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Supplementary Figure S1: 2D gels of maize seed’s proteins in different growth environments.

Supplementary Figure S2: Supplemental spectra and MALDI TOF/TOF MS/MS identification of
the differentially expressed proteins.



Supplementary Figure S1: 2D gels of maize seed’s proteins in different growth environments.

(1): 3 repeated 2D gels of NT maize seeds grown in greenhouse.

(2): 3 repeated 2D gels of NT maize seeds grown in field.

(3): 3 repeated 2D gels of PT maize seeds grown in greenhouse.



(4): 3 repeated 2D gels of PT maize seeds grown in field.




Supplementary Figure S2: Supplemental spectra and MALDI TOF/TOF MS/MS
identification of the differentially expressed proteins.

Annotated spectra for Table 1: 30 proteins identified by PFF.

Spot numbers of the 30 proteins correspond to the proteins that listed in Table 1.

CID: collision induced dissociation
MALDI TOF: matrix assisted laser desorption/ionization time of flight
MS: mass spectrometry

PFF: peptide fragment fingerprinting



Spot No.: 1

NCBI accession No.: gi| 195630027
Plant species: Zea mays
Protein name: ruBisCO large subunit-binding protein subunit beta

Peptide sequences: R.DLITILEDAIR.S; KNQIEATEQEYER.E;
K.AAVEEGIVVGGGCTLLR.L; R.SGYPILIVAEDIEQEALATLVVNR.L

PFF Mascot score: [398]  Sequence coverage %: [10]
Matched peptides No.: [4] p value: 1.1e-09
Calculated Mr: 64688 Calculated pl: 5.81

PFF Searched Score:

lons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores = 50 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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Spot No.: 2

NCBI accession No: gi|189027076

Plant species: Zea mays

Protein name: glucose-1-phosphate adenylyltransferase large subunit 1

Peptide sequences: K. TPFFTAPR.C; R ATPAVPVGGCYR.L; K.YAFISDGCLLR.E;
R.SCEGDGIDRLEK.L; K.YTQLHDFGSEILPR.A; K.GIQEADHPEEGYYIR.S;
K.HVEDDADITISCAPVDESR.A; RVAATTQCILTSDACPETLHSQTQSSR.K
PFF Mascot score: [231]  Sequence coverage %: [22]

Matched peptides No.: [8] p value: 1.6e-04

Calculated Mr: 57890

PFF Searched Score:

lIons score is -10¥Log(P), where P is the probabilitv that the observed match is a random event.

Calculated pl: 6.16

Individual ions scores > 48 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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Spot No.: 3

NCBI accession No: gi|226503399
Plant species: Zea mays

Protein name: Elongation factor 2

Peptide sequences: KDLQEDFMGGAEIIVSPPVVSFR.E; R.PLEEGLAEAIDDGR.I;
R.GGGQVIPTAR.R; K. AFLPVIESFGFSSQLR.A

PFF Mascot score: [254]  Sequence coverage %: [7]
Matched peptides No.: [4] p value: 4.5e-07
Calculated Mr: 94888 Calculated pl: 6.0

PFF Searched Score:

lIons score is -10%Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 50 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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Spot No.: 4

NCBI accession No: gi|413949327

Plant species: Zea mays

Protein name: pyruvate, phosphate dikinase 2

Peptide sequences: R.SDFEGIFR.A; R.TEHMFFASDER.I;
K.LYGEFLVNAQGEDVVAGIR.T; R.LLDPPLHEFLPEGNVEEIVR.E

PFF Mascot score: [84]  Sequence coverage %: [6]

Matched peptides No.: [4] p value: 1.7
Calculated Mr: 103777 Calculated pl: 6.04

PFF Searched Score:
lons score is -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<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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Spot No.: 5

NCBI accession No: gi|413933276

Plant species: Zea mays

Protein name: phosphoglucomutase, cytoplasmic 1

Peptide sequences: K.SSSNVEPPEFGAAADGDADR.N ; R.YLFGDGSR.L ;
R.VYIEQYER.D

PFF Mascot score: [85]  Sequence coverage %: [5]

Matched peptides No.: [3] p value: 0.026

Calculated Mr: 70977 Calculated pl: 7.29

PFF Searched Score:

lons score is -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<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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GRYFSEDAVE
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FEVPTGWEFF
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Spot No.: 6

NCBI accession No: gi|212275400

Plant species: Zea mays
Protein name: uncharacterized protein LOC100191408

Peptide sequences: K.AVITVPAYFNDAQR.Q; K.SQVFSTAADNQTQVGIR.V
PFF Mascot score: [63]

Matched peptides No.: [2]
Calculated Mr:72903

PFF Searched Score:

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

p value: 0.9
Calculated pl: 5.54

Sequence coverage %: [4]

Individual ions scores > 48 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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ALRNICSEWGH
EGRRTTESVV
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LLEFLVSDFK
ITADASGLKH
EVLLVGGMTR
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Spot No.: 7

NCBI accession No: gi|226509912

Plant species: Zea mays

Protein name: ubiquitin carboxyl-terminal hydrolase 6

Peptide sequences: R.YLTVQFVR.F; KWIEFDDDNPNIR.K

PFF Mascot score: [99]
Matched peptides No.: [2]

Calculated Mr:53978

PFF Searched Score:

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

p value: 0.0044

Sequence coverage %: [4]

Calculated pl: 5.73

Individual ions scores = 50) 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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ARMAELES
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Spot No.: 8

NCBI accession No: gi|189027076

Plant species: Zea mays

Protein name: glucose-1-phosphate adenylyltransferase large subunit 1

Peptide sequences: R.VAATTQCILTSDACPETLHSQTQSSR.K;
R.VSAIILGGGTGSQLFPLTSTR.A; R.ATPAVPVGGCYR.L ;
K.SIDNIVILSGDQLYR.M; K.HVEDDADITISCAPVDESR.A; K.TPFFTAPR.C;
K.GIQEADHPEEGYYIR.S

PFF Mascot score: [424]  Sequence coverage %: [22]

Matched peptides No.: [7] p value: 7.2e-08

Calculated Mr: 57890 Calculated pl: 6.16

PFF Searched Score:

Ions score is -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<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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IGYWEDVGETI
CEPMEYAFISD
EELSELLLAG
PEEGYYIRSG



Spot No.: 9

NCBI accession No: gi|413956739

Plant species: Zea mays

Protein name: myo-inositol phosphate synthase

Peptide sequences: -.MFIESFR.V; R.YGPTEIESEYR.Y; KDKVQQANYYGSLTQASTIR.V;

K.VVVLWTANTER.Y

PFF Mascot score: [204]
Matched peptides No.: [4]

Calculated Mr: 50215

PFF Searched Score:

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

p value: 4e-08

Sequence coverage %: [10]

Calculated pl: 5.46

Individual ions scores > 30 indicate identity or extensive homology (p<0.05).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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Spot No.: 10

NCBI accession No: gi|162460991

Plant species: Zea mays

Protein name: indole-3-acetate beta-glucosyltransferase

Peptide sequences: R.NVELAWGAGVR.A; RNLDEFVQFVR.A;

PFF Mascot score: [90]
Matched peptides No.: [2]

Calculated Mr: 50135

PFF Searched Score:

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

p value: 0.091

Calculated pl: 5.75

Sequence coverage %: [4]

Individual ions scores = 51 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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Spot No.: 11

NCBI accession No: gi|2500522

Plant species: Zea mays

Protein name: eukaryotic initiation factor 4A (elF4A)

Peptide sequences: R.GIYAYGFEKPSAIQQR.G;

K. TATFCSGILQQLDYGLVECQALVLAPTR.E; R.ILASGVHVVVGTPGR.V;
KIQVGVFSATMPPEALEITR.K; K.LDTLCDLYETLAITQSVIFVNTR.R;
R.GIDVQQVSLVINYDLPTQPENYLHR.I

PFF Mascot score: [773]  Sequence coverage %: [30]

Matched peptides No.: [6] p value: 1.5e-13

Calculated Mr:46849  Calculated pl: 5.28

PFF Searched Score:
lIons score is -10¥*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 50 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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FDDE(YDERM
SATQQRGIVE
LAPTRELAQQ
GTPCGRVFDML
IQVGVESATM
DWELDTLCDL
DONTRDIIMR
LHRIGRSGRF

QEILTEDFET
FCEGLDVIQQ
IEEVMRALGD
REQSLRPONI
PPEALEITRK
YETLATITQSV
EFRSG5SRVL
GREGVAINEV

SYDDVCESFD
AOSGTGETAT
YLGVEVHACWY
FMEFVLDELADE
FMNEEPVEILV
IFVHNTREEVD
ITTDLLARGI
TRDDERIVED

SMGLOENLLR
FCSGILQOLD
GGTSVREDQR
MLSRGFRDQI
KRDELTLEGI
WLTDEMRSED
DVOQVSLVIN
VORFYNVTVE



Spot No.: 12

NCBI accession No: gi|226529884

Plant species: Zea mays

Protein name: 10-deacetylbaccatin 111 10-O-acetyltransferase

Peptide sequences: K ALVPYYPVAGR.l; R.GLPAPSVAPVWDR.D; K.EELLPRPPPEEK.L
PFF Mascot score: [171]
Matched peptides No.: [3]

Calculated Mr: 45911

PFF Searched Score:

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

p value: 1.9e-03

Calculated pl: 5.03

Sequence coverage %: [8]

Individual ions scores > 51 indicate identity or extensive homology (p<0.05).

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

MNumber of Hits

Matched peptide sequences shown in Bold Red

1
31
101
151
201
251
301
351
401

HMSTVARAPTV
PPLVGAGGDE
GVWEVEARDS
EFLCGEFRAVE
IFDFPELFRG
DAVIAVVEEC
YPVGITRISK
PLDYGTVIWVS
FERGIRLMLE

N

VESAPELVAP
Do VARMRDG
CALATWHNYLE
ICFSHLVFDG
FFESFTIAFSF
FRALAMALPDD
ATRELSLFPEWV
DWSEVGFHNEV
CWVEEPHRLLF

VGPTEGGTLE
FAKALVEYYP
RELLIPKEEL
QGAAQFLERAR
VTQVVEISEE
AEVRLGFAAS
VGVMRELKER
DYGFGEBRGYV
AFELLKFA

—r
150

Protein Score

LS5IDETRAV
VAGRIADASE
LFEFFPEEEL
GEMARGLEAF
SIARIEKDDFE
TRHLLHGVLP
LTTRFIDWME
FTLNDDVNIV

RVSVDFIQVE
GEPFVVECTGQ
EDLVIMAOVT
SVAPVWDERDS
DATGQTCSTE
SVDGEYYGHNCV
GEAEDDHYHNV
ASVIYLKFPEA



Spot No.: 13

NCBI accession No: gi|413950795

Plant species: Zea mays

Protein name: Isocitrate dehydrogenase [NADP]

Peptide sequences: R.HAFGDQYR.A; K.YYDLGILHR.E; K.DLAILVHGSSSVTR.S;

K.SKFEAAGIWYEHR.L; R.SHYLNTEEFIDAVATELR.S

PFF Mascot score: [270]
Matched peptides No.: [5]

Calculated Mr:46510

PFF Searched Score:

lIons score is - 10¥Log(P), where P is the probabilitv that the observed match is a random event.

Sequence coverage %: [15]
p value: 3.1e-09

Calculated pl: 6.11

Individual ions scores > 51 indicate identity or extensive homology (p<0.05).

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

Number of Hits

40
35
30
25
20
15
10

N

Matched peptide sequences shown in Bold Red

1
a1
101
151
201
25
301
351
401

HAFEEIEVSH
REATDDEVTV
ITRNITNGIVE
PGELELVFEG
YEEFWPLYLS
IDDMVAYRTE
KETIEAERRHG
RLLDFALKLE
VATELRSRLG

BIVEMDGDEM
ERBFELTLEYHN
REPIICENVE
KEEQIDLEVFE
TENTILEEYD
SEGGYVWACE
TVITRHFEVHQ
ARCVETIVESG
AN

TEVEFWNQSIED
VAIEKCATITE
RELVPGWTIEPI
HFTGAGGEVAL
GRFEDIFQEV
HYDGDVQSDFE
EGGETSTHSI
FMTEDLATLY

KLILPFLDLD
DETREVEEFNL
CIGRHAFGDY)
SMYNTDESIR
YEADWESEFE
LAQGFGSLGL
ASTFAWTRGL
HGSS5VTREH

1
300
Protein Score

ITEYYDLGILH
FHMWESPHNGT
YRATDAVLEG
AFLAELSHMTTA
AAGTWYEHRL
MISVLVCEPDG
AHRAKLDDNA
YLNTEEFIDA



Spot No.: 14

NCBI accession No: gi|195627248
Plant species: Zea mays
Protein name: sorbitol dehydrogenase

Peptide sequences: K.LPPVGPYDVR.V; K.AVGICGSDVHYLR.E;
R.AGVGPETGVLVVGAGPIGLVSLLAAR.A;
K.EPMVIGHECAGVVEEVGAGVTHLSVGDR.V

PFF Mascot score: [413]  Sequence coverage %: [21]
Matched peptides No.: [4] p value: 4.5e-15
Calculated Mr:39528 Calculated pl: 6.27
PFF Searched Score:

lons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 51 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Y
40
w35
£ 30
2 25
=
= 0
15
10
5
0 T T T T T T T T T T T T T T T
0 106 200 506 40

Protein Score

Matched peptide sequences shown in Bold Red

1
31
i01
151
201
251
301
351

MGEGAQGESDL
FAVGICGEDY
DRVALEPGVS
CFELFPDGVSL
LAARAFGAFPR
ALMGSDIDVS
AAREVDVVGE
VELRGEDATE

ALLGGEVEEN
HYLEEMRIAH
CWRCERHCEGGE
EEGAMCEFLS
VVVVDVDDHR
LDCAGFSETH
RYEDTWEFLCI
VMFHNL

MARWLVARNT
FVWEEPMVIG
EYNLCEDMEF
VEVHLCRRAG
LAVARSLGAD
STALEATREG
DFLERSGEVDV

LEIMPFELEFE
HECAGWVVEEW
FATPPVHGESL
VGPETGVLVY
ARVEVSPERE
GEVCLVGEMGH
KPLITHRFGF

WGEPYDVEVEM
GAGVTHLEVG
ANGVVHPADL
GAGPIGLVSL
DLADEVERIR
NEMTLFLTAR
SQRDVEEAFE



Spot No.: 15

NCBI accession No: gi|670397371
Plant species: Zea mays
Protein name: PREDICTED: adenosine kinase 2-like

Peptide sequences: KNAQAAGVTAHYYEDETAPTGTCAVCVVGGERSS;
K.RPENWALVEK.A; K.LVDTNGAGDAFVGGFLSR.L

PFF Mascot score: [252]  Sequence coverage %: [17]

Matched peptides No.: [3] p value: 3.8e-08

Calculated Mr: 37436 Calculated pl: 5.00

PFF Searched Score:

Ions score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 50 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

W

20

15

Number of Hits

10

Matched peptide sequences shown in Bold Red

1
a1
101
151
201
251
301

! I-I 1

HRASEGVLLGE
LASHNSHNVEYI
AQAAGVTAHY
ENWALVEERE
EFFYDAQEEV
ASGEQERIAV
GGFLSBRLVQG

HGHELLDISA
AGGATQNSIR
YEDETAPTGT
YIYIAGFFLT
LEYADFTFGH
ITQGADPVVY
KSIEDCVTAG

T
200

VVDDAFLAKY
VAQWMLQTPG
CAVCVVGCER
VSPDSIQLVEA
ETELKIFAKY
AEDGEVETFE
CYRBNVVIQR

Protein Score

DIFKLMNMATLS
ATSYMGCIGE
SLIANLSARN
EALAONHEVE
RGWETENVEE
VILLPEEKLWV
PFGCTYPEEFD

EEFHSPMYDE
DEFGEEMEEN
CYESEHLERP
LMNLSAFPFIC
IATKTSQLEL
DTHGAGDAFWV
FH



Spot No.: 16

NCBI accession No: gi|195644252

Plant species: Zea mays

Protein name: aspartate-semialdehyde dehydrogenase

Peptide sequences: R.GLDIFVCGDQIR.K; R.FPTPLEVSDKDDVAVGR.I;
K.YGPAAVASGAVVVDNSSAFR.M; R.KYGPAAVASGAVVVDNSSAFR.M;
R.EYTVQDLAAPGAFDGVDIALFSAGGSVSR.K

PFF Mascot score: [413]  Sequence coverage %: [21]

Matched peptides No.: [5] p value: 1.7e-11

Calculated Mr:40833 Calculated pl: 6.62

PFF Searched Score:

lons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 50 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

40
39
30
29
20
15
10

N

MNumber of Hits

— =
ity
Protein Score

Matched peptide sequences shown in Bold Red

1
51
101
151
201
251
301
351

MOALLAVEHE
GREFLEVITD
GVDIALFSAG
EAMANVERLGE
AGRLALMEETE
EMEMVEETERE
ETLRA4OLPGEVT
ITFVCGDQIRE

RLFPESEGSS
RODFEYRGLEL
GSVSRRYGPA
GATVANENCS
LOTQEVLEGK
IWHDEAVEVT
IIDDRASNRF
GAALNAVQIA

AQHRELPSTV
LLSERSAGKR
AVASGAVVVD
TIICLMAATE
APTCNIFEQQ
ATCIEVEVMR
PTPLEVSDED
EMLLE

EMAT.EEDGES
LAFEDREYTV
HSSAFEMEFPE
LHRHAKVILEM
YAFNIFSHNA
AHAESVNLOFEF
DWVAVGRIRQD

VAIVGATGAV
ODLAAPGAFD
VELVIPEVNP
VVSTYQARSG
PVLENGYNEE
EXPLDEDTAR
LSLDONRGLD



Spot No.: 17

NCBI accession No: gi|162464283

Plant species: Zea mays

Protein name: homocysteine S-methyltransferase 3

Peptide sequences: K.SVQIALEAR.E; R.FIHGLILSIR.K; K.CLLSSPHLIR.K;
K.VGAVGINCTPPR.F

PFF Mascot score: [159]  Sequence coverage %: [12]

Matched peptides No.: [4] p value: 0.13

Calculated Mr:37247 Calculated pl: 5.53
PFF Searched Score:
Tons score is -10*Log(P). where P is the probability that the observed match is a random event.

Individual ions scores = 51 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T *_l
150

Protein Score

Matched peptide sequences shown in Bold Red

1
31
i01
151
201
251
301

MVGTAEGGLE
LLSSPHLIRE
ESVOQIALEAR
YGEAGTKEFL
HINIPSWLSF
HGLILSIREWV
CEDGART.IGGE

ELVEEWVDAL
VHMDYLERGD
EMFLEEHLEE
KEDFHRERLOV
HSEDGVHVVS
TDEPILIYFEN
CCRITPNTIR

GERLVLDGGL
NITITASYQR
STPIQHPILV
LAFEAGPDLIA
GDSLIECATI
SGERYDGEEEK
ATHRTLNQGC

ATELERNGAD
TIQGFESKGE
ARALGSYGAY
FETIENKLEL
ADECAKVGAY
EWVESTGVSD
HEHGLEVEA

LHDPLWSAKC
SEEQSENLLT
LADGSEYSGD
QRYVELLEEC
GINCTPPRFI
GDEVSYVHEW



Spot No.: 18

NCBI accession No: gi|195628698
Plant species: Zea mays

Protein name: hypothetical protein

Peptide sequences: R.YPPALELPIPR.L; R.SLQITLVGGSIAER.S;
K.TLTAGQSPTVVDTDVGR.I; R AADNQLFVATCAPAR.D

PFF Mascot score: [186]  Sequence coverage %: [18]
Matched peptides No.: [4] p value: 1.3e-06
Calculated Mr:34244 Calculated pl: 5.92
PFF Searched Score:

lIons score is -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<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits

L)
L=

28

20
15

Number of Hits

.amazazagyr

P,
7

T T -_l
160 200

Protein Score

T T T T T
0 40 120

Matched peptide sequences shown in Bold Red

1 MARSLAFPNSSEFR

531 ELLTEFARSD
101 SEVARSLOIT
151 IPGEITFEES
201 AHLLCYPGAF
251 GHSTLVGPFFG
301 QLVDVQRLGS

FEEARYFEAL
GAELVVLPETL
LVGGSIAERS
ETLTAGQSET
HMTTGPLHWE
EVIATTEHEE

Q

ELPIFELSEF
WHGEFYSHNDSF
GHNLYNTCCWV
VVDTDVGRIG
LLQEARAADH
ATIIADIDYS

KVALCQLSVT
PEYAEDIELG
FG5DEQLEGK
IGICYDIRFQ
QLFVATCAPA
LIEQREQFLP

ADKSENIRHA
GDMAPSFSML
HEKIHLFDID
ELAMLYRARG
ROTSAGYVAW
VQHQRRGDLY



Spot No.: 19

NCBI accession No: gi|806638661

Plant species: Zea mays

Protein name: cysteine synthase

Peptide sequences: K.LFVVVFPSFGER.Y; K.EGLLVGISSGAAAAAAVR.L
PFF Mascot score: [98]
Matched peptides No.: [2]

Calculated Mr:34266

PFF Searched Score:

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

Sequence coverage %: [9]
p value: 4.4e-007

Calculated pl: 5.67

Individual ions scores > 50 indicate identity or extensive homology (p=0.05).

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

%

Number of Hits

Matched peptide sequences shown in Bold Red

1
51
101
151
201
251
301

MGEELSPSIAK
RIGYSMITDA
PASMSMERRT
FENPANFEIH
PRVELYGVEE
SDEATETAFL
FGERYLS5VL

DVTELIGHNTPE
EEEGLITEGV
TLEAFGRELV
YETTGPEIWE
VESAVLNGGEE
LALERGLLVG
FRQSIEFERES

LVYLNEVIDG
SVLIEPTSGH
LTDPLLGMEG
ATAGHKIDGLV
PGPHEIQGIG
ISSCARARAR
HMVVEP

Loy
Protein Score

CVGRVARKLE
TGIGLAFMAR
AVRKAEEIQR
SGIGTGGTIT
AGFIPGVLDV
VRLAERPENA

SMEPCS5VED
AFGYELTLTH
ETPHNSYTILOR
GITGRYLEEQN
DLLDETLOWVS
GELFVWVVEES



Spot No.: 20

NCBI accession No: gi|162460029

Plant species: Zea mays

Protein name: glutathione transferase41

Peptide sequences: R.LVDADAFPR.F; R.DFEALDEVR.E; R.QVHENLALIESELR.D;

K.LGPAVGAVFASTGEGQEAAVR.Q

PFF Mascot score: [153]
Matched peptides No.: [4]

Calculated Mr: 29093

PFF Searched Score:

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

Sequence coverage %: [19]
p value: 0.024

Calculated pl: 4.85

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

33
3
23
20
15
10

L)

Y/

Numbher of Hits

o

W

N\

[ |
=

T
180
Protein Score

Matched peptide sequences shown in Bold Red

1
a1
101
151
201
251

MEETSESATP
KS5DELLEHNF
FDRALARFWC
RDGAFRGRRF
HAWLEDFEAL
TDAPRAPESS

PAASPLMLEG
VHEEVPVLVH
HFADDELGEA
FGEDEVGLLD
DEVRETIPAV
ADIAVDI

SWASSYTHREV QLALRLEGLE
GGEALPESVI ILOYLDDAWE
VEGAVFASTGE CGOEAAVROWH
VVLGCGSYWL AVEEEVIGVER
DELLEYARGL RAMLLGLAGR

FDYVEEDLGHN
ETEFLLFLADS
ENLALTESEL
LVDADAFFRE
GLAGAGADAFES



Spot No.: 21

NCBI accession No: gi|226495167

Plant species: Zea mays

Protein name: desiccation-related protein PCC13-62 precursor

Peptide sequences: R.DVATQFCYQEVGHLR.A; R.VPSYAGGVAEITAR.I
PFF Mascot score: [93]
Matched peptides No.: [2]

Calculated Mr:34238

p

PFF Searched Score:

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

value: 0.02

Sequence coverage %: [9]

Calculated pl: 4.82

Individual ions scores > 51 indicate identity or extensive homology (p<0.05).

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

Number of Hits

W

1o

Protein Score

Matched peptide sequences shown in Bold Red

1
51
101
151
201
251
301

MGRPALSSVV
LEQSOVDLLE
SBSLTPFIRD
QALNATLDEP
LAGLLAVESA
RGVEDEGLVV
SROHGGFFPQ

VVATRARVVCL
FELNLEYLET
VATQFCYQEV
FDEYENSLNFE
QDAVIRTLLY
APELGPEGLT
GRADGRIARGL

CGRAFRQAQDM
EFFCWSALGY
GHLRATRQTV
LVASYIIPYV
ERGMARVESY
VENIIAGDHL
LR

DSEWARFLYR
GLDATDANIT
RGFFREPLLDI
GLTGYVGANE
AGGVARTTAR
SLAYDRTFEE

GFFGAPAGSL
GGGPPSIGGER
SRANFGEITE
RLLTPQARKL
ISDLENSLGE
TLGIVYGTGH



Spot No.: 22

NCBI accession No: gi|226493460

Plant species: Zea mays

Protein name: stem-specific protein TSJT1

Peptide sequences: K.DEVFCLFEGVLDNLGR.L; R.SFAAKDEVFCLFEGVLDNLGR.L
PFF Mascot score: [125]  Sequence coverage %: [8]
Matched peptides No.: [2] p value: 5.0e-05
Calculated Mr:25050 Calculated pl: 5.23

PFF Searched Score:

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

N

[N
o

Number of Hits

o
L

T

o
v

T .|_. T 1

Protein Score

T T T T T T T
100

Matched peptide sequences shown in Bold Red

1
51
101
151
201

MLAVESGEVV
ADLGHLAYSH
ANEVLLVIER
GDVELEWGVT
YEWNPFNEVTR

EVELAELVAAG
AMOQAT.LEEFRS
YEALRDRAFY
ADGCVAFSDD
VEANEEEICG

SETFSFETELR
FAARDEVECL
FLSTMIAQL.A
IDVLEGSCGE
ATFOVEGATV

SELVARFLGT
FEGVLDHNLGER
GAYAFVLEDR
SLAPFPQGCE
LTATH

SCPALVSVEL
LEQOYGLSEG
STHSLLVASGE
YSHALGGLEC



Spot No.: 23

NCBI accession No: gi|226499536

Plant species: Zea mays

Protein name: NADH-ubiquinone oxidoreductase 23 kDa subunit

Peptide sequences: KDWNAVFER.S; R.SINTLFLTEMVR.G;
K.LCEAICPAQAITIEAEER.E

PFF Mascot score: [210]  Sequence coverage %: [17]
Matched peptides No.: [3] p value: 5.8e-08
Calculated Mr:26093 Calculated pl: 5.24

PFF Searched Score:

Ions score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 51 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Mumber of Hits

I = 1
200 240
Protein Score

T T T T T T T
G 120

I
1a

Matched peptide sequences shown in Bold Red
1 MASLLARQAR QALRARQTAQ LGPAASAMQG HLRTYMNAGI DPERFEEDEEK

51 EQLAKDVAFD WHAVFERSIN TLFLTEMVREG LMLTLEYFFD RNVIINYPFE
101 EGPLSFRFRG EHALERYESG EERCIACKLC EATCPAQATT IEAEEREDGS
151 ERTITRYDIDM TECIYCGFCQ ELCFVDAIVE GPNFEFATET HEELLYDEEE
201 LLENGDEWET EIAENLRSES LYR



Spot No.: 24

NCBI accession No: gi|32330695

Plant species: Zea mays

Protein name: SKP1/ASK1-like protein

Peptide sequences: K.SSDGEEFEVEEAVAMESQTIR.H; KNDFTPEEEEEIR.R;
K.NDFTPEEEEEIRR.E

PFF Mascot score: [301]  Sequence coverage %: [19]
Matched peptides No.: [3] p value: 4e-12
Calculated Mr: 19202 Calculated pl: 4.48

PFF Searched Score:

Ions score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 50 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits

T T T T T F T 1
200 300
Protein Score

Matched peptide sequences shown in Bold Red
1 MARAGDAGEE EMITLESSDG EEFEVEEAVA MESQTIEHMI EDDCADNGIE

51 LPHVMSEILS EVIEYCHEHV QAFPADGRAAL GAGAGASDAR PAAPARDLEN
101 WDAEFVEVDQ ATLFDLILARZ NYLNIKGLFD LTCQIVADMI EKGETPEEIRE
151 TFNIEWMDFTP EEEEEIEREN (WAFE



Spot No.: 25

NCBI accession No: gi|195636212

Plant species: Zea mays

Protein name: rhicadhesin receptor precursor

Peptide sequences: R.NPGNTNNPAGSVVTAANVEK.F; K.FPGVNTLGVSMARL.I;
R.IDYAPGGQNPPHTHPR.A; K.GDVFVFPR.G; R.GLVHFQQNR.G

PFF Mascot score: [385]  Sequence coverage %: [30]

Matched peptides No.: [5] p value: 2.2e-08

Calculated Mr:22948 Calculated pl: 6.58

PFF Searched Score:

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

Individual ions scores > 50 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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100 200 F00 iy

Protein Score

Matched peptide sequences shown in Bold Red
1 MARWVHLYVAA ACAVVLALAA PALAGDEDMI. QDVCPADYARS PVELNGFLCE

51 ANFSADDFFF DGLENPGHNTH NPAGSVVTAA NVEEFPGVNT LGVSMARIDY
101 APGGONPPHT HPRATEITFV LEGTLEVGFI TTAMNALFTET VIEGDVEVEP
151 ERGLVHFQONE GHGPLAVVADL FNSQLOGTQLA IAMTLFGAVE FPVEPSDILLED
201 FRISSGEVDH TEANFAPK



Spot No.: 26

NCBI accession No: gi|195640298

Plant species: Zea mays

Protein name: glycine-rich RNA-binding protein 7

Peptide sequences: K.LFVGGLSYGTDDHSLR.D; K.LFVGGLSYGTDDHSLRDEFAK.Y
PFF Mascot score: [86]  Sequence coverage %: [8]
Matched peptides No.: [2] p value: 0.068
Calculated Mr:25155 Calculated pl: 4.87

PFF Searched Score:

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

Individual ions scores > 51 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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Matched peptide sequences shown in Bold Red

1
a1
101
151
201
251

MMLANKLGGL
RDEFARYGQV
DGRNIRVNHA
GSGGYGGNYG
FGENELGSFG
KRS

LENATSSESS
TEAKTTLDRE
NERTGGFRSS
NRAGGGYGGEE
ATGGS5GADG

HMEVIQAIRC
SGREREGFGFI
GEEYGEEEYE
GDYGVAGGRE
FSAGTPGDGH

MSSS5ELEVGG
TYTS5EEASH
GEYGEESGEEY
GE5FALAGESDS
FNDEIMDDLFE

LEYGTDDHSL
ATTAMDGETL
GEEGEGDYGE
FG55HFRADSG
FDDEPDSYAN



Spot No.: 27

NCBI accession No: gi|162457809

Plant species: Zea mays

Protein name: ubiquitin-conjugating enzyme protein E2

Peptide sequences: R.FTSEMWHPNVYPDGR.V; R.VCISILHPPGEDPNGYELASER.W
PFF Mascot score: [85]  Sequence coverage %: [21]

Matched peptides No.: [2] p value: 0.12

Calculated Mr: 19072 Calculated pl: 5.04

PFF Searched Score:

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

Individual ions scores > 50 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 MASSASQASL LLQKQLEKDLA KNPVDGFSAG LVDDSNIFEW QVIIIGPEDT

31 LYDGGYFHAI MTFPQNYPNS PPSVRFTSEM WHPNVYPDGE WVCISILHPEG
101 EDPHGYELAS ERWIPVHIVE SIVLSIISML SSPNDESPAN IELLKDWEREE
151 ERDEFEEEVRQ CVRESQEML



Spot No.: 28

NCBI accession No: gi|238009876

Plant species: Zea mays

Protein name: protease PriC candidate 1

Peptide sequences: K.SPLEVFVSFR.G; K.EAVLSGVALEDEQR.E

PFF Mascot score: [81]  Sequence coverage %: [3]

Matched peptides No.: [2] p value: 0.34

Calculated Mr:88301 Calculated pl: 5.82

PFF Searched Score:

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

Individual ions scores > 51 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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51
101
151
201
251
301
351
401
451
501
351
601
631
701
751

MGPERVGVGV
SYTSRSRSEL
LLADFDFPEF
LERIVDSLEV
IYQAFNAIRN
EQELERLTQK
GHENLSLENG
DNTNIISQIL
SWDHAVEDME
LEPYFALPRV
SEVAYFYFDE
QTPEVGDKES
VELPSQFMEN
SLRQIRFASV
SFSHIFAGGY
ETVLALGGGK

GVEEGSGIGV
LLLLPASSPL
DRVEPIHVRE
VHWGIVDHLEL
S5DWETLSEL
FSENVLDATE
PWIITLDAES
KLRELEFRAKILL
DLEAFAFESS
MDGLEFSLANE
YS5RPSEERGGE
LMTFEEVETV
WCYHENTLLS
DMELHTTYDFE
AAGYYSYKNL
SPLEVFVSFR

AMVFLIVSAS
RAFCPASRRP
AVRTLLARLE
VEDSSDLRAL
RKRIVEAQIK
KFEKLITDEN
YIAVMQHARN
GYKNYAEVSM
SEEANDLAHW
LFGVSVEPAD
AWMNVVESRS
FHEFGHALQH
ILKHYETGEL
NGSLSIYDVD
EVLSADAFSL
GREBSPEALL

SFLIRLPLVD
SPATCSARYD
GELTDLEEGV
VEDVQPDEVE
EAVLEGVALE
ETDGLPATAL
RRLEEEVYRDS
AQFMLTVDEWV
DLSFWSERLR
GLAPVWHSDWV
EVLABNGSEV
MLTEQDEGEWV
LPEETYAKLV
REVAERTQWVL
FEDVGLDNEE
RHNGLLEVAD

RERLENPTSS
S5S5MATDDNE
QPTWGKLVEP
FQLRLGQSKE
DEQREKFNQI
GLARQTARSK
YLTRASSGOL
EELLEKLEAR
ESEYDINEED
KFYCVEDSSH
REEVAHMVCH
SGIRGVEWDA
ALRNFRAGTF
APLPEDKFLC
AIEETGREFR
L



Spot No.: 29

NCBI accession No: gi|413949328

Plant species: Zea mays

Protein name: pyruvate, phosphate dikinase 3, Precursor

Peptide sequences: R.FAYDSFR.R; KVLANADTPEDALAAR.N; R.SDFEGIFR.A;
R.LLDPPLHEFLPEGNVEEIVR.E

PFF Mascot score: [103]  Sequence coverage %: [5]

Matched peptides No.: [4] p value: 1.7

Calculated Mr: 103777 Calculated pl: 6.04

PFF Searched Score:

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

Individual ions scores > 49 indicate identitv 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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31
101
151
201
251
301
351
401
451
301
551
601
651
701
751
801
851
g01
851

MAASVSTSREY
IGSDSGAGRG
GGEGANLAEM
RWVEEYMGRA
AAESGDRFAY
LTATDLKELV
KYRSINQITG
FLVNAQGEDY
IEFTVQESEL
HLDQLLHEEQFE
KSVILVRAET
SGIRVNDAEE
GTFMSWVDDV
RIKAVRQMIM
PPLHEFLFPEG
LGISYPELTE
LIRQVANEVE
LTQMTFGYSR
REARENLEVG
LV

ICLQEPGEEG
QHSPPLRAVV
ASIGLSVEEG
LGDPRRPLLL
DSFREFLIMF
SOYRNVYVER
LEGTAVNVQC
VAGIRTEEDL
WMLQCRTGER
ENESAYEDGV
SPEDVGGMHA
VVEIGGNVLR
RELEVLANAD
APTVELRQQR
NVEEIVRELC
MQARLIFERR
TSMGETIGYE
DDVGKFIPIY
ICGEHGGEES

SSRGAREVAP
DAGPVQTTEE
FTVSTEACGQ
SVRSGRAAVSM
GNVVMDIPHA
KGEPFPSDEK
MVEGHMGNTS
DAMEDVMEQA
TGRSAVEIAV
IATGLEASEG
ARGILTERGG
EGEWLSLNGS
TPEDALAARN
LDRLLEYQRS
SETGANGEDA
IAMTNQGVQV
IGTMIEIFRA
LAQGILQHDP
SVLFFAKTGL

FTRQSVAAPR
RVFHFGKGKS
YQEAGRALEP
PGMMDTVLNL
LFEEELEAME
RQLELAVLAV
GTGVLFTRNE
YEELVENCRI
DMVNEGLVER
AAVGOVVETA
MTSHARVVAR
TGEVILGEQP
NGAEGIGLCR
DFEGIFRAMD
LARIEKLSEV
FPEIMVELVG
ALVADEIAEQ
FEVLDQRGVG
DYVSCSEFRV

RPHGANASVI
EGNENMEELL
GLWAEVLDGL
GLNDQVAAGL
EAHGLENDTD
FDSWESPRRK
NTGEEELYGE
LESHYKEMQD
RAATKMVEPG
EDAETWHSOG
GWGKCCVSGEC
LSPPALSGDL
TEHMFFASDE
GLSVTIRLLD
NEMLGFRGCR
TEQELGHQVE
AEFFSFGTHD
ELVELRTERG
PIARLARAQV



Spot No.: 30

NCBI accession No: gi|48374986

Plant species: Zea mays

Protein name: hypothetical protein Z477F24.14

Peptide sequences: R.LAAFYEAVLGFER.I

PFF Mascot score: [66]  Sequence coverage %: [9]

Matched peptides No.: [1] p value: 0.0014

Calculated Mr: 15597 Calculated pl: 4.94

PFF Searched Score:

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

Individual ions scores > 51 indicate identity or extenstve 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 MARTIQILNHTLZ EBETSDVARLA AFYEAVLGFE RIFPSPTYSGE QVAWLELESS
51 PDVALHLIER DPAARARPVAVE PGAEGAPPS( LPREHHLAFS VADYDGEVIG
101 LEARGTDVFE ESQPDGRETRQ WVFFFDPDDEE DLVEFTELGLD WVES



