLW
BESTRPEVERLA
EFKHFNNATGL
SATYLAGLSG
ISLLHNTAEYW
TEFS5IADTSH
DETTFGEVET
LNNITEVGEE
KSVHSEDHQL
PHGTALEATY
FTLSDGEVEE
TRGHATTIDEE
TAVESYEFEY

LSTATRAFDD
DELSSEEEAW
FHIATRRSGEG
GGWLVGSIFA
TEMEDAVDDE
FEDADTEFFFPI
EYLASHNFTHG
NDIPDIVVER
TLVDGGEDLQ
DRVGS5IGHG
FLIFYIFHAF
WETCWVACAVHM
ITIGGHNATADS

TALTPRVHSV
VEREERNNTID
GYRATMNGAG
NNFSTVPDLQ
DEGWNITLTD
LVADGRAPGE
SIS5EGECVR
TEGVLVGLDQ
NIFLHPLIQE
TQFESVESLE
YTYHSHNVSTF
SESWWEANET
ADNALGRRLG

Matched peptides information:

Esarmd Mrjmpt)

LnE, B LELLE el

1A, 3 HTLN T

1
L

Krioale) o=
LLERRELE 1

HLEERELT

EIRALFHNSES
DLETFLSRAN
FL3AADSRNN
SGEEVWRFDR
YWGRALSYQL
REVISLMNATVY
GFDQIGEVMG
CLDEDIAQYTE
VREGVDITFAT
TFVHEELNQR
CMSYTTAERD
VEDACKTCFED
BSWEVSAGVGE

] Boora

% Bank

GEYAPEWVWVDC
ISGFDAESFEV
KTGPISGLLY
SIFEGPESSG
VHAPEGGESY
EFNFYEFGTW
T555LFHQFL
NEFFGWHETD
DS SADTHNNW
FTLFGCDANN
NITLHATNGR
RYCWDGESHN
BRRT.FATM

0 Foptida

[ WTPPFLLVADGH | &

F.CADTIFFFLLVADGE



Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 78-1486.9
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MS/MS Fragmentation of KDADTPFPILVADGR.A
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Monoisotopic mass of neutral peptide Mr(calc): 1485. 7464
#  Immon. a a? b B d d Seq. v w w' ¥ ¥ yo #
1) 88.0393) 880393| 70.0287| 116.0342 980237 440495 D 14
2| 440495 1359.0764| 141.0659| 187.0713 169.0608 A |1355.6954 1371.7267 13547001 |1353.7161 |13
3| 88.0393 274.1034| 256.0928| 302.0983 284.0877| 230.1135 D |1240.6685 1239.6732 1300.6896 1283.6630|1282.6790 12
4| 74.0600 375.1510| 357.1405 403.1460 385.1354| 359.1561|361.1354| T |1139.6208 1152.6412|1154.6204|1185.6626 |1168.6361 1167.6521|11
5| 70.0651| 472.2038| 454.1932| 500.1987| 4821882 446.1882 P (10425680 10415728 1084.6150 1067 5884|1066.6044 |10
6/120.0808 619.2722| 601.2617| 647.2671 629.2566 F | 8954996 987.5622 970.5356| 969.5516| 9
7| 70.0651 716.3250| 698.3144| 7443199 7263093 690.3093 P | 798.4468 7974516 840.4938 | 823.4672| 812.4832| 8
8| 86.0964 8§29.4090| 811.3985 8574040 839.3934| B01.3777 8153934 I | 6853628 6983832  T12.3988| 743.4410 7264145 7254305| 7
9| 86.0964 942.4931| 9244825 9704880 9524775| 900.4462 L | 5722787 571.2835 630.2570 | 613.3304| 6123464 6
10| 720808 10415615 1023.5510/1069.5564 1051 5459|1027 5459 V | 4732103 4862307 517.2729) 500.2463| 4992623 5
11| 44.0495 1112.5986 1094.5881 1140.5936 1122.5830 A | 4021732 418.2045  401.1779| 400.1939| 4
12| 88.0393 1227.6256/1209.61501255.6205 1237.6099|1183.6358 D | 287.1462 286.1510 3471674 | 330.1408| 329.1568| 3
13| 30.0338 1284.6470/1266.6365|1312.6420 12946314 G 2321404 | 2151139 2
14(129.1135 R 740237  73.0284 1751190 | 158.0924 1




Seq va vb Seq va vb Seq va vb
AD 159.0764 187.0713|[ADT  260.1241|288.1190 ADTP  |357.1769/385.1718
ADTPF  504.2453532.2402 ADTPFP 601.2980 /6292930 DT 189.0870(217.0819
DTP 286.1397/314.1347 DTPF  433.2082|461.2031 DTPFP |530.2609 5582558
DTPFPI  643.3450/671.3399 TP 171.1128 199.1077 TPF 318.1812 346.1761
TPFP 415.2340|443.2289 TPFPI  528.3180|556.3130 TPFPIL 6414021 6693970
PF 217.1335|245.1285 PFP 314.1863|342.1212 PFPI 4272704 |455.2653
PFPIL 540.3544|568.3493 PFPILV 639.4228 6674178 FP 217.1335(245.1285
FPI 330.2176/358.2125 FPIL  443.3017 471.2966 FPILV  |542.3701/570.3650
FPILVA 613.4072|641.4021 PI 183.1492/211.1441 PIL 2062333324 2282
PILV 395.3017/423.2966 PILVA  466.3388 4943337 PILVAD |581.3657 609.3606
PILVADG 638.3872 666.3821|IL 199.1805227.1754 ILV 208 2489 326.2438
ILVA 369.2860/397.2809 ILVAD 484.3130/512.3079 ILVADG |541.3344|569.3293
LV 185.1648 213.1598 LVA  256.2020|284.1969 LVAD |371.2289/399.2238
LVADG 4282504 |456.2453|VA 143.1179 171.1128 VAD  |258.1448|286.1397
VADG  315.1663 343.1612 AD 159.0764 187.0713|[ADG  |216.0979|244.0928
DG 145.0608 173.0557




Spot No.: 79

Mascot score: 101

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Chitinase 1

NCBI accession No.: gi| 475673339 Sequence coverage %: 39
Matched peptides No.: 18 Total peptides No.: 55
Calculated Mr: 47886 Calculated pl: 6.31

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match is a randem event.
Protein scores greater than 75 are significant (p<0.08).

Humsber of Hits
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Matched peptide sequences: shown in Bold Red

31
101
151
201
251
301
351
401

MRVSTLLGLS
ANSSLFTTEP
KTDRSEERFL
IQAFPRLLEE
VMTYDLMNRR
TEQGYRCTNE
PDATCGAGTE
SFHELLDKGK
KSVMAWALAL

Matched peptides information:

Srare
22
64
75
B3

11z
47
148
165
HL]
182
199
LS
30
57
64
7T
420
420

- Ead

3T

71

B2

101
11w
158
15&
17
194
0%
209
H0%
23%
272
ITE
390
427
427

AYLVAEASCS EBNITIYYDOWH TDDLPEELDVT
SGEYEPFQFPFL EQVRALFDHD IEVCLATGGW
ENVASTLDRL GYDCVDIDME YPGGNGADYE
IEEFIGSEEL SIAVPGLERD MIAYVPSETP
DSYTTHHVSYV EGAARATDEY LSLGFPAHEL
IGCPTELLEN PEDGSDTGES GSHIFEARNFE
FECATGECOCR ASGWCEDTAR HCGTGCQSAY
TDEANGGOWY WDAFNERIFWS WDTPELIAEE
DEHDWSHLEA MOOGFDREVHA
Sbaarved M faxpt) Mr [Eale) pEm M
047 FTOD 2016. 9636 2016, 9581 2.72 0
io2i.3588 10240.551% 1020.5280 23.0 0
958.3822 937.574% SET7.4%20 BE.& 0
§15920. 5353 15199330 1519, 8300 6.26 0
B75. 3063 8744591 74,4308 53.1 0
12346737 1323 . 6664 1333.6350 5.34 1
L05E, &34 10935, 6021 1035, 3600 g4 0
1183, 7238 1182.7183 1183, 6608 48.8 0
1921, 0004 17200021 1730,.0353 -32.7 0
1003, Basd 1803 . 0301 1803, 0331 -2.7% 0
B1%. 83203 1818.8133 1818 . 8381 -8.1¢ 0
BA%, #1332 1834, 0058 1834, 8238 -5.590 @
133 . €031 1131 .3%48 1131 .60°7 =11.3 0
B42. BTED 1841 . 8£06 1841 .85 2.42 0
534 . £9&7 1533 . 6804 1533, 6T4% 9.4€ 0
7348858 1733 . 8835 1733.8E65 9.27 0
5T . 4906 931 .4833 931.423F 6%.2 0
SE8. 4475 QET . 4407 SET. 4182 23.3 0

HSVTHVMMSE
CDNAGFDAGL
QVVNSKETYE
LIERSVDFVH
GIPFYRKWET
VSAPTNLTTT
GHCDGIDLSA
ISLLARTRGV

Peptide
R HIIYYD{WETOOLEFPE. D

B YEFFOPLE.Q

R.ALFDEDIR.V

R VO LATOAMIDHATPOAOLE. T

R.HVASTLOR. L

K. RTYEIQAPFR. L

K. TYEIQAFER. L

K.ELSIAVFOLER D
R.DHIATVESETPLIER. 5 + Ozidation 00

. S DPAVHTYD LS. B
E.SWVDIVIVEHTYDLMNR . R + Oxidation M)
E.SVDIANEHTYIDLMER. R + 3 Cxidation M)
KE.-YLSLGFPAEE. L

B CTHPIOCPTELLENPE. b

K. ARCOMYWDAPHE , 1

R. IFHEHDTPELIAER. I

K. AMOQOFDR .V

F.AMOOOFDR. Y + Duildation @3



Spot No.: 80

Mascot score: 211

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Alpha-galactosidase 2

NCBI accession No.: gi| 475672613 Sequence coverage %: 47
Matched peptides No.: 35 Total peptides No.: 67
Calculated Mr: 83037 Calculated pl: 5.01

Annotated PMF spectra:

[T
| 1407 633
bl
724
7|
=4
(=8 1607 587
w0l
17 |
16 |
15|
1| 1080 543
13} 3
.y
LR
10|
i
gl
7] 1845735 o] )
61
51 505 387 525
N . :-aml 1
1 i
2 BE7 330 |!‘Ll .| i ‘ i | zssulm
T IS B L VL ELE ETURD  Y  CO.C OE-cC
|'|I:3'| ) 7
1000 1600 2000 =W 3000 3500 o0 mE

Probability Based Mowse Score:

Protein score is -10%#Log{P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (pd0. 05).
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Matched peptide sequences: shown in Bold Red

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

MVLVTSKGIT
DNTTGDLIND
RIPAFQLOQA
HMYDNYSSIL
QQDNLDLIEI
SSTTTETQGE
PEQTFTTPEV
WEGLAFDINE
WQPDKSRFED
KHPDWATHAG
EWDNNRGIHE
DPGVLOWFEPQ
QRITSVEFRA
ITGDFYRLAL
GLDASLAKYKV

TALVLESQVI
HYGGEVAEDG
SGTTVTDEFRY
VDLSYSIFPE
EGDWAREGHE
AWGFSLVYTG
WEVFENEGVE
TATEETAKQS
GLTPLVENVT
SYPRTETRNQ
TPDPTLHYEY
IWTESDDTDAV
BEVAMMGGSFG
FEETHYEPAGD
DHNNQTWVSGEST

SAFAETSDPI
ITTETIGPIQG
ESHEVVQGEP
YODATVESVHI
VREEEVDFGTQ
SFLVDVEESS
GMSERQFEELY
ADLGIELFVIM
DLEVANSSDE
LVLNLALPFEWV
HLGLYHVFET
ERIAIQFGTS
VELDPEDLEF
FISEDGEEVY
LMNLGTQLEF

Matched peptides information:

Siawt = Erd
M - W
L

P - 13
m3 - 1
i il
=3 - 34
TIH = 208
M - N
a3 - aom

ane
3 - amm
T o= AN
¥ - B
W = Az
W - a3
433 - Edd
L LLL]
452 - AN
Mg = B0l
I - Bip
233 - S4B
L5 Lk
M3 - ABY
10 = &3%
58 - @33
sd [FE
34 - #48
Bl = E5T
Ehd - &Y
fsa - o™m
Lnt] awT
e - aEY
e - amm
38 - T4

Tt wa T
LOED, 4133

EET. 3T
LT, Bl
IAFE. BENE
atd . BENg

fla. JR3E

THE. ¥T2G
AT, ATSd

BET. A4
T ]
LadN, 5522
LORR. TRED
LI E S Y
2000 . BeAl
LTET. TR
INLE. NTEE
LBOE. 3G
Lk, BEZE

Thl . 2WLE
Laia, BTl
Le0T. 38T
dTid . o

4880 FI M
LT L
L3045l
LADT. 831
ELTE ARE
ZI0E. DS
L 65T
LO8E, 8432
LY. 3877

LT3, 5K

Ny laspt] Mriomizl
ALY, AN BT SIS
LI e L] B A BE2R
AT, E4EE iwTE 3L
IAI_BTES IS Mas
.t aavh TILE
€53, 3784 [ -E Rl L]
THT . 3EAT T ¥
(LR THE] METH, ARG
L 2FTL R T
(ALl e 14T BN
L1441 440 144 403
AL 1By wTie
LEEE, TEad 1886, Bidd
L¥E0. B89 IDS3 oA
R T ] 1THE BEaT
LD LT T ] MEEN. ThAd
LBE 5733 1558 TLE4
LB BEEY 1R WS4
TR . A0 TED, 300w
ik, BS3 iaES, FhEE
LE04 BT 14D TINE
aTil- 0K T T
ML, 2aTE LERE N TR ]
I3TL.B20A InT2.1874
LT R aiE, 3833
4803. 8730 LI
L1584, S422 384 T4
1488 _S8X1N 1450 T30
e 1o K] 1T, Sdid
23583304 3.4
1T, e 1T, Ty
L1O7H, BT BYE, 81348
1380, 3034 Ik .

LTS, BAE ANTE, TERA

RVDGTSFALN GNNVSYRFHV
WVHLIGEVEER EFPDHGRGDF
GLPGLPSTFG EADDVSTLVV
THQGHNATINI. REWVSSWSVDL
GFQSSTGYSS HLHWNPFLALY
QGLTRATLGL NPLDFSWELE
REHIMESEYLA EETREVLLNS
DDGWEGHEYP ERVNDTAGLGD
LEFGIWFEPE MVHNPESDLYD
QEFITDFVSE VLEESPISYV
LTSEFPDVLW EGCASGGOGRF
LAYPPSAMGA HLSHVENGNT
EEEEQIPGLI ELSEEINPIV
LFAFQTRATI HNNEWPWFERLQ
EGDYDSQVLM IEED
pem B Feptide
-88.2 % . NETFCHON 3
=28.1 0 B _ETTOMGE G
~it.4 8 B SPANOLOCASTTTVIRM, ¥
L1 T B O SEVTLDDONOLIETE . ©
L B TERTULOENSLILILIE @
i B E.ODHAE E
Mm.a g K. BS0OLTH.A
-&T.4 B8 B AL LSO LET ST NFECTT T TIEVETT S O
-g.8x @ B.QTHE . L
1.9 § K SeEGE. T
LB ] . UFHDGOWNT N . ¥+ Ceadatiee B9
=Fx.4 1 E. IEnsT A TR 7
-id. % i B UFSIE Y PR T e Deddatied 08
=§8.31 1 K. SRSFOCLTFLNVINYIDLE. T
SFLE 8 B FPDOLTRLTENTTELE Y
-iN.8 1 . FETNTE PO TP I YT PRA THAGEYPR . ¥ + Oucdstiee
M1 & K. EFDSAIRAGEYTR. T
: I B AFRAIAAGETPETETE W
a7-7T B KN G
& B, ALAESFOFELGME ¥
-aT.4 B B FFOVIWESCASSGOR T
M. 8 B . TESGT LT RO T R TOATER
=3 B B, DOGIOTE LAYPRFRAR QU SRTRIOETON . T - Daderies 08
=F8.2 0 BASTATIG T TRLOMSTUIFELE . £
«#g.4 8 B NIRRT LS LEFEEE T + Seadeiie 9
e =8 B AAAROGITS RO MSILEPELRS . £ » I Dmudetsar, 71
-343 B BOEQIPSLTELAEN. I
~88.1 @ E. IIVITEErTE.- L
-3EE & B, LALMEETHVIALSTIIEDOE. K
LB . LA PEE TWYFAICE T SEDGEN . ¥
. i E.ESuFANTTR . A
1.4 B K VWLFArgTE
=Fi.% @ B.ATIRESWPNTR . L
308 8 5. EXTEEgTORER .Q
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Spot No.: 81

Mascot score: 112

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Amidase Family Protein

NCBI accession No.: gi| 475668007 Sequence coverage %: 39
Matched peptides No.: 18 Total peptides No.: 64
Calculated Mr: 63645 Calculated pl: 6.86

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score iz =10#Log(P), where P is the probability that the observed match iz a random ewvent.
Frotein scores greater than 75 are significant (p<0.08).
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Matched peptide sequences: shown in Bold Red

a1
101
151
201
251
301
351
401
451
501
251

MELLGLSLAT
MEDCHGFELE
QVNEDAFATA
ALLGNVVERD
QVRSLYNLTV
CIRPTVGLTS
TEGQENKTEK
VDLIKSAGAT
DFYRNIETYL
SGODGFLASL
VERQVRQREQ
WASATEDLQR

GLIAQGEWVSAT
EATFTEMQDR
AFRRDAERAKG
AHVVEELRDL
HPGG555G5E
RAGVIFPESEH
GOYAQYLTDE
ITNGTEITHNY
SEVENTHVEN
ESEGVODETY
IAnQRGYEVI
STDAPSEREL

PE{QSENEELF
MEAGELTSVQ
KCRGPLEGIP
GAVLFGKAAL
VEVGANVIAF
ODSVGCFARN
RALEGATFGL
ETIVSEDGHN
LEDIVEFNEQ
WQALEFCQTS
TIPGGYAKDS
PKFLGYLERN

Matched peptides information:

Start
TE
4

141
i
178
ig8
247
=1
203
311
338
400
430
445
464
530
551
573

End Banrnd Mr (axpt) Mr (cale)
-1 159%.8270 1598.8197 15588160
113 2220.2205 2219.21332 F219.1323
153 19860932 1585,0919 1985. 0218
T 1147, 3633 1348, 2360 1140, 3204
T 11653567 1164, 5494 164.5233
158 1040 . 5850 1347.5849 12475584
251 1525. 9544 1524. 9471 1524.8508
75 1530. %415 1525, 53432 15298854
287 110, 26 1617,9191 L617.0726
330 11183672 1114, 3955 1114, 5358
EEE] HTE. 4847 #75, 4794 915, 85178
404 E9%.2047 98 .28T4 6503308
441 1375.8571 1374. 64598 L374. 6093
451 1678 .0543 1677.80870 16770728
anz 23701411 2377.1230 237T7.0003
550 23672641 EETOR-LET] FAE6. 1306
560 1188.6239 1187.6166 11875835
578 BE7. 4572 B9E. 4500 BH6.4THE

ATQPHNMIPLE FMAGSPDLEE
LVTCYLMRTY QTEEYLHSVL
FIVEDNIATE DSLETTAGEW
SEWADMRSND YSEGYSARGE
SLGTETDGESV INPOLNENALW
VEDAALVLDA IYGVDERDNY
PWESFWALAD EDMQSQLLEL
WDYGITRGFP HESEYTYIEW
YDOGVEGGYPY FHNGEGIPAFA
CREGINEALT YEGEELSGLL
GMPFGLGIMD TAWARARLVE
VEVEF

ppa M Paptida

.30 0 E.LTOVILVTCYLMR.T » Oxmidation (M)

41.0 0 E.E¥YLESVLOVHFDAFATARER . [

5.3 0 FE.PSLETTAOSHALLOWVER.D

4.0 @ K. AALSERADHR . 5

Fi.4 0 E.AALSEMADMR.S + Ozidatica 00

3.1 8 RoOSHEHDYSESYIAR .G

31.7 0 R.HALNVFIEFTYOLTER.A

3.4 0 RAIVIFESEHQDEVICFAR.H

0.8 1 . BaALVLPATTVFTER . [

-152 0 E.GOVAQYLTDE.E

=39.4 0 K.GATFGLPWE.S

Ti. 6 0 EVDFYR.H

I%.6 0 E.Q¥TIVERIYFYR. H

2,38 0 E.GIPAFASOODGFLASLE.S

=1.9 0 K.GDETYWOALEFCOTSCR.E

24.2 0 E.DSGMPPGLGIMJTAMAEAELVE.W + Oxidatics (b

1%.5 0 E.HASATEGLOR .S

I8.6 0 E.FLIYLER.H



Spot No.: 82

Mascot score: 98

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: I-amino acid oxidase

NCBI accession No.: gi| 477517233 Sequence coverage %: 35

Matched peptides No.: 23 Total peptides No.: 83
Calculated Mr: 67814 Calculated pl: 5.69

Annotated PMF spectra:

200410

]

21

.1

15

18

17

16

™ 1630 &5

.:‘3 B 43 e

12 mism

1

10

9

. 950 538 l

Iy [ ] - -

4 [ mT:-;ﬂuu-'u

5 | 1855 pg3 1

p '

2 l L . | |'| 273180

¥ i [ ] "
2 1 | i ! |
1 LJL.u,-J.-a.J-L- J'l'f]--.-«' 'I'\l LA 'f"'"}' L J'r'l nw’t-%'-,n**-u-'],--mwm..m TRY )
- At bt S ——
o
1000 1500 200 2500 3000 3600 miz]

Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match iz a random svent.
Protein scores greater than 75 are significant (p<0. 05),
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Matched peptide sequences: shown in Bold Red

1 MVEFTDEPWG ASVIVLLFLS HAHGTELFLE AQQTHLCADE POMONFDSVE

51 AWFDDVAKLMN CTSVSEAPHMA SIATVGGGWVS GLTTALMLDS IGLHNWDIIE

101 ASDEVGGRFR TEEFVGGTEEF AEMGFMELEY TWVTYESDHNST YEYTEHRLTE

151 QLAETLNEMN GNDSEWEVDEF ISWIQHHPNE LIAWGTGRHP DGRIPTRADI

201 HANSSLGEPP ATIVSTEYNET EHEMNEILEN ETMLEATQAD VWRSHEFVHMS

251 QGYDDWSEQC MMREAFHASE MNITDATWTAT DYDWVVWDEMYV HNSHLALDGT

301 EDSLGETEWE CVDGGFHNELT DAFTPHVEDE LVLNREEIGEL ESVEGEDGQT

351 QTRLSWYPSV EFMRTFESEDY DYTIMAVEFT MTEFMALPSF SSVLGRATSE

401 AGLRFESACEKE VSLLFSERFW EEGERFIFGG YSIFESRPIG ALYYPVYGLH

451 ESRPGLITHY RGGDWSDEREYW SFEDEEHVQT VLDAIVSLHG EQARELYTGD

301 YERLCWLQDE HTATSWCRFD VEQHWNLYIPA YHQTEHWNTIIF IGEHTAFPTQA

551 WISSATYSAR RGTIQLLLEL GMVEEAEEIN REWMGEWIRD ETEP

Matched peptides information:
Start - End Obsarwed He (axpt) Mr [zale) ppm M Peptida
4 - I8 2502 . 2934 2201 . XBEL 2504 . 2955 3.74 0 F.FTDEPROASVLVLLFLEHAHOTE.L

111 = 118 3T, 4418 BIE. 4346 BI6. 4756 -45.1 1 R.TEFVOOTE.E
113 127 1636, Te44 1633, 7371 16535, TRO0 -13.8 1 K. FVOGTREFAEMGIHR . L
113 = 137 1673, TARD 1§71, 7407 1671, TI4H -20.4 1 ¥, PVOGTREFAEMGIHR . L + Oxidaticn (H)
113 - 1327 1E88, T30 1ERT, T4%7 1687, TERH =14.3 1 E.FVCCTEEFAEMGPMR.L + 2 Oxidatics 00
ix8 - 135 SE4. 4756 FE3. 4654 983.5328 =65.5% 0 R.LFYTVTYE. S
154 - 231 3010. 3758 3005, 2685 3008 . 5567 e 1 R. IFTRADTHENES LORFPATVETEYMETE . H
236 = T3 558.5124 57, 3032 S57.5032 2.06 0 K. AIQADVHR .5
311 L 524, 4024 23,3961 923, 3520 4.46 0 FK.COVDEIFNR.L
bR k. L=} 1370, TIXE 1363, TI6D 1368, GFR0 i%.% @ R LTRAFIPHVSDR. L
Iep - 303 1823, Bded 1833 . 5633 1833, 8270 1%.4 0 K.DYDYTIMAWVFFTMTR.F
549 - XB% 1835, 8654 1838, B8&] 1836 8305 i%.F & F.OYDYTIMAVIFFIMTA.F « dxidatica {8
369 - B3 1255, 8525 1854 . 8553 1854, 8168 20.% 0 E.DYDYTIMAVFETHTR.F + 2 Ozidatiss (M)
384 - 35E 1415.7520 1410, 7447 1410. 7330 B.34 0 R.PHALPSFSEVLOR.A
as4 296 1427, 7ATS 1426, 7302 1426, T27F 1.6 0 R.FHALPSFSSVLGR.A + Oxidation (M)
357 404 B16, 4332 013, 4435 B1%, 4301 -3.11 0 R.AISEAGLE.F
411 = 418 P50, 5379 #45.5308 P40, 5233 7.6% 0 E.VSLLFSER.F
462 - 468 THE. 5062 TH1. %019 TH1.5198 =22.7T @ R.OGOWSDR.Y
463 - 494 25929, 4189 2528 4116 2918, 4254 d4.6% 0 R.YVEFSDEENNTVLDATVE LHFEQAR . E
435 = =03 1545, 5087 11484 . 4954 1144.5038 =3.68 0 R.ELYTIDYER.L
362 = 77 1743, 8378 1742, 2500 1742 . 5488 -33.4 0 R OTIQLLLELBVEEAR . E
262 =7 1739, 94632 1738, 3389 1738, 9437 -2.7¢ 0 R.OTIQLLLELGHVEEAR.E + Dzidation [M)
583 - 206 n65, T3 264.25%0 S64,34TH 1%.8 0 R.WHMGR.W = Cxidation (M)



Spot No.: 83

Mascot score: 150

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Alpha-galactosidase 2

NCBI accession No.: gi| 475672613 Sequence coverage %: 35
Matched peptides No.: 27 Total peptides No.: 62
Calculated Mr: 83037 Calculated pl: 5.01

Annotated PMF spectra:

I Tl iy F—

]

8

() |

|

-

a I

1

i3

" !

1EIT B8

1| i

9 1050 528 '

ni

74

6}

51 22150

4

3 4 1o T3 07 031

_.i BRI T 5 J L [ ! 4 i_ T (S

il | | | frd all W T |

8 YT O DT NS PO il L "L ..'.I_‘}Lr_,h b M 212 416 __=am

poi
1000 500 X0 =00 00 30 2000 iz

Probability Based Mowse Score:

Protein score is —10#Log(P), where P is the probability that the cbserved match is a random event,
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

1 MVILVISEGIT TAAVLFSQVI SAFAETSDPI EVDGTSFALN GHHNVSYRFHW
51 DNTIGDLIND HYGGPVAEDG ITTEIGPIQG WVNLIGEVRR EFPDHGRGDFE
101 RIPAFQLOOA SGTTVTDFRY ESHEVVQGEP GLPGLEPSTFG EADDVSTLVWV
151 HMYDWNYSS5I& VDLSYSIFPE YDAIVESVNI THQGHATINL EREVSSWSVDL
201 QODHNLDLIEI EGDWAREGME WRREVDFGEIQ GFQS5TGYSS HLHWNPFLALWY
251 SS5TTTETQGE AWGFSLVYITGE SFAVDVEESS QGLTRAILGL HELDFSWELE
301 PEQTFITPEV VSVEFSHEGVE GMSROFHRLY REHLMESEYAR EETRPVLLNS
351 WEGLAFDINE TATEEIAEQS ADLGIELFVM DDGWEFGHNEYP RVHDTAGLGD
401 WQPDESEFPD GLTPLVENVT DLEVANSSDE LEFGIWFEFE MVHFESDLYD
451 EHPDWATIHAG SYPRTETENQ LVLNLALPEV QEFIIDFVSE WVLRESPISYV
h01 EWDMNMEGEIHE TFPEDPTLHNYEY MLGLYHVFET LTSEFFDVLW EGCASGGGRFE
551 DPGVLOWFPD IWTSDDTDAYV ERIATQFGIS LAYPPSAMGA HLSHVPHGHT
601 QRITSVEFEA HVAMMGGSFG VELDPSDLEP EEREQIPGLI ELSEEINPIV
651 ITGDFYRLAL PEETHYPAGDH FISEDGEEWVY LFAFQTRATI HNHNSWEWFEFRLY
701 GLDASAKYEN DHHNQITWVSGST LHMNLGIQLEF EGDYDSOVIM IEEQD
Matched peptides information:
Ftart End Dhmaryesd Hr {sxpt]) Hr (oalok P W Paptids
0 2 10123 .33&7 1012_3314 101Z. 4839 =151 BR.REFFDHCR. G
1 T BT . 3204 BS6. 3131 BO6, FHTE -BL. 4 © F.EFFCHOR .0
102 119 1RTR.P1ET 1%TH. 9109 197%.0113 -830.7T QD R. IPAFQLODASGTTYIDIR. Y
152 11 2330 . 08E6 232%.0733 F33H. 2165 3.5 1 E. B3SO LGODHLDLIEIR. &
2 16 12 -3 [« ] 03.2323 BOX, ITES =71, 0 F.GOWAR.E
325 28 587.1%T10 SBE_1€57 S8£.2978 F18 0O R.QFHR.L
ar s-1:} L4Z8 . 58&0 1427.5THT 1427, &544 -53.0 © E. LFVHDDOWRINE . ¥
377 = 3Nl 044 . THTE 18437833 1843.8716 -46.8 E. LFNODCWIRTET PR . W
3T? - 381 HAED. T4 1855.737& 18585, B6ES 8.3 1 E. LFHDWRINEYFR. Y » Oxidaties
406 432 000, 9343 1595, 9470 2000, 0378 -33.4 1 E. SRFFOGLTPLVENTTDLE.V
408 — 423 75T . TANT 17567424 17598, 3247 2.4 0 B.FIDGLTTLVERTOLE.V
433 = 464 3819.T7106 AB18.703& IB1E, TAE4 -11.2 1 E. FOINFEFENVHFESDLYDENFISNATHAGSYPR. T + Oxidation (M)
453 — 464 R306 . 6064 1303.3%91 1305, 7144 =9T.%# 0 E.HFWAIHAGSTIR. T
453 - 468 H955 . BATH 1553 A80& 1953 . 3554 =3T7.8 i . HPFPRATHAGSYFRTETH. N
3 =49 607, 6176 1$06. 6300 1606, 7130 -§8,.F Q E. PPV LUNEGCASGGOR . F
350 — &72 732 . 1904 2721 1851 ¥131. ¥Fil 3.3 0 PB.FOMVLOWFFOINTSDDTDAVER.I
&10 &33 Z573.0937 237T2.0884 572.1574 -26.8 0O R ANVAMMOGS FOVELDFPSDLEFEER . E
10 - &3} 2989 .04%4 2588.0%81 2588.1523 =3 .4 0O B.AMVAHMOGSFOVELDPSDLEPEER . X =+ Cxidatica M)
&0 - &33 Z605 . 0608 2604 .0535 2604 . 1472 =36.0 O R.ANVAHNMNOGSFOVELDPSDLEPEER.E + I OCwidation (M)
(S]] 43 Biss . 628 13546220 1234, 744 =-0F.% 0 E.EQIFGLIELSER. 1
S48 — &857 407 . 6475 1406 6402 1406 . THEE ax.F 0 E.INFIVITOOFYR. L
[ %1 77 F1TH, SAED 21TV 9407 T17E, GEAD -4%, 3 @ F.LALFEETHTFASCF ISEDOR. K
&an — &TH FIOT .Q308 23060233 304, 1430 =51 .8 B. LALFEETNY PAGDE I SEDCGEE . v
T3 = &87 i0a0,. 5278 107%. 52303 1075, €128 -85.3 © EWLPAFOTR. A
&R - &880 1351 .5035 138058764 1350, §703 -73.0 B BE.ATIENSHIFWETE. L
730 — T43 1673 . 6236 1€7T2.6163 1672. T84 8.1 0 B FECCAYTESVIMIER. O



Spot No.: 84

Mascot score: 82

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: I-amino acid oxidase

NCBI accession No.: gi| 477517233 Sequence coverage %: 25
Matched peptides No.: 19 Total peptides No.: 60
Calculated Mr: 67814 Calculated pl: 5.69

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score iz -10#Log(P), where P iz the probability that the observed match iz a random event.
Protein scores greater than 76 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
501
551

MVEFTDEEWG
AWFDDVAKLN
ASDRVGGRFR
QLAETLNEMN
HANSSLGEEP
QGYDDWSEQC
KDSLGETEWK
QTRLSWYESV
AGLRFESACK
ESREGLITHY
YERLCWLODE
WISSAIYSLA

ASVLVLLFLS
CTSVSFAPNL
TEFVGSTEEFR
GHDSEWEVDE
ATVSTEYNET
MMREAFHASE
CWVDGGFNELT
FNRTFESEDY
WVELLFSERFW
RGGDWESDEYWV
HTATSWCRED
RGTIQLLLEL

NAHGTELPLE
SIATVGEEGEVS
AFRMGPMRLEY
ISWIQHHPNE
KHEMNETLEN
HITDAIWTAT
DAFTIFHVEDR
DYTIMAVEFT
ERGERFPIFGG
SFEDEERVQT
VEQHNLYTEA
GMVEEAKETH

Matched peptides information:

Etart
113

113
120
236
311
i
IES
365
I6F

n4 -

397
411
482
465
453

262

= 383

AQQTHLCADK
GLTTALMLDS
TVTYESDNST
LIAWGTGEHP
ETMLEATQAD
DYDVVWDEMV
LVLNERIGKL
MTRFMALESF
YSIPESRPIG
VLDATIVSLHG
YHQTEHNTIF
REWMGRWIRD

Shearved Hr {axpk]) Hr {cala) Ppom H
LES6 . 036G 1655, 0483 1635, THOD 2.9 1
LET2 B2TE 1671 8203 1E78.T749 27.2 1
L6230 . 8064 16577391 1687, T30 17.4 1
04, G471 03, 6340 803, 5320 w4 0
958 . 6008 9575535 95T, 2052 4.5 0
924 . 4700 9234627 923.3920 T6.6 0
1370, 8030 136F. 7337 1365, 6350 o6 0
LAZA . 8939 1833 BB6E 18238270 3Z.7T 0
LB39 . 9061 1838 . 8588 1838 . 8219 41.% 0
B35 . 8716 1834.8643 1854 . 2168 25.6 0
L411.0480 14100415 1410, 7330 IT.0 @
LAZT . 804D 14267576 1426. 7279 8.9 0
BL6. 4888 BLS. 4813 B15.4501 3.5 0
830, 6230 49, 6130 849, 3222 7.4 0
93 . 38602 THL.ATIS THL. 5158 éT.1 @
2929 4037 29203564 2928, 4254 $.88 0
1145, 6363 11448.56352 1544, 3035 1o 0
743, 9656 T42.9%03 1743, S480 54T @
L1759 . 9793 17589720 1788, 5437 i6.2 0

POMONFDSVG
IGLHNWDIIE
YEYTEHRLTF
DGRIPFTRADI
VWRSHEEFVMS
HNSNLALDGT
ESVEGEDGQT
SSVLGRAISE
ALYYPVYGLN
EQARELYTGD
IGEHTAPTQR
ETKP

Paptide
. FVGOTREFAZMGPMR.. L

F.PAOTREFARHOPSR L »

GEsdatica (M)

F.FVEITEEFAEHOFHER. L + 2 Oxidation (M)

R.LPFTVTYR. 5
ATQADVWEL. &
CVEHIFHR . L

LTDAF IFHVEDR ., L

. DYDYT IMAVT FTMTH. F
DYDYTIMAVFFTHTR . F + Oxidation (M)
FMALPSFSSVLGR. A
FHALFSFSSVLOR. A »
AISEAJLR.F
VELLFSER.F
CODWEDR. ¥
TYEFSDEERVDTVLDAIYS LHEEQAR . E
ELYTEYER. L

GTIGLLLELGRVERAS. E
CIIGLLIELANVERAR B - [midariss (M)

Oxidatica (M)

oW oW W ON N W W W N NN N NN

DYDYTIHAVPFTHTR.F + 2 Oxidation (M)



Spot No.: 85

Mascot score: 78

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Carboxypeptidase cpdS

NCBI accession No.: gi| 475670597 Sequence coverage %: 29
Matched peptides No.: 14 Total peptides No.: 58
Calculated Mr: 64882 Calculated pl: 5.94

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%Log(P), where P is the probability that the observed match is a random event,
Protein scores greater than 75 are significant (p<0. 05),
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Matched peptide sequences: shown in Bold Red

1 MEFSLISTLL AFGILSQALF NEGATINAFNE WVHFRERYDERE AALPAPEQPA
51 FEERSESEFL HNEHSEEFVWVN GSATPEVEFD VGESYAGLLP ISQDFDEERE
101 LYFWFFESTH PELEEEEVVI WLNGGPGECSS5 LSGLLTENGP FLWUQEGTLALP
151 WVPHTYSWINL THVIWIEQFEV GVGYSQGEFN ITHEVELGEQ FIGFWENFID
201 TFELEGATTY ITGESYLGYY VEYIADAFIT ANDDDYYELG GVAINDPIIG
251 DGTLRQQAVI FPYIEYWSNL FYLNQTYTNA LEWTHQHCGY ERYLKRYGTF
301 FPPEEEFFPVL FDFYADTHFE SHYTCDIFDY AYARAALT.DSHNP CFHNIYHITDT
351 CPHVYSQLGI VHQGDYSPPG ARVYFNRTDV EEALNAPIDD TWYQCTPNEW
401 FGFGDPHSHE SDTSLAPAON DVLERVIEHT NNTIIGVGREL DFLLPPNGTL
451 FATQNATWNG EEGFQEYPQD EQFYWVPFHID YHNGGRLSEEG IVGOUWGEERG
501 LTWYEVQLAG HELPGYTAGA GYRVVEKLLG RIKNLGTIEN FTTQRGNEQG
551 HNPHERDF5VYV NFLGLFWGHG FTY&
Matched peptides information:
Start = End Thaarred Mr (axpt) Hrioalo) (2] H Paptida
s — 59 336 8737 335 8644 233&. 0808 ¥1.8 1] K. FOVGESYAGLLPISQDFDEER . X
T8 100 A4, 0 2463, 93337 2464, 1THE -58.4 1 K. FIVOESYAJLLFISODFOEERE . L
180 - 194 #33.3338 234, 3283 #24. 4838 =170 (1] E.QFIGFO. N
157 - 03 1126. 4359 1125, 4286 1125, 5T06 126 0 K.HFIDTFELE.Q
23 T893 1245, 4104 1244, 4031 1344, 3670 -133 (1] R WTHQHOGTER .Y
a%6 - 30¢€ 1292 . 4342 12%1. 4469 1391 . 6448 133 1 K.KYCTFIMFEEX.F
257 ol 1164, 3535 11€3, 38E3 1163, 3455 -141 0 F. TOTFFFFEER. F
aor - 320 1373.365%% 1372 .38619 1392, 7834 =140 a E.FIVLFOFCADTHNIR. S
323 = 399 2019, 7018 2018, 6945 2018, 3520 i 0 B ALHAFTDOTWYSCTFNE. W
411 474 1430, 2408 1437, 3236 1457, T36F -138 (1] R . SOTSLAFAQNDVLIE. R
472 - 488 Ti2. £335 1711, 6282 1Tii. 8207 igé 0 E.QFYVIFHIDYEOON. L
LLL 455 L1308, 3963 1387, 58%0 1587, 752% -103 0 R, LSEEGIVGEWIEER., O
300 - 323 2608 .0389 F808.0316 I608.2T10 84.1 1] R.GLTWIEVOLAGHE LINGY TAGREYR W
5334 = 543 LIS, 3048 L364. 4975 1364 . 5836 -144 0O K. HLOTIENFTTOR. O



Spot No.: 86

Mascot score: 216

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Catalase-peroxidase 2

NCBI accession No.: gi| 475672437 Sequence coverage %: 42
Matched peptides No.: 33 Total peptides No.: 64
Calculated Mr: 85233 Calculated pl: 6.57

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P iz the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0. 0B).
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Matched peptide sequences: shown in Bold Red

1
51
i01
151
201
251
301
351
401
451
501
351
601
651
701
751

MHVQSLLLAS
QAGGGTRSRD
EDLHALLTDS
RFAPLDSWED
FETLGFAGGR
EKPLGATHFG
IGEHTLGETH
LEVIWSTTET
VEGKFRREPTM
RDLGEVSEYL
LIVSELVSTA
LEALKRVQKD
TPGRVDATQN
TLTPEEMTVL
WAKRDSQCEL
KEEFVEDFIS

GLVPLAASQG
FWPCALRLDV
QDWWEADHGH
NQNLDRARRL
ADTWEADEST
LIYVNPEGED
GAVEARNIGE
KWSHNHFLESL
LTSDLALIND
GEEVAKEKFI
WHSASTFRGT
FNSKSGSKEV
QTDLVQFGYL
VOCLRALHAN
WTGTDRATES
AWTEVMNLDR

Matched peptides information:

#uarn -

- Al

Seamerwa
1040 . T203
i3 . TITY
IWET . FROT
1044 . E580
L2 =5 )
2. 2ipd
(TP EFT!
IWTE araR
NS, ST
1TAN . MIED
B, THEE
aWED . 1ade

LIL7. 1342

1304 . TERE
1354 Ba4E

TN R

CPFAKEATDT HLVFPFREIFE DFGICEVASH
LEQFSPPYNF LGADFDYTEA FESLDFAALE
YEGGLFIERMSW HSAGTYRRMD GRGGISGMHMGOO
LWPIKQEYGES EKISWADLMVI. AGNVALEHSGE
YWGAESTFVE EGHNDVEYNGS TDIYERADEL
E55DPEASAL DIRTAFGEMG MDDEETAALT
EPMALADLGEM GLGWHNSVHE GNGPFDQMTISGE
LGHNNWILVES PAGHEQWEAI. NGELEYPDPF
PEYLKICERW HDNPEELNAA FARAWYFLLH
WQDPFLPERKE DIIGEADISS LESAILSADGE
DERGGANGAR TALEPOVHWY SHNEPEQLEQV
SLADLIVLGG VAATEFERLQL AGFRDVEVEF
EPLADGFENY GHGTARARTE EILVDREAALL
YDGSSHGILT EFFGQRQLTHNDF FVHNLLSPAYS
VEWIATRADL VFGSHAELRL ISEVYGSADA
FOVEAEE
T G Fiw ranla) = I_l Fapet kil
10603 . TLER 1587 879 1% o B ATOTELYFFE I
12947584 5354 9483 i B B EIPESFOICE W
PR LI L F L FLe LBl i 8 B TARNGAISGTE . B
(RSB LEL ] ELo BN a B OFNPCALN. L
rid e LI oy ] inm = B LETLR.T
T34 . tONY 308 _En32 1.7 ©® B QUSFFYNFLOACTDYTEASE §
(EE L] B3 AT 3 @ K ELOTAALE R
¥ 4078 THTIE_ADAEL [ K. DLRALLTCIDWNFADRET O TR M
[T EET ] (T EE] 4 8 B SSEAHI0OR F e Sesdedaer 3
1T AT 1788_8EL1 1.7 B B FAT LDFETENONLIN. &
{EEREE (L] o] L 3 N, ELISFER §
4511183 w1.87e 1.9 8 B ASTEEADES I TWOALFTTVPR. O
2L ] hid ia o  YHEIETDIVER . A
TR T T TR CIT I N B EETTCR
4. 2801 Lod._s&4 3.4 B E LEYPOOTTE. O
§7.47F1 LT § 6 B EOTRTEWMLIERITLE S
3.t 187 1T43 T 0 BRFTHL] TEDLALINDFSTLE. I & Omsdwansr 09
(ELIETH.] { I B ELHRLTAE &
4387387 3 1 ¥ ELEAATARANTE L
Tk f4i2 i 2 K. FISgEdCPEE X
FRl-a | L] i B TALEFCVESTERNFE. D
TES_aeis 4% K. KTILADLITLOITAALELN . &
TIET 430 9 K FAITLOOTAAEE.A
L1 LY LE N | N NEFITROE. T
L aDat 3 o R HYGHOTAR A
&, I -] il B ASTEELTEE A
1Y EBED i o B TEETLVOR. &
iwlii 5i%e a3 8 AR LTFFETYLTAALE A
1BAT .10 aT.4 @ BOALLLTLTF TTTLVGOLE . A & Cmudazssr O
PR R D1 189 (s HL i~ Y
13783 E» 8 . DSOGELNTETOR . A
4345 B3T3 24 8 B ASLVTOERAE.S &
A Aee HE ANET i g B GrinkeTE v



Spot No.: 87

Mascot score: 219

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Catalase-peroxidase 2

NCBI accession No.: gi| 475672437 Sequence coverage %: 41
Matched peptides No.: 37 Total peptides No.: 84
Calculated Mr: 85233 Calculated pl: 6.57

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%Log(P), where P is the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0.08).
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Matched peptide sequences: shown in Bold Red

Caidation M3

1 MEVQSLLLAS GLVPLAASQSE CPFAERATDT HNLVPPREIPE DFGICEVASH
51 QAGGGTRSED FWPCALRLDWV LEQFSFPYNFP LGADFDYTEA FESLDFALLE
101 EDLHALLTDS QDWWPADHGH YGGLFIEMSW HSAGTYRAMD GRGGSGHMGOD
151 ERFAFPLDSWFPD HNQWLDELERL LWPIEQEYGS EISWADLMVL AGHNVALEHSGE
201 FETLGFAGGRE ADTWEADESI YWGAESTEFVE EGHNDVEYHNGS TDIYERLDEL
251 EEPLGATHFG LIYVHMPEGED GSS5DPEASAL DIRTAFGEMG MODDEETAALT
301 IGGHTLGETH GAVPAENIGF EPMAADLGEM GLGWHNSVHNE GHNGFDQMTSE
351 LEVIWSTTPT EWSHNHFLESL LGHNMNWILVES PAGHEQWELL NGELEYFDEF
401 VEGEFRERPTHM LTEDLALIND PSYLEICERW HDNEEELHAA FARAWYERLLH
451 ERDLGFVSRYL GPEVAEEEFI WQDPLPFEREG DIIGEADISS LESATLSADG
501 LDVSELVSTA WHSASTFRGT LDERGGAMNGAER TALEPOVHWY SNHPEQLEQGY
551 LSALEEVQED FHNSESGSEENY SLADLIVLGE VAATEFAAQA AGFFDVEVEFR
601 TPGEVDATOW QTDLVQFGYL EPLADGFRENY GHGTARARTE EILVDEAALL
651 TLTPPEMTVL VGGLRALMAN YDGSSHGILT EEREGRLTHDE FVHLLSPAYS
T01 WAEFDSQGEL WTGTDRATES VEWTATRADL VFGSHAELRAR ISEVYGSADR
751 EEEFVEDFIS AWTEVHMNLDE FDVELEE
Matched peptides information:
Seart - End Gl satred Mr (expt) Mr (calek ppa M Paptide
27T - 34 1085, 4542 1082 . 4865 1082 . 5T20 =T8.& 0 R.ATDTHLVFIR.E
AT - 46 1235.5008 12344535 12345652 58.1 0 R.EIFEDFOICR.YV
4T - 57 1017. 4461 1016. 4388 1016. 4999 60.1 0 R.VASHQAGHITR.S
60 = &7 1064, 4210 10&3. 4137 LO&3. 4505 -T2.& 0 R.FWPCALR. L
68 = 72 615.374% G14.3676 614.3T752 =12.2 0 R.LIWLR.Q
A = 52 2306, 020 A0S . BF4T 3060532 -68.7 0 R.QFSPFFYHFLGADFDYTEAFE . §
13m 131 1439, 621% 1438, 6146 1420, 6043 T.280 1 B . AHDIRFEISOMFOOR. F + 7 Oxidatics (M)
HE B ] 131 L1 -y BTG T4 0T I -i4.0 @ R EOSEHGO0R . T
143 = 131 B33, IP60 0F2. 2085 n%2 .81 =104 0 R.GEGSGMEQOR.F + Oxidabiom (M)
132 - 166 1758, 6510 1750, 6437 17508213 -101 @ R.FAPLDSWPDNQHLDE. A
16 - 173 WIS, 406H PIEATHT 9345000 130 1 R.ELLWFIE.Q
Fii - 231 2404 . 9427 2400 . 9354 24010750 -58.1 0 R ADTWEADESTYWOARSTRIE. G
3T - M6 1217 4764 1216. 4651 1216.5380 =55.0 0 R.YNGSTDIYER.A
FIT - 283 T45. 4133 Tdd. 4060 T44. 4130 9.3 0 E.ASALDIR.T
B4 - 248 551.3281 530.3»08 550.2863 62.& 0 R.TAFOR.H
94 = 402 1107. 4458 1106, 4385 1106. 5648 =114 0 E.LE¥PDFFVE. J
40T = 425 2147 . 9367 2146, 9454 1471296 =83.% 0 R.EPTHLTSFLALINDPSYLE.I
407 = 425 2163, 5376 FLER . 9303 F163. 1745 -83.8 0 R.EFTHLTSPLALINDFSYLE.I +
436 443 B9, 4160 B%0. 40087 B30. 4610 -38,7 0 FE.ELRARAFAR.A
A6F aTn 1300, 378% 1259, 3T26 1239, 6613 -60.1 @ K. FINJDFLFER. K
468 = 4T® 1420, 6031 1427, 3578 147 . 7361 111 1 K. FIWDFLFERE., G
231 - 545 1708, T415 17077345 17670044 -53.8 @ R.IALEPPARMERNET.G
6% — S84 1THS, 8407 1THE. 8534 17#5. 0819 137 1 E.EVELADLIVLGGVAAIEE.A
5% - 384 1447 . 8038 18£8 . THES 1646, S840 =iid 0 E.VILADLIVLGIVAATER. A
58T - 604 1860.7TH#1% 18539, 784€ 1859, 9530 =90.% 1 K. AADAAGFRDVEVTFTIGR. Y
585 = 604 11164754 1115, 4681 1115.5641 BE.4 O E.DVEVFFTROR.V
L34 636 Bys.371% BY4, JEdE B AD4E 45,6 0 R WYGHOTAR . &
637 = 646 13015423 1300, 534% 1200, 6462 2.7 1 R.ARTEEILVDR.A
3% - £44 974, 4553 273 . 4480 275, 5080 &L.T O R.TEETLVDR.A
647 = 655 1931.987& 15930, 9803 1554.1017¢ 0.3 O R AALLTLTFFENTVLVOILR. A
547 BES L9&7T. 5330 1966, 37T 1567.1123 -B3. 8 0 R AALLTLTFFEHTVLVGILE A + Oxidation [}
704 = Ti6 L45%2. 6264 14%1.6181 1451, 6554 -51.1 1 K. EDSQGELWTGTDR.A
705 - Tié 13£4.545 1363, 5378 1363, 6004 45.% 0 K. DSQCELWTOTOR. A
723 = TIT 634.2317 633. 2244 633.3233 =156 O E.WTATR.A
Tzn T35 L3l4. 5848 1313, 5773 1313.&6728 TE.3 0 R ADLVFGEHAELR . A
757 = TE4 967 . 2664 P66, 3501 SH6. 4011 -126 0 E.DFISAWTE.V
765 - T9O TE3 . 3263 TEZ. 3485 TEZ. 3604 2.9 0 E.WHHLOR.F « Ceidation M)



Spot No.: 88

Mascot score: 249

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Catalase-peroxidase 2

NCBI accession No.: gi| 475672437 Sequence coverage %: 41
Matched peptides No.: 39 Total peptides No.: 84
Calculated Mr: 85233 Calculated pl: 6.57

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score iz -10#Log(P), where P is the probability that the observed match iz a random ewvent.
Frotein scores greater than T5 are significant (p<0.05),
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Matched peptide sequences: shown in Bold Red

1 MEVQSLLLAS GLVPLAASQG CPFAEKRATDT HNLVPFEEIFE DFGICEVASH
51 QAGGGTRSED FWPCALRLDYV LEOQFSPPYNP LGADFDYTEA FESLDFALLE
101 FDLWALLTDS QDWWPADHGN YGGLFIEMSW HSAGIYERAMD GRGGSGMHMGOD
151 EFAPLDEWPD NQWNLDELERL LWPIEQEYGS EKISWADLMVL AGHVALEHSGE
201 FETLGFAGGER ADTWEADESI YWGAESTEVE EGHNDVREYHGS TDIYERADEL
251 EEFPLGATHFG LIYVHFEGFD GS55DFEASAL DIRTAFGEMGE MODDEETAATLT
301 IGGHTLGETH GAVPARNIGP EPMAADLGEM GLGWHNSVHNE GHNGPDQMTSE
351 LEWVIWSTIPT EWSHNHFLESL LGHNWILVES PAGHEQWEAL HNGELEYFDEF
401 VEGEFERFTM LTSDLALIND PSYLEICEREW HDNPEELHAA FARAWYELLH
451 ERDLGPVSRYL GPEVAREEFI WQDPLPEREG DIIGEADISS LESATLSADG
301 LDVSELVSTA WHSASTFRGTI DERGGANGAR TALEPQVHWY SNHPEQLEQY
551 LSALEEVQED FHNSESGSEEV SLADLIVLGG VAATEEAAQA AGFEDVEVEF
601 TPGEVDATON QTDLVOFGYL EPLADGFRENY GHGTARARTE EILVDERAALL
651 TLTPPEMTVL VGGLRALNANWN YDGSSHNGILT EEEGQLTHDE FVHLLSPAYS
701 WARFDESQGEL WTGTDEATES VEWTATRADL VFGSHAELRAR ISEVYGESADL
751 EEEFVEDFIS AWTEWVMNLDE FLOVEREE
Matched peptides information:
Start - Exnd dbaarrad Hr {axzpt) Mr [cals) ppa W Peptida
27T - 3 1083, 6583 1082, 6910 i082. 5720 110 ¢ R ATOTHLVFFR.E
a7 - &8 1335. 7345 12349278 1334 . 5653 132 © R.EIFEDFOICR.V
a7 ar 1017, 6341 1006, GE50 1016, 4333 143 ©  RVAERQADEITR. §
# - &7 1064, 6431 1063, 6358 1063, 4909 138 0 R.DPWPCALR.L
& - 72 615, 5138 &14. 5063 614, 3752 213 0 R.LDVLR.G
73 - 92 2307.0814 230&. 0744 2306 . 0532 9.09 0 R.OPEFFYNFLEADFDYTEAFR. S
i0pe = 17 74,3414 2973.3341 2573, 4046 =23.7 0 FK.DLHALLTDESODWWRADERTYOILEIR.H
143 121 BI7. 3023 076, 4933 BV, 30T2 133 0 R.OGEEHGOOR.TF
143 - 131 B3, 4495 BE3. 4426 892, 3821 7.8 0 R.OGEGMGIOR.F + Oxidaticn OO
152 - 146 1759 8308 1758.8233% 1758, 8213 1.15 0 R.FAPLDSWPDONOHLDE A
211 - 231 2402 .0773 2401.0700 2404. 0750 =2.08 0 R ADTHEADESIYWIAESTEVFR.O
23T = 246 1217. 7330 1216. 7257 1216, 3360 136 0 R.YHISTPIYER.A
27T = 2 TAD, 4472 T4, 43FF Ta4, 4130 I6.2 0 K.ASALDIR.T
04 - 286 531.1%73 S50. 1903 250, 2063 178 0  R.TAFGR.M
554 - 402 13107, 6843 ii0&.4F70 1504 . 5648 it & FK.LEYFOFRVE.O
407 = 423 2148,.1275 2147.1202 2047 1295 -4,37 © R.AFTHLTSFLALIHDFPSYLE.I
407 433 2164, 1287 2163. 1714 263, 1243 -1.43 © R.RFTHLTSPLALINDPSYLE.I + Oxidation My
436 - 443 091, 5706 B90. 3633 890, 4820 118 0 K.ELMARFAR.A
436 - 447 14389, BE40 1458 B5ET 1438, 7357 B4.1 1 F.OELMAAFARAWYE.L
455 - 4TE 1300 . 834% 129%.8276 1299, 6612 18 0 FK.FINQDFLFER.E
465 = 479 1428, . 8309 1427.8836 1427. 7561 8%.3 1 K.FINODFLFERE.O
400 LEF 1317, 0360 1310807 1316, 6023 137 0 R.OPIICEADISSLE.S
531 - 543 1708, 8703 1707. 8730 1707, 8944 =13.1 0 R.IALEPQORVEINES.Q
568 - 586 1TH6. 0383 1795031 1735, 0819 =28.2 1 K. FVELADLIVLOGVAATER A
570 = 528 1667 . 9808 1866, 9T33 1666, 9869 =8.15% 0 E.VSLADLIVLOTVAATER. A
587 - &G04 LBE0 . 854T 1850 6854 FELE LA T 34.2 1 F AAMALFEDVEVEFFTRIR.V
553 - 604 1116.7027 1115.6554 1115, 5611 120 0 F.CVEVFETFOR.V
603 = &28 657 .3003 TES6 . 2537 2696 . 30ET =5.56 0 R.VDEATOHOTDLVOFOYLEFPLADOFR. R
L4 626 8733000 074, 3027 LEL TR 12 1] 112 0 R.FYGHTITAR.A
BT = GG RECL . THED 1300, 7773 1200, 6463 e 1 F. ARTEEILVDHR. A&
3% — 646 974 . 5810 #73,.8737 #73, 5080 &7T.5 0 R.TEEILVDR.A
4T — 48 1952 1034 1931 .G%E3 19813174 =i0.% 0 RAALETLTPIENTVLVGILR. A
4T - 6E5 19€8.101% 1967 .0%48 196T.1125% .10 0 R.AALLTLTFFEMTVLVEOLR.A » Ozidatisa (M)
704 - Tié L1452 8118 1451 . 8042 1454 . 6554 73.0 1 F.FSHIELWTOTOR.A
703 = T16 L1364 . 7727 1363, 7TED 1363, 6004 121 0 F.DSQIELNTOTDR.A
723 27 634 . 44563 633, 4385 633, 3333 18 0 FE.WTATR.A
e = TN BIL4E . DE4T 13120574 1313, 6730 141 0 R, ADLVIGEHAELR.A
TEY - Té4 87,5294 BEA, 85323 SE6, 4811 42.5% 0 E.DFISAWTE.V
T3 - TH 1236 8833 1235.875% 1235, 6333 i%d 1 K. ESILDRFTVE. A



Spot No.: 89

Mascot score: 314

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Catalase-peroxidase 2

NCBI accession No.: gi| 475672437 Sequence coverage %: 48

Matched peptides No.: 39 Total peptides No.: 61

Calculated Mr: 85233 Calculated pl: 6.57

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein scare iz =1(#Log(P), where P iz the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0. 05),
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Matched peptide sequences: shown in Bold Red

1 MHVQSLLLAS GLVPFLRLSQE CPFREEATDT HNLVPPREIPE DFGICEVASH
51 QAGGGTRSED FWPCALRLDY LROFSPPYHNE LGADFDYTEA FESLDFRALE
101 EDLNALLTDS QDWWPADHGH YGGLFIRMSW HSAGTYRAMD GRGGSGMGOD
151 RFAPLDSWPED HNONLDEARRL LWFPFIEQEYES EISWADLIMVI AGHNVALEHSGE
201 FETLGFAGGE ADTWEADESI YWGAESTEWVE EGHDVEYNGS TDIYERADEL
251 EEPLGATHFG LIYVNPEGPFD G55DFEASAL DIRTAFGEMGE MDDEETAALTT
301 IGGHTLGETH GAVEARNIGE EPMAADLGEM GLGWHMNSVHNE GHGEDOMTSGE
351 LEVIWSTTPT EWSHHFLESL LGHNWILVES FPAGHEQWEAL NGELEYPDPF
401 VEGEFEREPTHM LTSDLALTHND PSYLEICERW HDNPEELHNAA FABAWYELLH
451 RDLGPVSEYL GPFEVAREEFI WODPLPEEEG DIIGEADISS LESATLSADG
501 LDVSELVSTA WHSASTFRGT DERGGANGAERE TALEPOVHWY SHNPEQLEQV
551 LSALALEEVQED FHSESGSEEWV SLADLIVLGG VAATEEAAQA AGFEDVEVEF
601 TPGEVDATON QTDLVOFGYL EPLADGFENY GHGTARARTE EILVDRAALL
651 TLTPPEMTVL VGGLRALWNAWN YDGSSHGILT EEEGQLTHDF FVNLLSPAYS
T01 WAEEDSOGEL WTGTDRATES VEWTATRADL VFGSHAELEA ISEVYGSADR
751 EEFFVEDFIS AWTEVMNLDE FDVEAEE
Matched peptides information:
Start - End Obmarved Hr (axpt] Mr (calch ppm M Paptide
4T = 36 1083.7470 1003, T40& 10832 . 3T20 134 0 R.ATOTHLVIFR.E
AT - 46 13337670 1334 . T3 123436323 1138 0 R.EIVEDFGICR. WV
71 - 1017.7138 1016, TOES 1016. 4999 203 0 ROVASHOAGGOTR. S
g - &7 164 . 937 1063, G084 1063, 4909 186 0 R.DFWRCALR.L
8 - 12 515.5259 14,5226 614.3752 240 0 RLDVLR.G
s - 82 23071662 2306, 1985 THBE. 0532 45.5% 0 R.OPEFFYNPLOADFDYTEAFR. S
102 - 127 2974.4704 2573, 4631 2973, 4046 15,7 0 K.DLHALLTDSODWWPADBINYOELFIR. M
143 - 151 BS3. 5437 Bad, 5354 CER TS 173 0 ROGSOMOQOR.F « Cwidation (M)
152 = 166 1759, 9623 1758, 9350 17588213 76.0 0 R.FAPLDSWPDHONLDE. A
11 = 231 4021853 2401, 1820 401 0750 44,6 0 R ADTHEADESTYWOAESTPWVEE. O
3T = 46 1217.7515 1216, TA42 1216. 5360 171 0 R.YNISTDIVER.A
77T = 283 7455043 TaA, BTES T4 4130 230 0 H.ASALDIR.T
04 288 531, 4576 350, 4304 530, 2863 298 0 R.TAFGR.M
G 402 20341669 2003, 1558 2033, 0238 65,8 1 K OWEALRGELEYPDPIVE.G
J94 = 402 1107. 7650 1106, THZS 1106, 3648 179 0 K LEYFOFFVE.G
407 = 423 21402741 2147, 2660 F147. 1306 63.% 0 R.APTHLTSDLALINDPSYLE, I
407 - 433 21642302 2163, 3305 21631348 4%.2 0 R.APTHLTSDLALIMDPSYLE.I + Ozmidation [M)
436 = 443 091 .4630 890, 368 B%0. 4610 X0 0 E.ELMAAFAR . A
436 - 447 439.9%14&3 1438, POR0D 1438 7337 120 1 E. ELBAAFARARYE. L
448 - 451 A38.49016 23T7. 4844 8373387 X o K.LLHR.D
469 - 478 300 8591 1399, 8518 1399, 6612 14T 0 K. FINQOFLFER.E
469 - 479 4289318 1427, 9248 14277561 118 1 K. FINQOPLIERE.O
531 - 4% 1709 DAHD 1708, 032E 1707 . BEa4 BO.% 0 R TALEPOVIWGSHHPE. O
559 - S8E 17562117 1795, 2044 17550819 8.3 1 K.EVELADLIVLOOVAATER. A
570 - 386 LEER. 1021 1667, D948 LEEE. SRES 4.7 0 K.VSLADLIVLOGVAATER. A
58T = EO0d4 18610738 LEED . DEES 1859, #530 1.0 1 K. AAQAAOFRINEVRETPOR.V
E1E] w04 1116. 7652 11853.7619 1113, 3681 180 0 K.DVEVEFTPGR.V
[ ] w20 2657 . 3000 TEIE. IN0T 2696, 2082 26,9 0 R.VDATONOTDLVOFGTLEFLADGER. R
625 (217 07N, 6025 0743536 074, 4046 218 0 R, WOGEITAR. A
63T = ddE 12000079 1200, 0206 1200, 6462 137 1 R ARTEEILVDR. A
3% - #48 #T4_ 6830 T3 6877 73,2080 183 O R.TEEILVDR. A
4T - #43 1952 .2371 1981.22%8 1951.1176 aT.5 © ROAALLTLTPPEMTVLVGOLR . A
E4T - 468 19&8 . 2451 LOET. 2418 196T.1135 .7 D ROAALLTLTPPENTVLVOOLR. A « Oxidarisn (M)
T4 - 716 1492 8T0E 1491 . BEXY 1491 . 6954 113 1 K.EDSQIELWTOTOR.A
TE - 716 13648034 1363, THE1 1363, 6004 144 0 K.DSQOBLWTOTDN.A
TIF - 727 634 . 5036 6334563 £33, X035 273 0 K.WTATR.A
TZE - 739 13148818 L3L3.BTAS 1313, 6728 154 0 R ADLVFOSHAELR.A
THE = 756 6302074 S48, 2100 Ed5 ., 3759 =361 1 K.EEFVE.D
57 TEA 967 . 6236 966 GLED 66, 4811 140 0 K.DFISAWTE.V



Spot No.: 90

Mascot score: 236

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Catalase-peroxidase 2

NCBI accession No.: gi| 475672437 Sequence coverage %: 42
Matched peptides No.: 33 Total peptides No.: 61
Calculated Mr: 85233 Calculated pl: 6.57

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the cbserved match iz a random event.
Protein scores greater than 75 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1 MHVQSLLLAS
31 QAGGGETRSED
101 FDLMALLTDS
151 EFAPLDSWED
201 FETLGFAGGER
251 EEFPLGATHFG
301 IGGHTLGETH
351 LEVIWSTTFET
401 VEGEFERFPTH
4531 ERDLGPVSEYL
5301 LIDVSELVSTL
551 LSALEEVQED
601 TPGEVDATON
651 TLTPPEMTVL
T01 WAEEDSOGEL
7531 EEEEVEDFIS

GLVELAASQG
FWPCALRLDV
QDWWEADHGH
NONLDEARRL
ADTWEADEST
LIYVNEPEGED
GAVEAENIGE
EWSNHFLESL
LTSDLALIND
GPEVAKEKFI
WNSASTFRGT
FHSKSGSERY
QTDLVQFCYL
VGCLRALNAN
WTGTDRATES
AWTREVMNLDR

CPFFAKEATDT HLVFFEEIFE
LEQFSPPYNE LGADFDYTEA
YGGLFIBRMSW HSAGTYRLMD

LWPIEQEYGS FKISWADLMVL
TWEAESTEVE EGHNDVEYHNGS
G55DPEASAL DIRTAFGEMG
EPMAADI.GEM GLGWHNSVHE
LGNNWILVES PLGHEQWERZL
PSYLKICKERW HDNPEELNAA
WQDPLPERE:E DIIGEADISS
DERGGANGAR ITALEPOVIWY
SLADLIVLGG VAATEERDQON
EPLADGFENY GHGTARARTE
YDGESSNGILT EFFGQLTHNDEF
VEWTATRADL VFGSHAELRS
FDVEAEE

Matched peptides information:
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Spot No.: 91

Mascot score: 86

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: I-amino acid oxidase

NCBI accession No.: gi| 477517233 Sequence coverage %: 26
Matched peptides No.: 19 Total peptides No.: 64
Calculated Mr: 67814 Calculated pl: 5.69

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P iz the probability that the cbserved match is a random event.
Frotein scores greater than 75 are significant (pd0.05).
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Matched peptide sequences: shown in Bold Red

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

MVEFTDEEWG
AWFDDVAKLN
ASDRVGGRFR
QLAETLNEMN
HAMSSLGEEE
QGYDODWSEQC
KDSLGETEWK
QTRLSWYESV
AGLRFESACK
ESREGLITHY
YERLCWLQDE
WISSAIYSAR

ASVLVLLFLS
CTSVSFLAFNL
TEFVGGTEEFR
GHDSEWENVDE
ATVSTEYNET
MMEELFHRASE
CVDGGFHELT
FHNRTFESFDY
WVELLFSERFW
RGGDWSDEYW
HTATSWCRED
RGTIQLLLEL

HAHGTELPLE
STATVGGGEVS
AEMGFMELEY
ISWIQHHPHE
FHEMNETLEN
HITDATWTAT
DAFIPHVEDR
DYTIMAVEFT
EEGERFPIFGGE
SFSDEEHVQT
VEQHNLYIFPL
GMVEEAKETN

Matched peptides information:

Start
113
113
113
128
236
Iz
3le
L1
L[4
384
an4
357

487

330

e Tl Hriaxpt} Hr [cala)
1654, 7T780 14857714 1E55 . TAGO
1672 . T1&5 1671. 7096 LETL. 7745
1608, 7081 16087, 7008 LEAT, TaE0
B4 . 5974 83,3904 983 . 2338
258, 3036 2575784 257, 5032
B34 . 4823 #33.4752 833, 3930
1370. T400 136%. 7327 1365 . 6950
18335, B0 1828, TEIR 1838, 2215
1835, 7742 1854, TEER 18534, 8148
1411, 7708 1410. 7632 1410, T30
1427, T420 1426, 7333 1426, T2T8
Bid. 5813 B15. 5759 815 . 458081
850, 6344 PP 8271 949, 53233
THI 4648 THL. 4593 THL, J1E0
RIH. 315D 25283124 2928 4254
11455776 1544.53703 1144.5026
1743, 8053 1T4Z. 8030 1743, B8R
17545 . BE&d 1T5&.8591 1758, 5437
1020, 3303 1015, 3232 1019, 3123

AQOTHLCADK
GLTTALMLDS
TVTYRSDNST
LILAWGTGRHP
ETMLEATQAD
DYDVVWDEMV
LVLNREKIGKL
MTRFMALESF
YSIPESREIG
VLDATVSLHG
YHQTEHNTIF
REWMGRWIRD

i

34

wd
]
[ A T ]

i
L
&

oo oo oo D oo o DD oo e

PQMQNFDSVG
IGLHNWDIIE
YEYTEHRLTF
DGRIPTRADI
VWERSHEFVMS
HNSNLALDGT
ESVEGEDGQT
SSVLGRAISE
ALYYPVYGLN
EQARELYTGD
IGEHTAPTQA
ETKE

Feptide
K- FAOCTREFATMOMR . L

E. PROOTEEFAEHOPHE . L +

E. FOGTREFAEMGINE. L
B. LFYTVTYR. S

E. ATQADVER. 5

K. CUDGOFNR. L

R. LTOAFIFHVEDR. L

Oxidation (M)

+ 7 Oxidation (M)

E. DY TIHAYFITHTR. F + Oxidation (M)

K-DYDYTIMAYVIFTMTR.F +

R. FHALPSFSSVLOR. A

2 Oxidatian (M)

R. FHALPSFSSVLOR . A + Oxidation M)

R_ATSEAGLR.F
E.-VSLLFSER.F
R. GGIWEDE ¥

R YWSFEDEEEVOTVLDATVSLBGCEQAN . E

R.ELYTODYER. L
R.GTIQLLLELGMVERAR . E

. OTIQLLLELOMVEEAR . E » Dxidaties (M)

R. WHIFWIR. D =

Comida ko

[415]



Spot No.: 92

Mascot score: 250

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Catalase-peroxidase 2

NCBI accession No.: gi| 475672437 Sequence coverage %: 49
Matched peptides No.: 41 Total peptides No.: 87
Calculated Mr: 85233 Calculated pl: 6.57

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is -10%#Log(P), where P is the probability that the observed match is a random ewvent.
Protein scores greater than 76 are significant (p<0. 05).
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Matched peptide sequences: shown in Bold Red

1 MHVQSLLLAS GLVFLALSQGE CPFAEEATDT HLVPPFEEIFE DFGICEVASHN
51 QAGGGTESED FWPCALELDY LEQFSPPYNFP LGADFDYTEA FESLDFAALE
101 EDLHALLTDS QDWWPADHGH YGGLFIEMSW HSAGTYRLMD GRGGSGMGOD
151 RFAPLDSWED HNQNLDELRRL LWPIEQEYGS EKISWADLMVL AGHNVALEHSGE
201 FETLGFAGGE ADTWEADEST YWGAERSTFEFVE EGHDVEYNGS TDIYERADEL
251 EEFLGATHFG LIYVHNFEGFD GS55DPEASAL DIRTAFGEMG MDDEETLATT
301 IGGHTLGETH GAVPLENIGEF EPMAADLGEM GLGWHNSVHE GHNGEDOMTSG
351 LEVIWSTTIFT EWSHHFLESL LGNNWILVES PAGHEQWEAL HNGELEYPDPF
401 VEGEFERPTHM LTSDLALTHND PSYLEICEEW HDNPEELNAA FARAWYELLH
451 ERDLGPFVSEYL GFEVAEEEFI WQDPLPEEEG DIIGEADISS LESAILSADG
501 LDWSELWVSTLA WHSASTFRGT DERGGANGAR TALEPOVHWY SHNHPEQLEQWV
551 LSALEEVQED FHNSESGESEEW SLADLIVLGG VAATEEAAOA AGFEDVEVEF
601 TPGEVDATQN QTDLVQFGYL EPLADGFENY GHGTARARTE EILVDRAALL
651 TLTPPEMTVL VGGLEALNLN YDGSSHNGILT EEEGQLTNDF FWVHNLLSPAYS
T01 WAREDSOGEL WTGTDERATES VEWTATRADL VFGSHAELRA ISEVYGSADA
751 EEEFVEDFIS AWTEVMNLDE FDVEAEE
Matched peptides information:
Start = Epd Ohsarved Mr (=xpt]) Mr{calo) PP I_I Peaptides
¥ = 3a 1003, 6332 10032 .625% 1082 . 3730 4%.8 0 R ATDTHLVEFR.E
3T - 46 1235. 6343 1234. 6270 12345632 0.1 0 R.EIFEDFGICR.V
47 - 57 1017.5933 1016.SBED 1016 4559 B4.7 D R.VASHOAGDCTR. §
& — &7 1064 . 5838 1063.5825% 1063 . 45305 B&.1 D R.DFWFCALR. L
&8 = TI 515, 50558 Bl4. 45832 614.37532 200 O R.LOVLE.Q
T3 = 3T 2206.98T3 2305. 3802 2306. 0332 -31.6 O R OFSFRNFLOADFDYTEAFE. 5
23 = 100 BE4,.32T0 BE3. 3197 BE3. 4732 31.3 O K. SLDFAALE. K
143 - 151 B77. 4938 B76. 4866 B7E6. 3872 113 0 R.GOSGMGIOR.F
143 — 131 B3, 4635 BIZ. 4563 apz. 3831 83.0 D R.GOSGMGEOR.F « Dxidatisa 34
153 - 1&6& 17557750 1758. 7717 1758. 8213 28.2 O R.PAPLDSWFDHOHLER . A
I11 = 231 2401 .9T7L 2400.9546 2401.07530 =46.0 D R ADTHEADESTYWOAESTEWFR. O
23T = IdE 1217.605T 1216. 5384 1216. 3360 31.3 © R.YROGSTDIYER-A
Ty = 283 T43. 3402 Ta4.302% Ta4. 4130 161 © F.ASALDIR.T
284 — 288 351.4124 550. 4051 S550. 2863 216 0 R.TAPGR.M
362 — 3&8 5315517 930 . 5444 830.4712 8.7 D K. WiNHFLE. 5%
394 — 402 1107.6134 1106. 6061 1106. 5548 37.3 0 K.LE¥FDFFVE.Q
407 = 423 2148.0187 2147.0054 214T7.1296 =56.0 O R.AFTHMLTSDLALINDFSYLE. I
436 = 443 B%1.5333 B9Q0. 5327 830.4510 B0.5 O FK.ELHAAFAR . A
435 = 447 1435, TEED 1438 . TIAT 1438 . T337 1.0 1 K. ELHAAFARAWTR . L
448 = 451 530, 4558 537. 4488 537. 3307 204 © ¥.LLER.D
46% — 478 1300.7304 1259, T231 1299, 6612 47.7 0 K.FIWDPLPER.E
45% — 4T% 1428.7TES 1427.7T16 1427. 7261 i0.% 1 E.FIRODFLPERE. G
4T = 452 1445.7564 1444.7451 1444.7773 =19.5 1 R.FODIICEADISSLE.S
534 = 543 352 . 8668 2391.8353 2291.1770 288 1 R. OOARGARTALEFIVHWSHHFRE . O
23 243 17088348 1707.8273 1707 .8544 -35%.2 O R TALEFCVEMERRER . O
363 = D3BE 1735 .9732 17594, 5655 17350819 -64.6 E.EVELADLIVLGIVAAIER . &
570 = 58E 1667.8735 1666.8722 1666, 98569 -£8.8 0 E.WSLADLIVLOGVAATER . A
38T = S04 1250.9300 1859.9227 125359,9330 =-16.3 . AADAATFFINWEVFETPOR . W
353 = &04 1116. 6458 1115, 6435 1515.5&81% 3.0 O E.DVEVFFTRIR.V
03 - 28 2697.2353 2696.2290 2696, 3082 -28.4 0 R VDATOROTOLY R LEF LADOFR . M
E3% — £3E &75. 5054 &74. 5082 B74. 4046 iis o R.EYOHITAR. A
E3T - E4E 1201 .6T04 1200. 5628 1200. 64562 13.8 1 R.ARTEEILVTR. &
E35% — EdE 8745779 #7135 8706 73,5080 4.3 0 R.TEEILVDR.A
4T - 663 1952.0510 1551 .0437 1551.1176 =37.% 0 R.AALLTLTFPEMTVLVGILR. A
4T - £63 1988 02485 196T . 0452 1967.3135 =32.2 0 B AALLTLTPPENTVIVGIGLE. A » Oxidatica (M)
04 - M€ 1482.71M1 1451 .7098 1453, 6954 #.60 1 E.EDECELNTOTOR. A
s - T 13684 . 6443 1383 .6370 1363 . 6004 26.8 Q KE.DIQGELWTGTDR . A
T3 = 27 634 . 4443 633 . 4370 [T e b L] i1% Q E.WTATR. A
T8 = 1A% 1314.7374 1313.730 1313.67T28 6.0 Q R.ADLVIGSHAELR . A
40 = 731 1210.3%37 1209, 3064 1709,3807 -1.06 Q R ATSETGRADAK. B
TaAT = V64 F&T . 3011 FeG. 4508 PG, 4011 13.2 @ K. DFISANTE., W



Spot No.: 93

Mascot score: 81

Species: Fusarium oxysporum Fo5176

Protein name: I-amino acid oxidase

NCBI accession No.: gi| 342871725 Sequence coverage %: 27
Matched peptides No.: 18 Total peptides No.: 69
Calculated Mr: 66173 Calculated pl: 5.58

Annotated PMF spectra:
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Probability Based Mowse Score:

Frotein score iz =10#Log(F), where F is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05),
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301
351
401
451
301
351

MVQFTDEEWG
AWFDDVAKLN
ASDRVGGRFR
QLAETLNEMN
TEFHETEHEM
AFHASENITD
CFNRLTDAFI
FESEDYDYTI
FSERFWEEGE
WSDRYVSFSD
SWCREDVEQH
QLLLELGMVE

ASVLLLLFLS
CHSVSFAFNA
TEFVGGTQEF
GHDSHNITLMS
HEILFNETHMIL
ATWTATDYDWV
PHVEDRLVLN
MAVPFTHMTEF
RPFIFGGYSIF
EEHVQTVLDA
HLYIPAYHQT
EAFRETNERWHM

TRHGSKLEPPK
SVATIIGGGVS
AEMGFMRLPY
LLEGELALTQ
KATQADVWRS
FWDEMVENSN
REIRKLESVE
MALPSFSSVL
ESRPIGALYY
IVSLHCEQAR
EHNTIFIGEH
GRWIRDETKP

Matched peptides information:

Start
113
113
113
28
332
87
308
31
ELLY
353
70
7o
383
387
448
433
481
4B

Im2

44
AED

363

Ohaarved Hr {expt) Hr{cale)
1456. 7148 1685, TORS 16857434
1672.67353 1671 . 6620 1671.7283
1680 6406 16876533 1EBT.7334
SEE . 4582 SE3. 4508 03,5238
$58.5107 #57.50354 $57. 5032
Fd. 2967 F23.3835 23,3520
1570, 8872 13896759 1385, 4590
F61.5282 FE0. 32089 LI L
16597440 16587847 1388215
18557583 183547600 1&54 .0068
1411. 6746 1410. 6673 1410.7330
14376801 1436.6770 L4ZE. 7375
B16. 4800 B15. 4938 s15.4301
F50. 5444 45,3372 345, 333]
T 3647 TE#1.3574 Thi. 3198
259 . 4301 EHF0 . 4470 25284334
11454971 1144. 4858 1144.5038
1759.8271 1750.8158 LT38, 3437

AOQPSSCTER
GLTTALMLDS
TVTYRSDDST
MAEFQODLNS
HEFVMSEGYD
LALDGTKDSL
CEDGQAQTRL
CRATSEAGLR
PVYGLNESRP
ELYTCDYERL
TAPTQRWISS

3.56

s esaBsasasaBea 88888888

-T0.4

PEMOQNFNSIG
IGLHNWEITE
HEXTEHRLTF
SLAKPPAMVS
DWSEQCHMEE
GETEWECVDG
SWYPSVENET
FESACEVSLL
GLITHYRGGD
CWLEDEHTAT
ATYSLLRGTI

Paptidea
K. FYOCTOEFATDMGIME . L
K. FYOOTOEFAEHOPHR. L

E.FGCTOEFAENGIMR.L =

E.LFATVTIE. 8
ELATQAD VR &
E.CVTHEIFER., L
B.LTDAFIFHVEDR. L

. FEDEQAOTR. L

E.DYDYTIMAVPFTMTR.F =

E. T TINAVPFTHTR. F
P.FHALPSFSSVLOR. A

F. FHALPSFSSVLOR . A =
R.AISEAGLR.F
E.WELLF5SER.F

R GGIWSDR. T

+ Omidstion (M)

2 Oxidatics 0

Bxiditics (M)

= 3 Omidatiom (M)

Cmidation 0=

R AVEFEHEENVITVLDATVE LHGEGAR . B

E.ELYTODYER. L

R.GTIQLLLELOHVEEAR.E + Dmidation [M)



Spot No.: 94

Mascot score: 88

Species: Metarhizium acridum CQMa 102

Protein name: heat shock protein 90

NCBI accession No.: gi| 322700250 Sequence coverage %: 26
Matched peptides No.: 13 Total peptides No.: 52
Calculated Mr: 80088 Calculated pl: 4.93

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is —-10#Log(P), where P is the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0,05).
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Matched peptide sequences: shown in Bold Red

1
51
i01
151
201
251
301
351
401
451
501
351
601
651
701

MSETFEFQAE
DESQLDSCED
EQFMEALTAG
AGGTFSITAD
SYPIYLHVQE
KERTERVEET
LLVEHFSVEG
ATELIPEWLS
FQEIREDKEQ
MTSLSDYVTR
PIDEYAMTQL
LENVLGERVE
SSYMSSEETF
SOFTIEEFPAG
EEVD

ISQLLSLITH
LRIDITPNEE
ADVEMIGQFG
TEGEQLGRGT
ETEEEVFPDED
TIEEEELNEQ
QLEFRATLFV
FVEGVVDSED
FDREFYSAFSE
MPEHQENMYY
EEFEEFFELVD
FVVVSHELGL
EISPESPIIK
FAERTHETLVQ

IVYSHNEEIFL
AKTLTIRDTG
WEFYSAYILWVA
SITILHLEDEQ
AFAFEAFKEEE
EPIWIENEQD
FERLPFDLFE
LELNLSRETL
NLELGIHEDS
ITGESTEAVS
ITEDFELEET
SPCATRTGQOF
ELEFEVEADG
LGLNIEEDDS

Matched peptides information:

Start
2%
a7
48
L1
73
BE

139
T
283
577
297
€38

B Trarved Hr (axptl
a E7T. 3574 £74. 3801
L b 15308573 L52%, 8102
LT 1517 . 5440 1514, 5598
LTS 1604 . 8038 LE00, 7955
97 603, 3338 602, 3143
a7 125&. 8581 1255, €508
133 3303, 4606 3303 . 4613
1&8 Frad. 3473 3288, 3402
248 1730, BS4E 1729, 8472
ass B35 3396 638, 3323
BL2 ] 1382, &304 1387, &311
aEr 1595 5411 1594 . 5928
GET 333, 3334 333N, 36

Mr [oalok
B7E, n0E
L3259, 045
S18, 5838
L6090, B036
603, 3783
1255, ennd
3300, 676
32858, 4807
1729, BO06
6838, 3630
1383, €037
1994 . 4744
3330, TRE4

RELVSNASDA
IGMTEADLVN
DEVIVVSENN
AEYLNESKIK
GDDEEPRIEE
ITQEEYASFY
TERTENNIKL
QONEIMEVIE
QNRQOLAKLL
KSEFLDTLEE
DEEKHAREEE
CWSANMERTIM
ENDRTVESIV
APAEAPAERR

Feptids
&h.> B E.EIFLR.E
3.48 1
29.& 0O
.70 1

TLTIR.D

25.% 0 E.ADLVEMLOTIAR.S

371 0 E.QUHEALTAGAINVSHIGORG/OITSAYLVADE, VW +
4.7 1 E.HHDDEGYIWESSASCTES I TADTEGIGLON. O
27,0 1 E.FFRIEEVDDEDEEE. E
49.& & EALGERE.Y

34,3 0 R.TEQFOHSANHER. I
47T.4 0 RB.DTESHSSYMESKE. ¥ « 3 Oxidation (M)

1% 1 FE.SIVILLFETSLLVSOFTIEEFAOPAERIHE. L

LDEIRYFALS
HLGTIARSGET
DDEQYIWESS
EVIEFEHSEFI
WVDDEDEEEEE
KESLSNDWEDH
YVREVFITDD
FNIVEESLEL
RFNSTESGDE
KGFEVLFLVD
EEEYESLAKS
FLQAT.EDTSM
QLLFETSLLY
PALAETGDSAM

R.ELVERASDALDETR. ¥
K. ALSDISQLDSGE . O
E.ALEHPSQLDSIRDLE . T
-57T.% O E

Oxidation (M)



Spot No.: 95

Mascot score: 110

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: hypothetical protein FOC4_g10007540

NCBI accession No.: gi| 475667056 Sequence coverage %: 38

Matched peptides No.: 17 Total peptides No.: 72
Calculated Mr: 50452 Calculated pl: 6.62

Annotated PMF spectra:
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Probability Based Mowse Score:

Protein score is —10#Log(P), where P is the probability that the cbserved match is a random event.
Protein scores greater than 76 are significant (p<0. 085).
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Matched peptide sequences: shown in Bold Red

1 MWSSELLFLA VIAAVQATDYV DVAVVGGEGES GGYALVQLEE NYGEEIVVIE
51 EQEQLGGHAD SWYDPVTGELZ YWNYGVDAFTH ITVSIDEFEQR LEVPIGEVQS
101 EQVENLYVDF EDGEIVDYIF FPITEEAADAM GHNYRDOWLEY TDILLFTSEN
151 FPRGDEVPSD LLLSWYEFAR EYEAEALLSPS IWDTVVWDLH TALMIDVWEA
201 WHESVGSFQFP ASGDNTEIWY EAoEVLGEDYV LYESEVWVSAE RSESGVELQWV
251 ERDEDGQVINI HNAERLLITIG PETINPEYFD LHNSEELEVFH SAAGHNRYYIG
301 IVSHPSLPALAR EITHIVPALT MNENYLAYPTV PFQAYFHYEG HNSS5TGEIHER
351 LATVPRDTSI EDAEDLIRES LONLIDAGTI PAGNSTDLDF ERTFSDHGLLY
401 EEWSADQLRG GIFAFANALD GORSTWYTGA FWHMMHDCVML WHITHAILEE
451 MLEDI
Matched peptides information:
Start - End EnTend Hrijaxpt]) Mri{zalc] 5] M Paptide
a2 - & 2000.1163 15991050 1598, 3512 59.0 1 B FOLOOEADSWYDFVTOR . A
=4 - &p 1743, 3308 1743 . 8433 1742 . 0376 0.8 1] K. FLGGRADSWITFTGE ., A
3 = 104 1308.852% 13078456 1307. 7198 #6.2 0 E.VPIOFYVOSEQVE . H
103 = 111 BES . 4547 BE7_ 4074 BT 4508 3.0 1] R.NLYVDFE.D
135 - 1M 1097. 6193 10986122 109€. 4607 13 0 E.EAADSHRTR . [
140 - 133 1685, 9064 186494583 1684 .08410 5.1 a E.YTOILLPTSENFPR.O
is4 = 170 1996, 0527 15530854 1593, 0002 7. i R.ODRVFSDLLLEWYEFAR. K
200 - 371 241%.207% 24182006 2418, 1740 n.T o E.AMPEVGEFOPASGDNTEITWOR. A
225 = 24D 133%8.7752 13377679 1337.6T714 TEAL D E.[WLYESEVVEAR.R
164 T 1365, 0033 1563 9%62 1263, 3340 3.3 1 E.-RLLITIGFETINFE.Y
285 = 277 L1408, #4590 1407.9417 1407.8337 TE.T 0O R.LLITIOFETINFE. ¥
4T —- IP6 21599.103% JER7.0%66 2970078 40.2 @ K. YTOLNESERLEVTHSAAGNR . ¥
3% - 401 1:08.735& 1307.95%23 1307. 35%B& i1 @ R.TFECBILLYR. R
403 409 1031 . 6618 1030 . 6343 1030 . 3308 130 1 B.AWSADDLR . G
403 = 409 875.5438 74,5365 74 4297 122 0 R.WSADQLR . O
403 = 413 1448 7861 14477788 14477372 14.9 1 B.WEADQLBGGI FAST, A
416 = 433 BST.57T40 B5E. 5667 B5E. 4513 135 0 E.ARBLOOCR . &



Spot No.: 96

NCBI accession No.: gi|475671883

Plant species: Fusarium oxysporum f. sp. cubense race 4
Protein name: Ribonuclease Trv

Mascot score: 185 Sequence coverage %: 13
The number of matched peptides with p<0.05: 3

Calculated Mr: 29672 Calculated Pi: 5.61

Annotated MS spectra:
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Probability Based Mowse Score:

Ions score iz =10#Log(F), where F iz the probability that the observed match is a random ewvent.
Individual ions scores » 47 indicate identity or extensive homology (p<0. 05).
Protein scores are derived from ions scores as a non=probabilistic basis for ranking protein hits.
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Matched peptide sequences: shown in Bold Red



1
51
101
151
201
251

MITFIFALTFL
CCFIPAGQLL
YTHIEDLVTE
BESCYTHYET(G
IVDALAEHHG
SCPDSGEIEYA

ALYLAGVQAK
QTQFWDSDEV
FLGEKTVSYM
AEAADYVEET
ARVTIGCSNG
EEK

SCEAGGEFTA
AGPHDSWTIIH
DEYWVSQDGEH
ISLEFETLETY
SLSEVWNYHFN

Matched peptides information:

sy

Rtary = BEmg

(it P My {sapt

:i\'.\- T
Fama {0

Mr{oalaj s M

EFCSKDLELS
GLWEDYCDGT
DESLWEHEFH
KWLAEAGIKE
VEGSLODGQF

frara

CHNTTAVEDT
YEQFCDESEE
EHGITCISTLE
SETETYTADE
WEEEPDGEES




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 96-1737.8
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MS/MS Fragmentation of K.GSLQDGQFVSSEPDGSK.S
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Monoisotopic mass of neutral peptide Mr(calc): 1736. 7853




# Immon. a a~ a? b b* B d Seq. v w v ¥ yo #
1| 30.0338| 30.0338 58.0287 440495 G 17
2 60.0444 117.0659 99.0553| 145.0608 127.0502 101.0709| S |1648.7449|1647.7497| 1680.7711 1663.7446|1662.7606 |16
3 86.0964 230.1499 212.1394| 2581448 240.1343 188.1030| L |1535.6609|1534.6656 1593.7391 1576.7126|1575.7285 |15
4/101.0709| 3582085 341.1819 340.1979| 386.2034| 369.1769 368.1928 301.1870| Q |1407.6023|1406.6070| 1480.6550 1463.6285|1462.6445|14
3| 88.0393| 473.2354| 456.2089 4552249 501.2304| 484.2038 483.2198 429.2456| D |1292.5753|1291.5801 1352.5965|1335.5699|1334.5859|13
6| 30.0338| 5302569 513.2304 5122463 558.2518| 5412253 540.2413 G 1237.5695 |1220.5430(1219.5590|12
7/101.0709| 6583155 6412889 6403049 686.3104| 6692838 6682998 601.2940| Q |1107.4953|1106.5000 1180.5481/1163.5215|1162.5375|11
8/120.0808| 805.3839| 788.3573| 787.3733| 833.3788| 816.3523 815.3682 F | 9604269 1052.4895 |1035.4629 1034 4789 |10
9| 72.0808| 9044523 8874258 8864417 932.4472| 9154207 9144367 8904367 V | 8613585 8743789 9054211 | 8883945  8R7.4105| 9
10 60.0444| 991.4843| 974 4578 973.4738|1019.4793 1002 4527|1001 4687 9754894 S | 7743264 7733312 806.3527 789.3261  7883421| 8
11 60.0444|1078.5164|1061.4898 1060.5058|1106.5113 |1089.4847 1088.5007 1062.5214| S | 687.2944 6862992 719.3206 702.2941 701.3101| 7
12 102.0550(1207.5590|1190.5324 | 1189.5484|1235.5539|1218 5273|1217.5433 1149.5535| E | 5582518 5572566  632.2886 6152620 6142780| 6
13 70.0651(1304.6117|1287 5852 1286.6012|1332.6066|1315 5801|1314 5961 1278 5961 P | 461.1991| 4602038  503.2460 486.2195 4852354| 5
14 88.0393|1419.6387|1402.6121 1401.6281|1447.6336|1430.6070|1429.6230 1375.6488 D | 346.1721 3451769 406.1932 389.1667 388.1827| 4
15 30.0338|1476.6601|1459.6336 1458.6496|1504.65501487.6285 1486.6445 G 291.1662 | 274.1397| 273.1557| 3
16 60.0444|1563.6922|1546. 6656 1545.6816|1591.6871 15746605 1573.6765 1547.6972| S | 202.1186| 201.1234 2341448 2171183 216.1343| 2
17 101.1073 K | 740237 73.0284 147.1128 130.0863 1
Seq va vb Seq va vb Seq va vb
SL 173.1285 201.1234|8LQ 301.1870|329.1819 |SLQD 416.2140|444 2089
SLODG  |473.2354|501.2304 |SLQDGQ 601.2940 629 2889 LQ 214.1550|242.1499
LQD 3291819 357.1769 LQDG  |386.2034 4141983 |LQDGQ |514.2620|5421 2569
LQDGQF 661 3304 6893253 |QD 216.0979|244 0928 QDG 273.1193|301.1143
QDGQ |401.1779|4291728 |QDGQF 548 2463 576.2413 |QDGQFV 647 3148 6753097
DG 1450608 173.0557 | DGQ 273.1193|301.1143 DGQF 4201878 |448.1827
DGQFV |519.2562|547.2511 DGQFVS 606.2882|634.2831 DGQFVSS |693.3202|721.3151
GQ 158.0924 186 0873 |GQF 305.1608|333.1557 |GQFV 404 2292|452 2241
GQFVS (4912613 (5192562 |GQFVSS |578.2933 6062882 |QF 2481394 |276.1343
QFV 3472078 3752027 QFVS 434 2398 |462.2347 QFVSS 521.2718 549 2667
QFVSSE 6503144 |678.3093 |FV 219.1492|247 1441 FVS 306.1812334.1761
FVSS 3932132421 2082 | FVSSE 522 2558550 2508 |FVSSEP |6193086|647 3035
Vs 1591128 |187.1077|VSS 246.1448|274.1397 VSSE 375.1874 /4031823
VSSEP |472.2402|500.2351 VSSEPD |587.2671|615.2620 VSSEPDG 644 2886|672 2835
S8 147.0764|175.0713 |SSE 276.1190|304.1139|SSEP 373.1718 |401.1667
SSEPD (488 1987 |516.1936 |SSEPDG |545.2202|573 2151 |SSEPDGS (632 2522 660 2471
SE 189.0870|217.0819|SEP 286.1397|314.1347 |SEPD 401.1667 |429.1616
SEPDG 458 1882 |486.1831 |SEPDGS |545.2202|573.2151 |[EP 199.1077|227.1026
EPD 314.1347 3421296 EPDG 371.1561|399.1510 EPDGS  |458.1882 |486.1831
PD 1850921 213.0870|PDG 242 1135|270.1084 PDGS 329.1456|357.1405
DG 1450608 173.0557 | DGS 2320928 |260.0877 GS 117.0659 145 0608




Annotated ion spectra of the matched peptides with p<0.05:

CID No.: 96-1969.1
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MS/MS Fragmentation of K TYTADEIVDALAEHHGAR.V
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Monoisotopic mass of neutral peptide Mr(calc): 1967.9337



# Immon. a a?l b p? d d' Seq. v w w ¥ ¥* yo #
1 740600 74.0600) 56.0495| 102.0550 84.0444| 44.0495 T 18
2/136.0757 237.1234| 219.1128| 265.1183| 247.1077 Y [1759.8358 1867.8933 | 1850.8668 1849 8828 17
3| 74.0600 338.1710| 320.1605| 366.1660| 348.1554 322.1761 324.1554| T |1658.7881 1671.80851673.7878| 1704.8300|1687.8034 1686.8194 16
4 440495 4092082 391.197¢| 437.2031 419.1925 A |1587.7510 1603.7823 |1586.7558 |1585.7717|15
5 88.0393 5242351| 506.2245| 5522300 534.2195| 4802453 D [1472.7241/1471.7288 1532.7452 |1515.7186|1514.7346 14
6/102.0550 653.2777| 635.2671| 681.2726 663.2620| 3952712 E [1343.6815/1342.6862 1417.7183 |1400.6917|1399.7077 13
7 86.0964 T66.3618| 7483512 79433567 7T76.3461| 7383305|7523461| I |1230.5974|1243.6178 1257.6335 71288.6757 |1271.6491/1270.6651 12
8 72.0808 865.4302| 847.4196| 8934251 8754145 851.4145 V [1131.5290 1144.5494 1175.5916|1158.56501157.5810 11
9 880393 9804571 962.4466|1008.4520 990.4415| 936.4673 D |1016.5021 1015.5068 1076.5232 |1059.4966|1058.5126|10
10 44.0495 1051.4942|1033.4837|1079.4891 1061.4786 A | 9454649 961.4962 | 944.4697| 943.4857 9
11 86.0964 1164.5783|1146.5677|1192.5732 1174.5626|1122.5313 L | 8323809 8§31.3836 890.4591 | 873.4316| 872.4486 8
12| 44.0495 1235.6154|1217.60481263.6103 1245.5998 A | 761.3438 777.3751 | 760.3485| 7593645 7
13 102.0550 1364.6580|1346.6474|1392.6529 1374.6424|1306.6525 E | 632.3012] 631.3059 706.3379 | 689.3114| 6883274 6
14 110.0713 1501.7169|1483.7064|1529.7118 1511.7013 H | 4952423 377.2954 | 360.2688 5
15/110.0713 1638.7758|1620.7653|1666.7707 1648.7602 H | 358.1833 440.2364 | 4232099 4
16 30.0338 1695.7973|1677.7867|1723.7922 1705.7816 G 303.1775 | 286.1510 3
17 44.0495 1766.8344|1748.8238|1794.8293 | 1776.8188 A | 230.1248 246.1561| 229.1295 2
18/129.1135 R | 74.0237 73.0284 1751190 | 158.0924 1
Seq va vb Seq va vb Seq va vb
YT 237.1234|265.1183 |YTA 308.1605|336.1554|YTAD 423 1874|451 1823
YTADE 552.2300|580.2249 | YTADEI 6653141 6933090 TA 145.0972/173.0921
TAD 260.1241|288.1190 TADE 389.1667|417.1616| TADEI 502.2508|530.2457
TADEIV |601.3192/6293141 AD 159.0764 187.0713 ADE 288.1190(316.1139
ADFI 401.2031 (429 1980 ADEIV 5002715 528 2664 ADEIVD |615 2984|643 2933
ADEIVDA |686.3355|714.3305 DE 217.0819|245.0768 DEI 330.1660|358.1609
DEIV 4292344457 2293 DEIVD | 544 26135722562 DEIVDA (6152984643 2933
EI 215.1390(243 1339 |EIV 314.2074|342 2023 | EIVD 4209 2344|457 2293
EIVDA 500.2715|528 2664 | EIVDAL 6133556641 3505 EIVDALA |684 3927|712 3876
v 1851648213 1598 [IVD 300.1918|328 1867 |IVDA 371.2289|399 2238
IVDAL 484 3130(512.3079|IVDALA (5553501 5833450 IVDALAE |684 3927|712 3876
vD 187.1077)215.1026 VDA 258 1448 |286.1397 VDAL 371.2280|390.2238
VDALA 442 2660|470 2609 VDALAFE 571 53086|599.53035 DA 159.0764 |187.0713
DAL 2721605 |300.1554 DALA 343.1976|371.1925 | DALAE (472 24025002351
DALAFH |609.1991 637.2940 AL 157.1335/185.1285 ALA 2281707 |256.1656
ATAE 357.2132|3852082 |ALAEH |494.2722522.2671 ALAEHH |631.3311|659.3260
AT AFHHG 688.3525/716.3474 LA 157.1335/185.1285 | LAE 286.1761(314.1710
LAFH 423 2350|451 2300 LAEHH (5602940 5882889 LAFHHG (6173154 /6453103
LAFHHGA 688 3525 7163474 AE 173.0921 /201 0870 AEH 310.1510|358 1459
AFHH 447 2099475 2048 AEFHHG |504 2314|532 2263 |AFHHGA 575 2685 603 2634
EH 2391139267 1088 EHH 376.1728|404.1677 EHHG 4331942461 1892
EHHGA  |504.2314|532.2263 HH 247.1302|275.1251 HHG 304.1516|332.1466
HHGA 375.1888|403.1837 HG 167.0927 1950877 HGA 2381299 |266.1248
GA 101.0709|129.0659




Spot No.: 97

Mascot score: 92

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: 14-3-3 protein like protein

NCBI accession No.: gi| 477507337

Matched peptides No.: 13
Calculated Mr: 30058

Annotated PMF spectra:

Sequence coverage %: 61

Total peptides No.: 60

Calculated pl: 4.87
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Probability Based Mowse Score:

Protein score is -10#Log(P), where P is the probability that the observed match iz a random event.
Protein scores greater than 75 are significant (p<0. 0B).
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Matched peptide sequences: shown in Bold Red

1 MATETFLARL CEQAERYDEM VITYMEEVAEL GGELTVDERN LLSVAYENVY
51 GTRRASWRIT SSIEQEEESE GSDEHVSTIE DYENEIETEL EEVCQDVLDV
101 LDDFLIPHNAA TGESEVEFYHE MEGDYHEYLA FEFASGEFREG: AATARHDOYE
151 SATDVAQTEL TPTHPIRLGL ALNFSVEYYE ILNSPDEACH LAKQAFDDAT
201 AFLDSLSEES YRDSTLIMOL LEDHLTLWTS SDSAEGEAAG AADAPEEREEE
251 AARPAFRPAAA PAFFEPAPAAR 5
Matched peptides information:
Start = Esd Clndarved Hr {axpt) Hr {cala) PE H FPaptide
o 16 9053, 3637 04,3564 S04 . 4072 163 O R LCEQAER. Y
7 a3 117%.7910 1178, TRX? 1178, 4380 4T O R.IDEMNNTIHE . E
17 - a9 39,1930 1639.10465 1637, 7317 2™ 1 R-ADEMVTIHEEYAR . L + T Oxidation ()
3 - 33 1088.&870 1087 .4757 108T,.530% 118 o E.LGGEELTVDER .M
23 - A8 SAT.828D S1E. 5317 $1E.8523F% i.37 o R.ITSSIEOK.E
%3 - 115 >318.8010 2517.7937 2518 . 3261 1T O B WOV LDVLDGF LI FHAATOESE. W
128 - 137 1134 6283 1113. €210 1113 .5342 TE.0D D R.YLAEFASOERE . H
131 = 1&7 1837, 2956 1836, 2523 1835, 3377 1% O F: SATDVADTELTFTHFIR. L
154 212 Z139.3618 2138, 3343 2137 .5702 178 O E.GAFDDATAELDSLSEESYE . D
213 = IFT 110, 0203 1L00, 8332 1308, 63NG 143 O R.DETLIHOLLR,. D
213 - 232 1303 . 83538 1304 . 894528 1304, 6483 164 o R.DESTLIMOLLAR.D + Oxidatics (M)
233 - 46 23TE. 3861 2373.3788 25760717 =2Q% o R.DBLTLWTSSDSARGEAAGAADATE . K
347 - I 24038836 240F. 5463 S402. 1600 i6f 1 K. EEERALRTARPAAAFAERFARPALAS



Spot No.: 98

Mascot score: 83

Species: Fusarium oxysporum f. sp. cubense race 1

Protein name: Beta-hexosaminidase subunit A1

NCBI accession No.: gi| 477513214

Matched peptides No.: 12

Calculated Mr: 34198

Annotated PMF spectra:

Total peptides No.: 64

Calculated pl: 6.25

Sequence coverage %: 31
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Probability Based Mowse Score:

Protein score is -10%Log(P), where P is the probability that the cbserved match is a random event.
Protein scores greater than 75 are significant (p<0.085).
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Matched peptide sequences: shown

in Bold Red

1 MASNLYPHRG FMLDTGREFF PVEAILHLLT LLHQYNFNVF HWHIYDAESF
51 PLLWPAGEGL THASVEYSQT HIYYIPSDIQ NVISYAENLG ILVYFETDMFE
101 GHSDIWGIWE EDLVVEEASL EEPDAQLDIE QNNEQVYDYTI ERSLVSTVDGEY
151 FGSPYHHFGG DEVAYMWNTE DDHNELFNSFL HNWLETLTEFEE SVILWDDPLT
201 DSEESITLSE DWIIQTWHEG TTQEILEEGH EVIVSESDTF YIGHADADET
251 SS5FVFPESSE VLGFEVAWFT SQDDDPSDLD QDWIIDPLEA ASEIREE
Matched peptides information:
Start = End Dhosarvad Hr {axpt) Hr {oalo) D H Peaptids
17 EOEG . 066D 1963, 0056 1964 904% 3.2 1 = HASHLYPHRGIMLDTGOR . K
10 - 17 B%6 . 3097 895.3023 883 4322 a%.& 0 R.GFMLDTOR. K
1o 7 9124574 15,4901 SH1.4171 0.1 0 R.OFHLDTOR. K + Ouidation (M}
1% a3 637 . 4001 6346, 3830 6363633 46,0 a E.FTFVE. A
122 — 130 a33.68797T8 1034 . 8703 034 3771 as.& a K. EragiDIR. g
3z = 4 936 . 5820 #55.5747 I ATED 02 0 E.0ViTYIR. 8
190 204 T45.570% 1744.5716 7440803 47,7 1 E.FESVI LWDDPLTDSER. §
191 - 204 BEL7 . 9132 1&61&.%039 B16_T7934 9.8 a K. SVILWDOFLTOSER. S
0% = 219 B27.0305 185&. 0432 BE5. 9458 58.% 0 E.SITLEEDWIIOTHHE. 3
i b 49 S44,.0272 15943,01%8 429160 2.3 1] R.VIVSESDTI IGRADAD . T
232 - 257 B49 5086 2848 3013 TH48_4171 i19.& 1 R VIVSESDTFY IONADADFISSFVFIE. S
350 = 57 9245577 S23. 5904 933.5117 B5.2 0 E.ISSFVFFE.S



Spot No.: 99

Mascot score: 83

Species: Fusarium oxysporum f. sp. cubense race 4

Protein name: Glucose-6-phosphate 1-epimerase

NCBI accession No.: gi| 475666766

Matched peptides No.: 10

Calculated Mr: 33685

Annotated PMF spectra:

Sequence coverage %: 46

Total peptides No.: 60

Calculated pl: 4.95
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Probability Based Mowse Score:

N0 X0 280 00 00 A0 mi'z

Protein score is -10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 75 are significant (p<0.05).
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Matched peptide sequences: shown in Bold Red

51
101
151
201
251
301

MVDRENKESA
VISWEDASGA
PQHGFARNSR
LIYSVSLDEE
DSVYFSEVSS
IVEDNLDOVV
GDAFEAAQTT

LASTPRAFPPQ PAVDITHDNS
EELWVEESAA LDGSAPVEGG
WEFLGESTSE GSS555SVELDF
SLNITIVVITN DGDTAFDFQT
SEATQSGAIT FSAETDEVYT
VWHEPWWVDESE GIEDFTFEDG
TLV

Matched peptides information:

Start

208

End
Ta

-

107

= 11&

34 =

EET ]
xpa

14z

23%
ELL
68
313

Chaarved

1537
F140
925
79
1539

T3
oRas

-A46%

3233
6711

IT.AEFN

2634
1519
HLET

1743

-1111

T096
M4

208

Mr (axpt]

1636
7147
92
778
1620
T8
2633
isie
10z3

1704

T4

=11

4. 4397

ILE0
GEID

J178

- 1038

To23
TT3

7438

EVEAVLPTGE
IPINVFPVFGT
GLSSESIEDD
LLAHTYFEISD
PARGPSHEVV
WENMLCVEFPG

Mr (=ale)

1636, 8471 -&0
1471418 r
924, 4530 7.
TTH. 4014 1
1630, 7673 -52
TR 4331 -1
26X, 2344 45,
L518.7751 =50,
INZS. 0585 -0,
1704 .8%34 =B7T.

W oW W ook D o

SVEVLLHGAT
APDHEPVAEL
FEALWPYEFA
IS55AEVTGLE
ISESGTPRFR
SVEGHQELEE
Papride

0 . LWVSESAALDGSAPVE.G

o R.GGIPINVTFPVIGTATDHEFVAS, L

o F.LPOHCFAR . N

0 R.WEFLOK.S

0 F LOFOLSSESTSDOFE. A

! E.ALWPYR.F

0 E.VSSSEATOSOATTFSARTOSVYTRAR.G

0 . OPSHPVWISESOTRR.F

o E. DHLDDW T WHPWVDE . 5

1 K. LERGDAFEAADTITLY. -



