Supplemental Table 1. Primer sequences of genes selected for gRT-PCR

protein ID?

Name

Sequence of primers

0s04t0501600-01

0s11t0303500-01

0s02t0161200-01

0Os07t0557500-01

0s01t0924900-01

0s01t0582400-01

0s01t0104800-01

0s02t0728700-01

0Os03t0733400-01

AT hook_ DNA_binding_ conserved site domain containing protein.

Nucleotide_binding_ alpha_beta plait domain containing protein.

Zinc finger_ CCCH_type domain containing protein.

WRC domain containing protein.

GTP_hinding signal recognition particle SRP54_ G_domain containing protein.

Similar to Multidomain cyclophilin type peptidyl_prolyl cis_trans isomerase.

Sas10/Utp3 family protein.

Ribosomal RNA_processing protein 7 domain containing protein.

Zinc finger_ BED_type predicted domain containing protein

F: 5-ACTCCACCCGATGAAGACAC-3'
R: 5-GGCCACCACACTTTGATTCT-3'
F: 5-TTGAAACAGTTGGTGCAAGC-3'
:5-AGCTCTACGCCCCACCTTAT-3'
- 5-TGAAGAAGCGAAAGCTGTGA-3'
- 5-ACGGGAGAACCTTTGACCTT-3'
: 5-GAGAAGCTGCCCAAGATGTC-3'
:5-GTCGCCACAACCACCTAACT-3'
: 5-GAAAGGCAGACGAGAACCTG-3
:5-TCCTTCTTTGTGGCTGCTCT-3'

: 5-GGGTGATATCGAGGGGAAAT-3'
:5-TTGTCCTCTTGCTCCTTGGT-3'

: 5-AGGCATCCAACCATCAAGTC-3'
- 5-TCCAAAGGCTGCATTTTACC-3'
: 5-TGCATGGGAATCAAGATGAA-3'
:5-TTGCTGCTTTTCCCTGATTT-3'
:5'- TGGTGGATGATGCTGTTCAT -3'
:5-GATTTTGTTGGCTGGCTTGT -3'
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aProtein ID is according to The Rice Annotation Project Database



Supplemental Table 2. Total proteins identified in rice embryos after 24 h of imbibition

No.  Protein ID? Mass(Da) M.P.> Mol (%)°  Description WOLFPSORTY  NucPre  Function

de
1 0s01t0147900-01 27274 89 1.95 Triosephosphate isomerase, cytosolic (EC 5.3.1.1) cyto 0.03 PS
2 0s01t0905800-01 39141 236 1.36 Aldolase C-1. cyto 0.05 PS
3 0s05t0140800-01 39249 114 1.28 Similar to Dormancy related protein (Fragment). mito 0.3 misc
4 0s07t0638300-01 24198 99 1.26 Similar to 1-Cys peroxiredoxin. cyto /nucl 0.03 redox
5 0s02t0268100-01 57229 222 1.25 Similar to Glutelin (Fragment). vacu 0.39 development
6 0s04t0508300-01 11938 23 1.25 Glutaredoxin. chlo 0.03 redox
7 0s02t0121300-01 18634 80 1.22 Cyclophilin 2. cyto 0.01 cell
8 0s05t0445500-01 14419 23 1.20 Similar to Acidic ribosomal protein (Fragment). chlo 0 protein
9 0s01t0762500-00 56782 308 1.10 Glutelin subunit mRNA. chlo 0.44 development
10 0s510t0400200-01 56841 282 1.06 Glutelin type Il precursor. vacu 04 development
11 0s01t0675100-01 17337 21 1.00 Similar to peroxiredoxin. cyto 0.01 redox
12 0s01t0276300-01 24470 21 0.96 Similar to Group 3 late embryogenesis abundant protein (Fragment). mito 0.44 not assigned
13 0s03t0159600-01 27174 30 0.94 Similar to Rab28 protein. cyto 0.02 not assigned
14 0s10t0563700-01 16769 23 091 Similar to Nucleoside diphosphate kinase I (EC 2.7.4.6) cyto 0.02 nucleotide metabolism
15 0s06t0668200-01 42310 86 091 Similar to Phosphoglycerate kinase, cytosolic (EC 2.7.2.3). chlo 0.01 PS
16 0s07t0214300-01 18423 25 0.89 Seed allergenic protein RAG2 precursor. mito 0.04 stress
17 0s07t0219400-01 17062 23 0.88 Prolamin precursor. chlo 0.24 not assigned
18 0s06t0625500-01 23788 32 0.87 Similar to Thioredoxin peroxidase. chlo 0.05 redox
19 0s03t0327600-01 39254 85 0.85 Ricin B-related lectin domain containing protein. cyto/nucl 0.01 not assigned
20 0s03t0793700-01 52436 408 0.83 RmIC-like jelly roll fold domain containing protein. mito 0.38 development
21 0s08t0126300-01 36561 185 0.79 Similar to Glyceraldehyde-3-phosphate dehydrogenase (Fragment). cyto 0.01 glycolysis
22 0s02t0601300-01 36716 241 0.79 Similar to Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC 1.2.1.12). cyto 0 glycolysis
24 0s01t0191100-01 11714 9 0.76 Similar to Acidic ribosomal protein P2a-4 (Fragment). chlo 0.01 protein

1



23

25

26

27

28

29

30

31

32

33

34

35

36

37

38

39

40

41

42

43

44

45

46

47

48

0s10t0167300-01

0s02t0249800-01

0s10t0542100-01

0s03t0266300-01

0s02t0169300-01

0s09t0109600-01

0s02t0699600-01

0s01t0705200-01

0Os03t0424500-01

0s01t0686800-01

0Os03t0277300-01

0Os03t0427300-01

0s02t0249600-01

0s12t0569200-01

0s05t0329100-01

0s08t0191700-01

0s01t0159600-01

0s11t0199200-01

0s10t0505900-01

0s01t0124401-01

0s05t0116100-01

0s03t0336100-01

0s03t0277500-01

0s02t0814700-01

0s05t0490100-01

48226

56915

9457

17899

42196

7843

17820

22119

16434

36665

71932

56550

56411

17071

16916

32875

10130

57047

45554

29253

23726

36974

17773

16392

12581

85

253

65

48

13

22

26

46

88

118

240

40

31

50

17

65

43

103

35

149

16

17

0.76

0.75

0.75

0.74

0.74

0.74

0.72

0.72

0.72

0.70

0.70

0.70

0.70

0.70

0.68

0.68

0.67

0.66

0.65

0.65

0.65

0.64

0.63

0.63

0.63

Similar to Enolase 2 (EC 4.2.1.11)

Glutelin precursor.

Plant EC metallothionein-like protein, family 15 protein.
Class I low-molecular-weight heat shock protein 17.9.

Similar to Phosphoglycerate kinase, cytosolic (EC 2.7.2.3).

Conserved hypothetical protein.

Similar to 60S ribosomal protein L12.

Late embryogenesis abundant protein repeat containing protein.

Similar to 40S ribosomal protein S19-3.

Protein containing the WD-40 repeat, Innate immunuty

Heat shock protein 70.

Glutelin type-A Il precursor.

Similar to Glutelin.

Conserved hypothetical protein.

Prolamin.

Similar to Lactoylglutathione lyase (EC 4.4.1.5)
Small hydrophilic plant seed protein family protein.
Similar to Protein disulfide isomerase (Fragment).

Conserved hypothetical protein.

Similar to Bowman-Birk type bran trypsin inhibitor.

Dehydroascorbate reductase.
11-S plant seed storage protein family protein.

Similar to Glyoxalase family protein, expressed.

Similar to Ribosomal Pr 117 (Fragment).

Similar to 60S ribosomal protein L30.

chlo
chlo/nucl
cyto
cyto
chlo
chlo
cyto
nucl
cyto/nucl
cyto/nucl
cyto
chlo
chlo/nucl
extr
chlo
cyto
nucl
E.R.
nucl
extr
chlo
chlo

nucl

cyto

nucl

0.04

0.41

0.38

0.03

0.02

0.09

0.03

0.22

0.18

0.01

0.28

0.37

0.43

0.02

0.26

0.09

0.36

0.12

0.2

0.3

0.3

0.13

0.1

0.04

glycolysis
development
not assigned
stress

PS

not assigned
protein

not assigned
protein
development
stress
development
development
not assigned

not assigned

amino acid metabolism

not assigned
redox

not assigned

not assigned
redox
development
Biodegradation of
Xenobiotics
protein

protein



50

49

51

52

53

54

55

56

57

58

59

60

61

62

63

64

65

66

67

68

69

70

71

72

73

0Os03t0577000-01

0Os05t0553000-02

0Os05t0468800-01

0s11t0210300-01

0Os06t0341300-01

0Os10t0478200-01

0s02t0549600-01

0s01t0749000-01

0Os05t0542500-02

0s08t0129200-02

0s03t0248600-01

0s02t0250600-01

0s01t0835900-00

0Os03t0712700-01

0s03t0200500-01

0s02t0162500-01

0s04t0486600-01

0s11t0115400-00

0s01t0136100-01

0s01t0136200-01

0s07t0150200-01

0s07t0229900-01

0s09t0553200-01

0s04t0546500-01

0s05t0574400-01

25590

59012

18234

41699

27905

35888

20307

28266

20502

19024

48285

47344

11402

63138

29880

16410

36921

11766

16929

16947

15132

15112

51821

15190

35642

30

71

19

133

30

29

36

18

28

20

71

46

17

41

28

11

170

26

61

59

10

38

18

40

0.62

0.62

0.61

0.60

0.59

0.59

0.59

0.58

0.58

0.57

0.56

0.55

0.55

0.54

0.53

0.53

0.53

0.52

0.52

0.52

0.51

0.51

0.51

0.51

0.48

Similar to Ribosomal protein S3 (Fragment).

ATP synthase beta chain, mitochondrial precursor (EC 3.6.3.14).

Phosphatidylethanolamine-binding protein PEBP domain containing protein.

Alcohol dehydrogenase 1.

Seed maturation protein domain containing protein.
Cytoplasmic malate dehydrogenase.

Similar to 40S ribosomal protein S10-1.

Protein of unknown function DUF1264 family protein.
LEA-like protein.

Similar to Cold shock protein-1.

Similar to Enolase 2 (EC 4.2.1.11)

Late embryogenesis abundant protein repeat containing protein.
Similar to Histone H4.

Similar to Phosphoglucomutase, cytoplasmic 2 (EC 5.4.2.2)
40S ribosomal protein S3a (CYCO07 protein).

Similar to 40S ribosomal protein S14.

Similar to Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC 1.2.1.12).

Lipid transfer protein LPT IV.

16.9 kDa class I heat shock protein 1.
16.9 kDa class I heat shock protein 1.
Similar to 40S ribosomal protein S12-1.

Ribosomal protein S12e domain containing protein.

Similar to UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9)

Similar to Oleosin.

Similar to Malate dehydrogenase.

cyto

mito

cyto

cyto

cyto

cyto

nucl

cyto

nucl
mito /nucl
chlo

nucl

nucl

cyto
cyto/nucl
cyto/nucl
cyto

extr

cyto

cyto

cyto

chlo

cyto

nucl

mito

0.21

0.06

0.02

0.12

0.08

0.19

0.1

0.2

0.08

0.04

0.23

0.32

0.03

0.4

0.3

0.01

0.05

0.07

0.07

0.01

0.02

0.01

0.12

protein
mitochondrial electron
transport

not assigned
misc
development
TCA

protein

not assigned
not assigned
stress
glycolysis
not assigned
DNA

not assigned
protein
protein
glycolysis
not assigned
stress

stress
protein
protein

not assigned
lipid metabolism

TCA



74

75

76

7

78

79

80

81

82

83

84

85

86

88

87

89

90

91

92

93

94

95

96

97

98

99

0Os08t0104400-01

0s05t0499100-01

0s01t0728700-01

0s01t0840100-01

0s03t0360700-01

0s01t0348900-01

0Os03t0177400-01

0Os05t0323900-01

0Os03t0663800-01

0s12t0626500-00

0Os03t0343500-01

0s01t0328400-01

0s07t0215500-01

0s01t0231700-01

0s12t0569300-01

0s02t0591700-01

0s02t0115900-01

0s02t0453600-01

0s03t0245800-02

0s03t0305600-01

0s08t0559200-01

0s01t0649100-01

0s01t0210500-01

0s07t0216700-01

0s01t0276000-01

0s12t0464400-01

10597

21497

27724

71306

15005

15163

49604

24982

28776

21879

14520

17885

17838

11926

23985

24243

73573

28808

26705

18416

12061

35667

23753

17036

12584

39255

30

27

65

62

13

105

27

26

12

11

31

16

54

39

20

10

12

26

17

13

10

32

0.47

0.47

0.45

0.45

0.44

0.44

0.44

0.43

0.43

0.41

0.40

0.40

0.40

0.40

0.40

0.40

0.39

0.39

0.39

0.39

0.39

0.38

0.37

0.37

0.37

0.36

Conserved hypothetical protein.

26 kDa globulin (Alpha-globulin).

Protein of unknown function DUF1264 family protein.

Heat shock protein Hsp70 family protein.

Similar to Protein-methionine-S-oxide reductase, PilB family.

SalT gene product (Salt-induced protein).

EF-1 alpha.

Manganese-superoxide dismutase precursor (EC 1.15.1.1).

Globulin 1 (Fragment).

Similar to late embryogenesis abundant protein D-34.

Similar to 60S ribosomal protein L22-2.

Ubiquitin.

Allergenic protein.

Similar to 60S acidic ribosomal protein P2-B (CaRP2B).

Thaumatin, pathogenesis-related family protein.

Similar to Candida glabrata strain CBS138 chromosome L complete sequence.
Endosperm lumenal binding protein.

Similar to Glutelin.

Similar to Heat shock protein 26.

Mitochondrial import inner membrane translocase, subunit Tim17/22 family protein.
Similar to Ribosomal protein S25 (40S ribosomal 25S subunit).

Malate dehydrogenase.

Similar to SOUL-like protein.

Bifunctional trypsin/alpha-amylase inhibitor domain containing protein.

Similar to 60S ribosomal protein L30.

Similar to Oxidoreductase, short chain dehydrogenase/reductase family protein, expressed.

4

chlo
extr

chlo
cyto
chlo
cyto
cyto
mito
vacu
cyto
cyto
nucl
extr

nucl
chlo
nucl
E.R.
chlo
chlo
chlo
nucl
mito
chlo
chlo
cyto

chlo

0.07

0.45

0.07

0.19

0.01

0.06

0.03

0.63

0.08

0.06

0.51

0.03

0.01

0.02

0.04

0.09

0.48

0.2

0.21

0.52

0.18

0.03

0.02

0.08

0.1

not assigned
not assigned
not assigned
stress

RNA

misc

protein
redox
development
not assigned
protein
protein
stress
protein

not assigned
protein
stress
development
stress
protein
protein

TCA
tetrapyrrole synthesis
not assigned
protein

misc



100  0Os02t0249000-01 55226 43 0.35 Glutelin, Seed strage protein E.R. 0.37 development

101  Os08t0116500-01 11133 9 0.35 Similar to 60S acidic ribosomal protein P1 (L12). chlo /nucl 0 protein

102  0Os11t0453900-01 15543 7 0.35 Dehydrin RAB 16D. nucl 0.34 not assigned

104  Os07t0213800-01 17829 8 0.35 Similar to Allergenic protein. chlo 0.03 stress

103  0Os08t0117200-00 17874 10 0.35 Similar to 40S ribosomal protein S13 (Fragment). nucl 041 protein

105  0Os01t0124200-02 29198 30 0.34 Similar to Bowman Birk trypsin inhibitor. extr 021 not assigned

106  Os04t0173800-01 24718 23 0.34 Lectin precursor (Agglutinin). chlo 0.22 stress

107  Os03t0723400-01 18044 6 0.34 Similar to UFG2. chlo 0.38 not assigned

108  0Os03t0821100-01 71666 62 0.33 Similar to Non-cell-autonomous heat shock cognate protein 70. cyto 0.25 stress

109  0Os03t0820500-01 16280 6 0.33 Similar to WCOR719. chlo 0.01 cell

110  Os07t0180900-01 44825 37 0.32 Similar to 60S ribosomal protein L4. cyto /nucl 041 protein

111  Os07t0516200-01 18863 6 0.32 Similar to Endoribonuclease, L-PSP family. chlo 0.01 RNA

112 0s03t0197300-01 71138 142 0.32 Similar to Cupin family protein, expressed. chlo/nucl 0.75 development

113 0s04t0510900-01 35414 43 0.32 Similar to Embryo-specific protein 1 (ATS1). chlo 0.05 development

114  0s02t0804100-01 6927 3 0.31 Similar to predicted protein. nucl 0.38 not assigned

116  0s01t0938900-01 22079 13 0.31 Similar to Nascent polypeptide-associated complex alpha subunit-like protein 3 nucl 0.31 protein

115  Os06t0152100-01 14352 8 0.31 Similar to Profilin-2. cyto 0.01 cell

117  0s02t0478700-01 9864 5 0.31 Ribosomal protein S27. nucl 0.27 not assigned

118  0Os03t0659300-01 15165 7 0.31 Glyoxalase/bleomycin resistance protein/dioxygenase domain containing protein. cyto 0.03 Biodegradation of
Xenobiotics

119  0Os03t0699000-01 17211 4 0.30 Oleosin 18 kDa (OSE721). plas 0.2 not assigned

120  Os03t0807800-01 30185 30 0.30 Similar to 40S ribosomal protein S2 (Fragment). cyto 0.04 protein

121 0s01t0916600-01 15537 5 0.30 RNA recognition motif, glycine rich protein domain containing protein. mito 0.01 RNA

122 0Os03t0168100-01 41835 37 0.28 Late embryogenesis abundant protein repeat containing protein. extr 0.23 development

123 0s01t0760600-01 50074 22 0.28 Aspartate aminotransferase, cytoplasmic (EC 2.6.1.1) chlo 0.16 amino acid metabolism

124 0Os08t0130500-01 34470 20 0.28 60S acidic ribosomal protein PO. cyto 0.07 protein



125

126

127

128

129

130

131

132

133

134

135

136

137

138

140

139

141

142

143

144

145

146

147

148

149

150

0Os03t0780600-01

0s01t0866600-01

0s12t0632000-01

0s06t0221300-01

0s07t0246200-01

0s10t0411700-01

0s07t0219250-00

0Os03t0750000-01

0s09t0568900-01

0s04t0445100-01

0Os03t0341100-01

0s01t0654400-01

0s02t0478600-01

0s01t0205500-01

0s02t0530600-01

0s03t0819600-01

0Os03t0758800-01

0Os08t0327700-01

0s01t0303300-01

0s02t0519900-01

0s01t0184100-01

0s03t0182600-03

0s05t0519700-01

0s03t0130300-01

0s03t0154700-01

0s05t0569500-01

50417

7831

16130

18450

48450

8184

16984

8481

8449

23271

21118

8528

14866

20978

93542

23992

17762

15154

17908

94987

18133

12620

101062

9207

22716

29290

42

19

16

14

10

10

30

15

48

21

10

30

16

20

0.28

0.26

0.26

0.26

0.25

0.25

0.25

0.24

0.24

0.24

0.24

0.24

0.24

0.23

0.23

0.23

0.23

0.23

0.23

0.23

0.23

0.22

0.22

0.22

0.21

0.21

Tubulin beta-1 chain (Beta-1 tubulin).

Similar to bolA-like protein.

Similar to Glycine-rich RNA-binding protein 1 (Fragment).
Similar to Dehydration stress-induced protein.

Similar to Calreticulin (Fragment).

Similar to S28 ribosomal protein (Fragment).

Similar to cDNA, clone: J090058L24, full insert sequence.
Similar to ethylene-responsive protein.

Similar to predicted protein.

Similar to 22.7 kDa class 1V heat shock protein precursor.
Similar to 60S ribosomal protein L18.

Similar to Salt tolerant correlative protein.

Similar to 40S ribosomal protein S15A.

Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2.

Poly(ADP-ribose) polymerase, regulatory region domain containing protein.

Chalcone isomerase (EC 5.5.1.6).

Similar to Eukaryotic translation initiation factor 5A-2

Late embryogenesis abundant (LEA) group 1 family protein.
Similar to Stress-inducible membrane pore protein.

Similar to Elongation factor EF-2 (Fragment).

Similar to 17.5 kDa class Il heat shock protein.

Similar to 40S ribosomal protein SA.

Heat shock protein 101.

Similar to Cp-thionin.

Similar to 40S ribosomal protein S9.

Similar to Embryo-specific protein.

chlo

cyto

nucl

extr

vacu
cyto

nucl

cyto

nucl

extr

nucl
mito
cyto/nucl
cyto
cyto/nucl
cyto
cysk
nucl
mito
cyto/nucl
cyto/nucl
cyto

cyto

extr

nucl

cyto

0.16

0.05

0.17

0.02

0.08

0.1

0.22

0.02

0.04

0.12

0.27

0.15

0.09

0.28

0.21

0.54

0.01

0.2

0.3

0.16

0.05

0.2

0.42

0.07

0.37

0.11

cell

RNA

RNA

not assigned
signaling
protein

not assigned
not assigned
not assigned
stress
protein

not assigned
protein
protein
protein

not assigned
protein
development
protein
protein
stress
protein
stress

not assigned
protein

not assigned



151

152

153

154

155

156

157

159

158

160

161

162

163

164

165

166

167

168

170

169

171

172

173

174

175

0s11t0247300-01

0s02t0242600-01

0Os06t0701100-02

0Os03t0756000-01

0s07t0662500-01

0s02t0753300-01

0Os05t0349800-01

0Os05t0155100-01

0s07t0574800-01

0s05t0474600-01

0Os03t0760800-01

0s03t0293500-02

0Os06t0247500-01

0s03t0151800-02

0s03t0351500-01

0s09t0252100-01

0s03t0157900-01

0s09t0324000-02

0s01t0270100-01

0s04t0390700-01

0Os05t0350500-01

0s01t0652600-01

0s03t0408300-00

0s08t0189100-01

0s04t0402100-01

50390

57190

47343

23829

23842

20315

10159

21355

50250

35852

10589

65761

61907

90429

15356

41397

45302

15553

27252

39866

43570

59986

16101

23811

60920

19

66

15

27

19

38

13

22

15

14

18

17

12

10

93

21

0.20

0.20

0.20

0.20

0.20

0.20

0.19

0.19

0.19

0.19

0.18

0.18

0.18

0.18

0.17

0.17

0.17

0.17

0.17

0.17

0.17

0.16

0.16

0.16

0.16

Alfa-tubulin.

Similar to Glutelin.

Eukaryotic initiation factor 4A (elF4A) (elF-4A).

Similar to 60S ribosomal protein L13a-4.

Similar to Elongation factor 1-beta' (EF-1-beta’).

Lipoxygenase, LH2 domain containing protein.

Embryonic abundant protein 1.

Similar to 60S ribosomal protein L18.

Tubulin alpha-1 chain.

Similar to Aldose reductase-related protein (EC 1.1.1.21).

Similar to GAST1 protein precursor.

Similar to Pyruvate decarboxylase isozyme 3 (EC 4.1.1.1) (PDC) (Fragment).
Similar to Pyrophosphate-fructose 6-phosphate 1-phosphotransferase (EC 2.7.1.90)
(Fragment).

Similar to Cell division control protein 48 homolog A (AtCDC48a).

Similar to Superoxide dismutase.

Similar to Acetyl-CoA C-acetyltransferase.

Phosphoserine aminotransferase, chloroplast precursor (EC 2.6.1.52) (PSAT).
Similar to Oleosin.

Similar to Cysteine protease inhibitor.

Short-chain dehydrogenase/reductase SDR domain containing protein.
Peptidase M24, structural domain domain containing protein.

Similar to Ketol-acid reductoisomerase, chloroplast precursor (EC 1.1.1.86)
Similar to 60S ribosomal protein L27a-3.

Similar to Germin-like protein precursor.

Similar to Calnexin (Fragment).

cyto /nucl
vacu
cyto
chlo
cyto /nucl
chlo
nucl
nucl
cyto
E.R.
extr
cyto

chlo

cyto/nucl
cyto
chlo
chlo
chlo
chlo
chlo
cyto
chlo
nucl
extr

plas

0.13

0.39

0.37

0.51

0.1

0.01

0.39

0.35

0.13

0.79

0.2

0.01

0.08

0.57

0.03

0.01

0.05

0.06

0.14

0.29

0.15

0.14

0.27

cell
development
DNA
protein
protein

not assigned
not assigned
protein

cell
development
hormone metabolism
fermentation

not assigned

cell

redox

secondary metabolism
amino acid metabolism
not assigned

protein

misc

protein

amino acid metabolism
protein

stress

signaling



176

177

180

179

178

181

182

183

184

185

186

188

187

190

189

192

191

195

193

194

196

197

199

198

201

200

0s11t0116000-01

0s03t0322900-00

0Os05t0501700-01

0s10t0411800-01

0s11t0582400-01

0s02t0760300-01

0s01t0267900-01

0Os03t0718100-01

0Os06t0133000-01

0s02t0489400-01

0s05t0169100-01

0s04t0526600-01

0s06t0547400-01

0Os07t0214600-01

0Os10t0483000-01

0s02t0785800-01

0s05t0595400-01

0s02t0100300-01

0s03t0757900-01

0Os05t0346300-01

0s07t0186000-02

0s08t0156800-01

0s01t0851700-01

0s12t0623900-01

0s02t0130000-01

0s03t0390000-02

11889

36997

28532

16419

49179

12192

16878

42014

67004

24928

25112

21689

34498

17542

17624

12821

26092

44180

53435

22350

13319

13669

94867

84874

13826

28269

19

16

18

11

17

22

0.16

0.16

0.16

0.16

0.16

0.16

0.15

0.15

0.15

0.15

0.15

0.15

0.15

0.15

0.15

0.15

0.15

0.14

0.14

0.14

0.14

0.14

0.13

0.13

0.13

0.13

Similar to Nonspecific lipid-transfer protein 1 (LTP 1) (Major allergen Pru d 3).

Late embryogenesis abundant protein repeat containing protein.
Rossmann-like alpha/beta/alpha sandwich fold domain containing protein.
Similar to 40S ribosomal protein S17-3.

Similar to Embryo-specific protein.

Similar to Immunophilin.

Similar to Calmodulin NtCaM3

Actin 1.

Granule-bound starch synthase |, chloroplast precursor (EC 2.4.1.21).
Similar to 40S ribosomal protein S8.

Similar to 60S ribosomal protein L10 (QM protein homolog).
Similar to Alpha-amylase/subtilisin inhibitor (RASI).

Similar to Peroxidase P7 (EC 1.11.1.7) (TP7).

Similar to Seed allergenic protein RA17 precursor.

Similar to Transcription factor homolog BTF3-like protein.
Similar to Ribosomal protein L35A.

Similar to Nucleoside diphosphate kinase 111 (EC 2.7.4.6)
Similar to HSP associated protein like.

Similar to UDP-glucose 6-dehydrogenase (EC 1.1.1.22)

Similar to 40S ribosomal protein S7.

Similar to Thioredoxin h isoform 1.

Similar to 60S ribosomal protein L34.

Similar to Cytosolic starch phosphorylase (Fragment).

Similar to Ethylene-responsive methionine synthase (Fragment).
Similar to SWIb domain-containing protein (Fragment).

Similar to Ribosomal protein s6 RPS6-2.

extr
chlo
chlo
cyto /nucl
extr
chlo
cyto
cysk
chlo
chlo
chlo
vacu
chlo
cyto
cyto
cyto
chlo
nucl
extr
cyto/nucl
cyto
cyto
cyto
cyto
mito

nucl

0.02

0.35

0.21

0.39

0.73

0.03

0.05

0.05

0.69

0.16

0.05

0.26

0.07

0.31

0.14

0.03

0.49

0.01

0.17

0.75

0.29

0.12

0.09

0.88

lipid metabolism
development

stress

protein

not assigned

protein

signaling

cell

major CHO metabolism
protein

protein

stress

misc

stress

RNA

protein

nucleotide metabolism
redox

cell wall

protein

redox

protein

major CHO metabolism
amino acid metabolism
RNA

protein



202  0Os06t0134000-01 14151 6 0.13 Similar to 40S ribosomal protein S20. cyto 0.01 protein

203  0s01t0743500-01 64629 18 0.13 Cytosolic NADP malic enzyme. cyto 021 TCA

204  0s03t0842900-01 39287 5 0.13 Similar to Steroleosin-B. chlo 0.06 misc

205  0s04t0574200-01 44679 7 0.13 FAS1 domain domain containing protein. plas 0.32 cell wall
206  0s01t0611000-01 40112 14 0.13 Protein of unknown function DUF642 domain containing protein. chlo 0.04 not assigned
208  0s01t0823300-00 15381 6 0.12 Similar to Ribosomal protein S26. chlo 0.42 protein

209  0s02t0622300-00 15435 3 0.12 Ribosomal protein L14 family protein. cyto 0.24 protein

207  0s11t0451700-00 31233 11 0.12 Similar to Dehydrin DHN1 (M3) (RAB-17 protein). nucl 0.22 not assigned
210  0s03t0101600-01 36833 5 0.12 Similar to Oxidoreductase, zinc-binding dehydrogenase family protein, expressed. chlo 0.05 misc

212 0s01t0834500-01 15765 11 0.12 Similar to 40S ribosomal protein S23 (S12). cyto 0.23 not assigned
213 0s04t0394200-01 48310 5 0.12 Similar to 2-oxoglutarate dehydrogenase E2 subunit. mito 0.45 TCA

211 Os12t0478200-02 15693 10 0.12 GRAM domain containing protein. nucl 0.22 hormone metabolism
214 0s05t0268500-01 54131 17 0.11 Similar to Serine carboxypeptidase 2. chlo 0.05 protein

215  Os06t0167600-01 27180 3 0.11 Similar to Proteasome subunit alpha-3 (Fragment). chlo 0.15 protein

217  0s02t0257200-01 32543 7 0.11 Conserved hypothetical protein. plas 0.08 not assigned
219  0s03t0735300-01 32498 6 0.11 Alba, DNA/RNA-binding protein family protein. nucl 0.25 RNA

220  0s04t0404400-01 32258 9 0.11 Similar to H0502B11.4 protein. extr 0 stress

216  0s05t0469600-01 66083 22 0.11 Similar to Pyruvate decarboxylase (Fragment). chlo 0.01 fermentation
218  0s11t0149200-00 15846 2 0.11 Conserved hypothetical protein. cyto 0.01 not assigned
221  0s01t0783500-01 27781 5 0.11 Rossmann-like alpha/beta/alpha sandwich fold domain containing protein. chlo 0.14 stress

223  0s08t0545200-01 39990 6 0.11 Alcohol dehydrogenase superfamily, zinc-containing protein. cyto 0.01 misc

222 0s09t0501850-01 16394 2 0.11 Similar to FK506-binding protein 2-1 precursor (EC 5.2.1.8) extr 0.09 cell

224 0s04t0605900-01 28401 11 0.11 Similar to 60S ribosomal protein L7-2. cyto 0.53 not assigned
225  0s06t0727200-01 57064 9 0.11 Catalase isozyme B (EC 1.11.1.6) (CAT-B). pero 0.13 redox

226 0s11t0455800-01 51812 4 0.11 Similar to Serine hydroxymethyltransferase. cysk 0.01 C1-metabolism
230  0s01t0348700-01 17040 6 0.11 Similar to 60S ribosomal protein L23a (L25). cyto 0.36 protein
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232

231

228

229

227

233

234

236

240

235

237

238

239

241

242

243

246

247

248

244

245

249

251

250

252

253

0s01t0598600-01

0Os05t0156300-01

0Os05t0584200-01

0s07t0492000-01

0s10t0390500-01

0s07t0188800-01

0Os05t0589600-01

0Os03t0807700-01

0Os03t0851000-01

0Os05t0438800-01

0s06t0507200-01

0Os09t0278000-00

0s11t0454300-01

0s02t0196800-01

0s01t0531500-01

0Os06t0675700-01

0Os03t0794700-01

0s04t0613600-00

0s05t0157200-01

0s05t0576700-01

0s07t0206500-00

0s09t0505600-01

0s01t0860300-01

0s02t0797500-01

0s12t0502200-01

0s06t0662000-01

51795

40429

16706

16851

34639

57666

41004

41248

17275

41866

17405

17324

17315

47645

30505

96503

17709

18053

18163

18145

17923

24608

24837

50547

25086

68711

0.11

0.11

0.11

0.11

0.11

0.11

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

Peptidase A1 domain containing protein.

Similar to protein disulfide isomerase.

Similar to Late embryogenesis abundant protein Leal4-A.
Nucleoside diphosphate kinase | (EC 2.7.4.6)

Similar to Alanine aminotransferase.

Similar to Methylmalonate-semialdehyde dehydrogenase (EC 1.2.1.27).

Similar to Nuclear RNA binding protein B (Fragment).

Protein of unknown function DUF642 domain containing protein.

Similar to Transcription factor homolog BTF3-like protein.

Similar to Actin 1.

Bifunctional inhibitor/plant lipid transfer protein/seed storage domain containing protein.

Hypothetical conserved gene.

Similar to Water-stress inducible protein RAB21.
Similar to Fumarylacetoacetase (Fragment).
Dienelactone hydrolase domain containing protein.
Similar to High pl alpha-glucosidase.

Similar to 40S ribosomal protein S18.

Similar to 40S ribosomal protein S11.

UspA domain containing protein.

Oleosin family protein.

13 kDa prolamin precursor.

Proteasome subunit beta type 1 (EC 3.4.25.1)
Similar to Ribosomal protein L1.

Similar to Plastidic aspartate aminotransferase.

Similar to Low temperature-responsive RNA-binding protein.

Similar to Vacuolar H+-ATPase subunit A (Fragment).

10

chlo
chlo
nucl
cyto
cyto
chlo
nucl
chlo
cyto
cysk
chlo
cyto
nucl
cyto
chlo
chlo
cyto
cyto/nucl
cyto
plas
extr
chlo
cyto
chlo
nucl

chlo

0.15

0.12

0.01

0.01

0.09

0.02

0.45

0.01

0.31

0.01

0.28

0.06

0.25

0.07

0.14

0.1

0.24

0.09

0.01

0.04

0.25

0.09

0.16

0.03

0.22

0.07

RNA

redox

development
nucleotide metabolism
amino acid metabolism
amino acid metabolism
RNA

not assigned

RNA

cell

not assigned

not assigned

not assigned

amino acid metabolism
misc

misc

protein

protein

stress

lipid metabolism

not assigned

protein

protein

amino acid metabolism
RNA

transport



255

254

256

257

263

258

259

260

262

261

264

266

265

267

268

269

270

273

274

272

271

276

277

275

278

0s01t0702500-01

0s03t0296400-01

0s01t0172400-01

0Os03t0113700-01

0s01t0300200-01

0s01t0542000-00

0s01t0817700-01

0Os08t0338700-01

0s11t0579800-01

0s12t0207600-00

0Os03t0189600-01

0Os05t0302700-01

0s06t0232000-01

0Os07t0568700-02

0s10t0177200-02

0s12t0145700-01

0s12t0567700-01

0s01t0752300-01

0s01t0829800-01

0s03t0796000-02

0s06t0264300-01

0s03t0212700-01

0s09t0482100-01

0s10t0548100-01

0s08t0345700-01

19331

38496

85659

72806

66541

33660

60980

33755

20050

53704

41305

41122

41752

36012

42732

57862

28460

21500

42046

21255

43107

58829

80435

29200

67910

14

10

10

14

11

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.08

0.08

0.08

0.08

0.08

0.08

0.08

0.08

0.08

0.08

Similar to Dehydrin Rab25.

Similar to Eukaryotic translation initiation factor 2 subunit 1

Similar to Phospholipase D alpha 1.

Similar to Heat shock 70 kDa protein, mitochondrial precursor.

Similar to ATP-citrate lyase subunit B.

Similar to DNA-damage-repair/toleration protein DRT102.

Similar to 2,3-bisphosphoglycerate-independent phosphoglycerate mutase (EC 5.4.2.1)
Similar to Chaperone GrpE type 2.

Garl protein RNA-binding region family protein.

Similar to ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit.
Similar to Alcohol dehydrogenase.

Similar to ATP/ADP carrier protein.

Similar to Pro-resilin.

Polygalacturonase inhibitor 1 precursor (Polygalacturonase-inhibiting protein) (Floral organ

regulator 1).

EF-HAND 2 domain containing protein.

Pyruvate kinase family protein.

Similar to 60S ribosomal protein L2 (Fragment).

Similar to 60S ribosomal protein L18a-1.

Similar to Malate dehydrogenase precursor (EC 1.1.1.37).
Similar to Ripening-associated protein (Fragment).

Similar to RAD23, isoform 1.

Similar to Cytochrome C reductase-processing peptidase subunit I, MPP subunit I, P55.

Similar to Heat shock protein 82.
Similar to DM280 protein.

Similar to Fructose-6-phosphate 1-phosphotransferase (Fragment).
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nucl
cyto
chlo
mito
chlo
cyto
cyto
chlo
nucl
cyto
cyto
chlo
nucl

chlo

cyto
cyto
cyto
nucl
chlo
chlo
chlo
mito
nucl

chlo

cyto

0.34

0.25

0.25

0.25

0.11

0.01

0.03

0.63

0.15

0.16

0.14

0.6

0.25

0.3

0.04

0.13

0.38

0.03

0.29

0.29

0.53

0.06

0.12

stress
protein

lipid metabolism
stress

TCA

DNA

not assigned
protein
RNA
protein

misc
transport
not assigned

cell wall

sitnallint

lipid metabolism
protein

protein

TCA

hormone metabolism
DNA

protein

stress

not assigned

not assigned



279

280

284

283

281

282

286

285

287

290

291

289

288

292

293

294

295

296

299

300

298

297

301

303

302

304

0s01t0328700-01

0Os04t0677500-01

0s02t0774300-01

0s03t0695600-01

0Os06t0708500-01

0s11t0104866-00

0Os05t0304400-01

0Os07t0614500-01

0s01t0896700-00

0s02t0770000-01

0Os03t0146100-01

0s06t0111500-01

0s07t0609000-01

0s04t0650800-01

0Os05t0103200-01

0s10t0492600-01

0s09t0451500-02

0s02t0248800-01

0s02t0537700-01

0s03t0202200-01

0Os03t0851100-01

0s04t0610600-01

0s09t0361400-01

0s02t0205200-01

0s10t0155500-01

0s07t0410100-01

53009

55875

73081

23634

24167

64410

50074

24904

34773

26371

25740

52973

26540

64153

26745

27496

47703

56996

28307

29456

48564

28848

29202

39575

39620

59248

10

32

15

19

10

0.08

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

FAD-dependent pyridine nucleotide-disulphide oxidoreductase domain containing protein.

Pyruvate kinase (EC 2.7.1.40).

Similar to Heat shock 70 kDa protein, mitochondrial precursor.
Proteasome subunit beta type 2 (EC 3.4.25.1)

Similar to Peptidyl-prolyl cis-trans isomerase.

Similar to Clathrin heavy chain.

Similar to GDP dissociation inhibitor protein OsGDI2.
Similar to Elongation factor 1 beta 2.

Similar to 60S ribosomal protein L5.

Beta 1 subunit of 20S proteasome.

Tonoplast intrinsic protein (Tonoplast water channel).
Cytosolic 6-phosphogluconate dehydrogenase.

Stress responsive alpha-beta barrel domain containing protein.
Similar to Phosphoglycerate dehydrogenase.

Cyclophilin-like domain containing protein.

Similar to Tonoplast membrane integral protein ZmTIP3-1.
Thioredoxin domain 2 containing protein.

Similar to Glutelin type-B 2 precursor.

Similar to 2-cys peroxiredoxin BASL1, chloroplast precursor (EC 1.11.1.15)
Porin-like protein.

Similar to Translational elongation factor EF-TuM.

Similar to Cor14b protein precursor.

Outer mitochondrial membrane protein porin.

Similar to Unidentified precursor.

Similar to Aldose 1-epimerase-like protein.

Similar to Dihydrolipoamide S-acetyltransferase (EC 2.3.1.12).
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chlo
cyto
mito
cyto
mito
cyto
cyto
cyto
mito
cyto
vacu
chlo
chlo
mito
chlo
mito
chlo
vacu
chlo
cyto
mito
chlo
cyto
extr

cyto

mito

0.13

0.01

0.29

0.02

0.05

0.3

0.14

0.05

0.55

0.02

0.03

0.03

0.08

0.04

0.01

0.01

0.4

0.04

0.01

0.03

0.28

0.12

0.09

0.02

0.42

TCA

lipid metabolism
stress

protein

cell

not assigned
signaling
protein

not assigned
protein
transport

OPP

not assigned
amino acid metabolism
cell

transport

redox
development
redox

transport

protein

not assigned
transport

not assigned
minor CHO metabolism

TCA



305

306

307

308

309

310

311

312

314

313

315

316

317

318

319

320

322

325

321

324

323

328

326

327

329

0s02t0187100-00

0s02t0669100-01

0s04t0386700-01

0Os06t0486800-01

0s12t0620400-01

0s01t0711000-01

0s01t0937100-01

0Os03t0340500-01

0s04t0117900-01

0Os06t0726400-01

0s02t0817700-02

0s05t0155601-00

0Os03t0143400-01

0Os06t0538000-01

0s09t0474300-01

0s02t0575800-01

0s02t0735200-01

0s02t0767500-01

0s04t0390800-01

0Os06t0716700-02

0s07t0622000-01

0s01t0118000-01

0s02t0815500-01

0s03t0610650-01

0s09t0115400-01

30010

30904

29660

41543

31548

54360

44500

92501

45861

93747

47370

59100

61292

61316

75044

40366

39405

39333

39547

93044

38913

42253

41652

42114

71870

0.06

0.06

0.06

0.06

0.05

0.05

0.05

0.05

0.05

0.05

0.05

0.05

0.05

0.05

0.05

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.04

Similar to cyclase.

Dehydrin family protein.

Similar to OSIGBa0148P16.6 protein.

Similar to Formate dehydrogenase, mitochondrial precursor (EC 1.2.1.2)
Methyl-CpG DNA binding domain containing protein.

Similar to Vacuolar ATP synthase subunit B isoform 2 (EC 3.6.3.14)

Similar to Xylanase inhibitor precursor (Xylanase inhibitor TAXI-I).
Similar to Sucrose synthase (EC 2.4.1.13).

Amidase family protein.

Branching enzyme-I precursor (Starch-branching enzyme 1)

Similar to 3-ketoacyl-CoA thiolase (Fragment).

Importin alpha-1b subunit.

Similar to mitochondrial chaperonin-60 [Oryza sativa (japonica cultivar-group)].

Similar to T-complex protein 1, gamma subunit (TCP-1-gamma)
Similar to Heat-shock protein precursor.

Aldose-1-epimerase domain containing protein.

Glutamine synthetase shoot isozyme (EC 6.3.1.2)

Mitochondrial phosphate transporter.

NAD(P)-binding domain containing protein.

Similar to Heat shock protein 90.

Serine/threonine-protein kinase SAPK2 (EC 2.7.1.37)

Similar to Fructose-bisphosphate aldolase (EC 4.1.2.13) (Fragment).
Alcohol dehydrogenase class 111 (EC 1.1.1.1)

Similar to cDNA clone:002-125-A07, full insert sequence.

Similar to Poly(A)-binding protein.
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plas
nucl
plas
mito
nucl

cysk

chlo
cyto
cyto
chlo
chlo
nucl
mito
cyto
chlo
chlo
cyto
extr

chlo
vacu
cysk
chlo
extr

plas

nucl

0.37

0.02

0.01

0.57

0.14

0.18

0.1

0.17

0.05

0.64

0.06

0.18

0.49

0.03

0.06

0.03

0.01

0.44

0.1

0.06

0.01

0.18

0.38

DNA

not assigned

RNA

C1-metabolism

RNA

mitochondrial electron
transport

protein

major CHO metabolism
protein

major CHO metabolism
amino acid metabolism
protein

protein

protein

stress

minor CHO metabolism
N-metabolism

transport

misc

stress

protein

PS

misc

not assigned

RNA



331

330

332

333

334

337

335

336

338

341

343

340

339

342

344

345

346

347

348

349

0s01t0180800-01

0Os10t0470900-01

0s04t0670200-01

0Os07t0134800-01

0s02t0523500-01

0Os08t0440800-01

0s09t0440300-01

0s11t0525600-01

0s02t0274100-01

0s02t0100100-01

0s02t0644100-01

0s04t0164900-01

0s07t0447800-01

0s08t0192900-01

0Os03t0136900-01

0s03t0810600-01

0Os06t0303400-00

0Os05t0405000-01

0s01t0226400-01

0s02t0218200-01

93904

45593

50964

69494

108515

53963

55208

114599

79038

62443

65159

62247

58553

60472

106862

72125

90373

103578

93590

98904

10

3

6

7

0.04

0.04

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.02

0.02

0.02

0.02

0.02

Heat shock protein Hsp70 family protein.

Nucleotide-binding, alpha-beta plait domain containing protein.

Similar to Oryzain beta chain precursor (EC 3.4.22.-).

Similar to Succinate dehydrogenase [ubiquinone] flavoprotein subunit, (EC 1.3.5.1)
Similar to 110 kDa 4SNc-Tudor domain protein (Fragment).
Glyceraldehyde-3-phosphate dehydrogenase.

Similar to Aldehyde dehydrogenase family 7 member Al (EC 1.2.1.3)

Similar to Alpha-mannosidase.

Similar to Peroxisomal fatty acid beta-oxidation multifunctional protein (MFP).
Thioredoxin domain domain containing protein.

Similar to Heat shock protein STI (Stress inducible protein) (GmSTI).

Similar to Starch debranching enzyme.

Alpha-D-phosphohexomutase, alpha/beta/alpha I, Il and I11 domain containing protein.

Nucleotide-hinding, alpha-beta plait domain containing protein.
Similar to Aconitate hydratase, cytoplasmic (EC 4.2.1.3)
Miro-like domain containing protein.

Similar to aconitate hydratase, cytoplasmic.

Orthophosphate dikinase precursor (EC 2.7.9.1).

ATPase, AAA-type, core domain containing protein.

Peptidase M1, membrane alanine aminopeptidase family protein.

cyto
nucl
extr
mito
chlo
cyto
chlo
chlo
plas
E.R.
mito
chlo/nucl
chlo
nucl
chlo
plas
cyto
chlo

vacu

cyto

0.24

0.19

0.05

0.1

0.3

0.01

0.07

0.22

0.06

0.06

0.59

0.16

0.06

0.68

0.04

0.61

0.08

0.11

0.76

0.05

stress

RNA
protein

TCA

RNA

PS
fermentation
misc

lipid metabolism
redox

stress

not assigned
glycolysis
signaling
TCA
signaling
TCA

not assigned
protein

protein

2Protein 1D is according to The Rice Annotation Project Database, "M.P. means number of matched peptide, the protein with >2 matched peptides were considered, °Mol (%) is the percentage calculated using each emPAl of
identified protein to divide the total emPAl of total identified proteins, “WoLFPSORT is protein location prediction software, °NucPred is protein location prediction software, ‘Function were obtained using MapMan bin codes. d
nucl, nuclear; cyto, cytoplasm; chlo, chloroplast; mito, mitochondria; E.R., endoplasmic reticulum; vacu, vacuole; cysk, cytoskeletal filaments; plas, plasma membrane, extr, extracellular. For results from NucPred, the consensus
score is basically the fraction of predictors which vote “nuclear”. For a discrete prediction, the user has to decide on a score threshold (preferably 0.8). Proteins score more than or equal to this threshold are predicted to spend time

in the nucleus. f protein, protein synthesis/degradation/targeting/others; RNA, RNA processing/regulation of transcription; DNA, DNA synthesis/repair; cell, cell organization/vesicle transport; major CHO metabolism, major

carbohydrates metabolism; TCA, tricarboxylic acid cycle; misc, miscellaneous; not assigned, unknown.

14



Supplemental Table 3. Nuclear proteins were identified in rice embryos after 24 h of imbibition

No. Protein ID? Mass(Da) M.P.> Mol (%)°  Description WOLFPSORT?  NucPred®  Function’
1 0Os05t0445500-01 14419 42 1.83  Similar to Acidic ribosomal protein (Fragment). chlo 0 protein
2 0s02t0162500-01 16410 29 1.58  Similar to 40S ribosomal protein S14. cyto/nucl 0.3 protein
3 0s02t0699600-01 17820 50 1.26  Similar to 60S ribosomal protein L12. cyto 0.03 protein
4 0s10t0411800-01 16419 31 1.25 Similar to 40S ribosomal protein S17-3. cyto /nucl 0.39 protein
5 0s02t0268100-01 57229 341 1.21  Similar to Glutelin (Fragment). vacu 0.39 development
6 0s02t0249800-01 56915 361 1.18 Glutelin precursor. chlo/nucl 0.41 development
7 0s01t0835900-00 11402 67 1.17  Similar to Histone H4. nucl 0.32 DNA
8 0s07t0546700-01 8144 11 1.12  Similar to 60S ribosomal protein L38. cyto 0.37 not assigned
9 0s03t0343500-01 14520 23 1.05 Similar to 60S ribosomal protein L22-2. cyto 0.06 protein
10  0s02t0249600-01 56411 331 1.02  Similar to Glutelin. chlo/nucl 0.43  development
11  0s10t0400200-01 56841 351 0.98  Glutelin type Il precursor. vacu 0.4  development
12 0s01t0686800-01 36665 82 0.98 Protein containing the WD-40 repeat, Innate immunuty cyto/nucl 0.01 development
13  0s03t0577000-01 25590 60 0.93 Similar to Ribosomal protein S3 (Fragment). cyto 0.21 protein
14 0s01t0762500-00 56782 414 0.93  Glutelin subunit mRNA. chlo 0.44  development
15 0s08t0117200-00 17874 46 0.93  Similar to 40S ribosomal protein S13 (Fragment). nucl 0.41 protein
16 0s03t0424500-01 16434 34 0.91  Similar to 40S ribosomal protein S19-3. cyto/nucl 0.18 protein
17 0s03t0182600-03 12620 21 0.90  Similar to 40S ribosomal protein SA. cyto 0.2 protein
18 0s07t0214300-01 18423 22 0.88  Seed allergenic protein RAG2 precursor. mito 0.04  stress
20 0s07t0229900-01 15112 37 0.82 Ribosomal protein S12e domain containing protein. chlo 0.02 protein
19 0s07t0150200-01 15132 29 0.82  Similar to 40S ribosomal protein S12-1. cyto 0.01 protein
21 0s01t0191100-01 11714 10 0.81  Similar to Acidic ribosomal protein P2a-4 (Fragment). chlo 0.01 protein
22 0s01t0276000-01 12584 14 0.81  Similar to 60S ribosomal protein L30. cyto 0.08 protein
23 0s02t0478700-01 9864 21 0.80 Ribosomal protein S27. nucl 0.27 not assigned
24 0s07t0180900-01 44825 101 0.79  Similar to 60S ribosomal protein L4. cyto /nucl 0.41 protein



25

26

28

29

27

30

31

32

33

34

35

36

37

38

39

40

41

42

43

44

46

45

47

48

49

50

0Os03t0427300-01

0s02t0814700-01

0s03t0200500-01

0s12t0406200-01

0s02t0287000-01

0s11t0127900-01

0Os08t0117300-01

0Os05t0490100-01

0Os03t0794700-01

0s07t0616600-02

0Os08t0326400-01

0Os03t0327600-01

0s11t0482000-01

0s02t0249000-01

0s02t0591700-01

0s07t0674200-01

0s05t0499100-01

0s01t0752300-01

0Os05t0565000-01

0Os03t0756000-01

0s09t0502000-01

0s02t0284600-01

0s09t0501200-01

0s06t0115500-01

0s03t0408300-00

0s02t0549600-01

56550

16392

29880

29863

29912

16979

17135

12581

17709

33122

29457

39254

22307

55226

24243

14465

21497

21500

21559

23829

15779

15740

15835

24096

16101

20307

157

57

83

72

63

19

46

12

30

37

59

97

50

103

51

18

48

28

28

30

26

15

23

30

24

48

0.79

0.77

0.76

0.76

0.76

0.73

0.72

0.72

0.71

0.71

0.70

0.69

0.68

0.67

0.65

0.64

0.64

0.64

0.64

0.62

0.62

0.62

0.61

0.61

0.60

0.59

Glutelin type-A 111 precursor.

Similar to Ribosomal Pr 117 (Fragment).

40S ribosomal protein S3a (CYCO07 protein).

Similar to 40S ribosomal protein S3a (CYCOQ7 protein).
Similar to 40S ribosomal protein S3a (CYCOQ7 protein).
Similar to 40S ribosomal protein S16.

Similar to 40S ribosomal protein S13.

Similar to 60S ribosomal protein L30.

Similar to 40S ribosomal protein S18.

Similar to 40S ribosomal protein SA (p40) (Laminin receptor homolog).

60S ribosomal protein L7a.
Ricin B-related lectin domain containing protein.
Similar to 40S ribosomal protein S5.

Glutelin, Seed strage protein

Similar to Candida glabrata strain CBS138 chromosome L complete sequence.

Similar to 60S ribosomal protein L22-2.
26 kDa globulin (Alpha-globulin).
Similar to 60S ribosomal protein L18a-1.
Similar to 60S ribosomal protein L18a-1.
Similar to 60S ribosomal protein L13a-4.
Similar to Ribosomal L32.

Similar to 60S ribosomal protein L27.

Similar to Ribosomal L32.

Similar to 60S ribosomal protein L13 (BBC1 protein homolog).

Similar to 60S ribosomal protein L27a-3.

Similar to 40S ribosomal protein S10-1.

chlo
cyto
cyto/nucl
cyto/nucl
cyto/nucl
chlo
nucl
nucl
cyto
cyto
chlo/nucl
cyto/nucl
cysk/nucl
E.R.
nucl
cyto
extr
nucl
cyto/nucl
chlo
chlo
chlo/nucl
chlo
chlo
nucl

nucl

0.37

0.1

0.4

0.35

0.39

0.29

0.46

0.04

0.24

0.19

0.4

0.01

0.19

0.37

0.04

0.05

0.45

0.38

0.41

0.51

0.66

0.02

0.68

0.65

0.14

0.19

development
protein
protein
protein
protein
protein
protein
protein
protein
protein
protein
not assigned
protein
development
protein
protein
not assigned
protein
protein
protein
protein
protein
protein
protein
protein

protein



51

52

53

54

55

56

57

58

59

60

61

62

63

64

65

66

67

68

69

70

71

72

73

74

75

76

0s03t0336100-01

0s08t0559200-01

0s01t0205500-01

0Os07t0608500-01

0s01t0896700-00

0Os03t0576700-01

0s01t0896800-01

0Os03t0807800-01

0Os03t0793700-01

0s03t0154700-01

0Os08t0428800-00

0Os07t0638300-01

0Os03t0663800-01

0s02t0235600-01

0s01t0823300-00

0Os05t0477300-03

0s02t0821800-02

0s08t0116500-01

0s02t0489400-01

0s04t0349500-01

0s01t0328400-01

0s07t0213800-01

0s01t0358400-01

0s02t0126700-01

0s03t0796501-00

0s11t0168200-01

36974

12061

20978

26154

34773

24056

37754

30185

52436

22716

18660

24198

28776

20994

15381

15551

26896

11133

24928

25027

17885

17829

29903

10336

44632

44862

231

24

31

25

59

22

59

70

152

53

26

20

189

25

20

14

47

26

40

39

16

42

47

61

0.59

0.58

0.57

0.57

0.57

0.57

0.55

0.55

0.54

0.54

0.54

0.53

0.53

0.52

0.52

0.52

0.51

0.51

0.51

0.51

0.51

0.51

0.50

0.49

0.49

0.48

11-S plant seed storage protein family protein.

Similar to Ribosomal protein S25 (40S ribosomal 25S subunit).

Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2.

Similar to Ribosomal protein S3 (Fragment).

Similar to 60S ribosomal protein L5.

Similar to 60S ribosomal protein L13 (BBC1 protein homolog).
Ribosomal protein L18/L5 domain containing protein.

Similar to 40S ribosomal protein S2 (Fragment).

RmIC-like jelly roll fold domain containing protein.

Similar to 40S ribosomal protein S9.

Similar to High mobility group I/Y-2.

Similar to 1-Cys peroxiredoxin.

Globulin 1 (Fragment).

Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2.

Similar to Ribosomal protein S26.

Ribosomal protein S26e domain containing protein.
Similar to Fibrillarin-2.

Similar to 60S acidic ribosomal protein P1 (L12).
Similar to 40S ribosomal protein S8.

Similar to 40S ribosomal protein S8.

Ubiquitin.

Similar to Allergenic protein.

Similar to 40S ribosomal protein S4.

Similar to Small nuclear ribonucleoprotein homolog.
Similar to 60S ribosomal protein L4 (L1).

60S ribosomal protein L3.

chlo
nucl
cyto
cyto
mito
chlo
mito
cyto
mito
nucl
plas/nucl
cyto /nucl
vacu
cyto/nucl
chlo
chlo/nucl
cyto/nucl
chlo /nucl
chlo
chlo/nucl
nucl
chlo
chlo
chlo
cyto/nucl

chlo

0.3

0.52

0.28

0.27

0.55

0.65

0.53

0.04

0.38

0.37

0.12

0.03

0.63

0.29

0.42

0.36

0.18

0.69

0.79

0.51

0.03

0.12

0.06

0.21

0.46

development
protein
protein
protein

not assigned
protein
protein
protein
development
protein

DNA

redox
development
protein
protein
protein

RNA

protein
protein
protein
protein
stress
protein

RNA

protein

protein



7

78

79

80

81

82

83

84

85

86

87

88

89

90

91

92

93

94

95

96

97

98

99

100

101

102

0Os04t0473400-01

0s02t0234800-01

0s08t0129200-02

0s02t0453600-01

0s03t0162200-01

0Os05t0155100-01

0Os08t0156800-01

0s03t0266300-01

0s03t0352300-01

0s09t0402100-01

0Os05t0350500-01

0s05t0160200-01

0Os08t0530200-01

0s03t0350100-01

0s02t0242600-01

0s10t0564300-01

0s02t0229000-01

0s07t0613200-00

0Os05t0346300-01

0s03t0390000-02

0s08t0234000-01

0s01t0348700-01

0s07t0622100-01

0s02t0519900-01

0s02t0478600-01

0s01t0834500-01

24613

31980

19024

28808

14547

21355

13669

17899

61579

21739

43570

17900

19585

61141

57190

15633

15796

16007

22350

28269

28493

17040

28683

94987

14866

15765

16

11

17

80

33

19

14

14

45

51

13

25

45

103

13

30

14

28

24

22

12

25

111

11

24

0.48

0.48

0.47

0.46

0.45

0.44

0.43

0.43

0.43

0.43

0.43

0.42

0.41

0.41

0.41

0.40

0.40

0.39

0.37

0.37

0.37

0.37

0.36

0.36

0.36

0.36

Similar to 60S ribosomal protein L6-B (L17) (YL16) (RP18).

Similar to U2 small nuclear ribonucleoprotein A' (U2 snRNP-A').

Similar to Cold shock protein-1.
Similar to Glutelin.

Similar to Histone H2A.

Similar to 60S ribosomal protein L18.

Similar to 60S ribosomal protein L34.

Class I low-molecular-weight heat shock protein 17.9.

Similar to Nucleolar protein.

PF1 protein.

Peptidase M24, structural domain domain containing protein.

Ubiquitin.

Similar to 60S ribosomal protein L17.
SAR DNA-hinding protein-2.

Similar to Glutelin.

Similar to 60S ribosomal protein L27.
Similar to 40S ribosomal protein S19-like.
Similar to 60S ribosomal protein L27a-3.
Similar to 40S ribosomal protein S7.
Similar to Ribosomal protein s6 RPS6-2.
Similar to 60S ribosomal protein L7-2.
Similar to 60S ribosomal protein L23a (L25).

Similar to Ribosomal protein s6 RPS6-2.

Similar to Elongation factor EF-2 (Fragment).

Similar to 40S ribosomal protein S15A.

Similar to 40S ribosomal protein S23 (S12).

mito/nucl
cyto_nucl
mito /nucl
chlo

nucl

nucl

cyto

cyto

nucl

nucl

cyto

nucl
chlo/nucl
cyto/nucl
vacu
chlo

nucl

nucl
cyto/nucl
nucl
cyto/nucl
cyto

nucl
cyto/nucl

cyto/nucl

cyto

0.09

0.29

0.08

0.48

0.13

0.35

0.75

0.03

0.41

0.32

0.29

0.5

0.56

0.59

0.39

0.02

0.25

0.15

0.17

0.88

0.62

0.36

0.84

0.16

0.09

0.23

protein
RNA
stress
development
DNA
protein
protein
stress
RNA
DNA
protein
protein
protein
RNA
development
protein
protein
protein
protein
protein
protein
protein
protein
protein
protein

not assigned



103

104

105

106

107

108

109

110

112

111

113

114

115

116

117

118

119

120

121

122

123

124

125

126

127

128

0s06t0507200-01

0s03t0350300-01

0s12t0567700-01

0s11t0115400-00

0s07t0215500-01

0s01t0231700-01

0Os08t0130500-01

0s06t0221300-01

0s07t0545400-01

0s07t0545300-01

0Os06t0134000-01

0s02t0503400-01

0s12t0530000-01

0s01t0723200-01

0s07t0109500-01

0s02t0115900-01

0Os08t0558800-01

0s02t0205200-01

0s03t0197300-01

0s08t0558000-01

0s05t0169100-01

0s11t0579800-01

0s03t0241200-00

0s01t0860300-01

0s07t0639800-01

0s05t0597100-01

17405

62764

28460

11766

17838

11926

34470

18450

13968

14036

14151

14235

14331

15766

23885

73573

17796

39575

71138

17942

25112

20050

14037

24837

26828

32698

37

23

15

13

33

12

48

27

10

12

59

22

17

29

10

13

232

10

22

16

15

10

22

0.35

0.35

0.34

0.34

0.34

0.33

0.33

0.33

0.32

0.32

0.32

0.32

0.31

0.31

0.31

0.31

0.30

0.30

0.30

0.30

0.29

0.29

0.28

0.27

0.27

0.27

Bifunctional inhibitor/plant lipid transfer protein/seed storage domain containing protein.
Similar to SAR DNA-binding protein-like protein.

Similar to 60S ribosomal protein L2 (Fragment).

Lipid transfer protein LPT IV.

Allergenic protein.

Similar to 60S acidic ribosomal protein P2-B (CaRP2B).

60S acidic ribosomal protein PO.

Similar to Dehydration stress-induced protein.

Protein H2A.

Similar to Histone H2A.

Similar to 40S ribosomal protein S20.

Similar to 60S ribosomal protein L35.

Similar to Histone H2A.

Similar to 40S ribosomal protein S19-like.

Ribosomal protein L13 family protein.

Endosperm lumenal binding protein.

Similar to Ribosomal protein.

Similar to Unidentified precursor.

Similar to Cupin family protein, expressed.

Similar to Ribosomal protein.

Similar to 60S ribosomal protein L10 (QM protein homolog).
Garl protein RNA-hinding region family protein.

Similar to NHP2-like protein 1 (High mobility group-like nuclear protein 2 homolog 1).
Similar to Ribosomal protein L1.

Similar to Eukaryotic translation initiation factor 6 (Fragment).

Similar to Nucleolar histone deacetylase HD2-p39.

5

chlo
cyto/nucl
cyto
extr
extr
nucl
cyto
extr
nucl
nucl
cyto
nucl
nucl
nucl
chlo
E.R.
cyto/nucl
extr
chlo/nucl
cyto/nucl
chlo
nucl
cyto
cyto
cyto

nucl

0.28

0.62

0.13

0.05

0.03

0.01

0.07

0.02

0.07

0.08

0.01

0.63

0.07

0.23

0.52

0.09

0.09

0.09

0.75

0.11

0.16

0.15

0.05

0.16

0.01

0.43

not assigned
RNA
protein

not assigned
stress
protein
protein

not assigned
DNA

DNA
protein
protein
DNA
protein
protein
stress
protein

not assigned
development
protein
protein
RNA
protein
protein
protein

RNA



129

130

131

132

133

134

136

135

137

138

139

140

141

142

143

144

145

146

147

148

149

150

151

152

153

154

0s02t0804100-01

0Os03t0141000-01

0s05t0268500-01

0s02t0753300-01

0Os05t0368300-01

0s02t0232400-01

0s12t0133050-00

0s02t0785800-01

0s12t0569300-01

0s01t0949060-01

0Os06t0149400-01

0Os03t0758800-01

0s08t0557100-01

0Os07t0636000-01

0s04t0613600-00

0Os05t0459900-01

0s01t0679700-02

0Os06t0319700-01

0Os05t0140800-01

0s04t0683100-01

0s10t0411700-01

0s12t0569200-01

0s05t0552300-02

0s04t0164900-01

0s01t0937100-01

0Os05t0589600-01

6927

9205

54131

20315

29758

54777

34559

12821

23985

43964

42726

17762

21376

66168

18053

12727

10464

14282

39249

23410

8184

17071

36828

62247

44500

41004

12

24

17

26

13

27

15

11

15

12

22

23

11

14

13

16

25

18

15

0.26

0.26

0.25

0.25

0.25

0.25

0.25

0.25

0.25

0.24

0.24

0.24

0.24

0.23

0.23

0.22

0.22

0.22

0.21

0.21

0.21

0.21

0.21

0.21

0.20

0.20

Similar to predicted protein.

60S ribosomal protein L21.

Similar to Serine carboxypeptidase 2.

Lipoxygenase, LH2 domain containing protein.

Similar to 40S ribosomal protein S4, X isoform (Single copy abundant mRNA protein.
Similar to Citrate synthase.

Similar to 60S acidic ribosomal protein PO.

Similar to Ribosomal protein L35A.

Thaumatin, pathogenesis-related family protein.

Hypothetical conserved gene.

Similar to Chitinase A.

Similar to Eukaryotic translation initiation factor 5A-2 (elF-5A-2) (elF-4D).
Similar to Nucleic acid-binding protein precursor.

Similar to H/ACA ribonucleoprotein complex subunit 4 (EC 5.4.99.-)
Similar to 40S ribosomal protein S11.

Similar to 60S ribosomal protein L36-1.

Similar to 60S ribosomal protein L37a.

Similar to 60S ribosomal protein L31.

Similar to Dormancy related protein (Fragment).

Similar to Cleavage and polyadenylation specificity factor 5.

Similar to S28 ribosomal protein (Fragment).

Conserved hypothetical protein.

Similar to Guanine nucleotide-binding protein beta subunit-like protein (GPB-LR) (RWD).

Similar to Starch debranching enzyme.
Similar to Xylanase inhibitor precursor (Xylanase inhibitor TAXI-1).

Similar to Nuclear RNA binding protein B (Fragment).
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nucl
cyto/nucl
chlo

chlo

chlo

cyto

cyto

cyto

chlo

chlo
cyto/nucl
cysk
chlo
cyto/nucl
cyto/nucl
cyto
cyto/nucl
cyto/nucl
mito
cyto/nucl
cyto

extr

nucl
chlo/nucl
chlo

nucl

0.38

0.27

0.05

0.01

0.14

0.39

0.07

0.14

0.02

0.31

0.4

0.01

0.05

0.48

0.09

0.56

0.18

0.28

0.3

0.16

0.1

0.02

0.01

0.16

0.18

0.45

not assigned
protein
protein

not assigned
protein
gluconeotenese
protein
protein

not assigned
not assigned
DNA
protein
RNA

DNA
protein
protein
protein
protein

misc

not assigned
protein

not assigned
signaling
not assigned
protein

RNA



155

156

157

158

159

160

161

162

163

164

165

167

166

168

169

170

171

172

173

174

175

176

177

178

179

180

0Os03t0733400-01

0s07t0262200-02

0s01t0502700-00

0Os03t0854400-01

0s01t0184100-01

0Os06t0726400-01

0s01t0598600-01

0s02t0288200-01

0s11t0220800-01

0Os06t0701100-02

0Os03t0337800-01

0Os03t0130300-01

0s01t0252300-01

0s03t0177400-01

0s02t0121100-01

0Os08t0430500-01

0s01t0710000-01

0s03t0345200-01

0s01t0924900-01

0s07t0216700-01

0s01t0136100-01

0s06t0662000-01

0Os06t0104400-01

0Os03t0799000-01

0s08t0473600-01

0s07t0112800-01

81551

31935

27401

18181

18133

93747

51795

61601

25729

47343

24183

9207

9253

49604

23393

28979

50593

9305

56347

17036

16929

68711

48186

29612

49190

17983

19

13

82

33

16

21

14

12

19

16

13

14

99

40

14

0.20

0.20

0.20

0.20

0.20

0.19

0.19

0.19

0.19

0.19

0.19

0.19

0.19

0.19

0.19

0.19

0.18

0.18

0.18

0.18

0.18

0.18

0.17

0.17

0.17

0.17

Zinc finger, BED-type predicted domain containing protein.
Similar to Prohibitin.

Similar to Histone H2A.

Ribonuclease 111 domain containing protein.

Similar to 17.5 kDa class 1l heat shock protein.

Branching enzyme-1 precursor (Starch-branching enzyme 1).
Peptidase A1 domain containing protein.

Protein of unknown function DUF573 domain containing protein.
Similar to 60S ribosomal protein L10 (QM protein homolog).
Eukaryotic initiation factor 4A (elF4A) (elF-4A).

Similar to 60S ribosomal protein L19 (Fragment).

Similar to Cp-thionin.

Conserved hypothetical protein.

EF-1 alpha.

Zinc finger, CCHC-type domain containing protein.

Similar to 14-3-3-like protein S94.

Similar to WD-repeat protein RBAP1.

40S ribosomal protein S21.

GTP-binding signal recognition particle SRP54, G-domain containing protein.
Bifunctional trypsin/alpha-amylase inhibitor domain containing protein.
16.9 kDa class | heat shock protein 1.

Similar to Vacuolar H+-ATPase subunit A (Fragment).

Similar to 1Q calmodulin-binding motif family protein.

Similar to Histone H1.

Alpha-amylase isozyme 3E precursor (EC 3.2.1.1) (1,4-alpha-D-glucan glucanohydrolase).

Similar to Eukaryotic translation initiation factor 5A-4 (elF-5A-4).
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nucl
chlo
nucl
chlo
cyto/nucl
chlo
chlo
nucl
chlo_mito
cyto
nucl

extr

extr

cyto
nucl
plas/nucl
nucl

nucl

nucl
chlo
cyto
chlo
nucl

nucl
pero

cysk/nucl

0.62

0.2

0.18

0.07

0.05

0.17

0.15

0.65

0.14

0.37

0.62

0.07

0.06

0.06

0.11

0.02

0.05

0.42

0.92

0.02

0.07

0.07

0.74

0.35

0.01

0.01

DNA

mitochondrial electron transport
DNA

not assigned

stress

major CHO metabolism
RNA

not assigned

protein

DNA

protein

not assigned

not assigned

protein

stress

signaling

development

not assigned

not assigned

not assigned

stress

transport

not assigned

DNA

major CHO metabolism

protein



181

182

183

184

185

186

187

188

189

190

191

193

192

194

195

196

197

198

199

200

201

202

203

204

205

206

0Os05t0468800-01

0s02t0622300-00

0Os03t0341100-01

0s01t0663400-01

0s02t0715400-00

0s02t0601300-01

0s12t0632000-01

0s11t0104050-01

0s03t0297100-01

0s03t0836200-01

0s05t0567100-01

0s05t0541900-01

0s04t0623700-01

0Os04t0661300-01

0s04t0445100-01

0s02t0137400-01

0s11t0602200-01

0s03t0579300-00

0s10t0466300-01

0Os05t0490700-01

0s04t0173800-01

0s12t0502200-01

0s04t0462900-01

0s03t0799600-01

0s06t0342200-01

0s05t0595400-01

18234

15435

21118

56473

10420

36716

16130

10740

22226

22038

54723

14989

15000

40460

23271

96565

90242

24163

58236

74829

24718

25086

30840

25545

16500

26092

18

13

11

19

10

12

20

13

11

15

0.17

0.17

0.16

0.16

0.16

0.16

0.16

0.16

0.15

0.15

0.15

0.15

0.15

0.15

0.15

0.14

0.14

0.14

0.14

0.14

0.14

0.14

0.13

0.13

0.13

0.13

Phosphatidylethanolamine-binding protein PEBP domain containing protein.
Ribosomal protein L14 family protein.

Similar to 60S ribosomal protein L18.

Similar to Aspartic proteinase oryzasin 1 precursor (EC 3.4.23.-).

Conserved hypothetical protein.

Similar to Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC 1.2.1.12).
Similar to Glycine-rich RNA-binding protein 1 (Fragment).

Preprotein translocase Sec, Sec61-beta subunit, eukarya domain containing protein.
40S ribosomal protein S7.

Similar to RNA-binding protein RZ-1.

Aspartic proteinase oryzasin 1 precursor (EC 3.4.23.-).

Similar to 60S ribosomal protein 128.

Similar to Signal recognition particle 14 kDa protein (SRP14).

Similar to H0112G12.10 protein.

Similar to 22.7 kDa class 1V heat shock protein precursor.

Similar to Spliceosomal-like protein.

Similar to SET domain protein SDG111.

60S ribosomal protein L19.

Similar to Yarrowia lipolytica chromosome C of strain CLIB99 of Yarrowia lipolytica.

Similar to SET domain protein SDG111.

Lectin precursor (Agglutinin).

Similar to Low temperature-responsive RNA-binding protein.

Similar to prohibitin2.

Similar to ES43 like protein.

Similar to Eukaryotic translation initiation factor 1A (EIF-1A) (EIF-4C).

Similar to Nucleoside diphosphate kinase Il (EC 2.7.4.6) (NDK I11) (NDP kinase I11).
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cyto
cyto
nucl
chlo/nucl
chlo/nucl
cyto
nucl
chlo
cyto/nucl
nucl
chlo
nucl
nucl
mito/nucl
extr
plas/nucl
nucl
nucl
nucl
nucl
chlo
nucl
cyto
nucl
nucl

chlo

0.02

0.24

0.27

0.09

0.05

0.17

0.38

0.19

0.15

0.07

0.29

0.39

0.46

0.12

0.34

0.89

0.66

0.27

0.43

0.22

0.22

0.01

0.36

0.16

0.03

not assigned
protein
protein
protein

not assigned
glycolysis
RNA
protein
protein
RNA
protein
protein
protein

not assigned
stress

RNA

RNA
protein
RNA

RNA

stress

RNA
mitochondrial electron transport
RNA
protein

nucleotide metabolism



207

208

209

210

211

212

214

213

215

216

217

218

219

220

221

222

223

224

225

226

227

228

229

230

231

0Os05t0555800-00

0s10t0572900-02

0Os06t0675700-01

0s04t0510900-01

0s03t0370500-02

0s04t0376500-01

0s07t0661800-01

0s07t0202100-01

0s08t0189100-01

0s01t0303300-01

0s02t0248800-01

0Os03t0598800-02

0s11t0105400-01

0Os05t0302700-01

0s02t0121300-01

0s02t0102700-01

0Os06t0724600-01

0s09t0361400-01

0s08t0137200-01

0s03t0735300-01

0Os08t0549300-01

0s06t0232000-01

0s11t0247300-01

0s01t0172400-01

0s03t0761000-01

12811

26261

96503

35414

65110

39644

35030

67302

23811

17908

56996

24432

26650

41122

18634

14386

18720

29202

48806

32498

14645

41752

50390

85659

15085

21

16

14

12

72

14

18

10

13

10

0.13

0.13

0.12

0.12

0.12

0.12

0.12

0.12

0.12

0.12

0.12

0.12

0.12

0.12

0.11

0.11

0.11

0.11

0.11

0.11

0.11

0.11

0.11

0.11

0.11

Similar to 60S ribosomal protein L35a-3.
Protein of unknown function DUF296 domain containing protein.
Similar to High pl alpha-glucosidase.

Similar to Embryo-specific protein 1 (ATS1).

Similar to H/ACA ribonucleoprotein complex subunit 4 (EC 5.4.99.-) (Nucleolar protein
NAP57 homolog) (Nopp-140 associated protein of 57 kDa homolog) (AtNAP57).

Similar to Eukaryotic translation initiation factor 3 subunit 3 (elF-3 gamma).

Similar to Nucleolar protein Nop56.

Similar to ATP-dependent RNA helicase ded1.
Similar to Germin-like protein precursor.

Similar to Stress-inducible membrane pore protein.
Similar to Glutelin type-B 2 precursor.

Similar to 60S ribosomal protein L15.

Ribosomal protein L10 family protein.

Similar to ATP/ADP carrier protein.

Cyclophilin 2.

Similar to AGL157Cp.

Similar to Transformer-SR ribonucleoprotein (Fragment).
Outer mitochondrial membrane protein porin.
Actin/actin-like family protein.

Alba, DNA/RNA-binding protein family protein.

Similar to Acyl carrier protein I, chloroplast precursor (ACP IIl).

Similar to Pro-resilin.
Alfa-tubulin.
Similar to Phospholipase D alpha 1.

SWIB/MDM2 domain containing protein.

cyto/nucl
nucl
chlo
chlo

cyto/nucl

chlo/nucl
cyto
mito/nucl
extr

mito
vacu

nucl

nucl

chlo

cyto

cyto
extr/nucl
cyto
cyto/nucl
nucl

chlo

nucl

cyto /nucl
chlo

chlo

0.18

0.67

0.1

0.05

0.47

0.6

0.32

0.3

0.4

0.6

0.23

0.14

0.01

0.07

0.46

0.12

0.24

0.25

0.6

0.13

0.25

0.33

protein

RNA

misc
development

DNA

protein

RNA

RNA

stress

protein
development
protein

protein

transport

cell

RNA

RNA

transport

cell

RNA

lipid metabolism
not assigned

cell

lipid metabolism

RNA



232

233

234

235

236

237

238

239

240

241

242

243

244

245

246

247

248

249

250

251

252

253

254

255

256

257

0s03t0202200-01

0s01t0905800-01

0s02t0788400-01

0s02t0257200-01

0s04t0405800-01

0s10t0321700-01

0s04t0404400-01

0s06t0668200-01

0s01t0851700-01

0Os09t0570850-00

0Os07t0600400-01

0s02t0537700-01

0Os10t0478200-01

0s02t0771200-01

0s02t0530600-01

0s07t0662500-01

0s09t0529900-01

0s07t0422100-01

0Os06t0186900-01

0s03t0812000-01

0s02t0714600-01

0s02t0782500-01

0s03t0212700-01

0s03t0296400-01

0s02t0274100-01

0s07t0683600-00

29456

39141

32160

32543

32574

32282

32258

42310

94867

16773

48200

28307

35888

34494

93542

23842

37030

18333

52096

48808

36468

18706

58829

38496

79038

39637

22

11

11

11

0.11

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.10

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.09

0.08

0.08

0.08

0.08

0.08

Porin-like protein.

Aldolase C-1.

Similar to Eukaryotic translation initiation factor 3 subunit-like protein.
Conserved hypothetical protein.

Similar to OSIGBa0142C11.1 protein.

Similar to Ribonucleoprotein like protein.

Similar to H0502B11.4 protein.

Similar to Phosphoglycerate kinase, cytosolic (EC 2.7.2.3).

Similar to Cytosolic starch phosphorylase (Fragment).

Similar to Histone H2B.

WD40/YVTN repeat-like domain containing protein.

Similar to 2-cys peroxiredoxin BAS1, chloroplast precursor (EC 1.11.1.15).
Cytoplasmic malate dehydrogenase.

Protein of unknown function DUF573 domain containing protein.

Poly(ADP-ribose) polymerase, regulatory region domain containing protein.

Similar to Elongation factor 1-beta' (EF-1-beta’).

Pyruvate/Phosphoenolpyruvate kinase, catalytic core domain containing protein.
AWPM-19-like family protein.

TIP49, C-terminal domain containing protein.

DNA topoisomerase, type I1A, subunit A or C-terminal domain containing protein.
Ribose-phosphate pyrophosphokinase 4 (EC 2.7.6.1).

Similar to Small heat stress protein class ClII.

Similar to Cytochrome C reductase-processing peptidase subunit I, MPP subunit I, P55.
Similar to Eukaryotic translation initiation factor 2 subunit 1.

Similar to Peroxisomal fatty acid beta-oxidation multifunctional protein (MFP).

Similar to Osr40c1 protein.
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cyto
cyto
cyto/nucl
plas
cyto/nucl
chlo/nucl
extr
chlo
cyto
cyto/nucl
nucl
chlo
cyto
chlo/nucl
cyto/nucl
cyto /nucl
chlo
vacu
chlo
chlo
cyto/nucl
cyto
mito
cyto
plas

nucl

0.01

0.05

0.1

0.08

0.13

0.19

0.01

0.29

0.67

0.37

0.04

0.08

0.69

0.21

0.1

0.18

0.35

0.51

0.07

0.39

0.29

0.25

0.06

0.03

transport

PS

protein

not assigned
nucleotide metabolism
RNA

stress

PS

major CHO metabolism
DNA

not assigned

redox

TCA

not assigned

protein

protein

hormone metabolism
transport

DNA

not assigned
nucleotide metabolism
stress

protein

protein

lipid metabolism

not assigned



259

258

260

261

262

263

264

265

266

267

268

269

271

270

272

274

273

275

276

277

278

279

280

281

282

0s04t0446500-01

0Os03t0333300-01

0s01t0837500-01

0Os03t0313000-01

0Os09t0463700-01

0s04t0103200-01

0Os05t0227700-01

0s05t0126200-01

0Os06t0234100-01

0Os05t0104800-01

0s01t0633100-01

0s03t0596900-01

0s09t0115400-01

0s05t0140500-01

0Os06t0220000-01

0s08t0512400-01

0s02t0221500-01

0s05t0566500-01

0s08t0127900-01

0s09t0565500-01

0s07t0209000-01

0s01t0611000-01

0s05t0155601-00

0s02t0158400-01

0s04t0434400-01

39476

30815

49866

19672

39985

46904

61803

21440

68328

31276

58279

77956

71870

22091

28974

29716

40241

65325

58352

70370

48417

40112

59100

25239

36870

17

12

0.08

0.08

0.08

0.08

0.08

0.08

0.08

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.07

0.06

0.06

0.06

0.06

Similar to OSIGBa0140007.15 protein.

Similar to Eukaryotic translation initiation factor 2 beta subunit (elF-2-beta) (P38).

Similar to Ruvbl1 protein.
Similar to NADH-ubiquinone oxidoreductase (Fragment).
Similar to AHML1.

Proteasome component region PCI domain containing protein.

Similar to Eukaryotic translation initiation factor 3 subunit 6-interacting protein.

Conserved hypothetical protein.
Peptidase S1C, HrtA/DegP2/Q/S family protein.
Similar to Eukaryotic translation initiation factor 3 subunit 5 (elF-3 epsilon).

Similar to ADP-glucose pyrophosphorylase subunit SH2.

GTP-binding signal recognition particle SRP54, G-domain containing protein.

Similar to Poly(A)-binding protein.

RNA binding motif protein 8 family protein.

Similar to Phi-1 protein.

Protein of unknown function DUF296 domain containing protein.
Nucleotide-binding, alpha-beta plait domain containing protein.
Similar to Initiation factor 3d (Fragment).

Similar to Globulin 1 (Fragment).

Conserved hypothetical protein.

Similar to Dolichyl-di-phosphooligosaccharide-protein glycotransferase
(Oligosaccharyltransferase).

Protein of unknown function DUF642 domain containing protein.
Importin alpha-1b subunit.

ssSDNA-binding transcriptional regulator family protein.

Similar to H0O823A09.7 protein.
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nucl
nucl
cyto
mito/nucl
mito
cyto
cyto/nucl
chlo
nucl
cyto
cyto/nucl
nucl
nucl
nucl
chlo
nucl
nucl
cysk/nucl
vacu/nucl
plas

chlo

chlo
nucl
nucl

extr

0.72

0.45

0.17

0.03

0.53

0.12

0.27

0.87

0.55

0.02

0.14

0.86

0.38

0.57

0.01

0.34

0.26

0.37

0.64

0.23

0.04

0.04

0.64

0.36

0.34

protein

protein

development
mitochondrial electron transport
not assigned

protein

not assigned

not assigned

protein

protein

major CHO metabolism
not assigned

RNA

RNA

signaling

RNA

RNA

protein

development

not assigned

protein

not assigned
protein
DNA

not assigned



283

284

285

286

287

288

289

290

291

292

293

294

297

296

295

298

299

300

301

302

303

304

305

306

307

0s12t0170700-01

0s01t0975900-01

0s06t0336200-01

0Os07t0186400-01

0s03t0146100-01

0s04t0685200-01

0Os03t0681900-01

0s12t0176800-01

0Os06t0653800-01

0s09t0551300-01

0s06t0715500-01

0s01t0810000-01

0s10t0492600-01

0s02t0802500-01

0s01t0659200-01

0Os06t0608300-01

0s08t0320100-01

0s01t0639100-01

0s04t0620700-01

0Os06t0718100-01

0s02t0106966-00

0s07t0603200-01

0s05t0536200-01

0s03t0711400-01

0s03t0807700-01

57733

25361

25169

25476

25740

34289

34244

51145

38519

74352

27445

27495

27496

80370

26784

111112

36716

45912

75266

28475

30489

61920

29584

137435

41248

12

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.06

0.05

0.05

0.05

0.05

0.05

0.05

0.05

0.05

Conserved hypothetical protein.

Similar to Tonoplast membrane integral protein ZmTIP1-2.
Delta-tonoplast intrinsic protein.

Similar to SHL1.

Tonoplast intrinsic protein (Tonoplast water channel).

Peptidase aspartic, catalytic domain containing protein.

Similar to RGP-3 (Fragment).

Similar to Heterochromatin protein (Fragment).

Similar to WD-repeat protein 57 (Prp8-binding protein) (nPRP8BP).
Similar to predicted protein.

Similar to Translocon-associated protein alpha subunit precursor (TRAP-alpha).
Utp11 family protein.

Similar to Tonoplast membrane integral protein ZmTIP3-1.

Similar to H(+)-translocating (Pyrophosphate-ENERGIZED) inorganic pyrophosphatase beta-1
polypeptide (EC 3.6.1.1) (Fragment).

Similar to Vacuolar ATP synthase subunit E (EC 3.6.3.14).

Similar to Small nuclear ribonucleoprotein component.
Nucleotide-binding, alpha-beta plait domain containing protein.
Similar to Eukaryotic initiation factor 4A-3 (elF4A-3) (elF-4A-3).
Nucleotide-binding, alpha-beta plait domain containing protein.
Similar to Alpha-expansin precursor.

Similar to emb1507 (embryo defective 1507); ATP binding

WDA40 repeat-like domain containing protein.

Voltage-dependent anion channel.

Similar to Coatomer alpha subunit.

Protein of unknown function DUF642 domain containing protein.
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cyto/nucl
vacu
plas
nucl
vacu
chlo
nucl
cyto/nucl
chlo
chlo/nucl
chlo
nucl
mito

vacu

cyto
cyto/nucl
nucl
cyto/nucl
nucl
chlo
cyto
nucl
cyto
mito/nucl

chlo

0.86

0.01

0.43

0.19

0.25

0.04

0.14

0.9

0.12

0.94

0.01

0.02

0.34

0.33

0.16

0.45

0.59

0.07

0.75

0.71

0.01

0.28

0.01

not assigned
transport
transport
RNA
transport
protein
RNA
protein
development
DNA

not assigned
RNA
transport

transport

transport
protein
RNA

DNA
signaling
cell wall

not assigned
not assigned
transport
cell

not assigned



308

309

310

311

312

313

314

315

316

317

318

319

320

321

322

323

324

325

326

328

327

329

330

331

332

333

0s01t0907600-00

0Os05t0539700-01

0Os05t0586700-00

0Os08t0542100-01

0Os07t0475800-01

0s11t0582400-01

0Os05t0556100-01

0s01t0120800-01

0Os05t0564200-01

0s02t0756800-01

0s10t0569200-01

0Os03t0383800-02

0s12t0288600-01

0Os03t0735100-01

0s03t0802700-01

0s12t0609800-01

0s01t0104800-01

0s09t0482100-01

0s09t0509000-01

0s07t0557500-01

0Os05t0558000-01

0Os06t0693500-01

0s10t0470900-01

0s02t0105500-01

0s10t0573900-01

0s09t0553200-01

41150

41829

32586

31828

33417

49179

69040

114224

35070

34675

83300

78241

62680

89743

67065

87650

73415

80435

43021

76187

45670

45807

45593

45245

59418

51821

0.05

0.05

0.05

0.05

0.05

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.04

0.03

0.03

0.03

0.03

0.03

0.03

0.03

Cysteine endopeptidase.

Similar to Nucleosome assembly protein 1.
Conserved hypothetical protein.

Similar to 60S ribosomal protein L7.
Eukaryotic rRNA processing family protein.
Similar to Embryo-specific protein.

Similar to SDL5A.

Similar to Eukaryotic translation initiation factor 3 subunit 10 (elF-3 theta).

U2 snRNP auxiliary factor, small subunit.

Phosphate-induced protein 1 conserved region family protein.
Six-bladed beta-propeller, TolB-like domain containing protein.
Nucleotide-binding, alpha-beta plait domain containing protein.

Conserved hypothetical protein.

Quinoprotein amine dehydrogenase, beta chain-like domain containing protein.

RH27 helicase (Fragment).

WD40/YVTN repeat-like domain containing protein.
Sas10/Utp3 family protein.

Similar to Heat shock protein 82.

Similar to DAG protein.

WRC domain containing protein.

Ribosomal protein L1 family protein.

Zinc finger, C2H2-like domain containing protein.
Nucleotide-binding, alpha-beta plait domain containing protein.
1Q calmodulin-binding region domain containing protein.
NMD3 family protein.

Similar to UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9).
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vacu
cyto/nucl
plas
cyto/nucl
nucl
extr
cyto
cyto/nucl
nucl
chlo
nucl
nucl
nucl
chlo/nucl
chlo/nucl
chlo/nucl
cyto/nucl
nucl
chlo
nucl
cyto/nucl
cysk/nucl
nucl
cyto/nucl

chlo

cyto

0.11

0.38

0.16

0.61

0.8

0.73

0.68

0.91

0.52

0.03

0.36

0.83

0.94

0.28

0.84

0.33

0.85

0.53

0.46

0.87

0.64

0.43

0.19

0.74

0.37

protein
DNA

not assigned
protein
protein

not assigned
misc

protein
RNA
signaling
protein
RNA

not assigned
signaling
DNA

not assigned
not assigned
stress
development
protein
protein
RNA

RNA
signaling
not assigned

not assigned



334

335

336

337

338

339

340

341

342

343

344

345

346

347

348

349

351

350

352

353

354

355

356

357

358

359

0s01t0889000-01

0Os03t0854300-01

0Os08t0543900-00

0s02t0523500-01

0Os05t0519700-01

0Os08t0390000-01

0s01t0911200-01

0Os06t0167000-02

0s01t0739000-01

0s11t0199200-01

0s07t0224900-02

0s01t0183100-01

0s05t0524400-01

0Os06t0644600-01

0s01t0147200-01

0s08t0192900-01

0s02t0612800-01

0s02t0103900-01

0s07t0124500-01

0s01t0275600-01

0s02t0644100-01

0s03t0151800-02

0s05t0592600-01

0s06t0286351-01

0s06t0305200-01

0s09t0567700-01

73870

48374

49767

108515

101062

69555

75331

131363

54365

57047

58295

60637

63028

101847

59240

60472

81708

79132

106606

101545

65159

90429

135123

176483

162656

107599

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.03

0.02

0.02

0.02

0.02

0.02

0.02

0.02

0.02

0.01

0.01

Tetratricopeptide-like helical domain containing protein.
Nucleotide-binding, alpha-beta plait domain containing protein.
Similar to Transcription factor RF2b.

Similar to 110 kDa 4SNc-Tudor domain protein (Fragment).
Heat shock protein 101.

Moesin domain containing protein.

Ribophorin Il family protein.

Similar to PRP8 protein (Fragment).

Similar to Mitochondrial processing peptidase.

Similar to Protein disulfide isomerase (Fragment).

WDA40 repeat-like domain containing protein.

Cytochrome cd1-nitrite reductase-like, C-terminal haem d1 domain containing protein.

Phosphofructokinase family protein.
Similar to predicted protein.
IWS1, C-terminal family protein.

Nucleotide-binding, alpha-beta plait domain containing protein.

AT hook, DNA-binding, conserved site domain containing protein.
U3 small nucleolar RNA-associated protein 6 domain containing protein.

Similar to Eukaryotic translation initiation factor 3 subunit 8 (elF3 p110) (elF3c).

Similar to Argonaute 4 protein.

Similar to Heat shock protein STI (Stress inducible protein) (GmSTI).

Similar to Cell division control protein 48 homolog A (AtCDC48a).

Translation initiation factor 2 related domain containing protein.

Armadillo-type fold domain containing protein.

Nucleoporin, non-repetitive/WGA-negative domain containing protein.

WD40 repeat-like domain containing protein.
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nucl
nucl
nucl
chlo
cyto
cyto/nucl
cyto/nucl
pero/nucl
mito
E.R.
chlo/nucl
cyto/nucl
cysk
chlo/nucl
nucl
nucl
nucl
nucl
nucl
nucl
mito
cyto/nucl
cyto/nucl
nucl
nucl

nucl

0.91

0.86

0.8

0.3

0.42

0.91

0.03

0.57

0.24

0.57

0.54

0.22

0.47

0.91

0.68

0.75

0.85

0.83

0.72

0.59

0.57

0.62

0.82

0.66

0.51

protein
RNA

RNA

RNA

stress
transport
not assigned
RNA
protein
redox

RNA
development
glycolysis
not assigned
RNA
signaling
not assigned
not assigned
protein
RNA

stress

cell

protein

not assigned
protein

development



360 Os05t0117864-01 127907 7 0.01 Conserved hypothetical protein. chlo/nucl 0.93 RNA
361 0Os05t0592400-01 122944 6 0.01 UV-damaged DNA binding protein. chlo/nucl 0.12  stress

362 0s03t0743800-00 243940 6 0.01  Similar to predicted protein. cyto 0.77 DNA

aprotein ID is according to The Rice Annotation Project Database, "M.P. means number of matched peptide, the protein with >2 matched peptides were considered, *Mol (%) is the percentage calculated using each emPAl of
identified protein to divide the total emPAl of total identified proteins, “WoLFPSORT is protein location prediction software, *NucPred is protein location prediction software, FFunction were obtained using MapMan bin codes. d
nucl, nuclear; cyto, cytoplasm; chlo, chloroplast; mito, mitochondria; E.R., endoplasmic reticulum; vacu, vacuole; cysk, cytoskeletal filaments; plas, plasma membrane, extr, extracellular. For results from NucPred, the consensus
score is basically the fraction of predictors which vote “nuclear”. For a discrete prediction, the user has to decide on a score threshold (preferably 0.8). Proteins score more than or equal to this threshold are predicted to spend time
in the nucleus. f protein, protein synthesis/degradation/targeting/others; RNA, RNA processing/regulation of transcription; DNA, DNA synthesis/repair; cell, cell organization/vesicle transport; major CHO metabolism, major

carbohydrates metabolism; TCA, tricarboxylic acid cycle; misc, miscellaneous; not assigned, unknown.
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Supplemental Table 4 -The probabilities of phosphorylation site assignment for nuclear phosphopeptides in rice embryos after 24 h of imbibition

phosphoRS phosphoR

Confidence Modification Isoform S Binomial g- lonScor

Accession Level Protein Descriptions Sequence S Probability  phosphoRS Site Probabilities Peptide Value e

0s01t0104800-01 High Sas10/Utp3 family protein. LSMQDFGLEDGESDEEDR S13(Phosphc 1 S(2): 0.0; S(13): 100.0 97 0 39
High NLETEVLQSQQVSsPAQSK S14(Phosphc 0.453 T(4): 0.0; S(9): 0.0; S(13): 45.3 52 0 14
Middle sDtyALGMVmLQLLTAR S1(Phospho) 1 S(1): 100.0; T(3): 100.0; Y(4): - 75 0.015 18
Low LDFsGIVFGDWDyDDLD S4(Phospho) 1 S(4): 100.0; Y(13): 100.0 25 11
Low VmMLGIPLLEGNSPAScFPR S12(Phosphc 0.729 S(12): 72.9; S(15): 27.1 16 0.287 13

Protein of unknown function DUF2359,

0s01t0128400-01 High TMEM214 domain containing protein. IAAATAsAYSDDDDDSDEAQATRPEGE S7(Phospho) 0.031 T(5): 0.2; S(7): 3.1; Y(9): 78.7; 63 0.005 28
High IAAATASAYsDDDDDSDEAQATRPEGE S10(Phosphc 0.864 T(5): 0.0; S(7): 0.1; Y(9): 13.5; 106 0 79
Low ALsDQSEmMLLRtMLEAGVLPDTASYR  S3(Phospho): 1 S(3): 100.0; S(6): 100.0; T(12): 57 11
Low AmGyYNNPYDSSGtDDDLPPtQNRGLR  Y4(Phospho) 0.022 Y(4): 66.3; Y(8): 66.3; S(10): 4t 1 0.568 12
Low ARSLPtAVLSGCAIALTSVLLDVIGmMK T6(Phospho): 0.042 S(3): 74.5; T(6): 31.4; S(10): 4« 18 0.804 10
Low AsMMAALtVSPNtlcmAVEVIGARPK S2(Phospho) 0.51 S(2): 98.1; T(7): 85.8; T(8): 85. 20 11
Low AtESAStPIyNEyGEVEGRGIHMAK T2(Phospho): 0.167 T(2): 83.3; S(4): 83.3; S(6): 83. 1 0.792 12
Low DDGIEMtHEDVESVmMtKmGPDFDHGK  T7(Phospho) 0.674 T(7): 76.5; S(13): 32.6; T(16): ¢ 21 0.568 23
Low EALPGPSKPTILDDDSSSDEssDDDVAF S21(Phosphc 0.142 S(7): 19.3; T(10): 19.3; S(16): - 8 16
Low MEGGGGGGTDMNAVPDGVVQHVLSm S27(Phosphc 0.763 T(9): 0.1; S(24): 23.6; S(27): 7¢ 33 0.3 11
Low MLEPSFGQPGECFALQGSSGYVEIKLR S5(Phospho) 0.646 S(5): 64.6; S(18): 15.7; S(19): ¢ 10 0.694 12
Low QGPsPGEQGsSTPAADVKAEGGPTAG, S4(Phospho): 0.018 S(4): 77.6; S(10): 15.0; S(11): : 8 0.491 11
Low RNSDTLSGScLTGTLsGsGLDPssWR  S3(Phospho)S16(Phospho) Too many isoforms 0.754 10
Low VSIGCELKDIMMmMGADQYETEEETSK T10(Phospho 0.146 S(2): 68.4; T(10): 14.6; Y(18): ¢ 6 13
Low YRAVIVASALYLLSLGMLTASSSSMAAQ S21(Phosphc 0.084 Y(1): 1.0; S(8): 1.7; Y(11): 2.6; 10 0.618 10

Similar to Cytosolic class | small heat-

0s01t0136000-00 Low shock protein HSP17.5. LIWstVKGLLDPK S4(Phospho) 1 S(4): 100.0; T(5): 100.0 57 0.39 10

Low YyGATELLLGLSVGEK Y1(Phospho) 0.937 Y(1): 93.7; T(4): 5.7, S(11): 0.6 30 0.671 13



0s01t0191100-01

0s01t0205500-01

0s01t0231700-01

0s01t0243100-01

High
High

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low
Low
Low
Low

Middle
Low
Low
Low
Low
Low
Low
Low

Similar to Acidic ribosomal protein
(Fragment).|Similar to Acidic
ribosomal protein P2a-4 (Fragment).

Similar to 60S ribosomal protein L11-2
(L16). Splice isoform 2.

Similar to 60S acidic ribosomal protein
P2-B (CaRP2B).

Similar to Kinesin.

EEsDDDMGFSLFD
VEEKEEsDDDMGFSLFD

VLEQLSGQsPVFSK
IADVSKLR
IALRSSVR

IQASKAAtALHGAAAAGAMLSQR

IQtSLALR
LARLVSSR
LASVRSLR
RGLtVSLR
SKAQSQATALASIDK
tIQLTLGR
tLSKPLSR
YHVMQAAKTLVNK

SLSFLsSLR

CVEWIPFKSsFR
EQsRPVEAIVDRR
ISLSLRELtSLSR
MAVGVGATtPIDKER
NsDVESGMNFySK
SAGAAAGPtAAAAAAAVQK
scSGYLGGGGSSSSsK

NLNLEVGQTDEPSSSAKLEK
APESAGHPSGGIRYPHQIER
ASMRWSNVAVMLGFVVGYR
ATSTVGAPPPSSLVPHtHDcK
CtVIGINLGTTYSWVGVYR
DGEMVVPtELDWAIRGTNR
FNPFsGFQNPmMYILKSPR
GIQMSYAAAVKTAGPsSHEAVR

S3(Phospho)
S7(Phospho)

S9(Phospho)
S5(Phospho)
S5(Phospho)
T8(Phospho):
T3(Phospho)
S6(Phospho)
S3(Phospho)
T4(Phospho)
S5(Phospho)
T1(Phospho)
T1(Phospho)
Y1(Phospho)

S6(Phospho)
S10(Phosphc
S3(Phospho)
S4(Phospho)
T9(Phospho)
S2(Phospho)
T9(Phospho)
S1(Phospho):

S13(Phosphc
Y14(Phosphc
Y18(Phosphc
T17(Phospho
T2(Phospho)
T8(Phospho)
S5(Phospho)
S16(Phosphc

1 S(3): 100.0; S(10): 0.0
1 S(7): 100.0; S(14): 0.0

0.994 S(6): 0.5; S(9): 99.4; S(13): 0.1
1 S(5): 100.0
0.907 S(5): 90.7; S(6): 9.3
0.943 S(4): 5.7; T(8): 96.1; S(21): 98.
0.974 T(3): 97.4; S(4): 2.6
0.5 S(6): 50.0; S(7): 50.0
0.983 S(3): 98.3; S(6): 1.7
0.998 T(4): 99.8; S(6): 0.2
0.737 S(1): 4.5; S(5): 73.7; T(8): 17.3
0.998 T(1): 99.8; T(5): 0.2
0.449 T(1): 44.9; S(3): 10.3; S(7): 44.
0.945 Y(1): 94.5; T(9): 5.5

0.496 S(1): 0.7; S(3): 49.6; S(6): 49.6
0.871 S(9): 12.9; S(10): 87.1

1 S(3): 100.0

0 S(2): 99.9; S(4): 99.9; T(9): 0.1
0.955 T(8): 4.5; T(9): 95.5

0.14 S(2): 48.1; S(6): 48.1; Y(11): 4-

0.996 S(1): 0.4; T(9): 99.6
0.007 S(1): 1.3; S(3): 0.6; Y(5): 1.3; €

0.481 T(9): 1.9; S(13): 48.1; S(14): 4¢
0.484 S(4): 3.1; S(9): 48.4; Y(14): 48.
0.998 S(2): 0.1; S(6): 0.1; Y(18): 99.8

1 T(2): 0.0; S(3): 0.0; T(4): 0.0; S
0.042 T(2): 4.2; T(10): 5.2; T(11): 5.2
0.998 T(8): 99.8; T(17): 0.2

1 S(5): 100.0; Y(12): 0.0; S(16): (
0.493 S(5): 0.7; Y(6): 0.7; T(12): 49.3

65
199

61
53
56
23
36
31
51
56
40
50
20
35

26
46
69
19
42

53
12

50
49
35
64

45
63
30

0.001

0.391

0.007
0.803

0.732

0.531

0.027
0.682
0.763
0.698
0.691
0.764
0.566
0.467

25
74

32
14
11
11
11
12
12
13
13
10
11
13

12
12
11
15
13
12
13
13

26
12
11
19
13
14
14
17



0s01t0328400-01

0s01t0348700-01

0s01t0358400-01

0s01t0588700-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low

Low
Low
Low
Low
Low
Low

Low
Low

Ubiquitin.

Similar to 60S ribosomal protein L23a
(L25).

Similar to 40S ribosomal protein S4.

Protein of unknown function DUF572
family protein.

GItPTAAAFRTLASGLCLSGK
GLQRQSTSMVSHISSPSNsR
GPLGQsSAVSNGFTVIKIQmK
GWGCGWRNIQMLSSHLLK
KLAEDNNVPLSSVMGtGPDGR
LPVIGHMHLVGSNPHVSLR
mMFAWPVPPRGWTVSPTTGR
NLAVSNtIDDQLAGVRAMDR
NQWtEEGPYGFKILSQIR
QALYASKIcSYAQGMNIIK
QGVISSSGTETGYLQDLIYK
QQELNYTQLQTPGAIDPsR
QQRESAEASLDLLSVDLER
RAGIGGGAGCLGGVAAPEIFGAGR
RLSSDDDVVAAVELSAATSPR
SAANSRILNISSQLGLLNK
SGGGEAAEAGVGERAIAAVVSASR
SHSSKALTNIGGQALEESSSR
SQTSQSFNHHIEmISKLR
VESLPPPRPPLAFLSSESR
yMATIImDsPKVVVLDIR
AGHPEVPVAEGSAEPLK
AIEAtVDDMPWEMIGSsR
LTVQHRMNDsIASWASK
RPSAPTGGELLVPLRSSVLR
YGHRGAMMGGGGVSDGYEGsK

DFIIFSLSRTR
GGIARMLSQK
LAFLSYAATAAAGK
LKNHESDsLALK

AHAtSPIHSLRLR
DsDKIMLAK
GLPVMKWITR
LEKQSNTTSLIPK
LMGLItYHSR
QLVAADtFR

ALVVMQRQLYTHNSPGAFDALK
DDASPIAGMVSESQHSQAPNAVTK

T3(Phospho):
S19(Phosphc
S6(Phospho)
S14(Phosphc
T16(Phospho
S12(Phosphc
S14(Phosphc
T7(Phospho)
T4(Phospho):
S10(Phosphc
S6(Phospho)
S18(Phosphc
S5(Phospho)
T19(Phospho
S19(Phosphc
S1(Phospho):
T16(Phospho
S1(Phospho)
S15(Phosphc
S15(Phosphc
Y1(Phospho):
S12(Phosphc
T5(Phospho):
S10(Phosphc
S3(Phospho)
S20(Phosphc

S8(Phospho)
S8(Phospho)
S5(Phospho)
S8(Phospho)

T4(Phospho)
S2(Phospho)
T8(Phospho)
S9(Phospho)
T6(Phospho)
T7(Phospho)

Y10(Phosphc
S4(Phospho)

0.249 T(3): 64.3; T(5): 32.8; T(11): 4C
0.627 S(6): 0.3; T(7): 0.3; S(8): 0.3; S
0.103 S(6): 13.6; S(9): 48.5; T(13): 5:
0.967 S(13): 3.3; S(14): 96.7
0.992 S(11): 0.2; S(12): 0.6; T(16): 9¢
1 S(12): 100.0; S(17): 100.0
0.62 T(12): 21.5; S(14): 62.0; T(16):
0.5 S(5): 50.0; T(7): 50.0
0.984 T(4): 99.2; Y(9): 1.6; S(15): 99.
0.488 Y(4): 0.7; S(6): 1.8; S(10): 48.8
0.035 S(5): 0.9; S(6): 3.5; S(7): 3.5; T
0.747 Y(6): 10.3; T(7): 10.3; T(11): 4.
0.486 S(5): 48.6; S(9): 2.8; S(14): 48.
1 T(19): 100.0
0.567 S(3): 5.6; S(4): 5.6; S(15): 5.6;
0.358 S(1): 85.8; S(5): 64.2; S(11): 8!
0.001 S(1): 99.9; T(16): 0.1; S(21): 0.
0.825 S(1): 82.5; S(3): 7.5; S(4): 7.5;
0.78 S(1): 2.5; T(3): 4.6; S(4): 4.6; <
0.659 S(3): 1.2; S(15): 90.1; S(16): 7!
0.665 Y(1): 83.3; T(4): 33.5; S(9): 83.
1 S(12): 100.0
0.068 T(5): 20.6; S(16): 93.2; S(17): ¢
0.21 T(2): 79.0; S(10): 89.3; S(13):
0.985 S(3): 98.5; T(6): 1.5; S(16): 0.0
0.082 Y(1): 0.1; S(14): 22.9; Y(17): 6t

0.438 S(6): 12.5; S(8): 43.8; T(10): 4:
1 S(8): 100.0

0.798 S(5): 79.8; Y(6): 19.9; T(9): 0.3

0.964 S(6): 3.6; S(8): 96.4

0.838 T(4): 83.8; S(5): 15.9; S(9): 0.2
1 S(2): 100.0

0.863 T(8): 86.3; T(9): 13.7

0.425 S(5): 42.5; T(7): 7.5; T(8): 7.5;

0.907 T(6): 90.7; Y(7): 6.7; S(9): 2.5
1 T(7): 100.0

0.992 Y(10): 99.2; T(11): 0.6; S(14): (
0.006 S(4): 0.6; S(11): 1.8; S(13): 24.

13
25
29
65
43
13
22
79
38
29
13
20
22
23
12
17
16
35
18
26
30
34

55
23

19
14
32
40

44
29
35
40
22
23

42
4

0.747
0.766
0.773
0.768
0.707

0.44

0.083

0.776
0.365
0.359

0.43

0.145
0.722

0.741

0.613

0.792

0.318

0.683

13
15
13
18
13
17
10
16
11
11
11
10
12
11
13
13
12
14
13
12
12
11
11
11
12
15

12
12
11
11

14
16
10
12
10
12

10
14



0s01t0679700-03

0s01t0686800-01

Low
Low
Low
Low

Low

High
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to 60S ribosomal protein L37a.

Protein containing the WD-40 repeat,
Innate immunuty

ItALMDHLAMITVQSENLSEK T2(Phospho):
MGLTcSTtmMRTLISLSSHASR T8(Phospho)
RSAGTPVIVMVADCADFDGSFPK S20(Phosphc
SLLSRACVGVSSTAVAVSYHGVR S4(Phospho)
SSGGGRPPAAQHIVR S1(Phospho)

VVLFRWAPVNGGAAGGGGGsGDGDE: S20(Phosphc
GSSyMGSIYDARPTFESYGVAHGSPDL' Y4(Phospho):
AEGIQLQHGDCESESTAPLLLAPHESYR S15(Phosphc
AISIDMFEAGtDtSHLVLEYyAMVELTR T11(Phospho
ALEPILDMNDyYLQIGtFVFTVVVEDNK  Y11(Phosphc
AtlIsSPSATVEtMLDGFsRIGGVYR T2(Phospho):
cRAAAGAAATTITTTGGGGGGGALVLE! T12(Phospho

0.887 T(2): 100.0; T(12): 5.6; S(15): £
0.118 T(4): 33.6; S(6): 33.6; T(7): 11.

1 S(2): 0.0; T(5): 0.0; S(20): 100.
0.187 S(1): 72.5; S(4): 20.8; S(11): 2.

0.5 S(1): 50.0; S(2): 50.0

1 S(20): 100.0; S(26): 100.0; T(3
0.028 S(2): 22.4; S(3): 22.4; Y(4): 22.
0.435 S(13): 20.7; S(15): 58.7; T(16):
0.024 S(3): 91.0; T(11): 81.8; T(13): -

0.81 Y(11): 98.7; T(16): 82.3; T(20):
0.099 T(2): 49.0; S(4): 49.0; S(5): 49.
0.303 T(10): 5.9; T(11): 5.9; T(12): 3C

CSPSYLATPSVSPSASTSALAAAATTLtsS Y5(Phospho)T27(Phospho) Too many isoforms

cyFLLIMLFtMLHyINKItESQR Y2(Phospho)
DELPtmVPASSGNLDDGVHGQAAEAAS T5(Phospho)
DEttNAVDEAGNGTssSNQEAAIQEK T3(Phospho)
DGSTtAstsGtDDAYVYPLPHHPSK
DmcDEAILGTLLGScmtHNEVEVGR S14(Phosphc
ELAGLVFGsR S9(Phospho)
EQNMNASSSsDFLEDDRGVLssGAVK S10(Phosphc
ESTILETyKSLMMQD®tGMPEDVR Y8(Phospho)
EtGKmmAHGVDGESTINELGKPSNSDIN T2(Phospho):
GDCcAAGLASGEPVAAGIGSVPKPFDGV' S9(Phospho)
GMAPMHPSIATPVRPStAERRPtsK S8(Phospho)
GPLLIRGIMASAAAEAPAPSPSPTAAAN T5(Phospho):
GQLEGYALMNASEQYGMKRPSSADR  Y6(Phospho).
GVEESSLVTK S5(Phospho)
HGAAQVAAMSSPGQLHPtSSSFPQDcS T18(Phospho
IMALQQIMSPFGKTDtASVLLEtITYIK  T16(Phospho
LAEMVEGLDLsSHVRSLTAAGTELsSDFK S11(Phosphc
LASIAMDISAEQKGGFIGAtIASSLMR S3(Phospho):
LGAAPLPPSAAAEVEPtGSPSSSSSAAA S9(Phospho)
LLFWGILLQGGYsSHAPDDLSYGVDmMK S13(Phosphc
LPPAAPPPSGtsMEVEAAWPASGLAAL\ T11(Phospho
LPSMTHRWAVDQWLAIDEAPHMLAEF T24(Phospho
LtSYEVMSEVHSNIALGNAIGGESDK T2(Phospho):
LVGAAMLALLYMVASFQGASGAAAGG: S29(Phosphc
MAHKAAALVLLLVSVsVAAAASGDQES S16(Phosphc
MASSSKALLLLAVLLASAVLLAAAADQPt S3(Phospho):
MAVIHTEDTTGTGLVMRDSNNEASGtS! T26(Phospho
MAVITTSDDYDsPLAVRDSNDLADSMTI S12(Phosphc

0.997 Y(2): 100.0; T(10): 100.0; Y(14
0.77 T(5): 77.0; S(10): 11.1; S(11): -
0.428 T(3): 99.7; T(4): 99.7; T(14): 3.

T5(Phospho)S7(Phospho)T Too many isoforms

0.759 T(10): 24.1; S(14): 76.5; T(17):
1 S(9): 100.0

0.596 S(7): 13.5; S(8): 13.5; S(9): 13.
0.083 S(2): 35.1; T(3): 35.1; T(7): 39.
0.475 T(2): 98.2; S(14): 49.0; T(15): ¢
0.074 S(9): 24.7; S(19): 22.6; T(28): 1
0.14 S(8): 72.8; T(11): 54.0; S(16): ¢
0.377 T(5): 96.6; S(11): 4.9; S(20): 3¢
0.054 Y(6): 38.9; S(12): 54.1; Y(15): !
0.82 S(5): 82.0; S(6): 14.8; T(9): 3.2
0.341 S(10): 1.6; S(11): 4.1; T(18): 3¢
0.121 S(9): 13.2; T(14): 30.7; T(16): <
0.518 S(11): 70.4; S(15): 22.8; T(17):
0.629 S(3): 100.0; S(9): 100.0; T(20):
0.059 S(9): 27.3; T(17): 27.3; S(19): ¢
0.026 Y(12): 2.6; S(13): 2.6; S(20): 4°
0.64 S(9): 36.0; T(11): 75.0; S(12): ¢
0.798 S(3): 10.1; T(5): 10.1; T(24): 7¢
0.391 T(2): 54.6; S(3): 25.3; Y(4): 25.
0.479 Y(11): 4.7; S(15): 6.1; S(20): 6.
0.474 S(14): 47.4; S(16): 47.4; S(22):
0.992 S(3): 99.7; S(4): 99.7; S(5): 99.
0.1 T(6): 6.4; T(9): 6.4; T(10): 10.0
0.549 T(5): 0.4; T(6): 2.3; S(7): 6.2; Y

18
63
35

31

61

33
18
32
23
24

59
25
51

28
43
54

29

31

32
30
13
29
43

26
22
20
19
32
32

36

0.799

0.682

0.021
0.774
0.403
0.084

0.233
0.737

0.71
0.394
0.081
0.601

0.786
0.589

0.354

0.778
0.718
0.184
0.679
0.792
0.708
0.355
0.646
0.524
0.718
0.163
0.672
0.702
0.128
0.511

0.79
0.766

17
10
16
11

13

17
13
15
13
18
10
13
17
19
16
14
11
11
14
12
11
15
14
10
10
12
10
11
11
16
10
23
12
12
10
12
10
13
15
14
13



0s01t0723200-01

0s01t0752300-01

0s01t0762500-00

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low

Low
Low

Middle
Middle

Similar to 40S ribosomal protein S19-
like.

Similar to 60S ribosomal protein L18a-
1.

Glutelin subunit mRNA.

mDsGycRSALDYLELQPDLSALVR S3(Phospho)

MFVADGGELLMAQsyAKNMGLYGER  S14(Phosphc
MKGGQLULGNGPNSSVscsVHVQQR  T7(Phospho):
mKmMsILMGVTQMNLGIVLsyFDAK S4(Phospho):

mMmMLLGSPSSGGYGGKFAGASPAGGttT T25(Phospho
MSPGAASNMDSSTEAFAASPAAGNALN T26(Phospho
MSSFGLVsSQTQYFLARMLSDEEFIGR S8(Phospho):
MtVTQLAAAGAAGGASGGAAGAGGAP, T2(Phospho):
MVAAITTTTATAATVAAMTTMmmMTsGG T5(Phospho):
NALGCctGVADRIPGTSALAMASASAIPQA T6(Phospho):
NFFPGsGAINEIGAGAGEHYsVNVPLDA S6(Phospho):
NFKQAIDcytQFVDVGtMVSPTVYAR Y9(Phospho)
NSSNSVDFQWSPFPIEMsGVSAVIPSP: S18(Phosphc
NyGLFYPDGTPVYDVGLRGYLPPmMDES Y2(Phospho)
QGLAPLDRINTGVGmMVFLPQDENSmMEE T9(Phospho)
QHSVEYWMMASLQGGGGGGNGssSE S22(Phosphc
QLAGADFLcDGVGGGGSER S17(Phosphc
QLFGWAAMLKDMtINFCHSITESMAR  T13(Phospho
SAHSLPPLASVPLPGQQYAREAEssPsF S10(Phosphc
SEAEPSAMAGIDKSLFLELAMSAMDELV S1(Phospho):
SGKPWKAFK S1(Phospho)

0.038 S(3): 54.6; Y(5): 54.6; S(8): 31.
1 S(14): 100.0; Y(15): 100.0; Y(2
0.497 T(7): 99.8; S(15): 28.1; S(16): -
0.263 S(4): 45.4; T(10): 73.7; S(19): ¢
0.005 S(6): 43.2; S(8): 43.2; S(9): 43.
0.35 S(2): 6.0; S(7): 9.2; S(11): 9.2;
0.064 S(2): 26.9; S(3): 26.9; S(8): 26.
0.483 T(2): 51.7; T(4): 51.7; S(16): 9¢
0.047 T(5): 17.1; T(6): 17.1; T(7): 17.
0.979 T(6): 98.4; T(15): 0.9; S(16): 1.
0.108 S(6): 95.0; Y(20): 89.2; S(21): :
0.797 Y(9): 94.4; T(10): 94.4; T(17): €
0.371 S(2): 0.3; S(3): 0.3; S(5): 0.3; €
0.92 Y(2): 92.0; Y(6): 6.4; T(10): 0.7
0.853 T(9): 85.3; T(11): 7.3; S(24): 7.
0.433 S(3): 0.1; Y(6): 0.1; S(11): 4.5;
1 S(17): 100.0
0.022 T(13): 81.9; S(19): 20.2; T(21):
0.017 S(1): 23.3; S(4): 22.9; S(10): 2
0.118 S(1): 54.9; S(6): 54.9; S(14): 5
1 S(1): 100.0

SmSTVstPPLASASAAAPPAGPPPTTATI S6(Phospho)T7(Phospho)S Too many isoforms
SSTETEILSGDSQHVSKSsAGIAsLLAQK S1(Phospho)S2(Phospho)<S Too many isoforms

TEACRYASLHDDMGSTDVLWSMLR Y6(Phospho):
tsKAtPLtDVFAFGIFILEVTCGR T1(Phospho):
VAREMLQLGFGLsSVASMEIMINGLcR  S13(Phosphc

VEDELHSIEACISSPSTTIEVVSDGLRR  S14(Phosphc
VGGAASEASGVGVVVGGGGGSSSsDL S6(Phospho):
VLRALEPVsMGAGVIPAACGGGEGDVN S9(Phospho)
VssKIHCAMAALLLAILLPVSHAsSGR S2(Phospho):
VTIDVASPEAGVIEKFIASEGDtVTPGtK S7(Phospho):
WAADAGHNLTAGDDFFTsSVVKSYyK S18(Phosphc
WGTWHRAMGDGAPGAGSALGGAGS/ T32(Phospho

MGITVATNALLERK T3(Phospho)
SFLVLIRGTHSmK S1(Phospho)
AIPRISPR S6(Phospho)
LPtLPGRR T3(Phospho)

EGMEsDEEIGRVPELGLEPGGASTSGF S5(Phospho)
EtLNIFPSQPmMDGEPtPTPKASMsAPPIA T2(Phospho):

0.148 T(1): 26.8; Y(6): 37.0; S(8): 39.
0.14 T(1): 86.0; S(2): 86.0; T(5): 86.
0.712 S(13): 71.2; S(16): 28.8
0.098 S(7): 1.5; S(13): 39.6; S(14): 3¢
0.067 S(6): 56.8; S(9): 37.7; S(21): 2t
1 S(9): 100.0; Y(28): 100.0
1 S(2): 100.0; S(3): 100.0; S(21):
0.657 T(2): 10.0; S(7): 93.1; S(19): 9:
0.434 T(10): 0.4; T(17): 3.5; S(18): 41
0.307 T(3): 7.9; S(17): 30.7; S(24): 3(

0.138 T(3): 13.8; T(4): 13.8; T(7): 72..
0.719 S(1): 71.9; T(9): 20.8; S(11): 7.

1 S(6): 100.0
1 T(3): 100.0

0.945 S(5): 94.5; S(23): 1.8; T(24): 1.
0.048 T(2): 71.4; S(8): 71.4; T(16): 71

26
26

19
10
29
50

44
19

30
39

32
0

0.708
0.805

0.62
0.271
0.473
0.698
0.776
0.123

0.726

0.729
0.318
0.511

0.729
0.446
0.759
0.335

0.749
0.435

0.705
0.622
0.501

0.66
0.302

0.718

0.027
0.036

12
11
10
11
11
11
11
11
16
13
11
16
13
15
11
11
12
12
18
12
17
17
11
10
11
10
10
15
10
10
14
13
13

11
11

11
17

12
12



Middle
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

GVFVstsAGNDGPDPGFLHNGtPWLLTV. S5(Phospho)
QAVGIVGCIIMPHNVFLHSALVQSR S19(Phosphc
AAAAIAAGDEELESLLRNFHR T5(Phospho)
AAGLTRIAHALR T7(Phospho)
AEFFYERGNFLASFLSAPAAAAIDAASG Y5(Phospho)
AESLCGAWVASAEAAAAMAIASEVIEV S11(Phosphc
AGSGNSSDILSDSHtQEVLPEAVKPGGR T14(Phospho
AHRENDAMMLFQNILQsGssPSLsIYNsr S17(Phosphc
AIRILSLSFTK T4(Phospho)
ALAKLGPAAPAR T10(Phospho
APPSVAAAYPAFKPLIDGAsSNDVMLST S4(Phospho).
AQEEVDsTIVIVGTGRWMAMGQAGFG( S7(Phospho)

AsLGSFLAGR S2(Phospho)
ATGIIALSDSsLK S11(Phosphc
ATSSsSLTRR S5(Phospho)

cIGDGDGFTAYVPTtDPRESANVPLEVH Y11(Phosphc
DDGTsMGKTYELGGPEIYyTVHELAELMY S5(Phospho)
DMDDTVmMKTAIGVLGDLADTLGVHAGF S34(Phosphc
DmPPtPLPPETANTSPAPNGAtAGIRVE T5(Phospho)
DPsVVTALIYmYAKcGMLDssVsLLYGVA S3(Phospho).
EAVTLGVLMNtK T11(Phospho
EEFMHTLQYLTDLtMDNLsQssDLDNFL( T14(Phospho
ETEVFLSLGATAAASAGCGGGFPEAKSI S15(Phosphc
EWAETWFISTLDDTSEPEGEAKNIVFP: S28(Phosphc
FGHLtTSIVNLGLDGSPIDGVPHDYK  T5(Phospho)

0.018 S(5): 62.5; T(6): 62.5; S(7): 62.
1 S(19): 100.0; S(24): 0.0
1 T(5): 100.0; S(14): 0.0
0.5 T(5): 50.0; T(7): 50.0
0.314 Y(5): 62.9; S(13): 24.5; S(16): :
0.447 S(3): 10.3; S(11): 89.3; S(22): !
0.221 S(3): 13.7; S(6): 19.9; S(7): 19.
0.043 S(17): 66.9; S(19): 71.7; S(20):
0.979 T(4): 97.9; S(6): 0.4; S(8): 0.4;
1 T(10): 100.0
0.053 S(4): 70.7; Y(9): 61.4; S(20): 1-
0.652 S(7): 65.2; T(8): 32.1; T(14): 1.
0.842 S(2): 84.2; S(5): 15.8
0.759 T(2): 0.7; S(8): 5.1; S(10): 18.3
0.466 T(2): 0.0; S(3): 0.2; S(4): 6.6; <
0.232 T(9): 22.9; Y(11): 56.3; T(14):
0.013 T(4): 28.6; S(5): 51.8; T(9): 51.
0.139 T(5): 0.2; T(9): 0.3; T(20): 13.9
0.034 T(5): 43.8; T(11): 43.8; T(14): 4
0.091 S(3): 51.6; T(6): 51.6; Y(10): 5:
1 T(4): 0.0; T(11): 100.0
0.019 T(6): 66.1; Y(9): 55.9; T(11): 5¢
0.242 T(2): 47.4; S(7): 13.7; T(11): 8.
0.819 T(5): 0.5; S(9): 1.2; T(10): 1.2;
0.617 T(5): 61.7; T(6): 18.7; S(7): 18.

FIASLtRDPVVASTmMGSScILISMLSsGFIl S4(Phospho)T6(Phospho)S Too many isoforms

FLsVVAEMGLPGFGVKDLEEGSmssIVE S3(Phospho).
FmMTPsGTAEQILNLGALGYRAPELANTA S5(Phospho)
FNNTtPKPPPPPPPPEPPTGPVSARR  T5(Phospho)

FStAAAAAAASCPtsPCVTPRLAR S2(Phospho)
FSVMAIVAHAVVASMLGP S14(Phosphc
FtAENGVIK T2(Phospho)

GAIGFGVGGSGGGEDGGAGGLPVGAC S10(Phosphc
GCEVDAVDISGLSPNLAENLASPtLGVDI T24(Phospho
GFGIKHQVDSHLFESDQGALMAVLVGY S28(Phosphc
GHDGFQMVASAMSQDSVDGPQVSGc: S26(Phosphc
GPAAAAASPSPASPSPVSSPSSEEDEE S8(Phospho).
GQQDFPCcLQELAISNCLSLNSLSLYNmV/ S18(Phosphc
GQQQQTTTINAAVATAEQEDAAPARDC T9(Phospho)'
GRPRGAtASSAHSAPPPPQQQQQPTts T7(Phospho)’
GSGSSKAGASSASSSsSASASASASGC S16(Phosphc
GtPKLIEHFLtLSFNPVSVAAGtWHAAAL( T2(Phospho)’

GtQTLAMLK T2(Phospho)
1IsDCESALTFLNNSLSILSTSVAREQGET S3(Phospho):
IVAQPYIQEsK S10(Phosphc

IVVAGTRPNSAtADPAVAASQLAFtsVsA, T12(Phospho
KslIAHIVK S2(Phospho)

0.15 S(3): 100.0; S(22): 85.0; S(24):
0.04 T(3): 50.0; S(5): 30.2; T(7): 30.
0.74 T(4): 24.3; T(5): 74.0; T(19): 1.
0.142 S(2): 82.8; T(3): 82.8; S(11): 8:
1 S(2): 0.0; S(14): 100.0
1 T(2): 100.0
1 S(10): 100.0
0.348 S(10): 20.5; S(13): 22.4; S(22):
0.497 S(10): 0.2; S(15): 0.3; Y(27): 4¢
0.033 S(10): 24.7; S(13): 27.9; S(16):
0.059 S(8): 55.0; S(10): 44.0; S(13):
0.219 S(14): 29.4; S(18): 51.1; S(21):
0.099 T(6): 17.4; T(7): 17.4; T(8): 29.
0.041 T(7): 25.4; S(9): 25.4; S(10): 2¢
0.006 S(2): 0.8; S(4): 0.8; S(5): 0.8; €
0.458 T(2): 95.9; T(11): 54.2; S(13):
0.976 T(2): 97.6; T(4): 2.4
0.05 S(3): 9.8; S(7): 9.8; T(10): 9.1;
0.998 Y(6): 0.2; S(10): 99.8
0.038 T(6): 80.6; S(10): 79.6; T(12): 7
1 S(2): 100.0

52
48

13

13

33
58

21
31
28
46
18
14
28

12
45

33
39

29

35

58
49
58

26

15
12
13
10
15

45
19
37

45

0.014
0.048
0.642
0.415

0.052
0.26

0.381

0.55
0.527

0.668

0.092
0.751
0.754
0.778

0.727
0.792
0.766
0.766
0.399
0.803
0.388

0.774

0.804

0.727

0.756

0.804

0.671

0.776

12
15
15
16
12
11
23
10
11
13
10
12
10
10
11
10
20
15
17
10
17
10
12
12
11
12
11
21
11
10
11
12
17
13
11
11
11
11
11
13
11
12
10
10
12
12
11



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

LAtAIMMLcYyPNGEYKLVGNLPELFGDDy T3(Phospho)'
LAVAAVVVFALLLSLR S14(Phosphc
LLAGSVHVQSFDWVSPsVYGSGGKR  S17(Phosphc
LLDDSMNsMHDAANFStELSSLEAMISE S8(Phospho)
LLPmMLYmMLLMASTEYAQAFsSNETDLDAL Y6(Phospho):
LmGLMLDQAtLDDLLVsGDDGGVYDVN T10(Phospho
LNmMtPtPsGTmPSTDWMAMVAGDGGGI T4(Phospho)
LPAAMALVLAR T5(Phospho)
LPQLLKEMAAmMELKPDsVtystmlyAyAR S17(Phosphc
LsLLsmTVGLQNGGPmMYEWAGAGITSV S2(Phospho).
LsQSSILVVGAGGLGsPVAMYLAACGVG S2(Phospho):
LVAsSGVPR S4(Phospho)
LVFHFDGGADLDLPAENYmMVLDGGsG# S25(Phosphc
MAGNDWINSyYLEAILDAGGAAGEISAAZ Y10(Phosphc
MARPsSPVEASGGPVMGDITGGGGELR' S5(Phospho).
MDLSPNPDSPPSGGGNGGGGGSSSsI S25(Phosphc
MEGVAAQFAGPILTIVAAAAVtFyAVsFr T22(Phospho
mmMAEADADGDGFISLDEFAALNATASG S14(Phosphc

0.497 T(3): 99.9; Y(10): 99.7; Y(15): ¢
1 S(14): 100.0
0.83 S(5): 0.0; S(10): 0.0; S(15): 1.2
0.006 S(5): 80.8; S(8): 22.5; T(14): 6¢
0.166 Y(6): 84.4; S(12): 16.2; T(13): -
0.721 T(10): 98.2; S(17): 73.9; Y(24):
0.031 T(4): 38.1; T(6): 63.7; S(8): 64.
1 T(5): 100.0; T(6): 100.0
1 S(17): 100.0; T(19): 100.0; Y(2
0.787 S(2): 89.2; S(5): 89.2; T(7): 21.
0.252 S(2): 41.9; S(4): 41.9; S(5): 41.
1 S(4): 100.0
0.106 Y(18): 50.1; S(25): 37.9; T(31):
0.793 S(9): 16.2; Y(10): 79.3; S(25): «
0.39 S(5): 48.4; S(10): 48.4; T(19): :
0.02 S(4): 11.7; S(9): 11.7; S(12): 1.
0.068 T(14): 93.2; T(22): 63.8; Y(24):
0.892 S(14): 89.2; T(24): 5.4; S(26): ¢

MPVPTYyGPPVASSEGQHSSSTGISSSs! Y6(Phospho)S27(Phospho) Too many isoforms
MPVPtYGPPVASSEGQHSSSTGISSSSI T5(Phospho)S32(Phospho) Too many isoforms

MQNEYGLAFIIFLGLPsFSSVIPWTsEK(tt S17(Phosphc
MTSAMAMSFLSTTAASSSQPPLPARR S3(Phospho)
NDSVMALYNLSTVTDNLQTILSVQPIPSL Y8(Phospho).
NDtFVAALK T3(Phospho)
NEVFcFGFEFVAVSVIQIFSITEGmMEVHE S30(Phosphc
NISADTFVADAASVPPSGFWAPssLLPF S23(Phosphc
NtFGDHNVGLLtGDsSAINKDAQILIMEEILI T2(Phospho)’
QGGMQGQVAMDRLAAGAMPVQYGMF S28(Phosphc

RALEALtGAVFQRPPLISAVK T7(Phospho)
RAVVtVR T5(Phospho)
RGLLsPR S5(Phospho)
RGLVsSLR S5(Phospho)

RIASEVVALILQALHMSETPLHFDFNSEIE T9(Phospho)!
RsAHDFGPGVALGFDPAPsctNDGGYIL S2(Phospho).
SAMALLVAAAFPSR T5(Phospho)

0.234 Y(5): 1.1; S(17): 71.1; S(19): 2!
0.122 T(2): 6.3; S(3): 12.2; S(8): 12.2
0.061 S(3): 56.6; Y(8): 26.3; S(11): 1(
1 T(3): 100.0
0.83 S(14): 1.2; S(20): 5.5; T(22): 1:
0.021 S(3): 24.2; T(6): 24.2; S(13): 4:
1 T(2): 100.0; T(12): 100.0; S(15,
0.51 Y(22): 49.0; S(28): 87.8; Y(30):
0.999 T(7): 99.9; S(18): 0.1
1 T(5): 100.0
1 S(5): 100.0
1 S(5): 100.0
0.176 S(4): 55.1; T(9): 66.2; S(17): 4¢
0.842 S(2): 99.3; S(19): 91.6; T(21): ¢
0.482 S(1): 48.2; T(5): 48.2; S(13): 3.

scSRSNDmIyLPSVTQYVAPLTLTTPQALtt S1(Phospho)S3(Phospho)Y Too many isoforms

SGGMLLGRTLSVLItmMILGTAMAAR S11(Phosphc
sIsLLEAIKccVstAlICIGFTVLVDSILWR  S1(Phospho):
SLQELDLGMGtIESYENFGMDFGMEVGI S1(Phospho)
SMTFARPAVRR T5(Phospho)
SSASAPAPAKGGNASGAAVTK S1(Phospho)
SSTAVVMSSPDscItLSTQVEGNDCcELDL S12(Phosphc
STLSNSINLSTPIAVAASRTSSVFPAR  S22(Phosphc
SVTPTNDVVmMtGPVAGAGDVQAAEtFR T11(Phospho
TcGLGPAMPFAHRLLLQtDSEEVLGLVP T18(Phospho
TELSKSELIQK S6(Phospho)
TKTPLSPTVAGSEPHPFsmsHGLGGSS' S12(Phosphc

0.17 S(1): 0.1; T(9): 5.3; S(11): 94.9
0.118 S(1): 98.3; S(3): 98.6; S(13): 5
0.034 S(1): 12.3; T(11): 31.4; S(14): ¢
0.972 S(1): 0.4; T(3): 2.3; T(5): 97.2
0.475 S(1): 47.5; S(2): 47.5; S(4): 4.7
0.047 S(1): 26.3; S(2): 26.3; T(3): 19.
0.146 S(1): 0.0; T(2): 0.0; S(4): 0.0; <
0.041 S(1): 54.1; T(3): 54.1; T(5): 44.
0.278 T(1): 16.6; T(18): 61.1; S(20): €
0.132 T(1): 13.2; S(4): 73.6; S(6): 13.
0 T(1): 46.3; T(3): 46.3; S(6): 49.

31
67
45
10
12
33
14
15

37
22
10

27
11

31

32
11
15
39
27

16
14
61
34
26
18
16
27
24

57
19

51
31
19
39
14

32
8

0.806
0.149

0.282
0.617
0.519
0.799
0.766

0.155
0.457
0.804
0.735
0.731
0.766
0.507
0.715
0.412
0.792
0.653

0.502

0.803

0.65
0.806

0.785
0.702
0.795

0.803

0.301

0.753
0.276
0.168
0.776

0.731

14
15
11
13
14
13
12
10
12
11
10
14
12
15
15
10
18
12
13
13
13
10
14
10
12
10
16
10
13
11
11
13
10
12
11
14
14
10
10
12
11
15
11
19
10
10
16



0s01t0815800-01

0s01t0823300-00

0s01t0835900-00

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to 60S ribosomal protein L24-A

Low (L30A) (RP29) (YL21).

Low Similar to Ribosomal protein S26.
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Middle
Low
Low
Low
Low
Low
Low
Low
Low

Similar to Histone H4.

TLVMPYWVLCIALCIGTNSSAWLGAALV S20(Phosphc
TPGTTPsscGASTLSVLGTILESGTDGE} S7(Phospho):
TsHNNsGcPsQPLLVLVQNPsPKVstAAt S2(Phospho).
VAAAAAAW SccEGGCtARVAEAVVGESI T16(Phospho
VLHPIIccALSADLAAVAYGYLSR Y19(Phosphc
VMIIDYKLtYPSGtAtAVLINGFHtPHGDAI T9(Phospho)
VTAAAIFDSVARHGVTHMGGAPtVLsmI T23(Phospho
VTAAAIFDsVARHGVTHMGGAPTVLsmI S9(Phospho).
VttGEmLVGPANAFFMDEISTGLDSSttF T2(Phospho)
VVEKPGIMSSTK S10(Phosphc
VVVTtSIRLAPSPPSSSPTSTTAPFPTP, T5(Phospho)
WLDVGLYTSRIFMAVPGcstMVGPmMNE S19(Phosphc
WNcGWHIcSNcQKPAFHmMcYTctysLecK T23(Phospho
YARPSIRAAMTVLQSNGPLPVLPsK S5(Phospho):
YNEEWVDPsSPPVRNQSNTVLESISET S9(Phospho)

tLEVKIAtPK T1(Phospho)
AYLAATSSSVLVLDLK S7(Phospho)
DIDLVMTQASVSRAK S10(Phosphc
DPLLGDGALVLVPsSGAR S14(Phosphc
GEAGtGNVVEAVRHVR T5(Phospho)
ISQPPSKILQSQAPR S6(Phospho)
MISPsLILMMSPGTR S5(Phospho)
MVSIAGFGGLGKtTLAK T13(Phospho
NNLVGNVPDsSLGLIPK S10(Phosphc
RSPSSPPPGLDVAAGSR S16(Phosphc
SLLMLPAsGPKANGsK S8(Phospho):
VCEVIGAGGFIGSWLVK T4(Phospho)
ILGVLATsR S8(Phospho)
AAIPLIQYLIK T5(Phospho)
ARALSVsPK S7(Phospho)
FIATLPSLtRK T9(Phospho)
KVVNGALtIK T7(Phospho)
LILtINLSR T4(Phospho)
LKSQIASLESR S10(Phosphc
LVLFsSKSLPSR S5(Phospho)

NAISSLGDELSK S5(Phospho)

0.139 T(1): 26.6; Y(6): 18.4; T(17): 1¢
0.187 T(1): 6.1; T(4): 12.5; T(5): 12.5
0.242 T(1): 60.8; S(2): 60.8; S(6): 89.
0.104 S(9): 48.5; T(16): 66.4; S(27):
0.167 S(11): 0.0; Y(19): 99.8; Y(21): ¢
0.129 Y(6): 9.1; T(9): 45.8; Y(10): 28.
0.847 T(2): 0.4; S(9): 7.9; T(16): 7.8;
0.101 T(2): 6.6; S(9): 82.4; T(16): 30.
0.012 T(2): 40.9; T(3): 39.5; S(20): 4¢
0.333 S(9): 33.3; S(10): 33.3; T(11): ¢
0.365 T(4): 16.2; T(5): 36.5; S(7): 36.
0.014 Y(7): 28.0; T(8): 43.2; S(9): 43.
0.069 S(9): 49.0; Y(20): 49.0; T(21): ¢
0.169 Y(1): 10.1; S(5): 24.2; T(11): 6:
0.169 Y(1): 3.8; S(9): 16.9; S(10): 9.5

1 T(1): 100.0; T(8): 100.0

0.091 Y(2): 0.7; T(6): 9.1; S(7): 9.1; S
0.398 T(7): 20.4; S(10): 39.8; S(12): ¢
1 S(14): 100.0
1 T(5): 100.0
0.998 S(2): 0.2; S(6): 99.8; S(11): 0.0
0.758 S(3): 20.6; S(5): 75.8; S(11): 2.
0.5 S(3): 0.0; T(13): 50.0; T(14): 5C
1 S(10): 100.0
0.652 S(2): 5.2; S(4): 5.2; S(5): 24.5;
0.982 S(1): 1.8; S(8): 98.3; S(15): 99.
1 T(4): 100.0; S(12): 0.0

0.978 T(7): 2.2; S(8): 97.8
0.862 T(5): 86.2; Y(8): 13.8
0.878 S(5): 12.2; S(7): 87.8
0.12 T(4): 44.0; S(7): 44.0; T(9): 12.
1 T(7): 100.0
0 T(4): 0.0; S(7): 100.0
1 S(3): 0.0; S(7): 0.0; S(10): 100.
0.843 S(5): 84.3; S(7): 15.6; S(10): 0.
0.496 S(4): 49.6; S(5): 49.6; S(11): 0.

18
32
48

62
31
35
18

15
21

23
11

48

30

30
20
53
23
39

17
35
43

50
50
39
12
42
33
46
38
33

0.708
0.782
0.761

0.782
0.46

0.802
0.806
0.733
0.788

0.695

0.421

0.157
0.754
0.714

0.337
0.727
0.799
0.803

0.22

0.046

0.744
0.632

0.11
0.674
0.792
0.524

10
10
14
10
10
10
16
11
12
13
11
10
13
15
18

13

10
12
14
13
10
13
14
11
12
12
18

12
13
10
12
10
12
15
11
13



0s01t0839500-00

0s01t0851700-01

0s01t0896700-00

Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Histone-fold domain containing
protein.

Similar to Cytosolic starch
phosphorylase (Fragment).

Similar to 60S ribosomal protein L5.

AAAISVSNK
VMRmMVSEtSLLSPAK

AVVIGVGSNtAMGSIRDAMLR
FSGDVFPKtDPGIVLAVTDR
FtGAVGPHLVSLSHLPSSDGR
HHHPLMTIVSNKPPTPSPK
IPVssPQLAKHALEAHVTR
KtLQsFDLLGMNVAFLLK
LLNGNRSILPATMTITmMASN
LPTHPPSSSVLTPMAVIRSR
MNISLRILFPPIFTFLK
MRPEtRLDSAVFQLTPTR
MSLIPLPGMVGLIPsGSKEK
QOQtAEAIVSCIISSHFSKK
tVVGTMREVVAEEGLMGLSR
VAVQLNDtHPTLAIPELMR

AAPTKLYITPNLVscNILLK
AGLSDPNRPIASFMFMGPtGVGK
AsNILLDSDFNTKLsDFGLAK
AtQVVFHELRAPYSFPFPR
DFsGGGGGGGGATLSEmMYQSARR

S7(Phospho)
T8(Phospho)

T10(Phospho
T9(Phospho)
T2(Phospho)
S10(Phosphc
S4(Phospho):
T2(Phospho):
S19(Phosphc
T17(Phospho
S4(Phospho)
T5(Phospho)
S15(Phosphc
T3(Phospho)
T1(Phospho)
T8(Phospho)

Y7(Phospho):
T19(Phospho
S2(Phospho):
T2(Phospho)’
S3(Phospho):

FVVAAAVVAVSLAMAAAAAAHDYGEAL S28(Phosphc

HEIISDGMHIPLPLDMDILR
ITIGStPGAIEALVELLQSGSPR
KSHtPSAIVIGSGFAGIAAANALR
LAEKTESLTVAETGEPSFTGmMK
MAtMFAAVPSVVAMSLRNELR
mmLKLFtItNELSLVLQR
MSPTtTWALPPsPPPLSVRAR
MSPtTTWALPPsPPPLSVRAR
RSSsVNPVMLSSmMAASPAANGAVK
StAPTGDPPVRVAVASGGGGMGLGK
TPMtVIAPMQMAMtPSLANK
VcVIAAAAAAKPVRVHssMyAsLR
VESAVtQLtQLVSNLLAMHK
VLDFtYGHGTANTALIYHHGK
YEESGRAYMLSGLSSHSWQR
YEStEEDVNNMKMVMK

S5(Phospho)
T6(Phospho)
T4(Phospho)
S17(Phosphc
T3(Phospho)
T7(Phospho)
T5(Phospho):
T4(Phospho):
S4(Phospho)
S1(Phospho)
T4(Phospho)
S17(Phosphc
T6(Phospho)
T5(Phospho)
S4(Phospho)
S3(Phospho)

0.937 S(5): 6.3; S(7): 93.7
0.934 S(6): 3.0; T(8): 93.4; S(9): 3.0;

0.87 S(8): 10.8; T(10): 87.0; S(14):
0.955 S(2): 1.3; T(9): 95.5; T(18): 3.2
0.998 T(2): 99.8; S(11): 0.1; S(13): O.
0.919 T(7): 7.0; S(10): 91.9; T(15): 0.
0.985 S(4): 99.2; S(5): 99.2; T(18): 1.

1 T(2): 100.0; S(5): 100.0
0.935 S(7): 0.0; T(12): 2.1; T(14): 2.1
0.5 T(3): 0.0; S(7): 0.0; S(8): 0.0; £
1 S(4): 100.0; T(7): 100.0; T(14):
0.986 T(5): 98.6; S(9): 0.5; T(15): 0.5
0.997 S(2): 0.3; S(15): 99.9; S(17): 9¢
0.2 T(3): 20.0; S(9): 20.0; S(13): 2(
0.379 T(1): 37.9; T(5): 37.9; S(19): 2¢
0.994 T(8): 99.4; T(11): 0.6

0.204 T(4): 72.8; Y(7): 21.2; T(9): 7.8
0.12 S(4): 12.0; S(12): 76.0; T(19): -
0.489 S(2): 98.4; S(8): 2.0; T(12): 49.
0.833 T(2): 99.7; Y(13): 83.6; S(14): :
0.44 S(3): 88.7; T(13): 55.2; S(15):
0.879 S(11): 0.3; Y(23): 11.9; S(28): ¢
1 S(5): 100.0
0.603 T(2): 18.8; S(5): 18.8; T(6): 60.
0.447 S(2): 10.6; T(4): 44.7; S(6): 44.
0.189 T(5): 0.0; S(7): 0.0; T(9): 0.1; T
0.958 T(3): 95.8; S(10): 3.9; S(15): 0.
1 T(7): 100.0; T(9): 100.0; S(13):
0.129 S(2): 13.7; T(4): 70.1; T(5): 14.
0.726 S(2): 12.3; T(4): 73.4; T(5): 2.7
0.514 S(2): 18.8; S(3): 18.8; S(4): 51.
0.99 S(1): 99.5; T(2): 99.5; T(5): 1.0
0.879 T(1): 6.6; T(4): 94.0; T(6): 99.4
1 S(17): 100.0; S(18): 100.0; Y(2
0.976 S(3): 2.4; T(6): 98.2; T(9): 99.4
0.8 T(5): 80.0; Y(6): 19.4; T(10): O.
0.618 Y(1): 17.1; S(4): 61.8; Y(8): 6.1
0.793 Y(1): 20.7; S(3): 89.6; T(4): 89.

17
63

24
28
36
36
24
79
37
47
46
27
36

44

25
12
36
41
41
27
33
28
51
37
25
17
55
84
18
54
49
26
42
31
15
78

0.477
0.574

0.713
0.713
0.574
0.573
0.756
0.784

0.577
0.803

0.763
0.804
0.702
0.743

0.804
0.792

0.752
0.365
0.793
0.225

0.556
0.755
0.805

0.48
0.117
0.806
0.522
0.744

0.776
0.786

12
10

11
14
14
22
12
11
11
12
14
15
16
12
12
12

10
14
13
10
14
12
12
10
13
14
11
14
14
12
10
14
15
14
12
13
10
15



Low

0Os01t0896800-01 High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

0s01t0924900-01 High

Ribosomal protein L18/L5 domain
containing protein.

GTP-binding signal recognition particle
SRP54, G-domain containing protein.

yESTEEDVNNMKMVMK Y1(Phospho).

AESEGEAEGTTETHDVEGGISLPLSER S3(Phospho)

AAPTKLYITPNLVSCNILLK Y7(Phospho).
AGLSDPNRPIASFMFMGPIGVGK T19(Phospho
AsNILLDSDFNTKLSDFGLAK S2(Phospho).

ASTAAFLSTLAGSTSLGGATPASGGGS' S2(Phospho).
AtQVVFHELRAPYSFPFPR T2(Phospho)
DDGSEARIPASGGACMRPGEIDIISSK  S11(Phosphc
DFsGGGGGGGGATLSEMYQSARR S3(Phospho):
DGELKHGEQQACsSVLTLAcCDSVNGGR S13(Phosphc
HEIISDGMHIPLPLDMDILR S5(Phospho)
IGLscSmPLPK S4(Phospho)
IQNAGTEVVEAKAGAGSAILSmMAYAAAF S17(Phosphc

ITIGStPGAIEALVELLQSGSPR T6(Phospho)
KSHtPSAIVIGSGFAGIAAANALR T4(Phospho)
LAEKTESLTVAETGEPSFTGmMK S17(Phosphc
LGVNEKETsGGK S9(Phospho)
mMAPPPPPPTAK T11(Phospho
mMAtMFAAVPSVVAMSLRNELR T3(Phospho)

MDSAALSLTcCAGLGGAEEDDGGAVVG\ S7(Phospho)

MGSEMNVVMOtILVHMyIKcmR T11(Phospho
mmLKLFttNELSLVLQR T7(Phospho)
MSPTtTWALPPsPPPLSVRAR T5(Phospho):
MSPtTTWALPPsPPPLSVRAR T4(Phospho):
NGLAVPMSNStK T11(Phospho
RSSsVNPVMLSSmMAASPAANGAVK S4(Phospho)
StAPTGDPPVRVAVASGGGGMGLGK  S1(Phospho)
TPMtVIAPMQmMAMtPSLANK T4(Phospho)
VESAVtQLtQLVSNLLAMHK T6(Phospho)’
VLDFtYGHGTANTALIYHHGK T5(Phospho)
VVKYNIMSGTSmMScPHVSALAVLLK Y4(Phospho)
YEESGRAYMLSGLSSHSWQR S4(Phospho)
YEStEEDVNNMKMVMK S3(Phospho)
yESTEEDVNNmMKMVMK Y1(Phospho):

ASDAKPDsPPAGVDPPPPKEEAK S8(Phospho)

0.47 Y(1): 53.0; S(3): 94.1; T(4): 53.

0.998 S(3): 99.8; T(10): 0.1; T(11): 0.
0.204 T(4): 72.8; Y(7): 21.2; T(9): 7.8
0.12 S(4): 12.0; S(12): 76.0; T(19): -
0.489 S(2): 98.4; S(8): 2.0; T(12): 49.
0.223 S(2): 49.0; T(3): 16.6; S(8): 16.
0.833 T(2): 99.7; Y(13): 83.6; S(14): :
0.262 S(4): 73.3; S(11): 26.2; S(25): (
0.44 S(3): 88.7; T(13): 55.2; S(15): ¢
0.927 S(13): 92.7; T(16): 6.6; S(21): (
1 S(5): 100.0
0.985 S(4): 98.5; S(6): 1.5
0.588 T(6): 4.9; S(17): 85.2; T(19): 7C
0.603 T(2): 18.8; S(5): 18.8; T(6): 60.
0.447 S(2): 10.6; T(4): 44.7; S(6): 44.
0.189 T(5): 0.0; S(7): 0.0; T(9): 0.1; T
0.951 T(8): 4.9; S(9): 95.1
0.827 T(9): 17.3; T(11): 82.7
0.958 T(3): 95.8; S(10): 3.9; S(15): 0.
0.204 S(3): 26.6; S(7): 20.4; T(9): 15.
0.738 S(3): 26.2; T(11): 83.6; Y(17): ¢
1 T(7): 100.0; T(9): 100.0; S(13):
0.129 S(2): 13.7; T(4): 70.1; T(5): 14.
0.726 S(2): 12.3; T(4): 73.4; T(5): 2.7
0.488 S(8): 2.4; S(10): 48.8; T(11): 4¢
0.514 S(2): 18.8; S(3): 18.8; S(4): 51.
0.99 S(1): 99.5; T(2): 99.5; T(5): 1.0
0.879 T(1): 6.6; T(4): 94.0; T(6): 99.4
0.976 S(3): 2.4; T(6): 98.2; T(9): 99.4
0.8 T(5): 80.0; Y(6): 19.4; T(10): O.
0.64 Y(4): 90.0; S(8): 13.2; T(10): 5.
0.618 Y(1): 17.1; S(4): 61.8; Y(8): 6.1
0.793 Y(1): 20.7; S(3): 89.6; T(4): 89.
0.47 Y(1): 53.0; S(3): 94.1; T(4): 53.

1 S(2): 0.0; S(8): 100.0

88

78
25
12
36
34
41
22
41
54
33
72
29
28
51
37
39
29
25

11
17
55
84
38
18
54
49
42
31
30
15
78

116

0.804
0.792

0.563
0.752

0.25
0.793

0.279
0.225

0.556

0.773
0.755
0.784
0.802
0.805

0.48
0.117

0.806
0.522
0.744

0.776
0.742
0.786

17

20
10
14
13
11
10
18
14
10
12
10
14
10
13
14
12
18
11
11
12
14
14
12
15
10
14
15
12
13
12
10
15
17

52



0s01t0949060-01

0s02t0105900-01

0s02t0115900-01

High
High
High
Middle
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low

Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Hypothetical conserved gene.

Similar to 40S ribosomal protein S4.

Endosperm lumenal binding protein.

GVSKPSQDtEEDDEPEVELESK
GVSKPsQDTEEDDEPEVELESK
KILTDLVHADYFQNmVyyK
GEWVVSGMAQPMLATFLVtcR
GVSKPSQDtEEDDEPEVELESKK
AIPtILGSLKLIPSPPSATPVR
AIPtILGSLKLTPsSPPsSATPVR
ALPLLPPAAPTssPPPSQRSR
ASAAMSILNLSSSPLTKQQLR
ESSQGDPATGSSGVQNGTVNALYK
ESSQGDPATGSSGVQNGtVNALYK
IGNMTRFADtLSDTSPSSPAQR
KLsPPASADMPQALPENDGEQR
LRLIFILLYYSSVsYyK
MAALLMNTGAVsSmMPFPTTRTAAR
MASLASASAstsLVFSTSSSKPR
mMQVtsAAAGMTVKVSTTPIFSK
MVNDGEQALTIAPAAAADSSAEPAR
RPPSVAPNDDASGPSPATARAVsSR
RSGISSICYVLNVIYSLLIGR
tsSSNAAVLPRDSHSSSQRPHR
VGTStENVLLQSTSFGHADAPR

GLISGMVMGmMVVGVALMAGWSsR
HSSEDLSsLtINNLRINHR
RELIEAGGAGQHYGGAQGGALTGK
WDNGAVSILPEYmMHAYYIK

LsLGGGmMAARLK
mDtVAAAIILR

AGGETPVLMSGAGHDAMAMARLK
APPASAPSSSTSSASGSSTSATTLHR
DNSSFKKPAQSSGNILIFIK
GTAAALAIDTPPSWGR
LFstMQGFISVSGIER
MWASNSLNRLtPASSLPILR
MWASNsSLNRLtPASSLPILR
QANRASNFDTSILEMNTHVQK
RASMLNMLGISAGVAVAAYGEAR
SHFLHTASTTtPRK
SQFVTEVATIssVQHRNLVK
SSPSISTtVPFAPHR

T9(Phospho)
S6(Phospho)
Y17(Phosphc
T19(Phospho
T9(Phospho)
T4(Phospho):
T4(Phospho):
S12(Phosphc
T7(Phospho):
Y23(Phosphc
T18(Phospho
T10(Phospho
S3(Phospho):
Y9(Phospho).
S12(Phosphc
S10(Phosphc
T4(Phospho):
S20(Phosphc
S12(Phosphc
Y15(Phosphc
T1(Phospho):
S4(Phospho)

S21(Phosphc
S8(Phospho)
T4(Phospho)
S7(Phospho)

S2(Phospho)
T3(Phospho)

T23(Phospho
S20(Phosphc
T15(Phospho
S13(Phosphc
S3(Phospho)
T11(Phospho
S4(Phospho).
S11(Phosphc
S3(Phospho).
T11(Phospho
S1(Phospho):
T8(Phospho)

0.497 S(3): 0.6; S(6): 49.7; T(9): 49.7
0.903 S(3): 0.1; S(6): 90.3; T(9): 9.6;
1 T(4): 0.0; Y(11): 0.0; Y(17): 10(
0.5 S(6): 0.0; T(15): 50.0; T(19): 5(
0.447 S(3): 10.7; S(6): 44.7; T(9): 44.
0.055 T(4): 100.0; S(8): 99.5; T(12): 1
0.819 T(4): 100.0; S(8): 100.0; T(12):
0.675 T(11): 26.8; S(12): 79.6; S(13):
0.017 S(2): 7.7; S(6): 10.4; T(7): 10.4
0.946 S(2): 0.0; S(3): 0.0; T(9): 0.0; S
0.307 S(2): 0.0; S(3): 0.0; T(9): 0.0; €
0.967 T(5): 3.1; T(10): 97.0; S(12): 9¢
1 S(3): 100.0; S(7): 100.0
0.111 Y(9): 77.9; Y(10): 21.1; S(11):
0.576 T(8): 25.1; S(12): 57.6; T(17): €
0.002 S(3): 3.4; S(6): 6.7; S(8): 5.7; <
0 T(4): 6.8; S(5): 92.9; T(11): 1.0
0.934 T(10): 0.1; S(19): 6.5; S(20): 9:
0.088 S(4): 1.8; S(12): 94.3; S(15): 7.
0.206 S(2): 0.1; S(5): 0.1; S(6): 0.1; Y
0.906 T(1): 93.9; S(2): 93.9; S(3): 8.3
0.333 T(3): 66.6; S(4): 66.6; T(5): 66.

0.136 S(4): 86.4; S(21): 13.6

0.032 S(2): 90.4; S(3): 3.2; S(7): 3.3;
0.687 T(4): 68.7; Y(13): 2.3; T(22): 2¢
0.988 S(7): 98.8; Y(12): 0.3; Y(16): 0.

1 S(2): 100.0
1 T(3): 100.0

0.971 T(5): 0.6; S(10): 2.3; T(23): 97.
0.676 S(5): 0.1; S(8): 0.2; S(9): 0.2; £

0.1 S(3): 2.9; S(4): 38.5; S(11): 38.
0.999 T(2): 0.0; T(10): 0.1; S(13): 99.
0.912 S(3): 99.1; T(4): 96.1; S(10): 8.
0.054 S(4): 71.7; S(6): 71.7; T(11): 7:
0.869 S(4): 94.2; S(6): 94.2; T(11): 9¢
0.447 S(6): 10.5; T(10): 44.7; S(11): ¢
0.033 S(3): 11.8; S(11): 91.5; Y(19): ¢
0.973 S(1): 0.0; T(6): 0.0; S(8): 0.0; T
0.837 S(1): 99.9; T(5): 9.8; T(9): 9.8;
0.673 S(1): 0.1; S(2): 0.1; S(4): 1.3; €

153
167
111
62
53
45
84
37

70
52
73
71
27
15
25

43
25
33
77
43

59
19
27

22
41

23
44
26
54
50

25
46

63
56
32

0.005
0.047
0.048
0.546
0.098
0.804

0.761
0.789
0.714

0.76
0.219
0.803

0.451
0.417

0.412

0.532

0.732
0.089

0.558

0.569
0.3

0.602

0.329

41
39
21
12
14
14
20
10
11
11
23
10
11
11
12
12
18
12
19
11
14
11

11
14
11
11

16
12

17
14
10
15
10
11
12
11
16
12
10
12



0s02t0130000-01

0s02t0161200-01

0s02t0162500-01

0s02t0175600-01

0s02t0235600-01

Low
Low

Low

High
High
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low

Low

Similar to SWIb domain-containing
protein (Fragment).

Zinc finger, CCCH-type domain
containing protein.

Similar to 40S ribosomal protein S14.

Similar to 60S ribosomal protein L27a
(Fragment).

Similar to 60S ribosomal protein L11-2
(L16). Splice isoform 2.

SSPSIStTVPFAPHR T7(Phospho)

VVWTISSLIAASIR S7(Phospho)
LALtAAPPTQPRR T4(Phospho)
GANEEGSSVNEDLNERSPNTAATK  S17(Phosphc
GANEEGSSVNEDLNERSPNtAATK  T20(Phospho

AADPSSPGMAGAAVAAYGLRGsGMLG S22(Phosphc

AAINNFNsKNILGEGGYGIVyK T3(Phospho):
EQILsSTNEKMTTSVPQGASSsK S5(Phospho).
LAGMAPsPSLNRStFFSQPcSR S7(Phospho)
LLtALVSEYLEWAQLSHtmK T3(Phospho):
MPSILPLARQLASFLAPSPSVAR S13(Phosphc
NASISHEKVGSTQYTSAGSSSGAGK  S5(Phospho)
tTRIAYDQFTVTSGYETINRP T1(Phospho)
DGKIYVVDIAtR T11(Phospho
DGLLLLcsTFNDRmsIPR S8(Phospho):
GEtTGsyyVANPAtFRR T3(Phospho):
GLHIyDLPGVTcLPESmMQR Y5(Phospho)
LSmGNItGALADAEEATKIAPK T7(Phospho)
LtPDPTTVFYTSAIHAHSSR T2(Phospho)
MAAStALSMKLLVDTNAQR T5(Phospho)
MAAStTALSMKLLVDTNAQR S4(Phospho)
MADGANEDGGGsAAGERPMVAIK S12(Phosphc
MEHtPLtPEITLEQALANK T4(Phospho)
MGDHTDIHGPAAGASTVHGSASK S15(Phosphc
RNFEALLIDTVEHSDGIQR T8(Phospho)
sPVLSSPVVAADAAEGYERER S1(Phospho)
TTGPGRPPSVSGGRTASVcsDR S20(Phosphc
ALCATVSASLR S7(Phospho)
tTAYVPQLQK T1(Phospho)

AtALDMAASGAHPAR T2(Phospho)

0.438 S(1): 0.2; S(2): 0.2; S(4): 0.5; €
0.695 T(4): 0.3; S(6): 14.8; S(7): 70.4

0.967 T(4): 96.7; T(9): 3.3

0.965 S(7): 0.0; S(8): 0.1; S(17): 96.5
0.14 S(7): 0.0; S(8): 0.1; S(17): 85.4
0.997 S(5): 0.0; S(6): 0.0; Y(17): 0.3;
0.96 T(3): 99.7; S(8): 99.7; Y(17): 4.
0.044 S(5): 13.1; S(6): 13.1; T(7): 57.
0.383 S(7): 78.0; S(9): 21.1; S(13): 4¢
0.005 T(3): 60.9; S(7): 21.4; Y(9): 21.
0.83 S(3): 3.0; S(13): 97.0; S(18): 8¢
0.07 S(3): 47.1; S(5): 47.1; S(11): 1!
0.016 T(1): 12.0; T(2): 12.0; Y(6): 11.

0.998 Y(5): 0.2; T(11): 99.8
0.927 S(8): 96.3; T(9): 7.3; S(15): 96.
0.124 T(3): 87.6; T(4): 87.6; S(6): 40.
0.996 Y(5): 99.6; T(11): 0.2; S(16): 0.
0.657 S(2): 6.9; T(7): 65.7; T(17): 27.
0.886 T(2): 88.6; T(6): 0.2; T(7): 0.1;
0.74 S(4): 25.0; T(5): 86.9; T(6): 86.
0.078 S(4): 52.7; T(5): 52.7; T(6): 75.
1 S(12): 100.0
0.333 T(4): 66.7; T(7): 66.7; T(11): 6€
0.592 T(5): 0.7; S(15): 59.2; T(16): 11
0.163 T(8): 16.3; T(10): 80.0; S(14): ¢
0.66 S(1): 66.0; S(5): 16.9; S(6): 16.
0.929 T(1): 0.0; T(2): 0.0; S(9): 0.0; S

0.5 T(5): 0.0; S(7): 50.0; S(9): 50.0
0.333 T(1): 33.3; T(2): 33.3; Y(4): 33.

0.201 T(2): 20.1; S(9): 79.9

26
47

26

90
85
64
33
52
43

70
16

33
49
32
34
15
33
73
35
51
14
34
39
42
43

48
87

24

0.272
0.649

0.743

0.001

0.596

0.603
0.773
0.226
0.701

0.76

0.612
0.067
0.439

0.726
0.622
0.479

0.65
0.617

0.775

0.691

10
15

14

31
36
12
13
14
11
13
17
11
12

10
10
10
11
13
11
12
19
10
13
12
10
11
10

11
18

11



0s02t0242600-01

0s02t0248800-01

0s02t0249000-01

Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low

Low
Low
Low
Low

Similar to Glutelin.

Similar to Glutelin type-B 2 precursor.

Glutelin, Seed strage protein

IALRsSVR
IQtSLALR
KyNPATSScDTLV
LASVRSLR
LVEHPsKtPTLR
tIQLTLGR
tLSKPLSR

AASFNIIPSSTGAAK
ALLSsSFVLPLR
AQDSSSIVsPIR
ASLSGGSVGAGAGGGR
ATAQUISTVPDR
DGSSLGGIRELR
ERGETALSQIR
FSAHKCVLAAR
GETGQRSLQIFAK
GGGGGSRATTGWELLLR
GVDLMPQsKIR
IHDRySSILR
IQEDLTSGQLR
ISVAMAEKSAPR
KmmLLVAAPFtK
KsIAHIVK
LATFsGVDIPSFK
LSQSPGsSVKNR
QGDAIEIGSIIR
QGDAIETGsIIR
SDAPLKGPLsVR
SIELAFLDHSK
SSGTTALIALVFGR
SSILRsIQLR
SSSNVLLLALR
THPAHLGtAYLK
TSSSPPLSAVASR
TSVDsGLSPAGLR
TSVNVSVNGRAR
VTSLKyLSLR

ASAKLTLLHSmMLK

S5(Phospho)
T3(Phospho)
Y2(Phospho)
S3(Phospho)
S6(Phospho)
T1(Phospho)
T1(Phospho)

S3(Phospho)
S5(Phospho):
S9(Phospho)
S2(Phospho)
T5(Phospho)
S4(Phospho)
S8(Phospho)
S2(Phospho)
S7(Phospho)
S6(Phospho)
S8(Phospho)
Y5(Phospho)
S7(Phospho)
S9(Phospho)
T11(Phospho
S2(Phospho)
S5(Phospho)
S7(Phospho)
T7(Phospho)
S9(Phospho)
S10(Phosphc
S1(Phospho)
T8(Phospho)
S6(Phospho)
S1(Phospho)
T8(Phospho)'
S12(Phosphc
S5(Phospho)
S2(Phospho)
Y6(Phospho):

S2(Phospho)

AAMAADGVSRFDLVPANVTAFEASAAE S40(Phosphc
ARWVTGTLLMLLSNVTWSLWIVLMSPL S13(Phosphc

DTAFPMtERDR
DyAGFSPILIK

T7(Phospho)
Y2(Phospho)

0.907 S(5): 90.7; S(6): 9.3
0.974 T(3): 97.4; S(4): 2.6
1 Y(2): 100.0; T(6): 0.0; S(7): 0.0
1 S(3): 100.0; S(6): 0.0
0.995 S(6): 99.8; T(8): 99.8; T(10): .
0.998 T(1): 99.8; T(5): 0.2
0.449 T(1): 44.9; S(3): 10.3; S(7): 44.

0.997 S(3): 99.7; S(9): 0.2; S(10): 0.1
0.333 S(4): 66.7; S(5): 66.7; S(6): 66.
0.925 S(4): 0.3; S(5): 3.6; S(6): 3.6; <
0.779 S(2): 77.9; S(4): 17.6; S(7): 4.5
0.45 T(2): 45.0; T(5): 45.0; S(7): 1.8
0.987 S(3): 1.3; S(4): 98.7
0.5 T(5): 50.0; S(8): 50.0
1 S(2): 100.0
0.809 T(3): 19.1; S(7): 80.9
0.978 S(6): 97.8; T(9): 1.5; T(10): 0.7
1 S(8): 100.0
0.983 Y(5): 98.3; S(6): 1.5; S(7): 0.2
0.84 T(6): 16.0; S(7): 84.0
0.5 S(2): 50.0; S(9): 50.0
1 T(11): 100.0
1 S(2): 100.0
0.937 T(3): 6.0; S(5): 93.7; S(11): 0.2
0.035 S(2): 0.1; S(4): 0.8; S(7): 3.5; €
0.985 T(7): 98.5; S(9): 1.5
0.122 T(7): 87.8; S(9): 12.2
0.992 S(1): 0.8; S(10): 99.2
1 S(1): 100.0; S(10): 0.0
0.9 S(1): 0.4; S(2): 0.4; T(4): 4.6; T
0.987 S(1): 0.6; S(2): 0.6; S(6): 98.7
0.098 S(1): 9.8; S(2): 9.8; S(3): 80.3
0.992 T(1): 0.8; T(8): 99.6; Y(10): 99.
0.206 T(1): 4.1; S(2): 4.1; S(3): 4.1; <
0.987 T(1): 0.6; S(2): 0.6; S(5): 98.7;
0.446 T(1): 44.6; S(2): 44.6; S(6): 10.
0.01 T(2): 49.5; S(3): 49.5; Y(6): 1.3

0.999 S(2): 99.9; T(6): 0.1; S(10): 0.0

0.07 S(9): 22.4; T(19): 22.4; S(24):
0.033 T(5): 24.1; T(7): 70.2; S(13): 3.
1 T(2): 0.0; T(7): 100.0
1 Y(2): 100.0; S(6): 0.0

56
36
66
62
67
50
20

38
49
39
36
35
77
24

29
29
34
67
37
14
37
45
36
32
73
60
44
53
40
46
52
24
12
60
28
40

66

23
53
78

0.741

0.732

0.006
0.661
0.776
0.629

0.77
0.539

0.56

0.604
0.555
0.436
0.446
0.776
0.673
0.788

0.45
0.531

0.806
0.285
0.789
0.744
0.551

0.726

0.802

0.668

0.537

11
11
11
12
16
10
11

19
13
13
12
12
10
12
11
11
10
11
11
12
12
13
11
17
10
12
13
11
10
14
11
10
11
13
16
11
17

12

11
10
11
11



0s02t0249600-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Middle Similar to Glutelin.
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

GAAAASSPVEALFAGIHHPPQPsSScS: T14(Phospho

IELTPGGVFLSVtK T13(Phospho
KslAHIVK S2(Phospho)
KVsYGDILK S3(Phospho)
LSGELPASLGELR S8(Phospho)

0.011 S(6): 13.5; S(7): 13.5; T(14): 1:
0.997 T(4): 0.1; S(11): 0.2; T(13): 99.
1 S(2): 100.0
0.5 S(3): 50.0; Y(4): 50.0
0.958 S(2): 4.2; S(8): 95.8

LSGMTVAGNPLSVSSSAYSSLPTIIDsG! S27(Phospho)T29(Phosphc Too many isoforms

LtVVGADACYtKPYKTDVVVVSPGQtVDA T2(Phospho)

LVQILGNDLR T4(Phospho)
MFsPDVLSK S3(Phospho)
mMGsIGVLTGNAGTIR S3(Phospho)
mLsPEtEKALK S3(Phospho)

NAsSPFPALHNQISNTSSLSEVAHAVAVK S3(Phospho)
RADAVAAATAVGEPGVPDAAAASVVGI Y29(Phosphe
RDAFYLCAAFLAFHGLSLALLFAAsVsAs S25(Phosphc
RMGIGsHISER S6(Phospho):.
SKYPLIDQGSSLR S1(Phospho)
SPAEWGAAAAEmMEAEPAPSELNTTNSS S1(Phospho)

tLIQPPSSMER T1(Phospho):
VKEtFVTVPATLR T4(Phospho)
YyLSILNHLR Y1(Phospho)

SVDCVHGFLIYYAWtVSCGQGTAVVIATC S1(Phospho)
AAAAAAGGASPDGADGAKRPAPAAAS: S10(Phosphc
AcVPSIKLssVDAIIIYCSDWNPINDLR ~ S9(Phospho):

0.018 T(2): 60.7; Y(10): 60.7; T(11): €
1 T(4): 100.0
1 S(3): 100.0; S(8): 0.0
0.821 S(3): 82.1; T(8): 8.9; T(13): 8.9
1 S(3): 100.0; T(6): 100.0
0.006 S(3): 27.3; S(13): 27.3; T(15):
0.362 T(9): 12.5; S(23): 26.1; Y(29): ¢
0.06 Y(5): 43.7; S(17): 53.7; S(25): !
1 S(6): 100.0; S(9): 100.0
0.974 S(1): 97.4; Y(3): 2.6; S(10): 0.0
0.377 S(1): 37.7; S(19): 6.1; T(23): 1(
0.863 T(1): 100.0; S(7): 13.7; S(8): 8¢
0.985 T(4): 98.5; T(7): 0.8; T(11): 0.8
0.857 Y(1): 85.7; S(3): 14.3

0.107 S(1): 72.2; Y(11): 72.2; Y(12): «
0.362 S(10): 87.3; S(26): 45.8; S(27):
0.062 S(5): 21.5; S(9): 62.2; S(10): 2t

AGNALIAMPQsGNLtItVSTATPVTALVDS\ T5(Phospho)S11(Phospho) Too many isoforms

AGRLAEAEGMMQMMPIQPSVTMWGsP S25(Phosphc

AGyLTSSLKK Y3(Phospho)
AKNLLLYSIAR T5(Phospho)
APSEVPEYFSGNMSGNLRTItyFDYATLI T21(Phospho
ASAKLTLLHSmMLK S2(Phospho)
AyEEEQERIK Y2(Phospho)

cEmTGVVVDVGDGAtHIVPVADGYVIGs: T15(Phospho
cLDtmtsKGLLPNTFTYNTVMTAYANVGI T4(Phospho)
cTDTVWPGVLSNAGSARLAHGFELPPG S15(Phosphc
DAWAAGGGGsVVDIMDPRLEEYSGEE. S10(Phosphc
DGSMSQEIDIPGPVHSISMDVVGSLVTE S24(Phosphc
DTTSWNSmMVSGSLFNGLAEISAYYFKE S21(Phosphc
DVAAGNyEYIDVVVTAVTAAGAGAAKSA Y7(Phospho)
EDGIGVSEGEEDISERALHSPSItmVFIVE S7(Phospho).
EDyFYFsAtLELEPVGNLESVSPSPSPRI Y3(Phospho).
EEGQtMAPNQVAGEILSFFtRNNFTISDF T5(Phospho)!
EEV{SSEmMLVETMMRTGDNDDANPTTT T4(Phospho)
EGPRMHDTNGLMSISEtLSEYmLYLLVR S15(Phosphc
EMsDAKISPNAVTFVGLLSAYSNAGLME S3(Phospho).
EPSsPIPQAKALLPtSMAAGDMLGFFKP S4(Phospho)
ETFNHLASWLEDARQHANANMtYmMLIGI S8(Phospho)
ETVGLEGSANGQWWIDNIGKALDEGtsF S8(Phospho)

0.719 S(19): 26.1; T(21): 2.0; S(25):
0.676 Y(3): 67.6; T(5): 10.8; S(6): 10.
0.829 T(5): 82.9; Y(7): 8.5; S(8): 8.5

0.004 S(3): 19.1; Y(8): 38.5; S(10): 3¢
0.999 S(2): 99.9; T(6): 0.1; S(10): 0.0

1 Y(2): 100.0

0.133 T(4): 86.7; T(15): 83.5; Y(24): i
0.891 T(4): 95.6; T(6): 95.6; S(7): 96.
0.162 T(2): 38.0; T(4): 40.7; S(11): 4¢
0.421 S(10): 58.7; T(14): 58.7; Y(22):
0.448 S(3): 2.6; S(5): 2.6; S(16): 1.6;
0.136 T(2): 9.0; T(3): 10.0; S(4): 10.0
0.617 Y(7): 93.2; Y(9): 93.2; T(15): 1¢
0.307 S(7): 99.2; S(14): 72.9; S(20): <
0.258 Y(3): 66.9; Y(5): 66.9; S(7): 66.
0.618 T(5): 99.7; S(17): 77.2; T(20): 7
0.288 T(4): 28.8; S(5): 28.8; S(6): 28.
0.565 T(8): 0.4; S(13): 14.8; S(15): 8¢
0.027 S(3): 32.5; S(8): 72.0; T(13): 3¢
0.523 S(3): 28.1; S(4): 73.5; T(15): 7:
0.774 T(2): 22.6; S(8): 77.9; T(22): 9¢
0.437 T(2): 56.3; S(8): 75.2; T(26): 8¢

47
45
40
40

16
80
22
21

13

68
60

51
53
30

39
27
23

28
39
18

66
40

46

18

22
29
25
31
20
45

31
29

0.164
0.513
0.776

0.54
0.49
0.796

0.373
0.246
0.805
0.115
0.742
0.804

0.696

0.629

0.042

0.805
0.729
0.72

0.43
0.49
0.802

0.581
0.67

0.797

0.231
0.063
0.233

0.75
0.433
0.515
0.156
0.804
0.776
0.519
0.771

11
10
11
13
11
22
11
11
11
17
12
13
10
11
14
11
14
12
12
13

12
11
13
11
11
12
10
13
12
14
15
21
15
10
11
11
11
10
14
10
11
12
17
12
14
12



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

GEMGIQYVVLDMGAVGsIDTSGtsmLDE S17(Phosphc
GGAPSMQASTHMFRFITPLGGSHHNSS S5(Phospho)
GLGSNDIFDSQWIAPVQFEGLDDSEEE( S4(Phospho).
GRAGDALLIK T7(Phospho)
GRIEQAVLK T3(Phospho)
HAGDEAGMTYEEYmNSmMASLFSRMVE S22(Phosphc
HAPNGTKsFcNACGLMWANSKPIDLVQt S8(Phospho).
HIESLNsIDNFHDVGPSVVMASPGGLQS S4(Phospho).

IQATAIlYFKR Y8(Phospho)
ISSsVYstRPVAVYEVDRVLLPMQIFR S2(Phospho):
KLVMEILsSHINK S8(Phospho)
KslIAHIVK S2(Phospho)
LEtVDLRR T3(Phospho)
LGSGPASTALK S3(Phospho)
LLVtVQPK T4(Phospho)

MAAEDNItGSGSGNGSSSNDDHAPPPP T8(Phospho):
MALIAtGAtATATAAPVASPAASsmMASEL T6(Phospho)
MASSGGAAISAGPTPPsSAAAASSSVDW S17(Phosphc
MAtMNSTNPTLHLcSPAAGANVSGGGC T3(Phospho)
MEMGSLLPHAASLFAVSmMASLmMIAADV. S5(Phospho)
MEPKEAPPPPPPQsPSSTEEEGMLSVt S14(Phosphc
mHsLVHDLAISVSQNEHAIVGCENFTATE S3(Phospho):
MLYAGcGIQmMFQQITGIDATVYyYSPTIFR Y23(Phosphc
MRNNyGIAVPQGNGmMPNLAQNmMPtFDF Y5(Phospho)
MSVIPSGSIRMMEEDGGAGAPSSEDLtV T26(Phospho
mMtAsSLAAAASDGASSSSGSASAIVAGT T2(Phospho):
mtPFsPHLVAAAAALLGVLAtAVAGGGtC T2(Phospho):
mTQIMFETFNAPAMYVAIQAVLSLYASG! Y15(Phosphc
MttTmPAAARTSAPGGFLEGESGISPS\ T2(Phospho)’
mMVAGAEVMHQVVPLLEASFHRR S18(Phosphc
mVRYWVFMGAsWMGFAsSMVMTLSLL Y4(Phospho).
NALQtAVAYNAEADAWVPLPDMALERDE T5(Phospho)’
NGKPAAIQyYGtGSIAGFFsEDsVtVGDLV' Y9(Phospho)
NsLVVQVTQTTNLQSQLDAASRELFESE S2(Phospho).
NSPMmLLFPEGTHNGDYLLPFKTGAFL, T13(Phospho
NTAtPNVmMGFVK T4(Phospho)
QAHRTISEAFPNQMPSMSEDSPSsGQI S24(Phosphc
READDLHSVVsyFEQEyYNIIGLVGHSK S11(Phosphc

RmVyLMIK Y4(Phospho)
RPsSQLPKAASLR S3(Phospho)
RSLETcGVLAGLLK T12(Phospho

SAKDNttQLEMVPGSSTTFDATYYGLVA T6(Phospho)
SEYLGSTQTDISVSGQAEKGAFDVLYm™ S1(Phospho)
SFVIPLANYSVDTTAsPVsSFFEVSNAGQI Y9(Phospho).
SGLLVFVPSPmMLSR S1(Phospho)
SNNQLEGVAMHASISSGKVASFPDMDF S13(Phosphc
SQLEAAGEFLSPRDFDGHGTHVASTAA S1(Phospho):

0.046 Y(7): 54.7; S(17): 50.5; T(20): ¢
0.046 S(5): 28.6; S(9): 28.6; T(10): 2¢
0.952 S(4): 99.6; S(10): 95.5; S(24): -
1 T(7): 100.0
1 T(3): 100.0
0.166 T(9): 16.6; Y(10): 30.2; Y(13): :
0.413 T(6): 58.7; S(8): 58.7; S(20): 8¢
0.971 S(4): 98.4; S(7): 98.4; S(17): 2.
0.946 T(4): 5.4; Y(8): 94.6
0.179 S(2): 54.9; S(3): 54.9; S(4): 83.
1 S(8): 100.0
1 S(2): 100.0
1 T(3): 100.0
0.333 S(3): 33.3; S(7): 33.3; T(8): 33.
1 T(4): 100.0
0.496 T(8): 66.6; S(10): 66.6; S(12): -
0.202 T(6): 94.1; T(9): 63.7; T(11): 3C
0.294 S(3): 1.6; S(4): 1.6; S(10): 29.4
0.136 T(3): 25.5; S(6): 25.5; T(7): 25.
0.051 S(5): 5.1; S(12): 90.9; S(17): 2.
0.066 S(14): 34.1; S(16): 34.1; S(17):
0.105 S(3): 38.2; S(11): 38.2; S(13): «
0.109 Y(3): 19.0; T(15): 19.0; T(20): 1
1 Y(5): 100.0; T(24): 100.0
0.173 S(2): 5.4; S(6): 4.8; S(8): 4.8; <
0.018 T(2): 28.6; S(4): 28.6; S(5): 28.
0.44 T(2): 99.4; S(5): 99.4; T(21): 92
0.034 T(2): 61.3; T(8): 61.3; Y(15): 4¢
0.244 T(2): 74.2; T(3): 74.2; T(4): 74..
1 S(18): 100.0
0.036 Y(4): 38.9; S(11): 48.5; S(17): !
1 T(5): 100.0; Y(9): 100.0; T(24):
0.125 Y(9): 87.5; T(11): 62.1; S(13): ¢
0.009 S(2): 80.0; T(8): 41.9; T(10): 3¢
0.233 S(2): 0.4; T(12): 26.2; T(13): 5¢€
0.98 T(2): 2.0; T(4): 98.0
0.72 T(5): 0.0; S(7): 0.0; S(16): 0.0;
0.899 S(8): 1.9; S(11): 99.6; Y(12): 9¢
1 Y(4): 100.0
1 S(3): 100.0; S(10): 0.0
0.955 S(2): 0.0; T(5): 4.5; T(12): 95.5
0 S(1): 1.5; T(6): 2.7; T(7): 5.5; S
0.019 S(1): 24.7; Y(3): 20.0; S(6): 24.
0.072 S(1): 80.0; Y(9): 10.5; S(10): 1(
0.744 S(1): 74.4; S(9): 15.8; S(13): 9.
0.169 S(1): 6.5; S(13): 22.7; S(15): 2:
0.604 S(1): 99.5; S(11): 98.0; T(20): ¢
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0.38

0.606

0.782
0.758
0.115

0.778
0.776

0.271
0.462
0.229

0.102
0.626

0.302
0.741
0.247
0.79
0.37

0.347
0.415
0.771
0.552

0.476
0.737
0.272
0.094
0.792

0.804
0.805
0.508

0.792
0.169

10
14
11
11
10
11
11
12
12
10
10
11
11
12
10
10
19
13
10
24
20
14
20
13
16
13
11
11
11
16
13
12
13
10
10
18
15
11
12
15
11
12
13
10
13
14
12
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Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Middle Glutelin precursor.
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

sSPMPsPLQLsGcSLQELLLMSPPPGSA S1(Phospho):
SSSNsSNIFWQSFDyPTDTLFAGAKIGW S5(Phospho)
SSVQVATKEAmMLPK S1(Phospho)
StPMPPHQNQstVAPLHGHFQSSTGSV( T2(Phospho):
sWQDIIDsLASDLEVPDYNmMGAAESQQI! S1(Phospho):
tDGGPQsKASAAPVIEDVEPSEmMSLEEIt T1(Phospho):
tPFFTPLPIIMDSGGGGGDHASHSAAAV, T1(Phospho):
tsNSLAVVAVLVAtVAFSAtFNVPGGYGD T1(Phospho):
TTGFSFAVSSNMLFTFLIAQAFLsMMcs! S24(Phosphc
VAssAVATVLLNPAQSRLtsmsPPIAALIR S3(Phospho).
VGLVAVSAAGEVAmMAyYNtTGmMFRACALE S7(Phospho)
VLDEtIRR T5(Phospho)
VPLYGAGGGLMLsssGGAVPLILDFDLts Y4(Phospho):
WHVYsASSSASSSDADGAARLTAEVcn S5(Phospho)
yLHKEALK Y1(Phospho)
YLSLTSKQK S3(Phospho)
YSAWSSALSVGAAGKEtAGDAACDR  T17(Phospho
YScmLPVSTPASVAVWDDDGGGGGDA S8(Phospho)

SVDCVHGFLIYYAWtVSCGQGTAVVIATC S1(Phospho)
AAAAAAGGASPDGADGAKRPAPAAAS: S10(Phosphc
AcVPSIKLssVDAIIIYcSDWNPINDLR ~ S9(Phospho):

0.712 S(1): 96.9; S(2): 96.9; S(6): 97.
0.082 S(1): 25.8; S(2): 25.8; S(3): 25.
0.872 S(1): 87.2; S(2): 11.2; T(7): 1.6
0.005 S(1): 98.6; T(2): 98.6; S(11): 7¢
0.923 S(1): 96.0; S(8): 96.0; S(11): 6.
0.534 T(1): 84.6; S(7): 69.8; S(10): 6¢
0.156 T(1): 57.2; T(5): 57.2; S(13): 4¢
0.018 T(1): 41.5; S(2): 60.3; S(4): 43.
0.912 T(1): 2.0; T(2): 2.0; S(5): 2.2; S
0.095 S(3): 93.1; S(4): 93.1; T(8): 18.
0.297 S(7): 90.0; Y(16): 70.3; T(18): 1
1 T(5): 100.0
1 Y(4): 100.0; S(13): 100.0; S(14
0.455 Y(4): 45.5; S(5): 45.5; S(7): 4.4
1 Y(1): 100.0
0.456 Y(1): 1.4; S(3): 45.6; T(5): 45.6
0.409 Y(1): 0.6; S(2): 1.4; S(5): 4.0; <
0.15 Y(1): 15.0; S(2): 15.0; S(8): 15.

0.107 S(1): 72.2; Y(11): 72.2; Y(12): «
0.362 S(10): 87.3; S(26): 45.8; S(27):
0.062 S(5): 21.5; S(9): 62.2; S(10): 2t

AGNALIAMPQsGNLtItVSTATPVTALVDS\ T5(Phospho)S11(Phospho) Too many isoforms

AGRLAEAEGMMQMMPIQPSVTMWGsP S25(Phosphc

AGyLTSSLKK Y3(Phospho)
AKNLLLYSIAR T5(Phospho)
APSEVPEYFSGNMSGNLRTItyFDYATLI T21(Phospho
ASAKLTLLHSmMLK S2(Phospho)
AyEEEQERIK Y2(Phospho)

cEmTGVVVDVGDGAtHIVPVADGYVIGs: T15(Phospho
cLDtmtsKGLLPNTFTYNTVmTAYANVGI T4(Phospho)
cTDTVWPGVLSNAGSARLAHGFELPPG S15(Phosphc
DAWAAGGGGsVVDIMDPRLEEYSGEE. S10(Phosphc
DGSMSQEIDIPGPVHSISMDVVGSLVTE S24(Phosphc
DTTSWNSmMVSGSLFNGLAEISAYYFKE S21(Phosphc
DVAAGNyEYIDVVVTAVTAAGAGAAKSA Y7(Phospho)
EDGIGVSEGEEDISERALHSPSItmVFIVE S7(Phospho).
EDyFYFsAtLELEPVGNLESVSPSPSPRI Y3(Phospho).
EEGQtMAPNQVAGEILSFFtRNNFTISDF T5(Phospho)!
EEV{SSEmMLVETMMRTGDNDDANPTTT T4(Phospho)
EGPRMHDTNGLMSISEtLSEYmLYLLVR S15(Phosphc
EMsDAKISPNAVTFVGLLSAYSNAGLME S3(Phospho).
EPSsPIPQAKALLPtSMAAGDMLGFFKP S4(Phospho)
ETFNHLASWLEDARQHANANMtYmMLIGI S8(Phospho)
ETVGLEGSANGQWWIDNIGKALDEGtsF S8(Phospho)
GEMGIQYVVLDMGAVGSIDTSGtsmLDE S17(Phosphc
GGAPSMQASTHMFRFITPLGGSHHNSS S5(Phospho)

0.719 S(19): 26.1; T(21): 2.0; S(25):
0.676 Y(3): 67.6; T(5): 10.8; S(6): 10.
0.829 T(5): 82.9; Y(7): 8.5; S(8): 8.5

0.004 S(3): 19.1; Y(8): 38.5; S(10): 3¢
0.999 S(2): 99.9; T(6): 0.1; S(10): 0.0

1 Y(2): 100.0

0.133 T(4): 86.7; T(15): 83.5; Y(24): i
0.891 T(4): 95.6; T(6): 95.6; S(7): 96.
0.162 T(2): 38.0; T(4): 40.7; S(11): 4¢
0.421 S(10): 58.7; T(14): 58.7; Y(22):
0.448 S(3): 2.6; S(5): 2.6; S(16): 1.6;
0.136 T(2): 9.0; T(3): 10.0; S(4): 10.0
0.617 Y(7): 93.2; Y(9): 93.2; T(15): 1¢
0.307 S(7): 99.2; S(14): 72.9; S(20): <
0.258 Y(3): 66.9; Y(5): 66.9; S(7): 66.
0.618 T(5): 99.7; S(17): 77.2; T(20): 7
0.288 T(4): 28.8; S(5): 28.8; S(6): 28.
0.565 T(8): 0.4; S(13): 14.8; S(15): 8¢
0.027 S(3): 32.5; S(8): 72.0; T(13): 3¢
0.523 S(3): 28.1; S(4): 73.5; T(15): 7:
0.774 T(2): 22.6; S(8): 77.9; T(22): 9¢
0.437 T(2): 56.3; S(8): 75.2; T(26): 8¢
0.046 Y(7): 54.7; S(17): 50.5; T(20): «
0.046 S(5): 28.6; S(9): 28.6; T(10): 2¢

35
22
74
23
38
28

25
19
20
30

48
34
45
34
21

39
27
23

28
39
18

66
40

46

18

22
29
25
31
20
45

31
29

16

0.62
0.792

0.375
0.805
0.805

0.77
0.211

0.417

0.429
0.752
0.792

0.531
0.792

0.042

0.805
0.729
0.72

0.43
0.49
0.802

0.581
0.67

0.797

0.231
0.063
0.233

0.75
0.433
0.515
0.156
0.804
0.776
0.519
0.771

0.38

11
16
11
21
12
16
11
10
12
10
13
11
12
11
10
11
18
13

12
11
13
11
11
12
10
13
12
14
15
21
15
10
11
11
11
10
14
10
11
12
17
12
14
12
10
14



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

GLGSNDIFDSQWIAPVQFEGLDDSEEE( S4(Phospho).
GRAGDALLIK T7(Phospho)
GRIEQAVLK T3(Phospho)
HAGDEAGMTYEEYmNSmMASLFSRMVE S22(Phosphc
HAPNGTKsFcNACGLMWANSKPIDLVQt S8(Phospho).
HIESLNsIDNFHDVGPSVVMASPGGLQS S4(Phospho).

IQATAIlYFKR Y8(Phospho)
ISSSVYsStRPVAVYEVDRVLLPMQIFR S2(Phospho):
KLVMEILsSHINK S8(Phospho)
KslIAHIVK S2(Phospho)
LEtVDLRR T3(Phospho)
LGSGPASTALK S3(Phospho)
LLVtVQPK T4(Phospho)

MAAEDNItGSGSGNGSSSNDDHAPPPP T8(Phospho):
MALIAtGAtATATAAPVASPAASsmMASEL T6(Phospho)
MASSGGAAISAGPTPPsSAAAASSSVDW S17(Phosphc
MAtMNSTNPTLHLCSPAAGANVSGGGC T3(Phospho)
mDsTACTtVVFLLLLPR S3(Phospho)
MEMGSLLPHAASLFAVSmMASLmMIAADYV. S5(Phospho)
MEPKEAPPPPPPQsPSSTEEEGMLSVt S14(Phosphc
mHsLVHDLAISVSQNEHAIVGCENFTATE S3(Phospho).
MLYAGcGIQMFQQITGIDATVYYSPTIFR Y23(Phosphc
MRNNyGIAVPQGNGmMPNLAQNMPFDF Y5(Phospho)
MRVGALAWNSSLLssSGSR S11(Phosphc
MSVIPSGSIRMMEEDGGAGAPSSEDLtV T26(Phospho
mMtAsSLAAAASDGASSSSGSASAIVAGT T2(Phospho):
mtPFsPHLVAAAAALLGVLAtAVAGGGtC T2(Phospho):
mTQIMFETFNAPAMYVAIQAVLSLYASG! Y15(Phosphc
MttTmPAAARTSAPGGFLEGESGISPS\ T2(Phospho)’
MVAGAEVMHQVVPLLEASFHRR S18(Phosphc
MVRYWVFMGASWMGFASSMVMTLSLL Y4(Phospho):
NALQtAVAYNAEADAWYVPLPDMAtERDE T5(Phospho)
NGKPAAIQYGtGSIAGFFSEDsVtVGDLV' Y9(Phospho)
NSLVVQVTQTTNLQSQLDAASRELFESE S2(Phospho):
NSPMmLLFPEGTHNGDYLLPFKTGAFL, T13(Phospho
NTAtPNVMGFVK T4(Phospho)
QAHRTISEAFPNQMPSMSEDSPSsGQI S24(Phosphc
READDLHSVVsyFEQEyYNIIGLVGHSK S11(Phosphc

RmVyLMIK Y4(Phospho)
RPsSQLPKAASLR S3(Phospho)
RSLETcGVLAGLLK T12(Phospho

SAKDNttQLEMVPGSSTTFDATYYGLVA T6(Phospho)
SEYLGSTQTDISVSGQAEKGAFDVLYm™ S1(Phospho)
SFVIPLANYSVDTTAsPVsSFFEVSNAGQI Y9(Phospho).
SGLLVFVPSPmMLSR S1(Phospho)
SNNQLEGVAMHASISSGKVASFPDMDF S13(Phosphc
SQLEAAGEFLSPRDFDGHGTHVASTAA S1(Phospho):

0.952 S(4): 99.6; S(10): 95.5; S(24): -
1 T(7): 100.0
1 T(3): 100.0
0.166 T(9): 16.6; Y(10): 30.2; Y(13): :
0.413 T(6): 58.7; S(8): 58.7; S(20): 8¢
0.971 S(4): 98.4; S(7): 98.4; S(17): 2.
0.946 T(4): 5.4; Y(8): 94.6
0.179 S(2): 54.9; S(3): 54.9; S(4): 83.
1 S(8): 100.0
1 S(2): 100.0
1 T(3): 100.0
0.333 S(3): 33.3; S(7): 33.3; T(8): 33.
1 T(4): 100.0
0.496 T(8): 66.6; S(10): 66.6; S(12): -
0.202 T(6): 94.1; T(9): 63.7; T(11): 3C
0.294 S(3): 1.6; S(4): 1.6; S(10): 29.4
0.136 T(3): 25.5; S(6): 25.5; T(7): 25.
0.554 S(3): 63.8; T(4): 24.7; T(7): 20.
0.051 S(5): 5.1; S(12): 90.9; S(17): 2.
0.066 S(14): 34.1; S(16): 34.1; S(17):
0.105 S(3): 38.2; S(11): 38.2; S(13): ¢
0.109 Y(3): 19.0; T(15): 19.0; T(20): 1
1 Y(5): 100.0; T(24): 100.0
0.822 S(10): 17.8; S(11): 82.6; S(14):
0.173 S(2): 5.4; S(6): 4.8; S(8): 4.8; <
0.018 T(2): 28.6; S(4): 28.6; S(5): 28.
0.44 T(2): 99.4; S(5): 99.4; T(21): 92
0.034 T(2): 61.3; T(8): 61.3; Y(15): 4¢
0.244 T(2): 74.2; T(3): 74.2; T(4): 74..
1 S(18): 100.0
0.036 Y(4): 38.9; S(11): 48.5; S(17): !
1 T(5): 100.0; Y(9): 100.0; T(24):
0.125 Y(9): 87.5; T(11): 62.1; S(13): ¢
0.009 S(2): 80.0; T(8): 41.9; T(10): 3¢
0.233 S(2): 0.4; T(12): 26.2; T(13): 5¢€
0.98 T(2): 2.0; T(4): 98.0
0.72 T(5): 0.0; S(7): 0.0; S(16): 0.0;
0.899 S(8): 1.9; S(11): 99.6; Y(12): 9¢
1 Y(4): 100.0
1 S(3): 100.0; S(10): 0.0
0.955 S(2): 0.0; T(5): 4.5; T(12): 95.5
0 S(1): 1.5; T(6): 2.7; T(7): 5.5; S
0.019 S(1): 24.7; Y(3): 20.0; S(6): 24.
0.072 S(1): 80.0; Y(9): 10.5; S(10): 1(
0.744 S(1): 74.4; S(9): 15.8; S(13): 9.
0.169 S(1): 6.5; S(13): 22.7; S(15): 2:
0.604 S(1): 99.5; S(11): 98.0; T(20): ¢

0.606

0.782
0.758
0.115

0.778
0.776

0.271
0.462
0.229

0.76
0.102
0.626

0.302
0.741
0.752
0.247
0.79
0.37

0.347
0.415
0.771
0.552

0.476
0.737
0.272
0.094
0.792

0.804
0.805
0.508

0.792
0.169

11
11
10
11
11
12
12
10
10
11
11
12
10
10
19
13
10
11
24
20
14
20
13
18
16
13
11
11
11
16
13
12
13
10
10
18
15
11
12
15
11
12
13
10
13
14
12
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Low
Low
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Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Middle
Middle
Middle
Low

High
High
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Conserved hypothetical protein.

Similar to Glutelin (Fragment).

sSPMPsPLQLsGcSLQELLLMSPPPGSA S1(Phospho):
SSSNsSNIFWQSFDyPTDTLFAGAKIGW S5(Phospho)
SSVQVATKEAmMLPK S1(Phospho)
StPMPPHQNQstVAPLHGHFQSSTGSV( T2(Phospho):
sWQDIIDsLASDLEVPDYNmMGAAESQQI! S1(Phospho):
tDGGPQsKASAAPVIEDVEPSEmMSLEEIt T1(Phospho):
tPFFTPLPIIMDSGGGGGDHASHSAAAV, T1(Phospho):
tsNSLAVVAVLVAtVAFSAtFNVPGGYGD T1(Phospho):
TTGFSFAVSSNMLFTFLIAQAFLsMMcs! S24(Phosphc
VAssAVATVLLNPAQSRLtsmsPPIAALIR S3(Phospho).
VGLVAVSAAGEVAmMAyYNtTGmMFRACALE S7(Phospho)
VLDEtIRR T5(Phospho)
VPLYGAGGGLMLsssGGAVPLILDFDLts Y4(Phospho):
WHVYsASSSASSSDADGAARLTAEVcn S5(Phospho)
yLHKEALK Y1(Phospho)
YLSLTSKQK S3(Phospho)
YSAWSSALSVGAAGKEtAGDAACDR  T17(Phospho
YScmLPVSTPASVAVWDDDGGGGGDA S8(Phospho)

TPAPVSGQVPPPPAGSYK S16(Phosphc
TPAPVSGQVPPPPAGSYK S16(Phosphc
TPAPVSGQVPPPPAGSYK S16(Phosphc
VIKLSAAPPVVVALLK T2(Phospho):

ESLAEAVSAVIGILGMQPCEGIDVVPsNS S2(Phospho)
VSsPPPEPAPAVR S3(Phospho)
QFGDIVVLNNALIEGPDAGSARVGIAQC T13(Phospho
AAAVVMVVVVVLGMVSTSSAHVFVGA® Y39(Phosphc
AEAAAAASGSAVRMLLMDATAAMVAR S10(Phosphc
AEEYAPVIFAQDAYKHVVSIDMLSGAEL S24(Phosphc

AGyLTSSLKK Y3(Phospho)
ALLSssFVLPLR S5(Phospho):
AmMASTRMmIVR S4(Phospho)

0.712 S(1): 96.9; S(2): 96.9; S(6): 97.
0.082 S(1): 25.8; S(2): 25.8; S(3): 25.
0.872 S(1): 87.2; S(2): 11.2; T(7): 1.6
0.005 S(1): 98.6; T(2): 98.6; S(11): 7¢
0.923 S(1): 96.0; S(8): 96.0; S(11): 6.
0.534 T(1): 84.6; S(7): 69.8; S(10): 6¢
0.156 T(1): 57.2; T(5): 57.2; S(13): 4¢
0.018 T(1): 41.5; S(2): 60.3; S(4): 43.
0.912 T(1): 2.0; T(2): 2.0; S(5): 2.2; S
0.095 S(3): 93.1; S(4): 93.1; T(8): 18.
0.297 S(7): 90.0; Y(16): 70.3; T(18): 1
1 T(5): 100.0
1 Y(4): 100.0; S(13): 100.0; S(14
0.455 Y(4): 45.5; S(5): 45.5; S(7): 4.4
1 Y(1): 100.0
0.456 Y(1): 1.4; S(3): 45.6; T(5): 45.6
0.409 Y(1): 0.6; S(2): 1.4; S(5): 4.0; <
0.15 Y(1): 15.0; S(2): 15.0; S(8): 15.

0.462 T(1): 5.4; S(6): 2.2; S(16): 46.2
0.172 T(1): 0.0; S(6): 0.0; S(16): 17.2
0.442 T(1): 10.7; S(6): 0.9; S(16): 44.

1 T(2): 100.0; S(5): 100.0; T(15):

0.403 S(2): 92.0; S(8): 8.0; T(22): 87.
0.882 S(2): 11.8; S(3): 88.2
0.995 T(13): 99.9; S(20): 0.5; T(25): ¢
0.928 S(16): 0.4; T(17): 0.4; S(18): 0.
0.475 S(8): 47.5; S(10): 47.5; T(20): ¢
0.485 Y(4): 0.2; Y(14): 2.8; S(19): 48.
0.676 Y(3): 67.6; T(5): 10.8; S(6): 10.
0.333 S(4): 66.7; S(5): 66.7; S(6): 66.
0.5 S(4): 50.0; T(5): 50.0

AmVAAIMttTATAALttSVGASAQELYAVEA T6(Phospho)T8(Phospho)T Too many NL-allowing PTMs
APAAEVSSSSAETTGSSAGSAPStAAAAA S7(Phospho)S8(Phospho)s Too many NL-allowing PTMs

AQDSSSIVsPIR S9(Phospho)
ARPLMSDVVETLEPLQGSGGSDGAVQ: S27(Phosphc
ASFYLIYNATKTSLSMIPLLPSYcSPSFTr S2(Phospho)
AsLSGGSVGAGAGGGR S2(Phospho)
ATAQtISTVPDR T5(Phospho)
AtELKAGGVMFLVCLGRPSLHACPTNQG T2(Phospho):
ATIMIRMIGMASATTATAVLIAMAAMPAI T3(Phospho)
AyEEEQERIK Y2(Phospho)
CFSVSSsVGLSPLSPTTVELAAAVVDDA S7(Phospho)
CVLRLLPVWASGIIFAAAYTQMTHtFVLQ( T24(Phospho

0.925 S(4): 0.3; S(5): 3.6; S(6): 3.6; <
0.013 S(6): 38.3; T(11): 41.8; S(18): ¢
0.734 S(2): 73.4; Y(4): 19.3; Y(7): 5.4
0.779 S(2): 77.9; S(4): 17.6; S(7): 4.5

0.45 T(2): 45.0; T(5): 45.0; S(7): 1.8
0.965 T(2): 98.9; S(19): 97.6; T(25):
0.046 T(2): 69.5; T(3): 52.1; T(5): 57.:

1 Y(2): 100.0

0.154 S(3): 35.3; S(5): 15.4; S(6): 15.
0.033 S(11): 40.5; Y(19): 50.4; T(20):

35
22
74
23
38
28

25
19
20
30

48
34
45
34
21

24
42
34
38

43
67
55
36
19
31
39
49
19

39

50
36
35
20

40
14

0.62
0.792

0.375
0.805
0.805

0.77
0.211

0.417

0.429
0.752
0.792

0.531
0.792

0.018
0.025
0.025
0.761

0.007
0.001
0.017
0.708

0.663

0.661
0.768

0.74
0.652
0.776
0.615
0.083
0.629

0.77
0.611
0.624

0.56
0.776

11
16
11
21
12
16
11
10
12
10
13
11
12
11
10
11
18
13

16
21
16
11

11
12
17
11
11
12
12
13
12
11
13
13
12
22
12
12
15
20
14
15
12



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

DGSsLGGIRELR S4(Phospho)
DLASPLGTLTANAQSAyYsANIcsQWGSF Y17(Phosphc
DLELAMTtGIFIIPMTANIPVCMLDQCR  T8(Phospho)
DsGGGGGASHKAASGSAPSGAAAANP S2(Phospho).
DsVIDGVIFMGALFFsVmmImFNGLSELF S2(Phospho)
EEDQmMSLSVGIVGAPNAGKSSLTNtmV( S6(Phospho)
EGGGLQFPLDmMDsIKLIIADLFSGGGET\ S13(Phosphc
EGGtPVPVIDEIIVVLLFDMFTGASETSP T4(Phospho)
ERGETALsSQIR S8(Phospho)
EVPPVEATAPPAETSQLAtPPAETSQLA T19(Phospho
FADTLSDTsPsSPAQRFVSEDGVINSRF S9(Phospho):

FCRLAVASPLSSGR S8(Phospho)
FISTIFPSAMMAADGGPLLGEWmMSATA! S8(Phospho)
FLLIFSSPQLSRTLPSPLScGGR S7(Phospho)
FsAHKcVLAAR S2(Phospho)
GGTTNQYANNAVNGYVQRSmMSEmMVVF Y15(Phosphc
GRmMLPEDtFAVRPR T8(Phospho)

GSASHENIVAADFGPMPtHFLSSNQPLE T18(Phospho
GsVHACAVAARPAsSAMVSSRQAVEsSKP S2(Phospho).
GTPVTNTSSSAPTLSLTNSSNLVLSDAL S25(Phosphc
GTVGYLAPEWISGVAItPKVDVysYGmVI Y5(Phospho)
GVDLmMPQsKIR S8(Phospho)
GVGHGDmMPIVVGEVGWPTDGDKHALA T25(Phospho
HAVFEsDDGEDLNPMGIVEtVSSYVASL S6(Phospho)
HKLLFILEmLDPFIDPSVsVmtDAMAFGL S19(Phosphc
HLRttFDEVVAVTGDGtNDAPALHEADIC T4(Phospho)
HYNEILRScNALDYHDFINSSITLLTK Y14(Phosphc

IHDRyYSSILR Y5(Phospho)
ILAAGYAIFVAsSSGSGSSsLAmMLPAAsV S12(Phosphc
IQATAIIlYFKR Y8(Phospho)
IQEDLTSGQLR S7(Phospho)
ISVAMAEKSAPR S9(Phospho)
KmmLLVAAPFtK T11(Phospho
KPISSAPPHSVPSNsSR S15(Phosphc
KsIAHIVK S2(Phospho)
KVLIFVNsIDsSAFK S8(Phospho):
KyGEVVQGLTR Y2(Phospho)
LAMSAALIGDFANTFAIAGVTSYLLAASF S4(Phospho).
LATFsGVDIPSFK S5(Phospho)

LFPstTSLHQELICFELPSLHSTFLDLLSA S4(Phospho)
LGYATEQLALYTGPtIGGLLNATFGNATI T15(Phospho
LLEDMTDKGLPVSsR S14(Phosphc
LLSLEPGPQKTAPMLLGFSEEHNVAFV: S34(Phosphc
LLTYADHTASGRSLR S13(Phosphc
LNMAMPNPASERMEIDLAtMIGIVSLLYF T19(Phospho
LPEILTQLSVPAGSR S9(Phospho):

0.987 S(3): 1.3; S(4): 98.7
0.159 S(4): 2.0; T(8): 4.3; T(10): 13.9
0.758 T(7): 19.1; T(8): 75.8; T(16): 5.
0.009 S(2): 65.9; S(9): 33.3; S(14): 5:
1 S(2): 100.0; T(4): 100.0; S(16):
0.006 S(6): 61.2; S(8): 64.7; S(20): 3°
0.236 S(13): 71.3; S(23): 71.3; T(28):
0.029 T(4): 43.2; T(9): 43.0; T(22): 42
0.5 T(5): 50.0; S(8): 50.0
0.073 T(8): 8.2; T(14): 7.3; S(15): 6.9
0.038 T(4): 80.1; S(6): 11.6; T(8): 19.
0.981 S(8): 98.1; S(11): 1.0; S(12): 1.
0.127 S(3): 4.0; T(4): 6.8; S(8): 12.7;
0.147 S(6): 4.8; S(7): 14.7; S(11): 49.
1 S(2): 100.0
0.095 T(3): 11.3; T(4): 11.3; Y(7): 11.
1 T(8): 100.0
0.098 S(2): 23.8; S(4): 63.0; T(18): 9.
0.546 S(2): 99.7; S(14): 93.1; S(18): :
0.11 T(2): 7.2; T(5): 5.2, T(7): 7.2; S
0.026 T(2): 59.7; Y(5): 59.7; S(12): 5¢
1 S(8): 100.0
0.231 T(18): 14.8; T(25): 23.1; T(27):
0.011 S(6): 31.4; T(20): 33.2; S(22): ¢
0.148 S(17): 85.2; S(19): 85.2; T(22):
0.05 T(4): 43.5; T(5): 43.5; T(13): 54
0.563 Y(2): 0.3; S(8): 1.2; Y(14): 56.3
0.983 Y(5): 98.3; S(6): 1.5; S(7): 0.2
0.023 Y(6): 11.8; S(12): 31.7; S(13): <
0.946 T(4): 5.4; Y(8): 94.6
0.84 T(6): 16.0; S(7): 84.0
0.5 S(2): 50.0; S(9): 50.0
1 T(11): 100.0
0.994 S(4): 0.0; S(5): 0.0; S(10): 0.1;
1 S(2): 100.0
1 S(8): 100.0; S(11): 100.0
1 Y(2): 100.0; T(10): 0.0
0 S(4): 5.3; T(14): 90.8; T(21): 2¢
0.937 T(3): 6.0; S(5): 93.7; S(11): 0.2
0.016 S(4): 23.8; T(5): 23.8; T(6): 23.
0.057 Y(3): 19.9; T(5): 14.3; Y(11): 1¢
0.909 T(6): 2.4; S(13): 6.7; S(14): 90.
0.059 S(3): 22.5; T(11): 22.5; S(19): -
0.943 T(3): 0.4; Y(4): 0.4; T(8): 0.4; S
0.15 S(10): 0.6; T(19): 15.0; S(25): ¢
0.5 T(6): 50.0; S(9): 50.0; S(14): 1(

LPSAVYMVQRPLSATGEVVQQAsssLA; S23(Phospho)S24(Phosphc Too many isoforms

7
25
58

OFRLr NONDN

0.539

0.549
0.776
0.588

0.79

0.067

0.589

0.165
0.647
0.121

0.56
0.406
0.803
0.669
0.568
0.792
0.764

0.191
0.475

0.604

0.779

0.555

0.436

0.446

0.776

0.111
0.673

0.689

0.489

0.627

10
11
13
12
11
18
10
13
12
11
12
16
15
10
11
10
14
10
11
10
13
11
11
10
12
11
11
11
13
12
12
12
13
10
11
14
15
17
17
12
10
12
11
14
11
10
10



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

LPSSsAASAASAQPQPPPPsVVVVGAG( S5(Phospho):

LRFEYLR Y5(Phospho)
LRVLSHGDPAGK S5(Phospho)
LSQSPGsSVKNR S7(Phospho)

LssLQEDISLKEQSLLSELENIFQEHK  S2(Phospho):
LTAYKSFSDLSPVLQFANFtVtQALLDEI; T20(Phospho
LTLsLtsLSTDALFIIAQLPVLFSLAFSVSA S4(Phospho)
LVGDNLALNVQTVStVISGFtIAMVANWEK T15(Phospho
LYAPSASPLEQctsFEALAAHVWRAWYVI T13(Phospho
MAASPAAGAAAATVSSFVSPSsFsSVK, S22(Phosphc
MAFIKVVFSVLLPVVVSMLVATTTmMADE S9(Phospho)
MAPTVLMVAEKPSIALSIASALSGGRMS' S13(Phosphc
MASPLPTmMEtAHAtVLAIGTANPAKcVA(C T10(Phospho
MAsSRVMAAAAASSSSSPPPPPPAAA/ S3(Phospho)
MASTTTTtAAAAARFTCLAPATRPASAS. T8(Phospho)
mMDTIMSPNSPRLAVMSsQLTDGGGEEL S17(Phosphc
MEDQLQSQAQGQGQGQLEAIKYGHVF/T17(Phospho
MEGVLVsAAtGVMNSVLAKLtAFLGEEYI S7(Phospho)
MEISTVLGAILAEYAViLVAMAVGFLVVC T17(Phospho
mMFCIAEPSYDKSLQQLQSFLsGLVSDEK S21(Phosphc
mFVVtVGGssVMDLVVVVQDGFVVDGF T5(Phospho):
MSIADVLQASLEDELMVARESGLLAGS: S30(Phosphc
mTILVISDSTAQPK S9(Phospho)
NLDTNMSGSNGHLIKLPSSSYFR S19(Phosphc
NMYAFGCAILASMTTILMGYNLALMSGC T9(Phospho)
NPLTcLSLLAAFLLLsFsctsmVFAILKYytk S7(Phospho):
NTAtPNVmMGFVK T4(Phospho)
NTMIGPAPSPAAAAAAAVSPScyAsPAA Y23(Phosphe
QDMPEPPLLPQVPQEEVQtsIPAEQtKN T19(Phospho

QGDAIEtGSIIR T7(Phospho)
QGDAIETGsIIR S9(Phospho)
QLFsGLSINYLKVVPSVAIGFTVyDsMK S4(Phospho)
QLKGSNLTQSDVQsR S14(Phosphc

QLQSTGVHVLSNLPcLIDLDLTAQAPEL S11(Phosphc
RADAVAAATAVGEPGVPDAAAASVVGI S42(Phosphc
RMsPEELMAFGTGLMAVQAAVSAR  S3(Phospho)
RmVyLMIK Y4(Phospho)
RNTVLALVSWLMLLALFITtATAsLPcR T20(Phospho
RPPPPPRPTGSSSTPYASPSPSSSLSD T28(Phospho
RPsSQLPKAASLR S3(Phospho)
SAmMVGYEFsDADsIRESDIGIAVADATD! S9(Phospho):

0.006 S(3): 39.1; S(4): 46.6; S(5): 54.
1 Y(5): 100.0
1 S(5): 100.0
0.035 S(2): 0.1; S(4): 0.8; S(7): 3.5; <
0.983 S(2): 99.0; S(3): 99.0; S(9): 1.4
0 T(2): 42.9; Y(4): 42.9; S(6): 28.
0.004 T(2): 17.2; S(4): 32.0; T(6): 32.
0.179 T(12): 71.5; S(14): 28.4; T(15):
0.977 Y(2): 0.1; S(5): 1.5; S(7): 1.5; T
0.017 S(4): 0.4; T(13): 5.4; S(15): 11.
0.417 S(9): 41.7; S(17): 41.7; T(22): ¢
0.017 T(4): 11.0; S(13): 19.4; S(17): *
0.052 S(3): 42.0; T(7): 63.7; T(10): 5¢
0.494 S(3): 49.4; S(4): 49.4; S(13): 0.
0.185 S(3): 1.8; T(4): 1.8; T(5): 3.5; T
0.444 T(3): 0.5; S(6): 0.5; S(9): 2.6; €
0.325 S(7): 20.5; T(17): 55.3; Y(22): 1
0.178 S(7): 82.2; T(10): 36.5; S(15): ¢
0.528 S(4): 14.8; T(5): 14.8; Y(14): 3¢
0.521 S(8): 12.2; Y(9): 12.2; S(12): 6.
0.397 T(5): 73.8; S(9): 73.8; S(10): 7-
0.475 S(2): 0.2; S(10): 0.2; S(21): 2.3
0.624 T(2): 12.5; S(7): 12.5; S(9): 62.
0.129 T(4): 2.4; S(7): 1.2; S(9): 0.7; S
0.415 Y(3): 41.5; T(9): 41.5; S(12): 1¢
0.052 T(4): 70.7; S(7): 77.8; S(16): 8¢
0.98 T(2): 2.0; T(4): 98.0
0.016 T(2): 26.2; S(9): 63.0; S(19): 57
1 T(19): 100.0; S(20): 100.0; T(2
0.985 T(7): 98.5; S(9): 1.5
0.122 T(7): 87.8; S(9): 12.2
0.38 S(4): 40.1; S(7): 12.4; Y(10): 4(
0.984 S(5): 0.7; T(8): 0.3; S(10): 0.7;
0.25 S(4): 10.3; T(5): 10.3; S(11): 8¢
0.46 T(9): 0.5; S(23): 8.0; Y(29): 28.
0.988 S(3): 98.8; T(12): 1.1; S(22): 0.
1 Y(4): 100.0
0.108 T(3): 13.7; S(9): 16.9; T(19): 3¢
0.343 T(9): 0.0; S(11): 0.0; S(12): 0.0
1 S(3): 100.0; S(10): 0.0
0.689 S(1): 1.5; Y(6): 26.1; S(9): 75.0

SAtsFYttYIRItYsstPFttsSmPSsPctPR  S1(Phospho)T3(Phospho)S Too many NL-allowing PTMs

ScEDGTTLAVEDMDWDALtVKGTcQEIE T19(Phospho

SDAPLKGPLsVR S10(Phosphc
SDKIASFGTTQPHK S1(Phospho)
SEKPPGTsVLYVDK S8(Phospho)

SFGGLFLITGVVISAMLLIYLAVFFYR  S1(Phospho)

0.201 S(1): 7.8; T(6): 7.8; T(7): 7.8; T
0.992 S(1): 0.8; S(10): 99.2

0.997 S(1): 99.7; S(6): 0.2; T(9): 0.2;
0.831 S(1): 0.2; T(7): 15.9; S(8): 83.1
0.584 S(1): 100.0; T(9): 40.6; T(13): €

3

42
32
46

19
55
19
13

10
30
18
37

24
20
14

25
40
17
36

24
15
52
73
60
38
30
23
28
37
19

54
52
41

22
44
53
51
46

0.711

0.788

0.691
0.379
0.711

0.78
0.775

0.353
0.441
0.446
0.576
0.615
0.778

0.638
0.683

0.776
0.737
0.732
0.446

0.45
0.531
0.561

0.148
0.474
0.675
0.792
0.661
0.385

0.773
0.756
0.768

0.628
0.719

10
12
12
10
11
15
10
13
12
11
11
12
11
12
10
13
12
10
11
11
10
12
11
14
12
12
18
17
13
12
13
13
12
10
15
11
12
13
14
15
13
12
10
11
10
11
12



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

SFGGLFLITGVVISAMLLIYLAVFFYyR  S1(Phospho)
SFHDCRPAFMQTGPTTAASGSAYAEFG S19(Phosphc
SGGGDATPAEGDQVIVHCTTRTIDGIIVA S1(Phospho)
SHTMPSPMRsSASATAAAASDGEQVQ( S6(Phospho)
SIELAFLDHSK S1(Phospho)

0.079 S(1): 99.7; T(9): 20.0; T(13): 87

0.238 S(1): 1.8; T(12): 2.3; T(15): 10.

0.885 S(1): 88.5; T(7): 4.1; T(19): 1.7

0.091 S(1): 3.0; T(3): 7.1; S(6): 53.2;
1 S(1): 100.0; S(10): 0.0

SKPKStsVAtENIDPtAMSSQILASLSSSm T6(Phospho)S7(Phospho)T Too many isoforms

SMGAVTSLLYGAEDSSIAGMVLDSAFtN S1(Phospho)

0.008 S(1): 30.4; T(6): 30.4; S(7): 30.

SMPYVIGNETFEKLGTIGTtANLLVYLttV' Y4(Phospho)T20(Phospho) Too many isoforms

SNSLESSSTGAAAAPTVLTTSASTASVE S3(Phospho)
SQSNNTQQQGDEICcTTASGVRPVGFDA S1(Phospho):
SSGAVSSTPSMRGTVcYVAPEYGGGGI S1(Phospho).
SSGTTALIALVFGR T8(Phospho)
sSIYDETIDMWALGcImMAQLLGGQLLFR S1(Phospho)
STYEQAAGLASVPMVWVGEPQSLLINC S1(Phospho):
tcPLPQAAtsSGTR T1(Phospho)
tEMPLHAYWtGGGLLPGRDAMADGAELtt T1(Phospho)'
TESNKNAGNAILYECVETIMGIEAtsGLR S3(Phospho)
tETVEAERISLDHTcPVVsDVSVPPLVGEK T1(Phospho):
tGLtIHMPASVAHSCcFRSPATLSLLAAFmS T1(Phospho)
THPAHLGAYLK T8(Phospho)’
TIEHLIEVHSRGLELHAtAESK T6(Phospho)’
TLANAAFYCAQGASSYLATAVVNVVNAF Y16(Phosphc
tMSPAAAATGLALGVGGVAGAAAVGtG( T1(Phospho):

0.422 S(1): 42.2; S(3): 42.2; S(6): 7.1
0.242 S(1): 43.8; S(3): 43.8; T(6): 25.
0.477 S(1): 48.0; S(2): 48.0; S(6): 1.7
0.9 S(1): 0.4; S(2): 0.4; T(4): 4.6; T
0.173 S(1): 17.3; S(2): 17.3; Y(4): 32.
0.242 S(1): 33.3; T(2): 33.3; Y(3): 33.
0.731 T(1): 97.3; T(9): 94.1; S(10): 81
1 T(1): 100.0; Y(8): 100.0; T(10):
0.607 T(1): 20.1; S(3): 79.7; Y(13): 0.
0.084 T(1): 47.9; T(3): 47.9; S(10): 5.
0.01 T(1): 35.7; T(4): 35.7; S(9): 34.
0.992 T(1): 0.8; T(8): 99.6; Y(10): 99.
0.043 T(1): 65.7; T(6): 65.7; S(10): 2t
0.4 T(1): 1.8; Y(8): 8.1; S(14): 17.5
0.567 T(1): 85.6; S(3): 72.3; T(9): 43.

TMTTLSSSALLLtsssVQLRssPVLLLQPP: S7(Phospho)S8(Phospho)T Too many isoforms

TPAPGSPPPPHNPILDASSMsPsHGSSH S21(Phosphc
TPAPGSPPPPHNPILDASSMSPsHGsSHS23(Phosphe
tQVLALPAPDGSMQNVGGDPFAASLSF T1(Phospho)

TSSSPPLSAVASR S12(Phosphc
TSVDsGLSPAGLR S5(Phospho)
TSVNVSVNGRAR S2(Phospho)
TVANQVASsLsRAGNAMMPsGFASGIAI S9(Phospho):
VAtARLGGEPSPR T3(Phospho)

VCNEPPItALLVYLSPRHTSSSSSPAmMP1T8(Phospho)
VLELAPCctVGASFQLPtKISTSEETTAAR T8(Phospho):
VSETGWPSAGDANETGATPQNAARyYN( S2(Phospho)
VsSPPPEPAPAVR S2(Phospho)
VTSLKyLSLR Y6(Phospho):
VVHGNLILIAAVILNEIPQGTTEVFMTGAT T6(Phospho)
WAALAIVAtQALSLLLATILRSMLSTPSA T9(Phospho)
WcGVSVAEEDEDDAAVSATITPPLPPL( T20(Phospho
yGEVGLAEVAGRALFEIEPENAGNFVsL Y1(Phospho):
YGNPTMFLSENGMDDPGNVTIAQGVHIL S9(Phospho)
YLSLTSKQK S3(Phospho)
YLTGGMATPVHTLGSGIGPMQGLVMEI Y1(Phospho)
YQNLHVPVTLmMECFLRVAEANtANNLELt T22(Phospho
YVAKLASEGTLR S7(Phospho)

0.861 T(1): 0.0; S(6): 0.0; S(18): 2.2;
0.038 T(1): 0.6; S(6): 0.6; S(18): 28.0
0.388 T(1): 38.8; S(12): 11.5; S(24): ¢
0.206 T(1): 4.1; S(2): 4.1; S(3): 4.1; S
0.987 T(1): 0.6; S(2): 0.6; S(5): 98.7;
0.446 T(1): 44.6; S(2): 44.6; S(6): 10.
0.056 T(1): 12.0; S(8): 28.9; S(9): 68.
0.996 T(3): 99.6; S(11): 0.4
0.066 T(8): 6.6; Y(13): 5.2; S(15): 5.2
0.054 T(8): 65.8; S(12): 65.8; T(17): ¢
0.845 S(2): 89.8; T(4): 10.0; S(8): 1.1

0.87 S(2): 87.0; S(3): 13.0

0.01 T(2): 49.5; S(3): 49.5; Y(6): 1.3
0.991 T(6): 99.9; T(8): 99.1; T(20): O.!
0.876 T(9): 87.6; S(13): 8.3; T(18): 1.
0.626 S(5): 0.3; S(17): 7.8; T(19): 7.8
0.457 Y(1): 89.3; S(27): 53.3; Y(32): ¢
0.406 Y(1): 16.0; T(5): 16.0; S(9): 67.
0.456 Y(1): 1.4; S(3): 45.6; T(5): 45.6
0.089 Y(1): 8.9; T(3): 8.9; T(8): 11.7;
0.123 Y(1): 64.7; T(9): 64.7; T(22): 5¢
0.974 Y(1): 1.3; S(7): 97.4; T(10): 1.3

26
21
38
26
53

25
12
43
40

31
16

66
32

24

23
19

53
18

12
60
28
39
37

20
44
65
40
44
27
34
12
18
45

40

0.714
0.349
0.331
0.805
0.806
0.588
0.229
0.218
0.566

0.549

0.687

0.791
0.776
0.708
0.617
0.804
0.789

0.792
0.716

0.67
0.105
0.089
0.179
0.744
0.551

0.748

0.286
0.727

0.05
0.726
0.571
0.177

0.55
0.657
0.735

0.803
0.638
0.304

13
11
15
10
10
11
13
18
12
12
11
14
10
12
12
11
11
11
10
11
14
10
13
13
16
14
10
13
16
11
10
12
10
12
13
16
17
13
14
10
15
10
11
10
15
15



0s02t0274100-01 Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

0s02t0284600-01 Low

0s02t0287000-01 Low
Low
Low
Low

0s02t0288200-01 High
High
High
High
Middle
Low

Similar to Peroxisomal fatty acid beta-
oxidation multifunctional protein
(MFP).

Similar to 60S ribosomal protein L27.

Similar to 40S ribosomal protein S3a
(CYCO7 protein).

Protein of unknown function DUF573
domain containing protein.

[tGADFYHVMTAMVPLYVAMILAYGSVK T2(Phospho)'
AEEVLQMMQDAGVRPKQTTYCLVADAV Y20(Phosphc

0.067 T(2): 66.7; Y(7): 66.7; T(L11): 6¢€
0.749 T(18): 5.5; T(19): 19.6; Y(20): 7

AQGtAPSAGGGAAVPTPSAAAAVSTTT T4(Phospho)S7(Phospho)T Too many isoforms

DtVALLMNMNFVFQSGRYNGStVAIMGF T2(Phospho)'
GACTtAPASRPPPYPLSPSDLDAVSALLP T5(Phospho):
GNAGGSECMSAIAGSYGYIAPEYAYtLK  S6(Phospho).
IcTYVQCTFLYVHyLHVSLYFDAAR Y11(Phosphc
KLESLPMmVQGLYsDDSSMQLESTTQF S4(Phospho).
MDSmMAIMVQHSGDDYLTAAMGSSPPRI Y15(Phosphc
NGSAVLYmMAHGGTNFGFYNGANtGQN T23(Phospho
NTMIGPAPSPAAAAAAAVSPSCYAsPAA S21(Phosphc
SDVysYGmLILHMVGERENINASTESGS Y4(Phospho).
SGySLSRIASMAALMAPMAGAFFLLLDP S1(Phospho)

0.046 T(2): 30.0; S(15): 59.4; Y(18): ¢
0.592 T(4): 18.2; T(5): 86.4; S(9): 94.
0.035 S(6): 99.8; S(10): 99.7; S(15): ¢
0.015 T(3): 59.8; Y(4): 59.8; T(8): 39.
0.012 S(4): 99.9; Y(13): 0.2; S(14): 1.
0.075 S(3): 0.6; S(11): 0.9; Y(15): 7.5
0.112 S(3): 0.7; Y(7): 0.7; T(13): 1.1;
0.648 T(2): 0.0; S(9): 0.7; S(19): 6.7;
0.002 S(1): 1.4; Y(4): 1.4; S(5): 1.7; Y
0.097 S(1): 45.6; Y(3): 45.6; S(4): 65.

SSGTNAAssViDSLLSSLVLNLSSSEAEL S8(Phospho)S9(Phospho)T Too many isoforms

SVDLASELtHAWESTAMTLSDMVTMG\ T9(Phospho)
TSRGTGVYASLFGVGAPEALVIGVVALL Y8(Phospho)
TVGGGSTYFDVQFCLDALGSVGAGAGZ Y8(Phospho):

GADtAKFLAEK T4(Phospho)
DSSQHSsNDLQEELKK S7(Phospho)
lyGSLGTALPcPSEVAAK Y2(Phospho)
LLLPASGR S6(Phospho)
MAVTAEVEsSSPAATGKLR S9(Phospho)
EATTTAAsSDDGTLVGSK S8(Phospho)
VTSTIAtDDDDGTLGGSKR T7(Phospho)
YNLAPEPSPsSK S10(Phosphc
YNLAPEPSPSSK S8(Phospho)
YNLAPEPSPSsK S11(Phosphc
DYFIGSLLSGGGsVPR S13(Phosphc

0.103 S(1): 34.9; S(6): 34.9; T(9): 10.
0.678 T(1): 3.1; S(2): 3.1; T(5): 3.1; Y
0.023 T(1): 72.7; S(6): 72.7; T(7): 72.

1 T(4): 100.0

0.743 S(2): 11.8; S(3): 11.8; S(6): 2.1

0.841 Y(2): 84.1; S(4): 5.3; T(7): 5.3;
1 S(6): 100.0

0.139 T(4): 72.1; S(9): 13.9; S(10): 1:

0.805 T(3): 0.0; T(4): 0.1; T(5): 0.4; S
0.986 T(2): 0.1; S(3): 0.6; T(4): 0.6; T
0.096 Y(1): 0.0; S(8): 89.3; S(10): 9.6
0.948 Y(1): 0.0; S(8): 94.8; S(10): 2.6

0.12 Y(1): 0.0; S(8): 75.9; S(10): 12.
0.174 Y(2): 1.1; S(6): 1.1; S(9): 80.3;

44

30
23

43
14
12
62

18

36

36

48
74
80
55
53
36

0.046
0.341
0.594

0.695
0.805
0.796
0.792
0.668
0.485
0.688

0.78

0.29

0.732

0.378

0.663

0.21

0.002
0.001
0.016
0.062

10
15
10
11
13
11
15
12
12
12
11
17
12
11
11
13
10

24

12
13
11
10

32
17
29
15
25
12



0s02t0453600-01

0s02t0478600-01

0s02t0478700-01

Low
Low
Low
Low
Low

High
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low

Similar to Glutelin.

Similar to 40S ribosomal protein
S15A.

Ribosomal protein S27.

NVLSLWFDGLK
TFGAQGSSSTRGRPPK
VTSTIATDDDDGTLGGSsKR
yFASFRGASQR
YGGIVKIASssK

TASPFSSSSGSLAAATK
SAYMFLAPLQLICTPR
AAAAIGGMLASAAIKELTR
AEVVLAMQIDVIRR
ALVSASSSTTAVAALPGAAR
AMIPEGARHMSLLAFGR
EQQQAAAAGVGVRSPGSGSK
ETAFNSELtALARANHK
EyEAFIVGRTEQK
FGERELSINVyDK
FIQVSCLGASASSSR
GssGGALLGRPHGPAR
GVMNSAGGRLRPSTAGTQL
IALSLEAESGGILVSVDK
LASRVTNsDQQILR
LRycDGGSFAGDSELR
LVVIEGLGMQPVDHITK
QPIGFKIDINSNIK
QVVSEGANGLUEKR
SFDFKMAVLPQLSGVR
SLSTTKDDsLFsN
SMDLGAGILSVVRLR
SSLAAPGAVTSGRSLAR
VERSSGLLIGSSIATIQK
VSTILNLELLESNR
WSLQGKIALVTGGTR

AtAAPAARR
ELALGAsSGFSGmMLPsSIGKLK
HAVtSPRPCcRGLTLVsSDGR
ItNFTMR

LARssIR

LAsRsLR

LSAYSsVR

LVsSNYMR
SWsHPIWVLMEPVFQMR
WIDsVQISSGAYIGNIsIR

ALRVDASAAADMTVLER
DsVVALGGPTWtVPLGR

S4(Phospho)
S9(Phospho)
S17(Phosphc
Y1(Phospho)
S10(Phosphc

S9(Phospho)
Y3(Phospho)
S11(Phosphc
T12(Phospho
S4(Phospho):
S11(Phosphc
S14(Phosphc
T9(Phospho)
Y2(Phospho)
Y11(Phosphc
S5(Phospho)
S2(Phospho):
S13(Phosphc
S4(Phospho):
S8(Phospho)
Y3(Phospho):
T4(Phospho)
T9(Phospho)
T11(Phospho
S1(Phospho):.
S1(Phospho):
T8(Phospho)
S14(Phosphc
T7(Phospho):
S12(Phosphc
T7(Phospho)

T2(Phospho)
S7(Phospho):.
T4(Phospho):
T2(Phospho)
S4(Phospho):
S3(Phospho).
S6(Phospho)
S3(Phospho)
S3(Phospho)
S4(Phospho).

S7(Phospho)
S2(Phospho)

1 S(4): 100.0
0.177 T(1): 0.0; S(7): 0.1; S(8): 0.4; S
0 T(2): 0.0; S(3): 0.0; T(4): 0.0; T
0.986 Y(1): 98.6; S(4): 0.3; S(9): 1.1
0.791 Y(1): 9.5; S(9): 17.1; S(10): 86.

0.689 T(1): 0.1; S(3): 0.1; S(6): 2.0; €
0.87 S(1): 13.0; Y(3): 87.0; T(14): 0.
0.816 S(11): 99.6; T(17): 82.0; T(18):
1 T(12): 100.0
0.455 S(4): 77.3; S(6): 58.0; S(7): 27.
1 S(11): 100.0
0.027 S(14): 2.7; S(17): 21.9; S(19): °
0.781 T(2): 0.3; S(6): 21.6; T(9): 78.1
0.994 Y(2): 99.4; T(10): 0.6
0.973 S(7): 2.7; Y(11): 97.3
0.999 S(5): 99.9; S(10): 0.1; S(12): 0.
1 S(2): 100.0; S(3): 100.0
0.777 S(5): 4.1; S(13): 77.7; T(14): 1
0.496 S(4): 99.1; S(9): 50.4; S(15): 5(
0.922 S(3): 1.0; T(6): 6.8; S(8): 92.2
0.946 Y(3): 99.7; S(8): 94.9; S(13): 5.
0.5 T(4): 99.9; T(14): 50.0; T(16): £
0.966 T(9): 96.6; S(11): 3.4
0.5 S(4): 50.0; T(11): 50.0
1 S(1): 100.0; S(13): 100.0
0.117 S(1): 89.8; S(3): 56.8; T(4): 20.
0.828 S(1): 0.9; T(8): 82.8; S(10): 16.
0.99 S(1): 0.0; S(2): 0.0; T(10): 0.5;
0.134 S(4): 3.8; S(5): 84.2; T(7): 82.0
0.99 S(2): 0.5; T(3): 0.5; S(12): 99.0
0.333 S(2): 0.0; T(7): 33.3; T(11): 33.

1 T(2): 100.0
0.292 S(7): 63.8; S(10): 29.6; S(15): !
0.802 T(4): 95.9; S(5): 4.1; T(13): 16.

0.11 T(2): 11.0; T(5): 89.0

1 S(4): 100.0; S(5): 100.0

1 S(3): 100.0; S(5): 100.0
0.975 S(2): 0.3; Y(4): 0.3; S(5): 1.8; <
0.891 S(3): 89.1; Y(5): 10.9
0.829 S(1): 17.1; S(3): 82.9
0.907 S(4): 93.9; S(8): 3.2; S(9): 3.2;

0.122 S(7): 12.2; T(13): 87.8
0.445 S(2): 88.9; T(10): 55.5; T(12): £

17
34
36
34
29

37
63
34
20
24
46
11
27
24
26
47
45
51
22
24
28
36
48
20
66
15
37
39
46
23
31

29
21
57
27
70
60
45
41
36
35

0.556
0.792
0.093

0.005
0.044
0.792
0.793

0.76

0.448

0.617
0.764
0.774

0.654

0.743

0.64

0.535

0.772

0.438

0.703
0.651

0.683
0.376

0.776
0.803

10
16
13
11
11

19
10
10
15
14
14
10
11
10
10
11
12
12
17
12
11
10
15
10
10
11
11
14
14
11
15

12
14
14
14
12
12
11
13
32
15

14
13



0s02t0489400-01

0s02t0503400-01

0s02t0519900-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low

Similar to 40S ribosomal protein S8.

Similar to 60S ribosomal protein L35.

Similar to Elongation factor EF-2
(Fragment).

DVIGAGGFGsVYHGVLPR
GGGGGGGASSVVVSAAAAASRR
GSVAASGKHPVsFLAAAR
IVVDGESEVDLMVQTR
LLSAQGANGQVFVK
LPSGKQIIALtLtyK
MMLPPMGSsVVATRVPK
NAGFRGPTPsSFPLGNLR
SATSLTSLPTRAAR
SSHLLALGGHPPsPsLR
VIDVELtEAELEERR
VNGSLNLARAIGDMELK

AtsGAAVLVSRTLPR
EPQASARSQHIVPR
ItINFTMR

LAsRsLR
LLMGsSSVADASAAARR
LLPYGINTSmMLPKK
LLYCtGR

LSAYSsVR
LVSNyMR
mIAAVATsDKVVVEK
NLLASLPWSTRLK
RALtsVR
SIVDAIEtGSNGRLK
WsRLTPVGEPPSPR

GALAISAK
IIStIGK
IISTIGK
ISTLLGK
LEtLKK
RLItVK
RLLsSLK
RLVtIK
SLLTLGK

EQMTPLsDFEDKL
AIVEYATSNAITDIVVGASIRNtFIR

S10(Phosphc
S20(Phosphc
S6(Phospho):
S7(Phospho)
S3(Phospho)
T11(Phospho
S9(Phospho)
S10(Phosphc
S1(Phospho)
S13(Phosphc
T7(Phospho)
S4(Phospho)

T2(Phospho):
S5(Phospho)
T2(Phospho)
S3(Phospho):
S5(Phospho)
T6(Phospho)
T5(Phospho)
S6(Phospho)
Y5(Phospho)
S8(Phospho)
S5(Phospho):
T4(Phospho):
T8(Phospho):
S2(Phospho)

S6(Phospho)
T4(Phospho)
S3(Phospho)
S2(Phospho)
T3(Phospho)
T4(Phospho)
S4(Phospho)
T4(Phospho)
S1(Phospho)

S7(Phospho)
T20(Phospho

DNSEDLSSTSSALSPSPAKNSGYGYAD S8(Phospho)
EQSTAGIDVISGGVGDMEKLGISESFK  S23(Phosphc
FGLPFPNLECGLQVSPSEIMKGASER  S15(Phosphc

0.928 S(10): 92.8; Y(12): 7.2
0.475 S(9): 2.5; S(10): 2.5; S(14): 47.
0.219 S(2): 78.1; S(6): 69.8; S(12): 5.
0.217 S(7): 21.7; T(15): 78.3
1 S(3): 100.0
1 S(3): 0.0; T(11): 100.0; T(13): 1
0.499 S(8): 49.9; S(9): 49.9; T(13): 0.
0.5 T(8): 50.0; S(10): 50.0
0.462 S(1): 46.2; T(3): 46.2; S(4): 7.6
0.978 S(1): 1.2; S(2): 1.2; S(13): 98.0
1 T(7): 100.0
1 S(4): 100.0

0.994 T(2): 99.5; S(3): 99.5; S(10): 0.
0.5 S(5): 50.0; S(8): 50.0
0.5 T(2): 50.0; T(5): 50.0
1 S(3): 100.0; S(5): 100.0
0.189 S(5): 18.9; S(6): 12.2; S(11): 6¢
0.167 Y(4): 83.2; T(6): 16.7; T(8): 0.0
0.121 Y(3): 87.9; T(5): 12.1
0.98 S(2): 0.3; Y(4): 0.3; S(5): 1.5; €
0.879 S(3): 12.1; Y(5): 87.9
0.263 T(7): 73.7; S(8): 26.3
0.486 S(5): 97.1; S(9): 51.4; T(10): 5:
1 T(4): 100.0; S(5): 100.0
0.983 S(1): 1.7; T(8): 99.6; S(10): 98.
0.046 S(2): 4.6; T(5): 90.9; S(12): 4.6

1 S(6): 100.0
0.883 S(3): 11.7; T(4): 88.3
0.5 S(3): 50.0; T(4): 50.0
0.5 S(2): 50.0; T(3): 50.0

1 T(3): 100.0

1 T(4): 100.0

1 S(4): 100.0

1 T(4): 100.0
0.5 S(1): 50.0; T(4): 50.0

1 T(4): 0.0; S(7): 100.0
0.411 Y(5): 8.0; T(7): 11.0; S(8): 15.7
0.306 S(3): 30.6; S(7): 30.6; S(8): 30.
0.867 S(3): 6.1; T(4): 6.1; S(11): 4.5;
0.422 S(15): 42.2; S(17): 42.2; S(24):

40
25

17
56
62
39
28
54
31
24
30

40
33
37
50

33
25
48
42
10
32
44
36
22

25
39
31
26
29
42
56
47
26

81
17
27
23

0.262
0.777
0.743

0.792
0.46
0.587

0.806
0.788

0.774
0.625
0.665
0.535
0.778
0.723

0.447
0.774

0.762

0.434
0.752

0.776

0.001
0.732

0.792
0.391

11
11
13
11
10
18
12
12
12
11
10
11

11
11
25
11
14
14
10
10
20
11
11
10
12
10

11
16
13
11
13
11
10
10
11

41
10
11
10
13



0s02t0523500-02

0s02t0549600-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to RNA binding protein Rp120.

Similar to 40S ribosomal protein S10-
1.

GHtKVVSALAVDHTGSR
HsSPSMESPLEFQYSIVCNFKYGVK
LAEKTESLTVAETGEPSFtGmK

LPEAGGGssVSLEAVEQCcSGGWRSLR

LtsDSGKVLVANNVIPASWKPGVTYR
LyQASSISQNNLPTIRsIDmMVsR
MGAKGGMATAAGTAVLVYLVLSGR
NYITYAtTLLQDK
QRLYNQsGNGMADYTLDVSYAAQLR
RAVLLSAAPDSSSASAGAASLFGR
RPSIGAAAAISGDLDFLPTYTTYGSR
SCcAStsGNK

SKPSALVGWFDKK
SLITNEISIQNtNVSPLDPK
SSGTLIGSSIATIQK
SVALQGVAAPPsGGSTMGSLRFR
TCILMEVLHLHLIVVRQLDicHK
tEIIGLKGR
tMYSQSSQFHGGLTQSLGLRK
TVILAVSLSVGIVAMAMIVTCSYLVR
YLIDVGEEKDIACAAILSMAR
YmYFVERYLSVLK

LQIWQYGDVESDEEEQAPAAR

FGITSAGDGALQGTSSGGETKQGDGH

SSAASRSWFDDLAVLGLHMyK
VAASLPLSIGtPPVAGCFISSTGR
WRSLWYLLPELDFVSTADAR

GGAPAEFQPsFR
AVDMFKPSYK
EAIVSAPAGGGEK
HSFHDSsKLK
IKMIDLGstK
MILLSTLTFTKR
MsQLGAQGTGNSESTK
NKFsGAESAFK
NKFSGAESAFK
QFtYEELKK
QFtYKELEK
SASSVGLPLSLR
SPAPQVDRVsK
SSGDsPLQLGPK

T3(Phospho)
S2(Phospho)
T19(Phospho
S8(Phospho):
T2(Phospho):
Y2(Phospho).
S22(Phosphc
T7(Phospho)
S7(Phospho)
S13(Phosphc
S3(Phospho)
T5(Phospho):
S1(Phospho):
S8(Phospho)
S8(Phospho):
S12(Phosphc
T20(Phospho
T1(Phospho)
T1(Phospho)
S9(Phospho)
T11(Phospho
Y8(Phospho)

S11(Phosphc
S15(Phosphc
S5(Phospho)
S4(Phospho)
S3(Phospho)

S10(Phosphc
Y9(Phospho)
S5(Phospho)
S7(Phospho)
S8(Phospho)
S5(Phospho)
S2(Phospho)
S4(Phospho)
S8(Phospho)
T3(Phospho)
T3(Phospho)
S4(Phospho)
S10(Phosphc
S5(Phospho)

0.947 T(3): 94.7; S(7): 5.3; T(14): 0.0
0.466 S(2): 46.6; S(4): 46.6; S(7): 5.0
0.831 T(5): 0.0; S(7): 0.0; T(9): 0.0; T
0.129 S(8): 52.3; S(9): 70.9; S(11): 7(
0.671 T(2): 77.9; S(3): 77.9; S(5): 20.
0.762 Y(2): 98.1; S(5): 79.3; S(6): 20.
0.028 T(9): 47.2; T(13): 2.8; Y(18): 47
0.667 Y(2): 0.1; T(4): 11.1; Y(5): 11.1
0.979 Y(4): 2.0; S(7): 97.9; Y(14): 0.0
0.664 S(6): 0.0; S(11): 3.5; S(12): 14.
0.507 S(3): 94.6; T(4): 96.0; S(11): 5.
0.431 S(1): 4.2; S(4): 53.5; T(5): 53.5

1 S(1): 100.0; S(4): 100.0
0.777 S(1): 11.9; T(4): 20.7; S(8): 82.
0.815 S(1): 16.5; S(2): 15.0; T(4): 1.1
0.917 S(1): 0.2; S(12): 99.1; S(15): 2.

1 T(1): 0.0; T(20): 100.0

1 T(1): 100.0
0.719 T(1): 71.9; Y(3): 20.8; S(4): 6.5
0.195 T(1): 15.3; S(7): 15.3; S(9): 61.
0.744 Y(1): 24.0; T(11): 74.4; S(18): :
0.434 Y(1): 2.8; Y(3): 43.4; Y(8): 43.4

0.87 Y(6): 13.0; S(11): 87.0
0.289 T(4): 2.6; S(5): 2.6; T(14): 28.9
0.709 S(1): 5.3; S(2): 5.3; S(5): 71.0;
0.086 S(4): 28.5; S(8): 43.0; T(11): 3¢
0.915 S(3): 91.5; Y(6): 8.4; S(15): 0.1

1 S(10): 100.0
0.979 S(8): 2.1; Y(9): 97.9
1 S(5): 100.0
0.461 S(2): 7.9; S(6): 46.1; S(7): 46.1
1 S(8): 100.0; T(9): 100.0
0.734 S(5): 73.4; T(6): 12.1; T(8): 12.
0.934 S(2): 93.4; T(9): 4.9; S(12): 1.4
0.846 S(4): 84.6; S(8): 15.4
0.995 S(4): 0.5; S(8): 99.5
0.757 T(3): 75.7; Y(4): 24.3
0.832 T(3): 83.2; Y(4): 16.8
0.748 S(1): 12.6; S(3): 12.6; S(4): 74.
0.731 S(1): 26.9; S(10): 73.1
0.724 S(1): 6.9; S(2): 20.7; S(5): 72.4

a4
23
62

26
51
13
50
50
56
35
27
66
33
57
52
36
68
37
11
25
33

96
38
37

32

88
48
28

45
42
35
32
46
12
29
49

23

0.742
0.276

0.8

0.735

0.731
0.405
0.604
0.551
0.618

0.459

0.759

0.467

0.474

0.206

0.801

0.786
0.469
0.792
0.792
0.744
0.777
0.801
0.591
0.495
0.589

0.176

15
13
11
11
11
11
10
10
11
13
19
10
11
12
11
12
10
13
14
13
11
11

30
10
11
12
13

36
12
12
13
12
14
13
12
24
13
13
16
11
17



0s02t0591700-01

0s02t0699600-01

0s02t0788400-01

Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low
Low

Similar to Candida glabrata strain
CBS138 chromosome L complete
sequence.

Similar to 60S ribosomal protein L12.

Similar to Eukaryotic translation
initiation factor 3 subunit-like protein.

SSGHGRLINTR
SSSGSVPRsPmMR
SSSGsVPRSPmMR
SSSGSVPRSPmMR
tTAEPEPGLLR
VSHQAGSSSFTR
VSSLTNGHQsR

ANGKADtASKPR
EGGRtVGAGVVSK
ELGAGSARELK
LASNPAAFLRR
QGsNVTGKALIK
RSSsAASDPPLK
SFLSAAIYKK
SKHNLtVIPK
SsQVDRPTLK
sSQVDRPTLK
VIDAIMPILR

AAELKyGTLLSLQK
ELQAPIRPILK
GRLYEFSNVNsTR
LSLLGVGSFENSPsSR
RLHIPLPSSR
SLEVNRNGDVLGLK
SSLPVtPVGDHR
VGDKtFDAWLDQVR

T8(Phospho)
S9(Phospho)
S5(Phospho)
S2(Phospho)
T1(Phospho)
S9(Phospho)
S10(Phosphc

T7(Phospho)
T5(Phospho)
S6(Phospho)
S3(Phospho)
S3(Phospho)
S4(Phospho)
S1(Phospho)
S1(Phospho)
S2(Phospho)
S1(Phospho)
T8(Phospho)

Y6(Phospho):
T6(Phospho)
Y4(Phospho):
S14(Phosphc
S8(Phospho)
T9(Phospho)
T6(Phospho)
T5(Phospho)

DLAPQTEAFVDRPPtADGSGPPGGAVK T15(Phospho

DDPTTYLVtFDDDGAKYLPLPtK
DIKVPEALYGGTGNYASALFLTAAK
ELLIWVSISEIVLsPSGTKLVFR
FEVDSLGNTSSTVMYGPADGAYEPR

T9(Phospho)
Y9(Phospho):
S14(Phosphc
S5(Phospho)

GMFGNTVVmMDDVLTEGPAATSsSVLGR S22(Phosphc

0.158 S(1): 4.4; S(2): 4.4; T(8): 15.8;

0.544 S(1): 4.2; S(2): 13.8; S(3): 13.8

0.184 S(1): 6.8; S(2): 6.8; S(3): 6.8; <

0.229 S(1): 22.9; S(2): 22.9; S(3): 22.
0.5 T(1): 50.0; T(2): 50.0

0.523 S(2): 11.9; S(7): 11.9; S(8): 11.

0.759 S(2): 1.5; S(3): 4.8; T(5): 17.8;

0.969 T(7): 96.9; S(9): 3.1
0.084 T(5): 8.4; S(12): 91.6
1 S(6): 100.0
1 S(3): 100.0
0.5 S(3): 50.0; T(6): 50.0
0.067 S(2): 2.5; S(3): 6.7; S(4): 6.7; £
0.998 S(1): 99.8; S(4): 0.2; Y(8): 0.0
1 S(1): 100.0; T(6): 100.0
0.487 S(1): 48.7; S(2): 48.7; T(8): 2.6
0.852 S(1): 85.2; S(2): 14.8; T(8): 0.0
1 T(8): 100.0

0.448 Y(6): 55.2; T(8): 55.2; S(11): 8¢
1 T(6): 100.0
0.603 Y(4): 81.3; S(7): 34.0; S(11): 7°
0.445 S(2): 0.0; S(8): 0.3; S(12): 44.5
0.5 S(8): 50.0; S(9): 50.0
0.775 S(1): 22.5; T(9): 77.5
0.333 S(1): 33.3; S(2): 33.3; T(6): 33.
1 T(5): 100.0

0.996 T(6): 0.0; T(15): 99.6; S(19): 0.
0.467 T(4): 17.6; T(5): 17.6; Y(6): 17.
0.304 Y(9): 46.7; T(12): 46.7; Y(15):
0.068 S(7): 10.6; S(9): 63.2; S(14): 2!
0.056 S(5): 5.6; T(9): 40.3; S(10): 14.
0.333 T(6): 0.0; T(14): 0.0; T(20): 33.:

12
21
10
11
38
27
31

42

37
66
15
12
39
47
31
47
41

40

25
41
33
16
14
34

102
34
25
14
14
54

0.806

0.792

0.802
0.779
0.737
0.803

0.576
0.582
0.251
0.318
0.629

0.347
0.607

0.792

0.663

0.617

0.638
0.785
0.76

12
11
13
12
12
10
11

10
17
14
10
11
10
11
11
11
14
11

16
10
11
16
13
10
12
11

46
16
12
10
11
13



0s02t0821800-01

0s03t0154700-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low

Similar to Fibrillarin-2.

Similar to 40S ribosomal protein S9.

LGDNsSLATLDLSRPtmMSPERPER S5(Phospho)
LQILRSITHSHALSNTSILMDASK S10(Phosphc
MAAAAVMVssSASGLLAMLQEPAAELK S9(Phospho):

MAGLRPVDVEIEPGttMHIWVPK T15(Phospho
MAIPTLVLLPtWGTGHLMSLLDAGK T11(Phospho
MAMLLASLLSPSPLPTTTTsSTSPR S20(Phosphc
MMNLQILDLKGTYVSQLPsGITK T6(Phospho):
MPLASMSNLTSICGTPRGAGGIPsSR  S24(Phosphc
mMTTIQILSGIEISGSLATFAGIIR T6(Phospho):

NEPDSAKVTMQTESVAQPNEADsAK  S23(Phosphc
PSSTIRSISITASDDDAAAAGAPSAAPR S7(Phospho)
QLNGSWPAGLPANGSLAVStRHNR ~ S5(Phospho).
RPsGGGTLPSAGSSGRGAGCGSVAPS| S3(Phospho).
SASPDELERHVSPSNNGHGPPVDGK ~ S12(Phosphc
SEKEAAAAAGELDAAAAAEVNAAADAA S1(Phospho)
TIMQLMsVDGLtRENVASHLQK S7(Phospho)
TSSSTVNGGGISSGAADSTILARSTAAR T20(Phospho
VPPPATPPPAALPDSLTAQDALSAAAAF S15(Phosphc
yGAASAQYALLEYASGAPVQFSYR  Y1(Phospho)

AsSEAAALAMRR S2(Phospho)
AttADAGGSNINDPLLPLHHPmMDEIVILLK T2(Phospho)
EHVLISIFANAGCAFGNGNAYAVMIVDIIR S6(Phospho)
ETAAYLSmMLAISEVIMYPATTTQTGRGR T12(Phospho
FLFLQIVMKFASsIPsVsVssSIIVLLR S12(Phosphc
FWYYAHGGMLNPVDGSLVFSDQIREA/ Y3(Phospho)
KYASFSPSSSSSTmAASPSPISAAAAA/ T34(Phospho
LtSEQKSEIK T2(Phospho)
MtAPPMWLPFGWAELREtAVAELEPHV T2(Phospho)
mMVLSGEGSDELLGGYLYFHFAPNKEEF Y15(Phosphc
NYMKQAFVSLISIEELTISGSFLTYLsK  S9(Phospho)
NYYIAIAGATNGSSLVVmMSKGTPYTQQ T5(Phospho)
QPAWPMADGTPWGGTSGHPFTTtGLP T23(Phospho

0.276 S(5): 68.2; T(8): 29.5; S(12): 1¢
0.052 S(6): 0.5; T(8): 0.2; S(10): 5.2;
0.944 S(9): 97.2; S(10): 97.2; S(12): ¢
1 T(15): 100.0; T(16): 100.0
0.362 T(5): 36.2; T(11): 36.2; T(14): 1
0.356 S(7): 0.0; S(10): 0.2; S(12): 0.2
0.632 T(6): 98.2; T(12): 2.2; Y(13): 2.
0.467 S(5): 0.7; S(7): 0.7; T(10): 0.5;
0.051 T(2): 35.5; T(3): 35.5; T(6): 35.!
0.998 S(5): 0.0; T(9): 0.1; T(12): 0.1;
0.181 S(2): 2.3; S(3): 2.3; T(4): 2.3; €
0.002 S(5): 0.8; S(15): 99.8; S(19): 9
0.333 S(3): 45.7; T(7): 45.7; S(10): 5.
0.991 S(1): 0.3; S(3): 0.7; S(12): 99.5
1 S(1): 100.0
0.189 T(1): 81.1; S(7): 65.4; T(12): 8¢
0.001 T(1): 26.6; S(2): 26.6; S(3): 26.
0.698 T(6): 7.7; S(15): 69.8; T(17): 22
0.67 Y(1): 89.4; S(5): 75.3; Y(8): 29.

1 S(2): 100.0
0.889 T(2): 95.0; T(3): 95.0; S(9): 11.

1 S(6): 100.0; Y(21): 100.0
0.007 T(2): 25.2; Y(5): 32.3; S(7): 32.
0.241 S(12): 92.4; S(15): 92.4; S(17):
0.756 Y(3): 75.6; Y(4): 17.0; S(16): 5.
0.937 Y(2): 0.2; S(4): 0.2; S(6): 0.3; <
0.968 T(2): 96.8; S(3): 3.0; S(7): 0.2

1 T(2): 100.0; T(18): 100.0
0.202 S(4): 0.1; S(8): 1.7; Y(15): 20.2
0.003 Y(2): 2.2; S(9): 9.5; T(11): 22.1
0.234 Y(2): 23.4; Y(3): 23.4; T(5): 23.

0.65 T(10): 2.4; T(15): 2.4; S(16): 2.

stQPsSPSTSPcSSPSVPSDANTmMPLVH S1(Phospho)T2(Phospho)S Too many isoforms

tARGGATSAGSAR T1(Phospho)
TGEPsQHPLPAAQAERGQPsSVTPTAS S5(Phospho):
TTPttGASSAGESVGKAASVAMVIVSAA T4(Phospho)
tVGVVDLGGGSVQMAYAMLSNTAANAF T1(Phospho)'
VHSAITNGSTVGATVDSIDVAMQNFsEIF S3(Phospho):
VIALtTLLLSVISHGAYPAMGSAWEEEDF/ T4(Phospho):
VVSEQWVDDsLDLGEmMADADRVLYRPY S3(Phospho):
YLsMLPVDPK S3(Phospho)
YMVFYVsNsISFMASIAVIMLLLSKSVR  S7(Phospho):

KLEAMAVGYRPSALR
LKSLHTLR

S12(Phosphc
S3(Phospho)

0.983 T(1): 98.3; T(7): 0.7; S(8): 0.7;
0.131 T(1): 75.7; S(5): 24.1; S(20): 5¢
0.013 T(1): 19.7; T(2): 19.7; T(4): 19.
0.039 T(1): 26.7; S(11): 51.3; Y(16): ¢
0.273 S(3): 36.3; T(6): 36.3; S(9): 15.
0.025 T(4): 22.2; T(5): 22.2; S(9): 44.
0.989 S(3): 100.0; S(10): 99.0; Y(24):
0.5 Y(1): 50.0; S(3): 50.0
0.342 Y(1): 32.1; Y(5): 32.1; S(7): 83.

0.768 Y(9): 23.2; S(12): 76.8
0.974 S(3): 97.4; T(6): 2.6

16
33
a4
27
23
49
40
20
48
41
33

37
39
60

35
27

11
28
47

19
26
48

39
16
11
40

29

32

14

42

46
52

22
37

0.723

0.55
0.434
0.562
0.747
0.292

0.566

0.265

0.393

0.8
0.792
0.659
0.478

0.806

0.77
0.348
0.683
0.806
0.532

0.787
0.804
0.093

0.806

0.585
0.752
0.803
0.674
0.802
0.806
0.803
0.806
0.743

0.742

15
13
15
12
13
12
13
15
14
13
11
11
12
10
12
13
15
14
11

13
11
10
13
12
14
13
11
10
12
10
13
10
12
11
13
21
12
10
12
10
14
14

11
13



0Os03t0177400-01

0s03t0182600-02

0s03t0197300-01

Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

EF-1 alpha.

Similar to 40S ribosomal protein SA.

Similar to Cupin family protein,
expressed.

RsPLGTR
SGLSADLLAK
SGLsSADLLAK
SLsSPARR
VKNTESGLGSSSDLLR
VLPELNGKLtGmMAFR
LGGsDVAVTK

DVTSTKPQsTNGDGRQQSmMPK
EEVSTALSQLVPTIFSMsMK
EySNSWTEPLTPSTNQK
FLOQTKFGVAGsK
GQAWVVFsEITAATNAFR
GtSSLcDASAAATSGLIGIR
KmWDEEEEVQsPLAFK
LTHLNLSSNSItGELQDDLK
LtNIGETGGmMKESAEVLK
MKPRLLSDSGASScNSGAK
SAAPVDPAVAQVEVLPsSAGERGR

AAAASGMGARLR

AMVLsPNIMR
AQALPtAFLAELLKPIATGMTSFGGK
ATSEGDLmMAAVSARPR
DGGtYIEAILPGAAADQTGK
DLAAVHGPLMMLQLGETPLVVVSsSR
DPNANIIMLATGTGIAPFRsSFLWK
EASLELNSLR
ELVtPRAMAVAVVLSVVICFVGmMR
EREsVIIMR
ESFsAAVDAALELLGGDGAR
EVAAMARVSGtHHVLGVPHLLGELR
FIVANPSWKLAHMK
GNVEtGSVREIIVQSGLPATR
GTAAALAIDTPPSWGR
IADVsVVSLGTAAAIAVLADELITLR
IADVSVVSLGTAAAIAVLADELLtLR
KIVLIPASTDDENVK
KIVLIPAStDDENVK

LASSTVGFPPR

LEVVDLSsNR

LGMTPPSRtR

LQIADVEtVAAGDIVK
LsVSMGSMELPSQGADVIK

S2(Phospho)
S1(Phospho)
S4(Phospho)
S3(Phospho)
S6(Phospho)
T10(Phospho
S4(Phospho)

S9(Phospho)
S8(Phospho):
Y2(Phospho)
S11(Phosphc
S8(Phospho)
T2(Phospho)’
S11(Phosphc
S7(Phospho)
T2(Phospho):
S12(Phosphc
S17(Phosphc

S5(Phospho)
S5(Phospho)
T6(Phospho)
S12(Phosphc
T4(Phospho)
S24(Phosphc
S20(Phosphc
S8(Phospho)
T4(Phospho)
S4(Phospho)
S4(Phospho)
T11(Phospho
S7(Phospho)
T5(Phospho)
S13(Phosphc
S5(Phospho)
T23(Phospho
S8(Phospho)
T9(Phospho)
S3(Phospho)
S8(Phospho)
T9(Phospho)
T8(Phospho)
S2(Phospho)

0.999 S(2): 99.9; T(6): 0.1

0.967 S(1): 96.7; S(4): 3.3

0.097 S(1): 90.3; S(4): 9.7

0.148 S(1): 85.2; S(3): 14.8

0.758 T(4): 15.9; S(6): 75.8; S(10): 3.
1 T(10): 100.0

0.812 S(4): 81.2; T(9): 18.8

0.468 T(3): 1.2; S(4): 3.7, T(5): 1.2; S
0.007 S(4): 0.5; T(5): 0.8; S(8): 1.3; T
0.843 Y(2): 84.3; S(3): 15.3; S(5): 0.2
0.774 T(4): 22.6; S(11): 77.4

0.277 S(8): 27.7; T(11): 27.7; T(14): ¢
0.106 T(2): 15.4; S(3): 15.4; S(4): 15.

1 S(11): 100.0

0.337 T(2): 3.8; S(7): 78.2; S(8): 18.8
0.993 T(2): 99.3; T(7): 0.7; S(13): 10¢
0.497 S(7): 0.0; S(9): 0.1; S(12): 49.7
0.325 S(1): 67.5; S(17): 32.5

1 S(5): 100.0
1 S(5): 100.0
1 T(6): 100.0; T(18): 0.0; T(21):
0.647 T(2): 17.6; S(3): 17.6; S(12): 6¢
0.5 T(4): 50.0; Y(5): 50.0; T(18): 0.
0.485 T(17): 2.9; S(23): 48.5; S(24): ¢
1 T(11): 0.0; T(13): 0.0; S(20): 1(
0.5 S(3): 50.0; S(8): 50.0
0.922 T(4): 92.2; S(15): 7.8
1 S(4): 100.0
0.948 S(2): 5.2; S(4): 94.8
0.853 S(9): 14.7; T(11): 85.3
1 S(7): 100.0
0.661 T(5): 66.1; S(7): 3.5; S(15): 3.5
0.842 T(2): 0.0; T(10): 15.8; S(13): 8¢
0.008 S(5): 5.1; S(8): 31.8; T(11): 37.
0.982 S(5): 0.1; S(8): 0.7; T(11): 1.3;
0.5 S(8): 50.0; T(9): 50.0
0.5 S(8): 50.0; T(9): 50.0
0.467 S(3): 46.7; S(4): 46.7; T(5): 6.7
0.857 S(7): 14.3; S(8): 85.7
0.154 T(4): 3.4; S(7): 81.2; T(9): 15.4
1 T(8): 100.0
0.015 S(2): 1.5; S(4): 3.6; S(7): 13.9;

46
41
61
21
42
40
26

29
10
47
23

29
61
25
62
58

57
36
51
27
31
17
50
32
19
36
43
20
50
18
46

39
53
31
51
38
30
36

0.806
0.263
0.163
0.745
0.639

0.786

0.806

0.59
0.805

0.486
0.7

0.079
0.722

0.47

0.628

0.615

0.3
0.786

0.364

0.138
0.759

0.628

0.068

16
13
29
15
12
11
12

17
13
15
11
15
15
15
11
18
10
14

10
12
11
12
11
11
13
11
12
11
13
11
10
18
12
14
16
21
12
11
10
13
11
11



0s03t0200500-02

0s03t0219300-01

0s03t0249900-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low

High

High
Low
Low

Similar to 40S ribosomal protein S3a.

Similar to Tubulin alpha-2 chain
(Alpha-2 tubulin).

Conserved hypothetical protein.

MALSWPsAIR
mAtVPEPLIWEIVK
MGPTGNtGLKR
MRINPsQTKPIQTK
MRPsPLmMKR
MRsSDGLPIR
MRSsDGLPIR
NFsFMPENETVMVQHR
NLMtRsIAIVPSLIVSIIGGSSGAGR
QMDNmMPAVASPTMNKR
RAMPSPPPHGPmMsLmMASR
RDPVPSPRPSPGMILsSPR
RLLStSVAAVAAETPR
RsQDGSLTLR
sAICNAVVAAR
SILDAVSGSVPTASMDSRR
SsmRHSVLDPGILR
SSPSISTtVPFAPHR
TAAAAAASQLTR
tAtPMLLQPISGAGAGARR
TLALSKmAANPALMSQHAALK
TLIRcyFSPVYSTGQR
tLVVAHGAGYVFDDVPGGSSR
VDVYsyGVVLLELVSGR
VDVYSYGVVLLELVsSGR
VIDPGNtEVGRItNNIR
VPVVAGGDPDGKSAAIPtR
VRFGAVsyNMVLDALGR
VVSLAAsSLMKLGScsLR
YHRSLGVQVVIGGtR
YKPDLSEGKTQEGK
YPSmMRSLLNVymDDSK

GtRYVItAAADTGIK

HQASsSSGAAASASPPSPPAK

LLLPASGR

TVQFVDWCcPtGFK

ASSDtDDDDDDFIVSK

S7(Phospho)
T3(Phospho)
T7(Phospho)
S6(Phospho)
S4(Phospho)
S3(Phospho)
S4(Phospho)
S3(Phospho)
T4(Phospho):
S10(Phosphc
S13(Phosphc
S16(Phosphc
T5(Phospho)
S2(Phospho)
S1(Phospho)
S7(Phospho)
S2(Phospho)
T8(Phospho)
S8(Phospho)
T1(Phospho)
S5(Phospho)
Y6(Phospho)
T1(Phospho)'
S5(Phospho)
Y4(Phospho):
T7(Phospho)
T18(Phospho
S7(Phospho)
S3(Phospho):.
T14(Phospho
S6(Phospho)
Y11(Phosphc

T2(Phospho)

S5(Phospho)

S6(Phospho)

T10(Phospho

T5(Phospho)

AStLTNVGLSTPAAAASSLVRPVAGAGF S2(Phospho)

ESTScSARPLGSLISVLMNVVTTLR

S2(Phospho)

0.988 S(4): 1.2; S(7): 98.8
1 T(3): 100.0
0.153 T(4): 84.7; T(7): 15.3
0.951 S(6): 95.1; T(8): 3.4; T(13): 1.6
1 S(4): 100.0
0.5 S(3): 50.0; S(4): 50.0
0.136 S(3): 86.4; S(4): 13.6
0.5 S(3): 50.0; T(10): 50.0
0.918 T(4): 99.1; S(6): 92.6; S(12): 7.
0.971 S(10): 97.1; T(12): 2.9
0.987 S(5): 0.7; S(13): 98.7; S(17): 0.
0.959 S(6): 0.1; S(10): 4.0; S(16): 95.
0.853 S(4): 14.6; T(5): 85.3; S(6): 0.1
0.442 S(2): 44.2; S(6): 44.2; T(8): 11.
1 S(1): 100.0
0.793 S(1): 1.2; S(7): 79.3; S(9): 18.0
0.489 S(1): 48.9; S(2): 48.9; S(6): 2.2
0.748 S(1): 0.0; S(2): 0.0; S(4): 0.1; <
0.018 T(1): 97.9; S(8): 1.8; T(11): 0.3
0.196 T(1): 39.3; T(3): 80.4; S(11): &C
0.777 T(1): 14.6; S(5): 77.7; S(15): 7.
0.463 T(1): 2.9; Y(6): 46.3; S(8): 46.3
0.872 T(1): 98.2; Y(10): 88.1; S(19): ¢
0.977 Y(4): 2.3; S(5): 97.7; Y(6): 99.9
0.078 Y(4): 50.6; S(5): 50.6; Y(6): 82.
1 T(7): 100.0; T(13): 100.0
0.5 S(13): 50.0; T(18): 50.0
1 S(7): 100.0; Y(8): 100.0
0.123 S(3): 37.0; S(7): 87.7; S(13): 8°
0.999 Y(1): 0.0; S(4): 0.1; T(14): 99.9
0.26 Y(1): 69.2; S(6): 26.0; T(10): 4.
0.818 Y(1): 0.0; S(3): 0.0; S(6): 0.0; Y

0.428 T(2): 55.7; Y(4): 55.7; T(7): 85.
0.348 S(4): 12.5; S(5): 34.8; S(6): 34.
1 S(6): 100.0

1 T(1): 0.0; T(10): 100.0

0.727 S(2): 13.7; S(3): 13.7; T(5): 72.
0.014 S(2): 8.9; T(3): 4.2; T(5): 7.6; S
0.466 S(2): 46.6; T(3): 46.6; S(4): 3.4

33
52
32
22
28
40
35
55
45
68
40
48
49
23
33
50
48
46
12
20
15
37
23
76
38
53
36
80

39

42

29

25
18

106

55
24
42

0.656
0.509
0.659

0.628

0.313
0.171
0.378

0.312
0.737

0.652

0.641

0.754

0.57
0.215

0.21

0.726
0.719

12
10
12
11
11
12
15
10
11
11
11
10
10
11
11
12
11
14
11
13
15
12
17
17
11
14
18
16
12
11
14
12

12
10
11

62

20
11
15



0s03t0277300-01

0s03t0327600-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Heat shock protein 70.

Ricin B-related lectin domain
containing protein.

EWLNVAFIDVGHASMQVsIVGYKK
GtQHAQSVGSARIGEGQTLIGAGHNR
HQItVGSTVSINLPVVNQVFSSNR
HQITVGstVSINLPVVNQVFSSNR
IQsALGYmMAPEFtcRtVNVTEK
LVVYEYVATGSFsAMLHGIKGIAEK
mMDHYPGVGHGESLALCATTKDyYR
NMHDQVDHSKPFSsGSPPPGSTLR
NMHDQVDHSKPFsSGSPPPGSILR

SAAISGAsSLVLSsPPAPGARPQPRPAR

SEDGSEEAAAVLPKPLAAIVTGARsSR
SLSPKVLILVEMESNTNTAPFPQR
SMAWYAKTNtQVPEVVLVPsGsR
TALRLSEVGNAAVVVNPsSTmMQIIAK

S18(Phosphc
T2(Phospho):
T4(Phospho):
S7(Phospho)
S3(Phospho)
S13(Phosphc
Y4(Phospho)
S14(Phosphc
S13(Phosphc
S8(Phospho):
S1(Phospho):
T8(Phospho)
T10(Phospho
S6(Phospho):

TAPAPMPLPPAQAPVWSsSPAPAPAATQF S17(Phosphc

TLVAVGLMLGMILGFLSGSVFFsYK
TSILGDtIGYVKELMDR
VAEEMRPPPPPPPARAEQHGTGtVR
WKHLILNtTPTTPIEPCEWLNK
YyWSSMVTCcLVGVFQALVGIILR

GTAAALAIDTPPSWGR
SHFLHTASTTtPRK
SSPSIStTVPFAPHR

ILPWGDEAYAGGSANAPR
AlsGEQLRELAAGLEtSGHR
ALQHsKVK
AMEGQASALHEMSAQLR
APEHHDHELTLTAGKESFR
ATIPAMATPMsSGGRCAPR
DVPVVLADEAAPSGtAPR
GRSQAIASPPLPEIGQR
HAISGDQIAVIVGtVTDDKR
HITASREAIISVVESPEIR
IELLALSHANKAER

ILPtPELK
MEIKDEETtAEVAMVVQSR
mMStNQGVQLR
NcPFSLCINICPNtIVPR
NRmMASQPATNASKPATVQMR
NSALmMISRTLAMAYVmDQK
RDPSEMVStK
RHGAASGGSITGTRPFSTPSSR

S23(Phosphc
T7(Phospho)’
T23(Phospho
T8(Phospho)
Y1(Phospho)

S13(Phosphc
T11(Phospho
T7(Phospho)

S13(Phosphc
S3(Phospho)
S5(Phospho)
S7(Phospho)
S17(Phosphc
S11(Phosphc
T15(Phospho
S8(Phospho)
S4(Phospho)
S15(Phosphc
S7(Phospho)
T4(Phospho)
T9(Phospho)
T3(Phospho)
T14(Phospho
S12(Phosphc
S7(Phospho)
T9(Phospho)
T10(Phospho

0.988 S(14): 0.2; S(18): 98.8; Y(22): :
0.846 T(2): 92.3; S(7): 15.4; S(10): 9:
0.134 T(4): 32.1; S(7): 73.7; T(8): 63.
0.072 T(4): 72.0; S(7): 54.6; T(8): 31.
0.081 S(3): 51.6; Y(7): 52.7; T(13): 67
0.709 Y(4): 0.3; Y(6): 0.4; T(9): 3.8; S
0.842 Y(4): 94.7; S(12): 3.5; T(18): 3.
0.208 S(9): 0.9; S(13): 36.6; S(14): 3t
0.019 S(9): 2.4; S(13): 6.6; S(14): 6.6
0.3 S(1): 11.9; S(5): 25.6; S(8): 61.
0.407 S(1): 68.7; S(5): 37.4; T(21): 3:
0.048 S(1): 41.3; S(3): 41.3; T(8): 4.8
0.02 S(1): 13.7; Y(5): 42.5; T(8): 69.
0.323 T(1): 48.7; S(6): 48.7; S(18): 6¢
0.987 T(1): 0.4; S(17): 98.7; T(25): 0.
0.249 T(1): 0.3; S(17): 24.9; S(19): 2
0.158 T(1): 68.3; S(2): 16.1; T(7): 16.
0.251 T(21): 74.9; T(23): 25.1
0.393 T(8): 39.3; T(9): 39.3; T(11): 1C
0.347 Y(1): 38.8; S(3): 38.8; S(4): 15.

0.967 T(2): 0.0; T(10): 3.3; S(13): 96.
0.973 S(1): 0.0; T(6): 0.0; S(8): 0.0; T
0.438 S(1): 0.2; S(2): 0.2; S(4): 0.5; <

1 Y(9): 0.0; S(13): 100.0
0.086 S(3): 31.4; T(16): 77.2; S(17): ¢
1 S(5): 100.0
0.924 S(7): 92.4; S(13): 7.6
0.782 T(10): 9.3; T(12): 12.5; S(17): 7
0.839 T(2): 11.2; T(8): 4.9; S(11): 83.
0.814 S(13): 18.6; T(15): 81.4
0.856 S(3): 14.4; S(8): 87.6; T(14): 9¢
0.469 S(4): 93.8; T(14): 53.1; T(16): £
0.868 T(3): 5.0; S(5): 5.0; S(11): 6.5;
1 S(7): 100.0
1 T(4): 100.0
0.99 T(8): 0.9; T(9): 99.0; S(18): 0.1
0.916 S(2): 8.4; T(3): 91.6
1 S(5): 0.0; T(14): 100.0
0.231 S(5): 3.7; T(9): 3.7; S(12): 23.1
0.152 S(2): 25.4; S(7): 15.2; T(9): 10.
0.854 S(4): 0.0; S(8): 14.6; T(9): 85.4
0.736 S(6): 0.0; S(9): 0.5; T(10): 73.6

47
28

29
37
48
28
22
15

12
14
36
20
29
23
26
23

52
63
26

136
11
40
28
10
21
41
18
23
32
16
38
49
82
61
17

47
7

0.734
0.776
0.806
0.796
0.511
0.802

0.792
0.743
0.806
0.577
0.739

0.652

0.776
0.321

0.298
0.602
0.272

0.715

0.691
0.709

0.682
0.771
0.762
0.054
0.602

0.088

16
12
13
12
12
12
10
11
11
12
12
13
12
10
15
11
11
10
10
13

14
12
10

34
15
12
10
11
11
10
15
11
11
12
10
11
13
20
16
12
10
21



0s03t0336100-01

0Os03t0337800-01

Low
Low
Low
Low
Low
Low
Low
Low

Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low

11-S plant seed storage protein family

protein.

Similar to 60S ribosomal protein L19
(Fragment).|60S ribosomal protein
L19.

SARLVCAPK
SIQRLELPGPTEtQSSPVR
SWsHPIWVLMEPVFQmMR
TAATRVPItFVDVTIMSER
TIGFQLIDDKyPR
tVALVGGSGSGKSstVIALLER
VMVDALVRsRPFLHmMACR
ymGAQVEISVDFLTEK

VELLGCGVSTGLGAVWNIAK
AKPSAAAGGSsSHPPYFEmMIK
DAGVSAKDIDEVLLVGGMTR
DGKATMESPSSIPTLK
DGKATMESPSSIPTLK
EALDAATIAGLNVMR
EDASALIQSTEEIKK
EFIFSSSFTGDKQILAQR
ERLVVVEFAASHsVNsSR
FEtSHVLGALLASSPLLAR
FVSAFRSSELLAVR
GyVGDPEATAATITPDGWLK
IVASNTGSGVYK
KEDASALIQSTEEIK
LPLPSGASRSADAY(R
MASGMVVSASMGVMKPLLTK
MLItRAPR
MPSsPWIPTAGAPPPR
RPPPPPsPPPsHPHRSGGK
SDVYSFGMLVLEmMVsSGRR
TAGAALPtPFLDRSAVAAPR
TtAERINSFR

{TAERINSFR
TTtAKRPLAVAGVSGSGDsGR
VADSMLVNTALMLIYVtK
YmWLIPSLR

AAMVLDLLSLIGAYAAGtsR
ALSsPWSPRAVQAR
ASMRWSNVAVMLGFVVGyYR
AVFAAMATSGGYGYGGLQHRF
DADEmMVDILVAAtFSALHDK

S1(Phospho)
S1(Phospho)
S3(Phospho)
T9(Phospho)
Y11(Phosphc
T1(Phospho):
S9(Phospho)
Y1(Phospho)

T18(Phospho
S11(Phosphc
S5(Phospho)
S10(Phosphc
S8(Phospho)
T3(Phospho)
S4(Phospho)
T14(Phospho
S13(Phosphc
T3(Phospho):
S3(Phospho):
Y2(Phospho)
S4(Phospho)
S5(Phospho)
T15(Phospho
S3(Phospho)
T4(Phospho)
S4(Phospho)
S7(Phospho):
S15(Phosphc
T8(Phospho):
T2(Phospho)
T1(Phospho)
T3(Phospho):
S4(Phospho)
S7(Phospho)

Y14(Phosphc
S4(Phospho)
Y18(Phosphc
S9(Phospho)
T13(Phospho

1 S(1): 100.0
0.08 S(1): 85.9; T(11): 13.0; T(13): 1
0.257 S(1): 74.3; S(3): 25.7
0.459 T(1): 0.0; T(4): 0.0; T(9): 99.5;"
0.989 T(1): 1.1; Y(11): 98.9
0.826 T(1): 98.0; S(8): 13.1; S(10): 6.
1 S(9): 100.0
0.899 Y(1): 89.9; S(9): 3.7; T(14): 6.4

1 S(9): 0.0; T(10): 0.0; T(18): 10¢
0.682 S(4): 4.0; S(10): 4.0; S(11): 68.
0.994 S(5): 99.4; T(19): 0.6
0.287 T(5): 28.7; S(8): 10.0; S(10): 2¢
0.478 T(5): 15.5; S(8): 47.8; S(10): 1¢

0.5 T(3): 50.0; T(8): 50.0

0.053 S(4): 5.3; S(9): 47.4; T(10): 47.
0.999 S(5): 0.0; S(6): 0.0; S(7): 0.0; T
0.029 S(11): 93.9; S(13): 6.7; S(16):
0.248 T(3): 50.0; S(4): 50.0; S(13): 5(
0.68 S(3): 90.9; S(7): 32.0; S(8): 77.
1 Y(2): 100.0; T(9): 0.0; T(12): 0.
0.79 S(4): 79.0; T(6): 20.2; S(8): 0.7
0.993 S(5): 99.3; S(10): 0.3; T(11): 0.
0.498 S(5): 0.0; S(8): 0.2; S(10): 0.2;
0.827 S(3): 82.7; S(8): 17.0; S(10): 0.

1 T(4): 100.0

0.852 S(3): 14.8; S(4): 85.2; T(9): 0.0

0.66 S(7): 90.0; S(11): 76.0; S(16): <
0.429 S(1): 19.0; Y(4): 19.0; S(5): 19.
0.458 T(1): 54.2; T(8): 69.5; S(14): 7¢
0.497 T(1): 49.7; T(2): 49.7; S(8): 0.6
0.788 T(1): 78.8; T(2): 20.0; S(8): 1.2
0.022 T(1): 6.6; T(2): 6.6; T(3): 11.4;
0.468 S(4): 49.6; T(9): 49.6; Y(15): 6.
0.999 Y(1): 0.1; S(7): 99.9

0.506 S(9): 49.4; Y(14): 78.4; T(18): ¢
0.978 S(3): 2.2; S(4): 97.8; S(7): 0.0
1 S(2): 0.0; S(6): 0.0; Y(18): 100.
0.952 T(8): 4.8; S(9): 95.2; Y(12): 0.0
0.5 T(13): 50.0; S(15): 50.0

42

11
51
40
34
11
17

43
24
24
19
19
35
14
64
25
27
16
59
31
30
38
46
50
63
18
14

24
21

41
36

60
64
56
29

0.776
0.691
0.483
0.741
0.491
0.261
0.679
0.732

0.042

0.724

0.685

0.078

0.573

0.456

0.659

0.804

0.564

0.33

12
13
15
14
12
14
10
11

15
12
10
12
10
13
14
15
15
11
10
11
15
11
20
12
15
13
10
14
12
12
11
13
15
12

12
10
10
11
15



0s03t0343500-01

0s03t0350100-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low

High
High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to 60S ribosomal protein L22-
2.

SAR DNA-binding protein-2.

EFPEATIMRPATMIGIEDR T16(Phospho

EGMGLGVsGQGMLDPIPVK S8(Phospho)
EIsSSSGGLSAPAPAPAAGAAGR S3(Phospho)
EmHISEAYPISTAPGSAGKAK S5(Phospho)
GKVWLDPNEVNEISMANSR S18(Phosphc
GRQGAASVSELHSMVQMLSR S9(Phospho)
KLDLGASGFsGsLPsSLGSLK S10(Phosphc
KSAFEASYMVLAIVGQGGMGK S2(Phospho)
LARYAVYDtDFGLGRPmMK Y4(Phospho)
MLMsLKLNSTPEItSR S4(Phospho)
MPLSYSAAAAAAPSPLAAR S6(Phospho).
NSALmMISRtLAMAYVMDQK T9(Phospho)
QALYASKIcsYAQGMNIIK S10(Phosphc
QGVISSSGTETGYLQDLIYK S7(Phospho)
RHGAASGGSTTGtRPFSTPSSR T13(Phospho
ScVSDSAQRGRPVDPLR S6(Phospho)
sNVVQTPVHQmMGSVsSLPSK S1(Phospho):
VRMTTWtAPPLPR T7(Phospho)
FPtPEARLK T3(Phospho)
LSSIPGNVGsK S10(Phosphc
yGtVKIQEDAmMK Y1(Phospho)

TYNPAADLVLGQStEETPKKPEGASK T14(Phospho
TYNPAADLVLGQSTEEtPKKPEGASK T17(Phospho
AHGAPVMRLQLGLsPAVVIssPGAAR  S14(Phosphc
ALAGGALsmHVAyFLAIscLGYGLLGVLK S8(Phospho)
AQFPSPNEYSSFMGDFsTATGIATFTMN Y9(Phospho):
AQyAATAGASKIcSAFDIVIAK Y3(Phospho):
AQyYPsPNEYSSFMGDFSTATGIATFTMM Y3(Phospho):
ASLNcIDDDESTGGLsQVRsLTVFGVLAI S16(Phosphc
ATNVLLDQDHNPYVSDYGLSALmMsFPIS Y13(Phosphc
cHTYMMMKQVVATTSGTQPPWSTLLMC( Y4(Phospho):
CVHVLLENGAIVSAsSsAFGFPGstPLHL, S15(Phosphc
DGGVHGGGGMVCcGLKQRPGVSmMtVR T23(Phospho
DMGHNPAGSACWTSNVAtIFcccGRGRF T18(Phospho
DNAsssPASILLFALIGAtAttAAFGQLRR  S4(Phospho).
DtFMYKGEAAFCSLECR T2(Phospho)
DVVVESALVDLYAKcGAVDYAYSVFEA: S28(Phosphc

EEEEEEGVscGICLTDAR S9(Phospho)
EFVKGMITLPtPSSR T7(Phospho)
EGCYLDINFIVLCNLSHtPPAtAAGHILK  T17(Phospho

EHQLAAAtAPVAIPGVALAEtEELKEEQs T8(Phospho)
EIKPVsDGEERSSSSLR S6(Phospho):
EIVYGAtGAEYSIPPKITFPASEALttFEDV Y4(Phospho)

0.648 T(6): 7.6; T(12): 27.6; T(16): 64
1 S(8): 100.0
0.067 S(3): 6.7; S(4): 20.1; S(5): 66.5
0.483 S(5): 48.3; Y(8): 48.3; S(11): 0.
0.904 S(14): 9.6; S(18): 90.4
0.212 S(7): 76.6; S(9): 21.2; S(13): 2.
0 S(7): 4.8; S(10): 94.0; S(12): 1.
0.333 S(2): 33.3; S(7): 33.3; Y(8): 33.
0.381 Y(4): 61.9; Y(7): 61.9; T(9): 76.
0.763 S(4): 98.4; S(9): 1.8; T(10): 2.4
0.779 S(4): 4.5; Y(5): 17.7; S(6): 78.0
0.254 S(2): 1.2; S(7): 11.4; T(9): 25.4
0.395 Y(4): 10.5; S(6): 10.5; S(10): 3¢
0.104 S(5): 1.3; S(6): 33.7; S(7): 10.4
0.568 S(6): 0.4; S(9): 2.3; T(10): 18.0
0.146 S(1): 42.7; S(4): 42.7; S(6): 14.
0.091 S(1): 86.3; T(6): 72.1; S(13): 8.
0.82 T(4): 3.1; T(5): 14.9; T(7): 82.0

1 T(3): 100.0
0.791 S(2): 1.7; S(3): 19.2; S(10): 79.
1 Y(1): 100.0; T(3): 100.0

0.302 T(1): 0.0; Y(2): 0.0; S(13): 30.2
0.497 T(1): 0.0; Y(2): 0.0; S(13): 0.3;
1 S(14): 100.0; S(20): 100.0; S(2
1 S(8): 100.0; Y(13): 100.0; S(18
0.038 S(5): 76.3; Y(9): 11.8; S(10): 9.
0.936 Y(3): 99.0; T(6): 6.4; S(10): 99.
0.012 Y(3): 56.2; S(5): 20.3; Y(9): 19.
0.262 S(2): 0.5; S(11): 26.6; T(12): 1:
0.066 T(2): 84.9; Y(13): 10.1; S(15): «
0.013 T(3): 3.4; Y(4): 3.4; T(13): 24.0
0.016 S(13): 59.2; S(15): 78.9; S(16):
0.793 S(21): 20.7; T(23): 79.3
0.941 S(9): 0.3; T(13): 1.6; S(14): 4.0
1 S(4): 100.0; S(5): 100.0; S(6): :
0.996 T(2): 99.6; Y(5): 0.4; S(13): 0.0
0.503 S(6): 7.5; Y(12): 7.5; Y(20): 12.
0.998 S(9): 99.8; T(15): 0.2
0.718 T(7): 79.3; T(8): 19.1; T(11): 9C
0.073 Y(4): 66.2; S(16): 56.1; T(17): £
0.19 T(8): 98.4; T(21): 60.3; S(29): €
0.5 S(6): 77.9; S(12): 22.4; S(13): ¢
0.009 Y(4): 96.6; T(7): 94.0; Y(11): 3(

13
32
21
32
31
29
26

32
39
16
36
28
35
13
14
43

67
32
46

36
60
18

29
53
21
29
26
22

49
44
51
76
16
51
48

13
33
15

0.618
0.658
0.535
0.806
0.646
0.803
0.659
0.629

0.689

0.804
0.601
0.803

0.005

0.094

0.497
0.56

0.673

0.203
0.692
0.729

0.804
0.767
0.225

11
20
11
12
14
10
14
11
12
12
21
11
15
10
11
12
14
10

11
11
11

11
20
15
13
11
10
12
13
10
12
14
12
10
12
11
22
11
13
12
12
14
10



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

EKEATSSGNIHAssGDGmK S6(Phospho):

EQLLGsVDLNsVGESLEPDVR S6(Phospho).
ESPESMRSVAGALSPLALAVASYASGAI S2(Phospho).
ESSAAGGAAAAAAAQQRSR S2(Phospho)

EsSPLPAMASAAAAAAAEWEEAERK  S2(Phospho)
FAIGAYARSFLDNPtLctSGLGSsYLAGVF Y6(Phospho):
FECQTTGPPGSEVCAIEGR T16(Phospho
FGHLYAAASTRPGNGVSVTSVLGGTSE S9(Phospho)
FQSTALEALEDITALYYDEERDEIYTGNF S3(Phospho)
FSNGKNmPDIISEHLGAEPVLPYLSPELI S12(Phosphc

GFFKASVLATGLIMNNILR S6(Phospho)
GGEAMAPIESTtGGLLLVR T12(Phospho
GGGSGALPYGPsScPAAAAAAQQREGI S12(Phosphc
GLETAtGAIAGLDDDAMMEEFVK T6(Phospho)

GLRNQLELISGLGAQDLGPmsLGLsHSI T7(Phospho):
GRmMLSPALASGLIcGDGVGsILLsmLtLm' S5(Phospho):
GSLLFPVTTDWEAASLEAWPWAVssck S24(Phosphc
GVGSPPtGVPSLQIEAQGDVIPcGGANF T7(Phospho)
GVGSPPTGVPsLQIEAQGDVIPcGGANF S11(Phosphc
HLPSPRPSTTFSTSPHSYTAFSSSFAA/ S29(Phosphc
HsGsDPDmMVKITVAGGNVNGGAAASET S2(Phospho):
HVISESPPERDLTSSSHNLPcENEPcYS( S4(Phospho):
IEAASIDDsSPPPPSLPGGMGVsLLK S9(Phospho):
IGEIVDQHSESYKQSR S9(Phospho):
IGPcLYVIDtFsAAADFLPDR T10(Phospho
IGVERSEAAALGADLIIMTIsAVDGWEDI S6(Phospho).
ImcsSNILKLGYNLQcDLHQLSQSYGELK S4(Phospho)
IMEmMDEEIQLLVGSNQAIAETtFQMGsNI T22(Phospho
INFPGGGtHFHtGADKY IVHLAQMLNFPI T8(Phospho)
ItANCVAPGATATDMFFAGKSEER T2(Phospho)
LDsGPLHTHATGPtHAVGPTDQQ S3(Phospho)
LKQQEILEDDsDEEYDEIIQDsSGEQEVK S11(Phosphc
LMIENLEGLPACSQILtRMQsGVGVALLtD T17(Phospho
LNPsStNLGLALAssFssSSRPEQPELPGA S4(Phospho)
LNSLDLSGNDLSGAVPASLAALKLssLNr S3(Phospho):
LOMSQISMFLAQSGPMsMsLVARSTME S17(Phosphc

0.005 T(5): 35.2; S(6): 81.9; S(7): 81.
1 S(6): 100.0; S(11): 100.0; S(15
0.007 S(2): 31.3; S(5): 31.3; S(8): 30.
0.5 S(2): 50.0; S(3): 50.0; S(18): 0.
0.823 S(2): 82.3; S(3): 17.7; S(10): 0.
0.062 Y(6): 90.1; S(9): 90.1; T(15): 7+
0.001 T(5): 3.4; T(6): 3.4; S(11): 93.0
0.003 Y(5): 47.9; S(9): 47.9; T(10): 3¢
0.516 S(3): 72.2; T(4): 23.1; T(13): 3.
0.649 S(2): 0.5; S(12): 64.9; Y(23): 2t
0.776 S(6): 77.6; T(10): 22.4
0.682 S(10): 16.1; T(11): 16.1; T(12):
0.322 S(4): 3.3; Y(9): 32.2; S(12): 32.
0.5 T(4): 50.0; T(6): 50.0
0.111 T(7): 75.3; S(11): 75.3; S(22): ¢
0.188 S(5): 81.2; S(10): 81.2; S(20): °
0.698 S(2): 10.5; T(8): 10.5; T(9): 10.
0.333 S(4): 33.3; T(7): 33.3; S(11): 3¢
0.989 S(4): 0.1; T(7): 1.0; S(11): 98.9
0.464 S(4): 0.9; S(8): 0.9; T(9): 1.0; T
0.3 S(2): 68.1; S(4): 49.8; T(12): 47
0.069 S(4): 82.0; S(6): 14.4; T(13): I(
0.016 S(5): 11.7; S(9): 89.6; S(14): 9t
0.744 S(9): 93.8; S(11): 80.0; Y(12):
0.983 Y(6): 1.7; T(10): 98.7; S(12): 9¢
0.074 S(6): 66.9; T(19): 60.8; S(21): ¢
0.123 S(4): 43.3; S(5): 33.2; Y(12): 2¢
0.483 S(14): 28.0; T(21): 28.0; T(22):
0.474 T(8): 94.7; T(12): 52.6; Y(17):
0.944 T(2): 94.4; T(11): 2.7; T(13): 2.
0.168 S(3): 93.1; T(8): 60.2; T(11): 22
1 S(11): 100.0; Y(15): 100.0; S(2
0.281 S(13): 71.9; T(17): 78.1; S(21):
0.031 S(4): 67.4; T(5): 59.4; S(13): 7+
0.591 S(3): 59.8; S(7): 19.2; S(12): 1¢
0.003 S(4): 84.1; S(7): 72.4; S(13): 1t

LsQtPCLLYTSESAGDsVVsLYsSLVEKR  S2(Phospho)T4(Phospho)S Too many isoforms

LVittSYPLVLVLVGEEEGAGSNGMTAtss T3(Phospho)
MAAAAAEGGGGGGGAVYDPSYVPDS) T28(Phospho

MASKPGPLIQWPWHNLGNyK T9(Phospho)
MGAAASAAFSATCQTAGKATMAAAIDV T30(Phospho
MGtsTSAEVONNVQGTKR T3(Phospho):

MLPPLLTTVHEQTGMLPPAWMGTLTG( S31(Phosphc
MPVWVWSHQLLSNAMFTSDIStETTVFI S21(Phosphc
MsATMDAVMPGAAGAHNATAAAAAGR S2(Phospho)
mMTDIHTNENYSNSAVSPVNVVPPsGAAL'Y10(Phosphc

0.005 T(3): 45.2; T(4): 45.2; S(5): 45.

0.21 Y(17): 0.9; S(20): 2.4; Y(21): 6.
0.211 S(3): 78.9; T(9): 93.0; Y(19): 2¢
0.721 S(6): 0.1; S(10): 0.0; T(12): 0.1
0.778 T(3): 89.6; S(4): 89.6; T(5): 22.
0.133 T(7): 1.3; T(8): 1.4; T(13): 3.9;
0.062 S(7): 16.3; S(12): 16.3; T(17): -
0.427 S(2): 42.7; T(4): 42.7; T(19): 14
0.001 T(2): 47.3; T(6): 47.3; Y(10): 3.

MTTTTtAAAAALtssVGDGPPPsSRSTTTIT T6(Phospho)T13(Phospho) Too many isoforms

0.786

0.792

0.792
0.803
0.612

0.715
0.232

0.285

0.774

0.56
0.529
0.798
0.056

0.618

0.792

0.48
0.805
0.792
0.341
0.287

0.68

0.761
0.729
0.713
0.738
0.733
0.792

0.56

0.485
0.662
0.478
0.556
0.792

0.34
0.722

11
10
14
14
12
11
11
12
11
11
16
12
11
15
12
14
10
24
11
17
11
12
10
11
10
11
14
12
11
15
12
11
19
14
15
11
13
11
12
12
19
16
12
11
14
17
12
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Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to Nucleolar protein.

MVFTEFMAYLAFTWStVVLLGGYVssLQF T15(Phospho
mVHLSTSITISETPPEHWQK S5(Phospho).
MVIASAAFSAGASASsGSAAAAAADPSF S16(Phosphc
MVTtRGMAATASAAEGYER T4(Phospho):
NAsSKLLNYtVQVPAAGTTR S3(Phospho)

0.012 T(4): 50.4; Y(8): 35.4; T(12): 3¢
0.427 S(5): 72.1; T(6): 23.0; S(7): 16.
0.026 S(5): 31.0; S(9): 31.0; S(13): 5
0.002 T(3): 0.9; T(4): 1.6; T(10): 52.0
0.149 S(3): 64.7; Y(8): 64.7; T(9): 36.

NyyItAIAGATNGSSLVVMSKGTPYTQQ:s Y2(Phospho)Y3(Phospho)T Too many isoforms

QTETAAIKAAHGGGAAGIPFAR T18(Phospho
RAQSLSVHLLDMVILTLLAtGSAtAASMA T20(Phospho
RIAPtFGSDHSINNALCWsSPDGQFLAVP( T5(Phospho):

0.926 T(2): 3.7; T(4): 3.7; T(18): 92.6
0.01 S(4): 9.0; S(6): 28.6; T(16): 61.
0.158 T(5): 50.9; S(8): 50.9; S(11): 5(

RsPsSPPPGLDVAAGSR S2(Phospho). 0.211 S(2): 63.3; S(4): 36.7; S(5): 50.
SAAAGDPASSLPPYLLRPFAQK S1(Phospho): 0.961 S(1): 99.9; S(9): 99.5; S(10): 9t
SASSSAtAAAAAAGNEHNSINFLNVLISLIT S4(Phospho)S5(Phospho)T Too many isoforms
SAStVSTATTTSTTTTTTTPPRLGAVALSsL S1(Phospho)S3(Phospho)T Too many isoforms
SGHGDTNVSTTTFQTETPTSVLMsGGL! S1(Phospho)S24(Phospho) Too many isoforms
SLDFPTPSRcHDDTyYNstNSTNLHILEK  Y15(Phosphc 0.001 S(1): 54.9; T(6): 25.4; S(8): 26.
smsFPSIVDLLKDsLK S1(Phospho): 0.289 S(1): 71.1; S(3): 71.1; S(6): 71.
SScKQQQQPssPAAVAsSVAAAAVSSYS) S10(Phospho)S11(Phosphc Too many isoforms

SSLGADLRPTEDScGPmMNSINQPcVNVI¢ S1(Phospho):
SSLSGAFGACGGFAAtAAAAGDAAssMt T16(Phospho
STMIGAMANFLDyDVYDLDLTSVKNNSE S1(Phospho)
SVISYLGMDLYKLVEMELsSLmYDFLYTK S19(Phosphc
SWLPLLCRGSNGtDAPVLsSK S10(Phosphc
TAAYISQEDLHAGEmtVR Y4(Phospho)
TDQMDSPTDPFIWPGQLGFAYTLQLttRA T25(Phospho
TGCcAKssAPLASSIAVAER S6(Phospho):.
TLAFPAGVCcPTVGVGGHISGGGFGtLmI T25(Phospho
VALLctQGSPHQRPPMsK T6(Phospho):
VKVFVsSEQAIDLTDtVYGLIYLLDYEmMR S6(Phospho)

VVLItGASSGIGEELAYQYAsK T5(Phospho)’
VVNPSsSMGAILcGHKQMSEEITR S6(Phospho)
WFtIASLLEYVVLVSPSR T3(Phospho)

YLGLGSGMKNSAALLSGtPIsHsVGPDL! T18(Phospho

CLVFLPFRsSSAPSSAASAALFEYPR S9(Phospho)
CLVFLPFRSSAPsSSAASAALFEYPR S13(Phosphc
EcGISIADRPSYAFAsSRVISRPtK S16(Phosphc
GANQASTtKLLK T8(Phospho)
GASEIVLAACDK S3(Phospho)
KsTDAVMIR S2(Phospho)
LDFHNFVFsmKASNPVIMVQAYR S9(Phospho)
LEGIAKSyK Y8(Phospho)
LEGIAKsYK S7(Phospho)
LGGSFTSEGMKELVGLTLQcVSTsSAR  S4(Phospho).
LKSQIASLESR S10(Phosphc
LPALSPSPAR S5(Phospho)

MMAWRSLSLVAFMAAVAAAAAAAGDDI S6(Phospho):

1 S(1): 100.0; S(2): 100.0; T(10):
0.025 S(1): 45.2; S(2): 45.2; S(4): 53.
0.07 S(1): 66.2; T(2): 66.2; Y(13): 4¢
0.036 S(1): 29.0; S(4): 29.0; Y(5): 29.
0.808 S(1): 0.1; S(10): 99.9; T(13): 9¢
0.654 T(1): 24.2; Y(4): 73.3; S(6): 13.
0.033 T(1): 44.3; S(6): 36.5; T(8): 36.
0.823 T(1): 4.1; S(6): 88.0; S(7): 88.0
0.849 T(1): 0.2; T(11): 0.9; S(19): 13.
0.796 T(6): 99.7; S(9): 20.4; S(17): 8(
0.036 S(6): 26.3; S(7): 26.3; T(14): 2¢
0.165 T(5): 49.3; S(8): 49.3; S(9): 37.
0.5 S(5): 50.0; S(6): 50.0; S(18): 0.
0.993 T(3): 99.3; S(6): 0.5; Y(10): 0.2
0.008 Y(1): 29.3; S(6): 33.2; S(11): 3¢

0.754 S(9): 75.5; S(10): 18.2; S(13): ¢
0.165 S(9): 56.5; S(10): 16.5; S(13): :
0.165 S(5): 0.5; S(11): 16.8; Y(12): 6t
0.982 S(6): 0.4; T(7): 1.3; T(8): 98.2
1 S(3): 100.0
0.794 S(2): 79.4; T(3): 20.6
0.87 S(9): 88.3; S(13): 13.0; Y(22): ¢
0.5 S(7): 50.0; Y(8): 50.0
0.5 S(7): 50.0; Y(8): 50.0
0.748 S(4): 91.3; T(6): 4.4; S(7): 4.4;
1 S(3): 0.0; S(7): 0.0; S(10): 100.
0.984 S(5): 98.4; S(7): 1.6
1 S(6): 100.0; S(8): 100.0

0
53

N

17

17
34

55

11

51
21

32
26
30

17
54
35

58
35
37
35
39
25
24
51
59
70
40
31
10

0.2
0.617
0.105
0.719
0.805

0.75
0.749
0.792
0.062

0.683
0.493
0.301
0.684

0.75
0.805

0.414
0.608
0.804
0.209
0.792
0.773
0.256
0.089

0.56

0.773

0.783
0.703

0.522
0.694

0.741

0.662

13
14
23
15
11
14
11
12
10
16
12
10
14
12
14
11
11
14
18
12
11
14
12
11
14
12
12
12
10
14
12
12

16
12
17
11
13
11
12
12
12
21
16
10
11



0s03t0352450-00

0s03t0379500-01

0s03t0383800-03

0s03t0390000-02

Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low

Low

High
High
High
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Hypothetical conserved gene.

Similar to 40S ribosomal protein S9.

Nucleotide-binding, alpha-beta plait
domain containing protein.

Similar to Ribosomal protein s6 RPS6-
2.

mMQSDAVARsPR S9(Phospho)
QATASSHLRAGMLLFVsYADGLALR S5(Phospho):
SANsSSMVTTASTSYSTPPAHGGGAGI S4(Phospho)
SANSSSMVTTASTSYSTPPAHGGGAGI S1(Phospho)

SGDStANKLK T5(Phospho)
SMQLADMNtPSQSLEEVMAIIQEAR  T9(Phospho)
SYIGPDSTGDTSDDEDDEIVPEEISR  S7(Phospho)
TGIKFPAFLEDDSSPSITVLVGMGFK  S14(Phosphc
yGGMGILLVNK Y1(Phospho)
NLDGAsDDDEVDAYSNQITEEHYR  S6(Phospho)

EGMESDEEIGRVPELGLEPGGASTSGR S5(Phospho)

LStMDVDMVELPASMPNFSTVmMRR T3(Phospho)
SLLcSEVDEGVIFHSVEQLNLYK S15(Phosphc
tGGKPsGSVIILsGDGTAtIAIYWR T1(Phospho):
SQVALLEsK S8(Phospho)
LEPPPPAAAPISPAITPK T15(Phospho
LEPPPPAAAPISPATTPK S12(Phosphc
LKLEPPPPAAAPISPATTPK S14(Phosphc
AAGDMANTSTKTSESsSGK S16(Phosphc
RcGSGGGESAAAATSPPAR S15(Phosphc
VAstsGPVHLLtIPK S3(Phospho)
ADLALStVHALLGVIRK T7(Phospho)
AKLIGAAAGSIVLVttR T4(Phospho)
DALKSLNItHILIVAR T9(Phospho)
DDAGNPAWCAGEtQAAR T13(Phospho
DNGGFLDtLASVLLLK T8(Phospho)
DPAtRAAAAAVEK T4(Phospho)
FGCcsAsSRLSISTSTR S4(Phospho):
GGGGAASLQLMIAAGARNGK T12(Phospho
GRHHHAEHAGVEVVsR S15(Phosphc
HSAGQGKPsSNMSSEHR S2(Phospho):
IAtGPRSGDGAVAVLAsSR T3(Phospho):
ILVCctPQAEVAICWK T5(Phospho)
KSSAGISSSILSIGSGPK S15(Phosphc
LDLPTPESPmMSTTLNR S11(Phosphc

0.5 S(3): 50.0; S(9): 50.0

0.032 T(3): 66.9; S(5): 66.9; S(6): 66.
0.323 S(1): 2.8; S(4): 32.3; S(5): 32.3
0.599 S(1): 59.9; S(4): 13.2; S(5): 13.
0.499 S(1): 0.3; S(4): 49.9; T(5): 49.9
0.427 S(1): 0.5; T(9): 42.7; S(11): 14.
0.569 S(1): 13.7; Y(2): 13.7; S(7): 56.
0.165 T(1): 0.0; S(13): 49.7; S(14): 4¢

1 Y(1): 100.0; T(6): 100.0

1 S(6): 100.0; Y(14): 0.0; S(15): (
0.986 S(5): 98.6; S(23): 0.5; T(24): 0.
0.708 S(2): 27.0; T(3): 70.8; S(14): 1.
0.937 S(1): 3.6; S(5): 4.1; S(15): 96.2
0.042 T(1): 95.5; S(6): 95.5; S(8): 10.

0.5 S(1): 50.0; S(8): 50.0

0.468 S(12): 6.3; T(15): 46.8; T(16): ¢
0.47 S(12): 47.0; T(15): 47.0; T(16):
0.998 S(14): 99.8; T(17): 0.2; T(18): (
0.206 T(8): 3.0; S(9): 7.3; T(10): 7.3;
0.765 S(4): 0.4; S(9): 0.6; T(14): 22.5
1 S(3): 100.0; T(4): 100.0; S(5): :

0.972 S(6): 2.8; T(7): 97.2
0.25 T(4): 75.0; S(10): 75.0; T(15): i
0.989 S(5): 1.1; T(9): 98.9
1 T(13): 100.0
0.761 T(8): 76.1; S(11): 23.9
1 T(4): 100.0
0.017 S(4): 35.3; S(6): 35.3; S(9): 35.
0.958 S(7): 4.2; T(12): 95.8
1 S(15): 100.0
0.476 S(2): 79.5; S(9): 61.2; S(12): 2¢
0.229 T(3): 24.4; S(7): 77.1; S(17): 9¢
1 T(5): 100.0
0.315 S(2): 6.8; S(3): 6.8; S(7): 10.6;
0.2 T(5): 20.0; S(8): 20.0; S(11): 2(

21
18
52
56
48
26
56
67
34

53
24
21
19
50

11

93
97
120
15
25
26

67
11
55
11
25
48

25
61
12
17
32

33

0.628

0.784

0.141

0.093

0.003

0.057

0.792
0.052

0.806
0.218
0.57

0.803

0.752

0.76
0.404

0.365
0.605

0.632

11
12
19
14
15
10
13
11
11

20
17
10
15
14

12
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10
14
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16
14
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14
11
13
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Low
Low
Low
Low
Low

Similar to Cytochrome c oxidase

High subunit 6b.
High
Middle
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

REDGtADILPLLAASR T5(Phospho):

RSARPAtHPPAVYPR T7(Phospho)
ssPPQVPVISEPPPAK S1(Phospho):
tMLTDVVGQVLSTRR T1(Phospho)
VAHLGVHLGGDAADGSVGR S16(Phosphc

MDMELSSSSSAASVFASSSATSPPLGR S10(Phosphc
ySHVMHISSTVSGELDDHLQSWDALR  Y1(Phospho).
GIEVItmLWALATHTGIARPDDEVPVEG! T6(Phospho)
YDMASFPIQItsQsSPQADGASAGSQWI T11(Phospho
AAELMRLAGSACSPPQPAHAAALPEMP S10(Phosphc
AISIDMFEAGTDTSHLVLEYAMVELIR  S14(Phosphc
AISIDMFEAGIDISHLVLEyAMVELTR ~ T11(Phospho
AMINSAVARTSVAtFMmPPmMDCLVGPAF T3(Phospho):
AMITPRPVAEDASEFEKFQAMIYSTAME T3(Phospho)
ASCcASPSSRLHGNAAGGGAGGSAtAMN S5(Phospho)
ATCLEYtIFMSADNtSRSSNmyIGK
cDIMVVHAGAGANGVAAATAAPSMAG/ S30(Phosphc
cSAVSELAPASAAYGALLLGGGAFAYVR S2(Phospho).

1 T(5): 100.0; S(15): 100.0
0.991 S(2): 0.9; T(7): 99.1; Y(13): 0.0
0.056 S(1): 99.8; S(2): 99.8; T(9): 6.0
0.932 T(1): 93.2; T(4): 4.5; S(12): 1.1

1 S(16): 100.0

0.184 S(6): 18.4; S(7): 18.4; S(8): 18.
0.811 Y(1): 84.7; S(2): 91.5; S(8): 12.
0.821 T(6): 82.1; T(13): 8.4; T(15): 8.
0.175 Y(1): 3.3; S(5): 8.8; T(11): 88.6
1 S(10): 100.0; S(13): 100.0
0.299 S(3): 0.5; T(11): 25.6; T(13): 5:
0.126 S(3): 0.7; T(11): 57.2; T(13): 57
0.547 T(3): 84.0; S(5): 67.8; T(10): 32
0.476 T(3): 47.6; T(4): 47.6; S(13): 1.
0.254 S(2): 11.6; S(5): 29.5; S(7): 29.

T4(Phospho)T7(Phospho)S Too many isoforms

0.666 T(19): 9.7; S(23): 23.7; S(30): ¢
0.969 S(2): 100.0; S(5): 100.0; T(10):

CSPSYLATPSVSPSASTSALAAAATTLSS Y5(Phospho)T27(Phospho) Too many isoforms

cyFLLIMLFtMLHYINKItESQR Y2(Phospho)
DcLACSGCITSAETVMLEKQSLGDFITR S21(Phosphc
DGVGETFIGVGAGAGAGVGsSLIGDGC S20(Phosphc
DmMGEDDTPAScPsmMRPSGRQLTSLYG/ S13(Phosphc
DSGGGGGASHKAASGSAPsGAAAANF S19(Phosphc
EEMEtsLPLSRFAELNLVITNAtSR T5(Phospho):
EFMsFMAPAMTAGEIIEESKNFFFAGK S4(Phospho)
EmTSGSELRPsQVAGEPAVQItGGRDGI S6(Phospho).
EPYQmMPVAIGEIPAAtAGFYGNLADVRR Y3(Phospho)
FtELLLDPSVRPKGEFNLVSWESR T2(Phospho):
FTYAELEEAtEGFKsQIGSGGFGcVyR  T10(Phospho
GFSASmMKGPEVPPDLSFTGAALPSNPS S16(Phosphc
GGGGAATAVQGSmMPMTTTDSRPtAPG T23(Phospho
GLLPPLPPPPtTAVAGGDGSAGVAGEK T11(Phospho
IMDRsSHGGDGDGEAMNISECFLDVLLF S5(Phospho)
ItSAFPKVLNLSNNNFsGVIPQDIGQLK  T2(Phospho):
LARVMHLHSSELSAWNLVSAAAPAVSP. S9(Phospho):
LDHVDsSARVsPFtYAQIIMLsASANK S6(Phospho):
LEWYQIVEGEHALWDGVSQPYRETIR Y4(Phospho)
LLFLDEPTsGLDSAASFHVMSRITDLAAI S9(Phospho)
LLFSNPHPLVVSSAtctPAMATNGAAAV( T15(Phospho
LQWNLtIPTPYVFIMMLSASADNKSDK T6(Phospho)
LTARGISAEDPNGtVVWSTPAFAsPVAA T14(Phospho
MAAAAARQTVCcVIGAGGFMASSHVELL T13(Phospho
MASSSPLccyLLLFVVVVVLTGScRAR  S4(Phospho)

0.998 Y(2): 100.0; T(10): 100.0; Y(14
0.238 S(6): 2.4; T(10): 2.4; S(11): 2.4
0.069 T(6): 7.7; S(20): 34.4; S(21): 3¢
0.404 T(7): 18.9; S(10): 18.9; S(13): «
0.154 S(2): 5.7; S(9): 8.0; S(14): 8.0;
0.438 T(5): 100.0; S(6): 100.0; S(10):
0.832 S(4): 83.2; T(11): 15.7; S(19): :
0.004 T(3): 98.7; S(4): 98.7; S(6): 97.
0.3 Y(3): 70.0; T(9): 80.0; T(16): 8C

1 T(2): 100.0; S(9): 100.0; S(20):
0.02 T(2): 95.1; Y(3): 89.2; T(10): 4.
0.115 S(3): 3.2; S(5): 3.2; S(16): 11.5
0.063 T(7): 0.8; S(12): 3.3; T(16): 12.
0.782 T(11): 78.2; T(12): 21.2; S(20):
0.673 S(5): 76.7; S(6): 25.8; T(18): 8¢
0.433 T(2): 56.7; S(3): 56.7; S(12): 9:
0.529 S(9): 80.8; S(10): 31.5; S(13): ¢
0.61 S(6): 99.8; S(10): 98.0; T(13): ¢
0.908 Y(4): 90.8; S(18): 2.5; Y(21): 3.
0.321 T(8): 14.1; S(9): 32.1; S(13): 3:
0.721 S(4): 0.0; S(12): 2.2; S(13): 6.9
0.284 T(6): 49.5; T(9): 49.5; Y(11): 67
0.007 T(2): 22.5; S(7): 73.8; T(14): 21
0.782 T(9): 6.5; T(13): 82.4; S(21): 8.
0.206 S(3): 40.8; S(4): 40.8; S(5): 40.

57
53
33
20
31

33
41
21
36

29
31
33
20
31

17
49

74
10

15

45
19

56
25
12
12
59
38
15
35
41
16
17
46
12
14
29
16

0.769

0.796
0.806
0.743

0.008
0.002
0.012
0.033
0.748

0.697
0.494
0.593

0.54
0.802
0.188

0.411
0.747

0.48
0.803
0.602
0.723
0.689
0.778

0.438

0.763
0.601
0.387

0.503
0.726
0.459

0.754
0.145
0.429
0.601
0.171

12
10
12
12
11

10
13
12
13
11
12
11
13
11
10
11
14
12
12
19
12
14
12
13
14
11
10
10
10
10
12
10
18
10
16
14
11
10
12
13
10
11
17
11



0s03t0392400-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
High
Middle

Heat shock protein DnaJ, N-terminal
domain containing protein.

MAsSSssWLVLLSAALCIGALPASHAAR S3(Phospho).
MASYGVDtRPAAAAAGGGGAGAGAAC T8(Phospho):
MGLAGSAFATDDMAMDYVYDYmLHVL' Y17(Phosphc
MGNAAAVPSScASADAAPSttPtIKLLIAK S9(Phospho)
MGQRASAAVVGFAGSATSGGPAATDE S6(Phospho)
MIVATAtIPFFPSsFHRPRFRPGGLPR T7(Phospho):
MmLPmMsSAcSGGQFPGASPHGIIPKQF S6(Phospho):
mMtLSAVPLPNTGMLLYAGNHWIGKTHD: T2(Phospho)
MTTTTTAAAAALTSSVGDGPPPSRSTT T30(Phospho
NALGCctGVADRIPGTSALAMASASAIPQA T6(Phospho):
NPVASSPSVSEGsAHAAALAsSPTAADSI S13(Phosphc
NtYDHLLFSRSSLLSVyADmMSVtcK T2(Phospho)!
QAQtPCLLYtSESAGENVACLYSLAEK  T4(Phospho)
QEVTTMNLPISFRPKDFGSAMWDMIR  S11(Phosphc
QGDTNFYLCEVsSNmMVIDATNKGNmMsR S12(Phosphc
QIPYNSIIYKAFGQENPDSLTDYGcQK  Y4(Phospho)
QLSQGGELITIVWLMAEHAGLFLVNKtR T9(Phospho)
QPRVsLWEIEPLTTFPMyPsPFPLR S5(Phospho)
RQILESYQVYGDsIMGQYGPsRPNVR  Y10(Phosphc
SHGHVAMGWVPQITILAHAAVGAFLTH(S1(Phospho)
SHNLLLFDWDFTGAGAGKDDDEYTYGF Y23(Phosphc
sIIQTLNATQGAEFETADsmtPFDVAVR S1(Phospho):
SPITVAIMFSIGIMILFsGFLVPKMPK S1(Phospho):
sVAVVVVGGGDGtASWSVSVGGDHGG S1(Phospho)
tAsSASPSSDLVVSPVAWPATGGGGPA T1(Phospho):
tLSNSMETVLTVTGLYYWFVAIESVK  T1(Phospho)!
TTQQTAIMDILLSLLEFASSYNSTSNLR S19(Phosphc
TVDtFEAAAAMFPGGmMIMPPPAPGSKD T4(Phospho)
VAFLPGQPRsSPQMSQFSGYItVNSQNG S10(Phospha
VSEAEEDVSAISECtVKLWVMAALLK S2(Phospho):
VSGmISQHAAPGCcDAATIAGmMASALIDY S23(Phosphc
VsHDAVSScHDAFVRSAQAALSAAAAAZ S2(Phospho):
ViLSDVEVSGNENLNLTSSSANSDHsMF T2(Phospho):
WGTWHRAMGDGAPGAGSALGGAGSsA S24(Phosphc

YMVFyVSNSIsFMAsIAVIMLLLsSK Y1(Phospho)
GININEEAQSTDGATR S10(Phosphc
GININEEAQStDGATR T11(Phospho

RQPsPPLQQPAAEEK S4(Phospho)

0.069 S(3): 66.6; S(4): 66.6; S(5): 66.
0.045 S(3): 57.7; Y(4): 57.7; T(8): 45.
0.378 S(6): 5.2; T(10): 5.2; Y(17): 37.
0.029 S(9): 46.2; S(10): 46.2; S(13): !

0.95 S(6): 95.0; S(15): 2.7; T(17): 0.
0.925 T(5): 7.5; T(7): 92.6; S(13): 10C
0.202 S(6): 44.6; S(7): 44.6; S(10): 3¢
0.774 T(2): 77.4; S(4): 21.8; T(11): 0.
0.056 T(2): 0.0; T(3): 0.0; T(4): 0.0; T
0.076 T(6): 99.2; T(15): 23.2; S(16): €
0.028 S(5): 34.5; S(6): 34.5; S(8): 34.
0.231 T(2): 50.7; Y(3): 50.7; S(9): 94.
0.127 T(4): 92.4; Y(9): 54.3; T(10): 22
0.153 T(4): 54.2; T(5): 54.2; S(11): 4¢
0.925 T(4): 0.3; Y(7): 2.4; S(12): 94.8
0.759 Y(4): 75.9; S(6): 18.9; Y(9): 5.2
0.205 S(3): 72.9; T(9): 21.1; T(10): 7.
0.108 S(5): 96.8; T(13): 47.7; T(14): ¢
0.027 S(6): 53.3; Y(7): 53.3; Y(10): 8:
0.929 S(1): 92.9; T(14): 7.1; T(26): 0.
0.568 S(1): 0.2; T(12): 0.5; Y(23): 56.
0.083 S(1): 49.5; T(5): 49.5; T(9): 1.1
0.483 S(1): 48.4; T(4): 48.4; S(10): 3.
0.009 S(1): 89.3; T(13): 78.1; S(15): °
0.023 T(1): 27.9; S(3): 27.9; S(4): 27.
0.034 T(1): 99.0; S(3): 99.0; S(5): 2.0
0.092 T(1): 0.7; T(2): 0.7; T(5): 1.4; S
0.369 T(1): 36.9; T(4): 36.9; S(25): 2¢
0.058 S(10): 44.3; S(14): 41.7; S(17):
0.413 S(2): 58.7; S(9): 58.7; S(12): 8
0.055 S(2): 34.3; S(6): 34.3; T(17): 21
0.893 S(2): 91.0; S(7): 8.5; S(8): 2.7;
0.399 T(2): 47.2; S(4): 47.2; S(9): 5.5
0.076 T(3): 42.4; S(17): 42.4; S(24):
0.729 Y(1): 98.6; Y(5): 74.4; S(7): 20.

0.909 S(10): 90.9; T(11): 9.1; T(15):
0.5 S(10): 50.0; T(11): 50.0; T(15):
1 S(4): 100.0

30

29
50

47
26
29

72
27

43
39
26
14
34
41
28
47
46

13

54

12

33

34
25

46

113
67
92

0.761

0.722
0.806

0.066
0.803
0.411
0.762
0.803
0.727

0.549
0.743
0.367

0.486
0.579
0.204
0.186
0.727
0.298
0.664
0.614
0.454

0.706
0.339

0.665
0.806
0.707
0.632

0.019

16
10
21
13
11
11
14
12
11
12
10
10
13
13
19
15
10
18
11
12
13
10
15
11
10
14
10
13
15
13
11
10
10
13
12

42
40
11



0s03t0403100-01

0s03t0408300-00

0s03t0424500-01

0s03t0427300-01

High
High
Middle
Middle
Low
Low

Low
Low

Low

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to DNA-directed RNA
polymerase subunit.

Similar to 60S ribosomal protein L27a-
3.

Similar to 40S ribosomal protein S19-
3.

Glutelin type-A Il precursor.

TEEEEAPAAKDPNASLPsSPTYR S18(Phosphc
TEEEEAPAAKDPNASLPSPTYR Y21(Phosphc
DPNASLPsPTYR S8(Phospho)
NASTSSDMSSLASQGPPNNPASLR S3(Phospho)
RLGVGDDAEGGGsK S13(Phosphc
VSPAENSEVEtR T11(Phospho
ALCATVSASLR S7(Phospho)
tTAYVPQLQK T1(Phospho)
KSLVSEsVR S7(Phospho)
FKDLIPQSGsPPR S10(Phosphc

ADLASK{LtsSADAtFtyDtLLIAtGssVIK

0.317 T(1): 0.0; S(15): 4.9; S(18): 31.

0.447 T(1): 0.0; S(15): 0.6; S(18): 10.

0.879 S(5): 0.2; S(8): 87.9; T(10): 10.

0.614 S(3): 61.4; T(4): 12.4; S(5): 12.
1 S(13): 100.0

0.998 S(2): 0.0; S(7): 0.1; T(11): 99.8

0.5 T(5): 0.0; S(7): 50.0; S(9): 50.0
0.333 T(1): 33.3; T(2): 33.3; Y(4): 33.

0.985 S(2): 0.0; S(5): 1.5; S(7): 98.5

0.968 S(8): 3.2; S(10): 96.8

S5(Phospho)T7(Phospho)T Too many NL-allowing PTMs

0.295 Y(4): 29.5; S(10): 29.5; S(12): :
0.818 S(4): 3.2; S(6): 15.0; S(8): 81.8
0.817 S(4): 3.2; S(6): 81.7; S(8): 15.1
0.178 S(2): 11.2; S(9): 9.3; S(13): 12.
0.795 T(2): 79.9; S(4): 16.4; S(5): 4.1
0.994 T(2): 0.6; S(4): 99.4

0.896 T(3): 89.6; S(5): 10.4

0.081 S(10): 8.1; S(14): 91.9

0.159 S(6): 80.5; T(8): 15.9; S(9): 3.6
0.999 T(4): 99.9; T(6): 0.1
1 S(2): 100.0; S(6): 0.0
0.5 T(6): 50.0; S(7): 50.0

AGKyPNALLSFSSGPR Y4(Phospho)
AKASASVsPK S8(Phospho)
AKASAsSVSPK S6(Phospho)
ASVFQEPISAALSALSLLVQFNGWLsFFI S16(Phosphc
AtLSSKPQPVAKIEK T2(Phospho)
ATVsKVEVVGMGDR S4(Phospho)
DQtLSRIK T3(Phospho)
DRDPPmMRPVsGALSR S10(Phosphc
DRTAHAAPDGLSSTSEATTLQLEYSYLs Y24(Phospho)S28(Phosphc Too many isoforms
ELIRMSNtSIIR T8(Phospho)
ELVtATRR T4(Phospho)
EsILASVAR S2(Phospho)
EVGNItSLK T6(Phospho)
EVGNITsLK S7(Phospho)

FQIHKAYGSTNHLPsAHtcFNQLDLPEytS Y7(Phospho):
FVVDVDAWMDLSsVAGEtDSISDTVsYtDI S12(Phosphc
GGQLCcPNDIATYNLIIQGLGQMGKAEVA Y12(Phosphc
GGsIITEIR S3(Phospho)
GLDASALAALPVtAYR T13(Phospho
GsyALGPYLssKLLAEIPIGAAFPLIFGsIL S2(Phospho)
GTIGYAPPEYGAGNmMVSTHGDIYSyGIL Y25(Phosphc
GtVcYVAPEyGGGGPLSEKcDIYSFGVLI T2(Phospho)'
HtAHSAAAAAALPPR T2(Phospho)
IAIEQFPTIDKTNtEK T14(Phospho

0.023 T(6): 97.7; S(7): 2.3

0.119 Y(7): 47.0; S(9): 80.8; T(10): 8(

0.002 S(12): 88.1; T(17): 10.3; S(19):

0.249 T(11): 48.8; Y(12): 48.8; S(30):

0.972 S(3): 97.2; T(6): 2.8

0.981 S(5): 1.9; T(13): 98.7; Y(15): 9¢

0.018 S(2): 69.9; Y(3): 69.9; Y(8): 56.
0.41 T(2): 1.5; Y(5): 2.3; Y(10): 2.3;

0.049 T(2): 35.4; Y(5): 29.3; Y(10): 2

0.5 T(2): 50.0; S(5): 50.0
0.002 T(8): 99.7; T(12): 0.1; T(14): ..

83
61
76
63
84
38

48
87

58

55

13
35
38
17
39
57
48
12

35
41
75
46
30
30
35
16
16
23

24

40
20

0.003
0.002
0.036

0.01

0.432

0.003
0.778

0.731

0.758

0.633

0.755

0.682
0.055
0.742

0.649
0.776
0.637
0.697
0.487

0.74

25
23
21
13
14
11

11
18

15

11
12
10
12
16
11
11
14
14
11
12
13
10
25
11
10
11
16
15
10
12
17
11
12
11
11



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

IGMIKALAELStsPAVHQINtVAASISGFLI T12(Phospho
KDDtAAVLK T4(Phospho)
KslAHIVK S2(Phospho)
KTTLENMWLETLmMALIGEQFDESEEIcC S32(Phosphc
KVDTcAAVMPNGSVATQMGtIAsTSFVS T20(Phospho
LEIGGLSR T4(Phospho)
LGAIDTAKLLQVTsmDR S14(Phosphc
LGVPVtVAWRVtYLLPSLGVVsGMTASG T6(Phospho)
LPDTTVDAEAVVSIPASRPDVSAAPSAS S17(Phosphc

0.013 S(11): 42.9; T(12): 36.6; S(13):
1 T(4): 100.0
1 S(2): 100.0
0.328 T(2): 14.7; T(3): 14.7; T(11): 14
0.017 T(4): 37.5; S(13): 22.3; T(16): 1
1 T(4): 100.0; S(8): 0.0
0.182 T(6): 0.0; T(13): 81.8; S(14): 1¢
0.013 T(6): 78.7; T(12): 53.6; Y(13): £
0.018 T(4): 46.6; T(5): 46.6; S(13): 57
0.5 S(4): 50.0; T(9): 50.0
0.144 T(6): 6.0; S(19): 31.0; Y(21): 3(
1 T(6): 100.0

1 S(2): 100.0

LORSMPPDtIGAR T9(Phospho)
LRALATAFDNIWPGAAPASAYLAMVSTS S19(Phosphc
LREAItDK T6(Phospho)
LSDmMIGSASDTTSGTVAASNIGVGtsAR T21(Phospho)T25(Phosphc Too many isoforms
LsGNAHVKEIR S2(Phospho)
LSQAEtAIK T6(Phospho)

0.031 S(2): 96.9; T(6): 3.1

LYYEGMmMMSQPPPssAAsAssAssSGAC S14(Phospho)S15(Phosphc Too many NL-allowing PTMs

mMAISLRPFAYIANEILQSTSTNCcFVSsEsF S4(Phospho).
MEGVIRGNVDGGGsGPTVVAGMGALA\ S14(Phosphc
MEGVIRGNVDGGGSGPtVVAGMGAtA\ T17(Phospho
MELTMAStMSLALLVLSAAYVLVALR  T8(Phospho)
MGANADPTGVLLGGPHHRNPsPAPAL/ S21(Phosphc
MGLQsLRR S5(Phospho)
mILIIPLIAYySGLQQAFVWAVFTK Y10(Phosphc
MWVLMNAEAVASELRVVLGSVAtAMD\ T23(Phospho
NDPDVDTDsSTQVGFFcGSPPVRANNF S9(Phospho)

NSLSNGLLK S2(Phospho)
NTAtPNVmMGFVK T4(Phospho)
QALKtSGLK T5(Phospho)

QMAALEGTEAAYCcTASGmMSAISSVLMQ S19(Phosphc
QsVVHLLVALAEDGtATGDLFLDDGESP S2(Phospho)

QYPSRVITLNLR T7(Phospho)
QyRDGIDNLLVLLIGGIPIAMPtVLSVTm£ Y2(Phospho)
RLSsQINK S4(Phospho)
RTGEtVAVK T5(Phospho)
RTPPSsPAAGTGAAASGGR S6(Phospho)
SDLIIVDTsGRHK S9(Phospho)
SGVGEMIVSSVARR S1(Phospho)
sIDVGGTALK S1(Phospho)
SKLPLLLVLAVVtAAVSSAWLPSPASAA! T13(Phospho
SLEILGASR S1(Phospho)
SMASLEQEATDSSESGARR S4(Phospho):

SPQHQNGIMSPSPISSPRTTSGASTPLT S1(Phospho)
SYMLEDFNsSIGMLGYVmMAGVVAGILsSAL S9(Phospho)

tIDLGNGKK T1(Phospho)
tKAAAASGLR T1(Phospho)
tLGMIMNETLR T1(Phospho)

tRLQDTVK T1(Phospho)

0.557 S(4): 91.3; Y(10): 8.3; S(18): 0.
0.453 S(14): 54.7; T(17): 54.7; T(25):
0.708 S(14): 29.2; T(17): 72.3; T(25):
0.657 T(4): 15.3; S(7): 15.3; T(8): 65.
0.917 T(8): 8.3; S(21): 97.2; S(33): 97
1 S(5): 100.0
0.991 Y(10): 99.6; S(11): 99.5; T(23):
0.816 S(12): 1.2; S(20): 16.8; T(23): ¢
0.283 T(7): 14.5; S(9): 28.3; S(10): 1«
0.994 S(2): 99.4; S(4): 0.6
0.979 T(2): 2.1; T(4): 97.9
0.872 T(5): 87.2; S(6): 12.8
0.139 T(8): 7.7; Y(12): 10.0; T(14): 2C
0.057 S(2): 67.5; T(15): 43.0; T(17): ¢
0.475 Y(2): 2.5; S(4): 2.5; T(7): 47.5;
0.185 Y(2): 100.0; T(23): 96.7; S(26):
0.87 S(3): 13.0; S(4): 87.0
0.5 T(2): 50.0; T(5): 50.0
0.377 T(2): 3.3; S(5): 37.7; S(6): 37.7
0.333 S(1): 33.3; T(8): 33.3; S(9): 33.
0.421 S(1): 42.1; S(9): 15.9; S(10): 4:
0.992 S(1): 99.2; T(7): 0.8
0.039 S(1): 19.6; T(13): 58.8; S(17): -
1 S(1): 100.0; S(8): 0.0
0.017 S(1): 73.4; S(4): 64.0; T(10): 2:
0.722 S(1): 72.2; S(10): 7.9; S(12): 2.
0.214 S(1): 45.5; Y(2): 45.5; S(9): 52.
1 T(1): 100.0
1 T(1): 100.0; S(7): 0.0
0.5 T(1): 50.0; T(9): 50.0
0.5 T(1): 50.0; T(6): 50.0

43
45

69
44

26
18
54

78
23

42
20
24
66
18
23
26
32
15
40
28
37

26
37
47
28
31
20
10
40
12
50

19
12
56
40
13
25

0.126

0.776
0.715
0.804

0.773
0.799

0.754

0.77
0.107
0.549
0.804

0.16

0.403
0.467
0.175
0.581
0.326
0.792
0.7
0.63

0.777

0.574
0.776

0.569

0.768

0.284
0.506

0.147

11
11
11
12
14
14
11
13
11
16
11
11
11
18
16
10
11
10
12
15
15
18
11
12
11
11
12
10
12
13
11
12
11
11
11
10
10
11
11
16
12
12
10
10
12
11
13



0s03t0577000-01

0s03t0579300-00

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to Ribosomal protein S3
(Fragment).

60S ribosomal protein L19.

TRMItNEPINPR
TRPDRGATEESVK S11(Phosphc
TSTSSASAAASRAK S2(Phospho)
TWMPFSINGLTSLSTGSRTSYGTLTSC T24(Phospho
VDEDsVQSSSDDLTLADPFPLSAyTLVN S5(Phospho)
VFtATAFFSMLEGPMHNFPQTIVmemQ T3(Phospho)
VKTMVPSVVASMAGGIER S11(Phosphc
VMGtHGYAAPEYIMTGHLTAKSDVYSF( T4(Phospho)
VTTLHGGKSQEQR S9(Phospho)
WTIDLSPGVEVEELAGADHMAMcsKPR S24(Phosphc
YSDAMWASTAPIEDISFVAAtRTGFLQL T21(Phospho

T5(Phospho)

AMPRAPPAAPNLQsLK S14(Phosphc
IWSLSEGRMLR S5(Phospho)
lySKIWK Y2(Phospho)
KSLSTDHDsVVR S9(Phospho)
KsVPDGNSVLDGR S2(Phospho)
LDMKSALQQSWItR T13(Phospho
LKsSIFDK S3(Phospho)
MLASVVDtSKHR T8(Phospho)
RMVEVLsIVGMGGLGK S7(Phospho)
yQSLSVLK Y1(Phospho)
AAMVLDLLSLIGAYAAGtsR Y14(Phosphc
ASMRWSNVAVMLGFVVGYR Y18(Phosphc
AVFAAMATSGGYGYGGLQHRF S9(Phospho)
DADEmMVDILVAAtFSALHDK T13(Phospho
EFPEATIMRPATMIGtEDR T16(Phospho
EGMGLGVsGQGMLDPIPVK S8(Phospho)
EIsSSGGLSAPAPAPAAGAAGR S3(Phospho)
EmHISEAYPISTAPGSAGKAK S5(Phospho)
GKVWLDPNEVNEISMANSR S18(Phosphc
GRQGAASVSELHSMVQMLSR S9(Phospho)
KLDLGASGFsGSLPsSSLGSLK S10(Phosphc
KSAFEASYMVLAIVGQGGMGK S2(Phospho)
LARYAVYDtDFGLGRPmMK Y4(Phospho)
MLMsLKLNSTPEItSR S4(Phospho)
MPLSYSAAAAAAPSPLAAR S6(Phospho):
NSALmMISRtLAMAYVMDQK T9(Phospho)
QALYASKIcsYAQGMNIIK S10(Phosphc
QGVISSSGTETGYLQDLIYK S7(Phospho)
RHGAASGGSTTGtRPFSTPSSR T13(Phospho
ScVSDSAQRGRPVDPLR S6(Phospho)
SNVVQTPVHQMGSVsSSLPSK S1(Phospho):

0.998 T(1): 0.2; T(5): 99.8
0.853 T(1): 0.0; T(8): 14.7; S(11): 85.
0.384 T(1): 38.4; S(2): 38.4; T(3): 7.6
0.18 T(1): 0.9; S(6): 1.2; T(11): 3.4;
0.025 S(5): 30.6; S(8): 30.6; S(9): 30.
0.317 T(3): 31.7; T(5): 31.7; S(9): 31.
0.532 T(3): 18.1; S(7): 28.6; S(11): 5:
0.127 T(4): 12.7; Y(7): 10.1; Y(12): 1}
0.999 T(2): 0.0; T(3): 0.0; S(9): 99.9
0.333 T(2): 33.3; S(6): 33.3; S(24): 3:
0.325 Y(1): 15.3; S(2): 8.0; S(8): 8.0;

1 S(14): 100.0
0.111 S(3): 88.9; S(5): 11.1
0.911 Y(2): 91.1; S(3): 8.9
0.508 S(2): 16.4; S(4): 16.4; T(5): 16.
0.997 S(2): 99.7; S(8): 0.3
0.204 S(5): 6.5; S(10): 73.1; T(13): 2
0.973 S(3): 97.3; S(4): 2.7
0.5 S(4): 0.1; T(8): 50.0; S(9): 50.0
1 S(7): 100.0
0.984 Y(1): 98.4; S(3): 0.8; S(5): 0.8

0.506 S(9): 49.4; Y(14): 78.4; T(18): ¢
1 S(2): 0.0; S(6): 0.0; Y(18): 100.
0.952 T(8): 4.8; S(9): 95.2; Y(12): 0.0
0.5 T(13): 50.0; S(15): 50.0
0.648 T(6): 7.6; T(12): 27.6; T(16): 64
1 S(8): 100.0
0.067 S(3): 6.7; S(4): 20.1; S(5): 66.5
0.483 S(5): 48.3; Y(8): 48.3; S(11): 0.
0.904 S(14): 9.6; S(18): 90.4
0.212 S(7): 76.6; S(9): 21.2; S(13): 2.
0 S(7): 4.8; S(10): 94.0; S(12): 1.
0.333 S(2): 33.3; S(7): 33.3; Y(8): 33.
0.381 Y(4): 61.9; Y(7): 61.9; T(9): 76.
0.763 S(4): 98.4; S(9): 1.8; T(10): 2.4
0.779 S(4): 4.5; Y(5): 17.7; S(6): 78.0
0.254 S(2): 1.2; S(7): 11.4; T(9): 25.4
0.395 Y(4): 10.5; S(6): 10.5; S(10): 3¢
0.104 S(5): 1.3; S(6): 33.7; S(7): 10.4
0.568 S(6): 0.4; S(9): 2.3; T(10): 18.0
0.146 S(1): 42.7; S(4): 42.7; S(6): 14.
0.091 S(1): 86.3; T(6): 72.1; S(13): 8.

43
41
43
28

12

39

13

32
60
42
16
40
19
40
51
28
34

64
56
29
13
32
21
32
31
29
26

32
39
16
36
28
35
13

0.75
0.688
0.493

0.756
0.529

0.776

0.64
0.621

0.686
0.685

0.407

0.805

0.33

0.618
0.658
0.535
0.806
0.646
0.803
0.659
0.629

0.689

0.804
0.601
0.803

13
10
12
12
13
10
13
12
10
10
11

12
10
12
10
11
13
10
11
12
11

12
10
11
15
11
20
11
12
14
10
14
11
12
12
21
11
15
10
11
12
14



0s03t0596900-01

0s03t0598800-02

0s03t0648400-01

0s03t0663800-01

High
High
High
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low

Low

High
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

GTP-binding signal recognition particle
SRP54, G-domain containing protein.

Similar to 60S ribosomal protein L15.

Similar to DnaJ protein.

Globulin 1 (Fragment).

LLDFIAEPHAMADSGHSDDQGSNSR  S22(Phosphc
LLDFIAEPHAMADSGHsDDQGSNSR  S17(Phosphc
LLDFIAEPHAMADsSGHSDDQGSNSR  S14(Phosphc
AAFDPPVGEGFFGtcISGCLATATAR T14(Phospho

HGPPNAGAHAAPsSPVGQGSSSDDGAEL S13(Phosphc
HGPPNAGAHAAPSPVGQGSsSDDGAEL S20(Phosphc
mICSSSGAAPFSKIMSVMLIPSTR T20(Phospho
MPPsSSAATTGGAVHKPIIMPPESER S4(Phospho):
MSPAMLQASSLCVSAALSGAASRPGR  S18(Phosphc

RtVSVTPNAAAPtPGEQGVAMEQGK  T2(Phospho)!
VYGVILILMAACAIGSGLSFGSsR Y2(Phospho)
yLDPNLKLLtGYymNVLASTLEK Y1(Phospho)
APELAASKKPsSPSFK S7(Phospho):
LGIQKGtR T7(Phospho)
NYQAPSEKISAR S6(Phospho)
SINSPPRPQDNETCLSPTDK S1(Phospho)
LLPPFHQASSLLR S10(Phosphc

0.838 S(14): 0.1; S(17): 0.6; S(22): 8:
0.861 S(14): 0.0; S(17): 86.1; S(22): :
0.5 S(14): 50.0; S(17): 50.0; S(22):
0.939 T(14): 93.9; S(17): 5.8; T(22): (
0.73 S(13): 73.0; S(19): 15.0; S(20):
0.445 S(13): 0.0; S(19): 44.5; S(20): -
0.278 S(4): 4.3; S(5): 4.3; S(6): 5.4; <
0.467 S(4): 46.8; S(5): 46.8; T(8): 3.3
0.985 S(2): 0.0; S(9): 0.1; S(10): 0.1;
0.682 T(2): 84.1; S(4): 84.1; T(6): 31.
0.794 Y(2): 99.9; T(5): 99.6; S(16): 7.
0.048 Y(1): 98.0; T(10): 33.0; Y(12): ¢

0.934 S(7): 99.8; S(11): 93.6; S(13): ¢
1 T(7): 100.0
0.495 Y(2): 49.5; S(6): 49.5; S(10): 1.

0.814 S(1): 81.4; S(4): 18.6; T(13): 0.
0.855 S(9): 14.5; S(10): 85.5

AGNALIAMPQsGNLtItVSTATPVTALVDS\ T5(Phospho)S11(Phospho) Too many isoforms

AHEPTSLASYGLSISPLSKDAAMGLVVs S28(Phosphc
AKLVFVAILAVAAAAAAAAVSHTAHGVA' T4(Phospho):
ALIFTQMTKmMLDILEEFINLYGYtyLR  Y21(Phosphc
ALLVGISYAATGYELKGtVNDVNcmsFLL T18(Phospho
ANSWTKISNVIFVDSPPGTGFTYATTAE' S8(Phospho).
APMDDLSILAVLTSctHAGLVSEGLGIFyF S7(Phospho)
APSIAVAEATAAARAPVDLVIVLDVSGS T21(Phospho
APSIAVAEATAAARAPVDLVTVLDVSGS S3(Phospho)
AsLIIFILSFMIFISAISLGGVGISNMIGK ~ S2(Phosphoy:
AYALADSSLDPStsATVVSLLEDALRCPS T13(Phospho
AyVHDDQQSTSsKPITmMSSVPPLGDLILI Y2(Phospho):
cGVGDDDVERPVSVALSPGAQGGVVSI S17(Phosphc
cIPPLASDSEssAsSPTTSPAAAAAALPG S9(Phospho).
cPGVVSCADVLALAARDAVIMAGGPYY( T31(Phospho
csSFTNTTTSDNRYHLELWIPIIGQPFDK  S2(Phospho)
cSFNTTTSDNRYHLELWIPIIGQPFDK  T4(Phospho)
DAWTALVNEYGLQEENAYLQKEmMDIDI¢ Y18(Phosphc
DAYRAIVPALCDAGMLDEAtHVLYSmLW T20(Phospho

0.851 T(5): 1.3; S(6): 1.3; S(9): 1.3; Y
1 T(4): 100.0; S(22): 100.0; T(23
0.331 T(5): 6.2; T(8): 12.7; Y(21): 80.
0.464 S(7): 12.8; Y(8): 14.3; T(11): 1¢
0.77 S(3): 3.9; T(5): 10.1; S(8): 86.0
0.205 S(7): 99.5; T(13): 74.4; S(14): 1
0.37 S(3): 17.6; T(10): 10.0; T(21): 7
0.01 S(3): 99.3; T(10): 86.2; T(21): 1
0.768 S(2): 99.1; S(9): 97.0; S(15): 8¢
0.249 Y(2): 0.6; S(7): 2.7; S(8): 6.0; €
0.102 Y(2): 58.8; S(9): 17.3; T(10): 1
0.809 S(13): 12.8; S(17): 80.9; S(26):
0.013 S(7): 45.0; S(9): 45.0; S(11): 3¢
0.434 S(6): 4.6; Y(26): 8.7; Y(27): 43.
0.452 S(2): 45.2; T(4): 45.2; T(6): 1.6
0.209 S(2): 78.5; T(4): 20.9; T(6): 0.2
0.708 T(4): 14.6; Y(10): 14.6; Y(18): |
0.479 Y(3): 0.0; T(20): 47.9; Y(24): 4.

85
136
105

48

20

52

17

52

52

44

42

20

30
34

26

50
56

31
11
23
13
44
33
20
14
26
34
13
26

16
25
47
13

o

0.792
0.603
0.665
0.285

0.792

0.001
0.021
0.765
0.708

0.7
0.773

0.373
0.351
0.663
0.612
0.785

0.772
0.712
0.543
0.242

0.095

25
41
28
13
11
13
15
15
10
14
10
10

10
11

10

10
20
12
11
12
10
10
10
10
12
18
19
12
11
12
11
11
12
12
12
24



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

DAYRAIVPALcDAGMLDEATHVLYsmLV S25(Phosphc
DFPDRPPVMFDFNAAAVNRNMsLMVtS T13(Phospho
DFDVSEKLLGIPGSSHVGTYGHNALHA T3(Phospho)'
DGINENNTVLSFHDLMRIHMPPYDDAVI S11(Phosphc
DIGNLVNLQYLSLANNSLtGsLPsSFSKL T19(Phospho
DKNyTAHDmMPAFLAAAGLPEFEVLILYEtF Y4(Phospho)
DLDStACLAMFSGLQLKPEFSAVAKHmML T5(Phospho)
DLGSGLSQMQLHtSGYPINPDLFFVLEQ! S4(Phospho):
DSFSRNAtQIAtQLCGFVtIVAGTFLLHK T8(Phospho)
EANIHKFISALPQGYETQVGESGVQLSG S9(Phospho)
EDGIGVSEGEEDISERALHSPSItmVFIVF S7(Phospho):
EDVFATPLEHNssmMFPESLNFSSAVPI S12(Phosphc
EEVTSSEmMLVETMMRtGDNDDANPTTT T16(Phospho
EFMEALQAGADVSmMIGQFGVGFySAYL Y23(Phosphc
EGPRmMHDINGLMSsISETLSEYmLYLLVR T8(Phospho):
ELSNYLyyImVVHPLMLSSSTTMAIKR  S3(Phospho)
EPPTSHVTNAFsDSDSASVEEGGADAL S12(Phosphc
EQPSQPPPMVHTELLCRPHsSLLSsQP( S20(Phosphc
EQRQGVDSsAVcGGQSTMSTAVGFIPT S9(Phospho)
EtMGLMVILLAVGVFYVAMALVAVSDEc T2(Phospho)
EVWVITAcmDLIKATTSHYDGtAVAIDSE T22(Phospho
EVWVITAcMDLIKATtsHYDGTAVAIDSE T16(Phospho
EyEGGGSGGGGGGGRGAAAAPAVVPI Y2(Phospho)
FAHGGYIPVAMsSAVLMGVMGVWHyVH' S12(Phosphc
FEcsQmPHPLLDHITFVDTPGVLSGEKC S4(Phospho)
FECSQMPHPLLEHITFVDtPGVLSGEKQ T19(Phospho
FECSQMPHPLLEHItFVDTPGVLSGEKQ T15(Phospho
FFGVKtPHTGVQMFNAMLScIQDWNIAL T6(Phospho)
FISTIFPSAMMAADGGPLLGEWMSsATAS S8(Phospho):
FKIFDLAVGALsGPsHSDVPVLHAVYsSi S12(Phosphc
FLQMQLILGPtRYAYtDLTAITGHFGEK  T7(Phospho)
FNQNLRSLSFGHSSPPSPASYGQNGL/ Y29(Phosphc
FPsDsSVDAGALYSFARLLALLLSEDSSI S3(Phospho):
FSEDYRASISTPSLTSLLYKPDASVPSL T18(Phospho
FVTTLVPSVGLSTAETLRK S8(Phospho):
FVTTLVPSVGLStAETLRK S8(Phospho)
FWITGcGsRFVLFFSNSGNHLFFSGTGE S8(Phospho):
GAIMDTQAVADACcAsGHVAGYGGDVW S15(Phosphc
GATLWWYPSSmsNKssVISFYPGEDER Y7(Phospho):
GFVKWSmMSmMSTAASsSASAVRPPPTW S15(Phosphc
GKDDVsGEIALIADGMNmMItEtAVGGHA\ S6(Phospho)
GLGsNDIFDSQWIAPVQFEGLDDsEEE( S4(Phospho).
GLMFNGRTHPAHLGtAYLK T15(Phospho
GPGDGVYSGSTcKQGEIEAVVIAtGVHLF Y7(Phospho)
GssEmtATEVAALLDLKPHPEGGYYTET S2(Phospho):
GVSTVmMVSYySSWNGVKMHANHHLItDF Y9(Phospho)
GyTctGAQVMNVIFVVLIGLLASGQASPS Y2(Phospho)

0.671 Y(3): 0.3; T(20): 23.6; Y(24): 9.
0.494 T(13): 100.0; S(23): 98.7; T(27.
0.123 T(3): 85.7; S(6): 13.6; S(15): 3¢
0.681 T(8): 26.5; S(11): 68.1; Y(23):
0.139 Y(10): 0.9; S(12): 0.9; S(17): 1t
0.045 Y(4): 73.4; T(5): 73.4; T(24): 71
0.669 S(4): 28.4; T(5): 66.9; S(12): 3.
0.177 S(4): 63.8; S(7): 63.8; T(13): 7:
0.043 S(2): 56.4; S(4): 45.5; T(8): 58.
0.777 S(9): 98.2; Y(15): 79.4; T(17):
0.797 S(7): 99.9; S(14): 94.6; S(20): :
0.188 T(6): 30.3; S(12): 49.1; S(13):
0.019 T(4): 0.7; S(5): 0.5; S(6): 0.5; T
0.385 S(13): 11.5; Y(23): 38.5; S(24):
0.147 T(8): 99.0; S(13): 76.4; S(15): ¢
0.222 S(3): 97.3; Y(5): 52.7; Y(7): 52.
0.448 T(4): 0.4; S(5): 1.6; T(8): 1.6; S
0.121 S(4): 13.8; T(12): 16.0; S(20): «
0.734 S(8): 25.8; S(9): 73.4; S(16): 0.
0.034 T(2): 81.3; T(8): 18.7; Y(16): 11
0.653 T(6): 0.0; T(15): 2.6; T(16): 2.6
0.021 T(6): 21.5; T(15): 39.5; T(16): 2
0.764 Y(2): 76.4; S(7): 23.6
0.012 Y(6): 98.8; S(12): 73.5; Y(24):
0.008 S(4): 0.8; T(15): 2.4; T(19): 4.2
0.884 S(4): 0.1; T(15): 0.4; T(19): 88.
0.555 S(4): 20.5; T(15): 55.5; T(19):
0.493 T(6): 49.3; T(9): 49.3; S(19): 1.
0.386 S(3): 10.7; T(4): 10.7; S(8): 73.
0.174 S(12): 92.8; S(15): 87.5; S(17):
0.098 T(7): 82.0; T(11): 82.0; Y(13): €
1 S(7): 0.0; S(9): 0.0; S(13): 0.0;
0.453 S(3): 98.4; S(5): 95.5; S(6): 50.
0.07 S(2): 3.5; Y(5): 3.1; S(8): 3.8; €
0.558 T(3): 10.2; T(4): 10.2; S(8): 75.
0.837 T(3): 0.0; T(4): 0.0; S(8): 99.3;
0.684 T(4): 8.1; S(8): 89.8; S(15): 22.
0.996 T(6): 0.1; S(15): 99.6; Y(21): O.
0.007 T(3): 57.2; Y(7): 57.2; S(9): 54.
0.067 S(6): 33.4; S(8): 14.2; S(10): 1+
1 S(6): 100.0; T(20): 100.0; T(22,
0.26 S(4): 99.1; S(10): 74.0; S(24): .
0.255 T(8): 49.0; T(15): 25.5; Y(17): 2
0.131 Y(7): 13.8; S(8): 13.8; S(10): 3°
0.86 S(2): 97.1; S(3): 97.1; T(6): 91.
0.357 S(3): 1.9; T(4): 1.9; S(8): 36.1;
0.06 Y(2): 24.1; T(3): 24.1; T(5): 25.

26

24
21
42

(&)]

47
47
16

32
34
59
35

42

45

45

35
30
44
18
21
22
82
44
15
26
73
33
42

10
39
26

24
44
31

0.654

0.31
0.632
0.777
0.626
0.799
0.458
0.803

0.771
0.615
0.784

0.509
0.691
0.142

0.806

0.802
0.157
0.776
0.671

0.361
0.164
0.277
0.591

0.613

0.567

0.688

0.179
0.806
0.629
0.735
0.776
0.743
0.434
0.776

11
14
12
12
12
15
13
10
10
10
12
13
10
11
11
12
12
10
11
11
14
14
10
11
13
17
10
11
17
11
15
10
11
12
11
14
25
12
12
13
12
12
13
11
11
10
11



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

GyTcTGAQVMNVIFVVLIGLLASGQASP Y2(Phospho):
HcKFmsmQYPILFPYGEDGYHENITYR S6(Phospho)
HGGPGEELEEDVGVAYLLGVAAAMVG:! Y16(Phosphc
HLAACETMGSATTIcSDKTGTLTtNHmtV T24(Phospho
HQDKIIFLDLsNNQMNGAIPPWAWETW S11(Phosphc
HQPSLPLIAACDYADImMyLIDVLILTLGR Y18(Phosphc
HsSTFYWHLSDPLVDLLGSIHESMSELG/ S2(Phospho)
IGGSNMQLDPDsIPVVsAK S4(Phospho):
IIAEFDPEVAAERAAQANHDGEPLYVA, T23(Phospho
ILGVEVMQQLstGYSDWAVVHFVcDyVF S11(Phosphc
IPHHPIsFsFsFLPPQASPPALAPAAAAA S7(Phospho):
IQVSSITDTHMLQGGPAVDTIVYDMVLE. Y23(Phosphc
ISENYYPPLSAWSHLSSGRASVNAATPE Y5(Phospho):
KcNtAMAPPQAVDTPATAAGGVELTSLL T4(Phospho)'
KELPTPSLSScPcSAPTTPPSASTGAPP' S23(Phosphc
KFEGQINLTEPWYGTSYSVEAVTPSIIQI T6(Phospho)’
KPQyTINISNSSAQSLVTLGKIQEYNWK Y4(Phospho):
KPSIWDTFtHQGYSPGGAIADVSADQYI T9(Phospho)
KWsMFcGGVTFLAGSALNGAAIDVmMML S3(Phospho)
LAQDVLTVPVSsVssESAFSLcGRIIEDR S12(Phosphc
LASASAAGGWAAPPAVAMKQPSTAALI S29(Phosphc
LcDGGDGGGGSGLRLFGVQVHVAAGG S11(Phosphc
LDAIHDVAPVSAPPAGAAVVVGGGGEs S27(Phosphc
LEVSLQNVCEGHtLLFALDGSPSELLFEF T13(Phospho
LFAARLVLAPGTPPSNSTTSyNItMILSLF Y21(Phosphc
LFVLVLIMcSTTALITctNGGAGDGGEGL T18(Phospho
LGVGcIDLYyQHRIDStVPVEItMGELK  Y9(Phospho)
LHLEDISDTLYTRPSVLAGAASATtRSPS Y11(Phosphc
LKHRPAPDIVSYNTVLAGYsSAQGDEEGF S11(Phosphc
LLLsNDWmMAQENAVALLNLSIFEPNKG S4(Phospho)
LLNALLLPALLVCVASIAATLSTYNSLFY  T5(Phospho):
LLNALLLPALLVCcVASIAATLSTYNsSLFy  T5(Phospho):
LMGLMLDQAtLDDLLVSGDDGGVYDVN T10(Phospho
LmmTHVLRcsSQSGGVTDVSMGQGNE S10(Phosphc
LmMNHGPWGQASSYNSIAVR S11(Phosphc
LNVDSFAGDSFSPSWFNPESLPtLRmm T23(Phospho
LPYmMDPEFNtTGELTTLSDVYsLGVIILR T10(Phospho
LSFYNYGQEDVTLYsMVTTHVRSLNIFR S15(Phosphc
LSISEFSAFGSLSNVGAMVGAIASGQmA S2(Phospho):
LTARWAPLPLPPGsGLAPQDtDWVtGG. S14(Phosphc
LtLAMDVYsFGVVMLEMLTGKTAAGLV<S T2(Phospho):
MAAMAAAATHTKK T10(Phospho
MAAPPPPLSGTGKPPtLPFsLKKPPPmF T16(Phospho
MAEAGSTPAGmMAtVATSAEAPDPGALE T13(Phospho
MAEVPsDLVSRPELSHCMMSATGEVERI S6(Phospho):
MAMLGSSsAVVLELMtMGYQSAAyYLGEI S8(Phospho)

0.179 Y(2): 37.6; T(3): 37.6; T(5): 23.
0.893 S(6): 89.3; Y(9): 6.5; Y(15): 1.7
0.402 Y(16): 96.7; S(28): 83.7; Y(29):
0.018 T(7): 33.0; S(10): 27.4; T(12): 1

0.733 S(11): 73.3; T(26): 26.7
0.464 S(4): 20.6; Y(13): 20.6; Y(18): t
0.082 S(2): 8.2; T(3): 8.2; Y(5): 16.9;
1 S(4): 100.0; S(12): 100.0; S(17

0.5 T(23): 50.0; Y(26): 50.0
0.104 S(11): 54.7; T(12): 54.7; Y(14):
0.569 S(7): 86.8; S(9): 86.8; S(11): 8
0.5 S4):7.9;S(5):7.9; T(7): 7.9; T
0.565 S(2): 8.1; Y(5): 67.3; Y(6): 22.9
0.135 T(4): 25.1; T(14): 64.2; T(17): 1
0.013 T(5): 30.2; S(7): 30.2; S(9): 12.
0.662 T(6): 95.6; T(9): 6.1; Y(13): 68.
0.005 Y(4): 77.7; T(5): 77.7; S(9): 26.
0.732 S(3): 2.8; T(7): 2.8; T(9): 73.2;
0.899 S(3): 90.5; T(10): 4.9; S(15): 5.
0.012 T(7): 28.0; S(11): 46.4; S(12): «
0.152 S(3): 1.3; S(5): 1.3; S(22): 3.1;

1 S(11): 100.0

0.627 S(11): 7.9; S(27): 62.7; S(30): :
0.849 S(4): 7.3; T(13): 91.3; S(21): 8.
0.019 T(12): 25.2; S(15): 25.2; S(17):
0.884 S(10): 2.9; T(11): 2.9; T(12): 2.
0.684 Y(9): 98.1; Y(10): 98.1; S(16): <
0.028 S(7): 45.0; T(9): 45.0; Y(11): 5.
0.052 S(11): 35.3; Y(12): 35.3; T(14):
0.202 S(4): 40.4; T(15): 79.8; S(21):
0.534 T(5): 99.9; S(16): 99.4; T(20): 1
0.711 T(5): 99.3; S(16): 92.3; T(20): €
0.645 T(10): 64.5; S(17): 24.9; Y(24):
0.056 T(4): 2.2; S(10): 5.6; S(11): 5.6
0.866 S(11): 86.6; S(12): 13.0; Y(13):
0.852 S(5): 0.8; S(10): 2.8; S(12): 2.8
0.074 Y(3): 14.0; T(10): 31.0; T(11): <
0.184 S(2): 0.0; Y(4): 0.0; Y(6): 0.1; T
0.306 S(2): 46.8; S(4): 46.8; S(7): 67.
0.912 T(2): 8.8; S(14): 93.6; T(21): 9¢
0.196 T(2): 91.6; Y(8): 54.4; S(9): 25.
0.727 T(9): 6.6; T(10): 90.4; T(11): 81
0.487 S(9): 23.8; T(11): 42.0; T(16): €
0.419 S(6): 0.3; T(7): 0.5; T(13): 41.9
0.709 S(6): 94.9; S(10): 89.5; S(15): ¢
0.029 S(6): 23.3; S(7): 64.2; S(8): 35.

MAQGtAPSAGGGAAVPIPSAAAAVSTT1 T5(Phospho)S8(Phospho)T Too many isoforms

11
24
25

26
32
13
23
21
27

14
35
22
11
46

24
33

21
22
19
30

48
24
34

54
40
20

64
22

35
17
22
24
36
20
34
27
27

0.213

0.68
0.803
0.366
0.647
0.546

0.161
0.803
0.592
0.689
0.763
0.776
0.512
0.804
0.478
0.534

0.719
0.596

0.759

0.759
0.655
0.489
0.803
0.334
0.662
0.276
0.483
0.471
0.803

0.158
0.776
0.411

0.593
0.632
0.15

11
10
15
10
12
12
12
12
14
11
11
12
14
11
13
12
12
10
14
12
16
11
11
14
15
14
13
12
19
11
19
12
13
13
14
13
16
14
13
10
10
10
14
10
14
13
14



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

MASLTTTTAAASSPAALPAASITAPASS' S21(Phosphc
MASLTTTTAAASSPAALPAASTTAPASS S3(Phospho):
MATLAALMAAAAAAAIAAGAVTFDATNT T16(Phospho
MAVMHSSFIWKHWIGLAVTSAAYFLPY S7(Phospho)
MDAEMAAPALAAAHLLDsSPMRPQVsRY S18(Phosphc
MDtISGmMFRPVFDRIRPSIASAAELSFsR T3(Phospho):
mDTISGMFRPVFDRIRPSIASAAELSFSF S18(Phosphc
MDtKLGALALMLPLLYPTSSSSAAFVAC( T3(Phospho)'
MDTKLGALALMLPLLYPtsSSSAAFVAc( T18(Phospho
MEGcmPsDANYAPLTPVsFLERAAVVY(S7(Phospho):
MELLVLStLDWRmMAAVTPFDyLPcLSSR T8(Phospho)'
MELQFQKPTQGQsQQQQCHYQVPTVT S13(Phosphc
MGAKALHsAPcWsVsssHHVDcVMPWR S8(Phospho):
MGTLLRPRPLAHAAGAGDAtPStAHAV\ T20(Phospho
mGyIAPNLSAIVGsAVAsK Y3(Phospho):
MIGRFSQFLSLDAGGESLLFmMGSEFENI S23(Phosphc
MLLTtPFVSSPVRVQGNGGSGASPWAC T5(Phospho)!
mLsLYGIAKSNFLDGILTAQYSENDINLR S3(Phospho)
MNTMIGPAPSPAAAAAAAVSPscYAsP/ S22(Phosphc
mPPPAADMENGAVGSPAAEVEAGASP S25(Phosphc
mPPPAADMENGAVGSPAAEVEAGASF S28(Phosphc
MQYHSLSLANQAGMEVDIVANGGSDPt S7(Phospho)
MRPITTASHPNSTSLccscSYPPYLPSKR S18(Phosphc
msFGMcGGDEVGAGLAVFsSVVGETAN S2(Phospho):
MSGGVEPETPPGSSSGGSTPVGGKPF S32(Phosphc
mMsGGVEPETPPGSSSGGSTPVGGKPP S2(Phospho)
MSSSAATSTYAESVAScRAPAPATPRPI S13(Phosphc
MTDIHTNENYSNSAVSPVNVVPPSGAA S32(Phosphc
MTELLSLSASSLDDEILDLGSLNPAPQcL S8(Phospho).
MTIDQCcGDLILIWGFGATGsSNSMHRLES S20(Phosphc
MTLSTLTDtsVLSALNIIK T9(Phospho)!
MVIASAAFSAGASASSGSAAAAAADPSI S5(Phospho).
NFISLGGPHAGTAsVPLcGsGIFcILADSL S14(Phosphc
NFISLGGPHAGtASVPLcGsGIFcILADsL T12(Phospho
NISSGGLsVPsIASRMNLSGNIGSGGLN' S8(Phospho):
NISSGGLSVPSIASRMNLSGNIGSGGLN S14(Phosphc
NSIAAAAPSSRPAAAAAATTPTGVNAD, S35(Phosphc
NSIKSVIFDMFTAGTGtLSSTLGWGMSE T17(Phospho
NsVGESAALETLEQVMAQALTLVNTDR? S2(Phospho).
NTAWSYHNGGSWPTLLWQLtVAcIKVD S5(Phospho)
QAEEEYGFPSGAsGPVALPCDEDHFRD Y6(Phospho).
QASNMVGELIAtIsPsTPAKKPAGSAAG/ T12(Phospho
QDPsHsIKAICIVHNETAtGVINDLSAVR  S4(Phospho):
QmMAVAASTEALAVAAAAIARAPQHHHIF T18(Phospho
QPSALVILLQFAIAMFVMDtWQYFMHR S3(Phospho)
QQsNIIsIVGFGGLGKHLANSLLQELEAK S3(Phospho):
QtFMDATEFLSPQMGIEDLLLLHAYWAK T2(Phospho):

0.022 S(3): 0.4; T(5): 0.4, T(6): 0.4; T
0.046 S(3): 13.8; T(5): 13.8; T(6): 31.
0.265 T(3): 50.0; T(16): 26.5; T(22): €
0.903 S(6): 8.5; S(7): 92.2; T(9): 96.8
0.788 S(18): 99.1; S(25): 79.1; Y(27):
0.244 T(3): 49.1; S(5): 49.1; S(18): 1.
0.058 T(3): 9.8; S(5): 9.8; S(18): 17.1
0.311 T(3): 98.0; Y(16): 32.2; T(18): <
0.023 T(3): 68.7; Y(16): 37.1; T(18): -
0.057 S(7): 78.1; Y(11): 15.3; T(15): ¢
0.225 S(7): 41.5; T(8): 41.5; T(17): 3¢
0.819 T(9): 16.0; S(13): 81.9; Y(20): (
1 S(8): 100.0; S(13): 100.0; S(15
0.086 T(3): 38.8; T(20): 75.0; S(22): i
1 Y(3): 100.0; S(9): 100.0; S(14):
0.457 S(6): 13.3; S(10): 27.7; S(17): :
0.008 T(4): 7.9; T(5): 7.9; S(9): 44.6;
0.415 S(3): 87.5; Y(5): 53.8; S(10): 5:
0.06 T(3): 21.3; S(10): 48.0; S(20): -
0.506 S(15): 1.1; S(25): 50.6; S(28): :
0.187 S(15): 38.5; S(25): 18.7; S(28):
0.25 Y(3): 25.0; S(5): 25.0; S(7): 25.
0.09 T(5): 0.1; T(6): 0.2; S(8): 0.3; S
0.232 S(2): 99.8; S(19): 23.3; S(20): ¢
0.486 S(2): 0.0; T(9): 0.4; S(13): 0.4;
0.158 S(2): 15.8; T(9): 39.0; S(13): 1t
0.043 S(2): 9.7; S(3): 9.7; S(4): 9.7; T
0.909 T(2): 0.0; T(6): 0.0; Y(10): 0.0;
0.394 T(2): 4.3; S(6): 1.6; S(8): 42.1;
0.734 T(2): 0.6; T(18): 11.3; S(20): 7¢
0.939 T(2): 0.0; S(4): 0.4; T(5): 0.1; T
0.034 S(5): 24.9; S(9): 24.9; S(13): 2:
0.217 S(4): 1.1; T(12): 11.9; S(14): 8¢
0.171 S(4): 12.3; T(12): 73.6; S(14): T
0.545 S(3): 10.0; S(4): 18.4; S(8): 78.
0.021 S(3): 21.5; S(4): 31.9; S(8): 43.
0.429 S(2): 1.7; S(9): 1.7; S(10): 1.7;
0.086 S(2): 3.7; S(5): 22.0; T(12): 22.
0.928 S(2): 95.9; S(6): 95.9; T(11): 6.
0.297 T(2): 8.3; S(5): 30.5; Y(6): 30.5
0.497 Y(6): 99.5; S(10): 50.3; S(13): !
0.11 S(3): 15.5; T(12): 43.3; S(14):
0.459 S(4): 100.0; S(6): 100.0; T(17):
0.966 S(7): 0.9; T(8): 2.5; T(18): 96.6
0.397 S(3): 79.5; T(20): 60.3; Y(23): ¢
0.196 S(3): 89.6; S(7): 80.4; T(17): 8(
0.059 T(2): 37.9; T(7): 48.7; S(11): 61

o g b

0.099

0.803

0.33

0.792
0.691
0.653

0.806
0.803

0.646
0.776

0.696
0.488
0.561

0.69
0.608
0.218
0.327

0.474
0.464

0.528

0.549
0.238
0.583

0.49
0.587
0.776
0.154
0.804

0.35
0.682

11
10
10
11
12
11
13
10
13
12
12
15
11
10
14
11
12
11
13
14
11
13
13
13
10
15
11
10
10
15
16
13
12
12
11
11
10
11
15
11
20
11
12
12
11
13
14



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

QWEFLQSLWVLDIRDTNWDWILsPsK S23(Phosphc
READDLHSVVSYFtEQEYNIIGLVGHSK S11(Phosphc
RLDLPTPESPmsttLNR S12(Phosphc
RMRPGLtFGVsSNIEIALVTLLYHFDWK  T7(Phospho):
RPALSLSPsSALIMAESAKPTPQLELFNSI S9(Phospho)
RPHGQGGVAATsSPTVSSGGDGVTLLRI S12(Phosphc
RPSAPTGGELLVPLRSSVLR S3(Phospho)

0.994 S(7): 0.0; T(16): 0.6; S(23): 99.
0.949 S(8): 1.5; S(11): 98.8; Y(12): 9
0.992 T(6): 0.4; S(9): 0.6; S(12): 99.6
0.461 T(7): 96.1; S(11): 96.1; T(19): £
0.139 S(5): 34.2; S(7): 34.2; S(9): 48.
0.398 T(11): 39.8; S(12): 39.8; T(14):
0.899 S(3): 89.9; T(6): 9.9; S(16): 0.1

RPstssRPSQIVTAVISAASPISSAPPPTIF S3(Phospho)T4(Phospho)S Too many isoforms
RSSSVDRPRPTSNAAAAGGDALGPNG T29(Phospho)T30(Phosphc Too many isoforms

RTLQEILHSFQGHGGAIFNGDESMEALtIT S9(Phospho).
RVLDLAtsANEEVHVVLR T7(Phospho):
RVSEMSAASGGGAGAPVQVGHAAFAA S3(Phospho).
RVtsLASEFPDIELsHMYVDNAAMQLIR T3(Phospho):
SAAAACLAAALCSSTSDLtVRIIDESSLHL( T19(Phospho
SAAPtPYTAAIPEYRVVLVKPEEAmMHINK S1(Phospho)
SAIMGAQIAYMITHHQKTVIVDHDmMPVPI S1(Phospho)
SANDVDMLPAVELQFHGtNHANPLPTR T18(Phospho
SDIVAVAINLDQAGASHHAtsFTSTSSPF T20(Phospho
SDmMsPNtVECENMSQLLKEWGVFSLES S4(Phospho)
SIVLDGSHPTLLYGYGGFGMNMTPHFS' S1(Phospho)
SLSALDsSRPGALSK S7(Phospho)
SmDDYyDtLDAFLFYLPDPEAAPVVELP Y6(Phospho)
SNNQLEGVAMHASISSGKVASFPDMDF S13(Phosphc
SPGAVEKLNVVLIR T13(Phospho
SPLsSFNLPWtRTMPVSAHQFVSIHPcMV S4(Phospho)
SQQCSPVAMAEQGQITESPRSSQVSstG: S25(Phospha
SRGLLLSGESYAGHYIPQLTDVLLtHNEK S1(Phospho)
SSMMSIAIYLLAtSLTACLTVKLVVEYAK  Y9(Phospho)
SSMMSIAIYLLATSLtACLTVKLVVEYAK  Y9(Phospho)
SSSACSLASGLNFGtGKQAMPEAAGAV/ S1(Phospho).
SStGLSIGVGVSSAASLILIVImAIFIIRK S1(Phospho):
SSTSNSIStPQQVKVKPSPK T9(Phospho)
STPMPPHQNQsStVAPLHGHFQsSTGSV S11(Phosphc
SVEFMPFSLSFSLTISAVVWFLYGLLIK S1(Phospho):
SWQDIIDsLAsDLEVPDYNmMGAAESQQI S8(Phospho).
SWYVDANLHLWLDPKSVAtSGGLVAYD S1(Phospho)
SWyVDANLHLWLDPKSVATSGGLVAYL Y3(Phospho).
TAAALAKPsSKDSSLESAPVTR S9(Phospho)
TDsNISNVAGSMTPSASVLVFWTIcPHct S3(Phospho)
TGIAGAARWPHAILASSSSSSSsSSSSE S23(Phosphc
tGLVLSSPAFAAMARPGMAASLTELAA\ T1(Phospho)’
tIGPNAIGAVIGHGECSNVELSEQELQm!I T1(Phospho)
TIGSGTNGNGISNPANTSIRSTTSSPTQI S18(Phosphc
TIGSGTNGNGISNPANTSIRstTSSPTQII S21(Phosphc
tPFFtPLPIIMDSGGGGGDHASHSAAAV/ T1(Phospho)
tPPPTPcSPTSPTADTAVTCASSPSSAS! T1(Phospho)
TTmMLNTALNSILPVSSsLRVLDLscIEtK  S17(Phosphc

0.462 T(2): 20.4; S(9): 82.6; S(23): 8¢
1 T(7): 100.0; S(8): 100.0
0.077 S(3): 87.8; S(6): 92.3; S(9): 19.
0.103 T(3): 66.4; S(4): 82.3; S(7): 66.
0.607 S(1): 3.6; S(13): 8.4; S(14): 15.
0.306 S(1): 81.3; T(5): 81.3; Y(7): 62.
0.038 S(1): 20.2; Y(10): 57.0; T(13): ¢
0.373 S(1): 31.7; T(18): 66.1; T(26): ¢
0.399 S(1): 0.6; S(16): 22.3; T(20): 6:
0.315 S(1): 52.5; S(4): 52.5; T(7): 68.
0.325 S(1): 74.2; S(7): 22.8; T(10): 5.
0.643 S(1): 13.7; S(3): 8.2; S(7): 64.3
0.011 S(1): 2.9; Y(5): 2.9; Y(6): 10.5;
0.042 S(1): 70.8; S(13): 16.6; S(15): :
1 S(1): 0.0; T(13): 100.0

0.164 S(1): 23.8; S(4): 58.1; T(10): 31
0.416 S(1): 8.1; S(5): 8.1; T(16): 13.0
0.004 S(1): 29.6; S(7): 70.2; S(10): 4¢
0.217 S(1): 20.2; S(2): 20.2; S(5): 19.
0.055 S(1): 35.1; S(2): 35.1; S(5): 15.
0.091 S(1): 36.3; S(2): 36.3; S(3): 63.
0.021 S(1): 70.4; S(2): 70.4; T(3): 70.
0.326 S(1): 10.6; S(2): 10.6; T(3): 10.
0.003 S(1): 11.3; T(2): 11.3; S(11): 12
0.136 S(1): 99.7; S(8): 80.9; S(10): 3:

0.76 S(1): 11.2; S(8): 88.6; S(11): 8¢
0.239 S(1): 49.6; Y(3): 49.6; S(16): 2.
0.201 S(1): 50.0; Y(3): 50.0; S(16): 5.
0.223 T(1): 76.0; S(9): 22.3; S(12): 1.
0.141 T(1): 8.9; S(3): 14.1; S(6): 14.1
0.046 T(1): 2.7; S(16): 4.6; S(17): 4.6
0.683 T(1): 70.3; S(6): 14.8; S(7): 14.
0.851 T(1): 85.1; S(17): 8.7; S(22): 3.
0.251 T(1): 0.0; S(4): 0.0; T(6): 0.0; S
0.145 T(1): 0.2; S(4): 0.2; T(6): 0.1; S

0.09 T(1): 59.1; T(5): 63.1; S(13): 5¢€
0.013 T(1): 2.0; T(5): 5.3; S(8): 15.1;
0.598 T(1): 0.6; T(2): 0.6; T(6): 2.2; S

49
48
37
21
11
34
32

15
25

27
19

42
14
40
11
22

47
12
22
17
29
21
38

19

43
24
43
34
27

33
18
46
39

26
35

0.419
0.761
0.792

0.098
0.128
0.792
0.676
0.799
0.704

0.77
0.793
0.761

0.804
0.766
0.601
0.652
0.569
0.208
0.483
0.803

0.439

0.765

0.445
0.567
0.334
0.763
0.232

0.44
0.605
0.541
0.427

0.743

0.361

0.484
0.56

11
11
12
16
12
16
11
11
12
12
12
14
16
15
13
13
15
12
12
17
12
15
13
10
11
13
11
12
14
12
16
11
13
11
12
16
14
11
11
13
12
14
11
11
18
12
13



0s03t0718500-00

0s03t0726100-02

0Os03t0733400-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low
Low
Low

High
Low

High
High
Low
Low
Low
Low
Low

Homeodomain-related domain
containing protein.

Similar to Alpha-tubulin.

Zinc finger, BED-type predicted
domain containing protein.

ttQTALVGFFGGTIGDIIVGVRGWELtVEI T1(Phospho)
tWANWVDsNVDPAITRVFFmMSISTTHMF T1(Phospho):
VFFTNsGSEANDSQVKIVWYYNNALGR S6(Phospho)
VGPIVIASAGLGMLAGVAMANR S8(Phospho)
VGSISKLDSETmMHSIENYQSELLSDGVLI Y18(Phosphc
VLLAHLEPAASPAAAAPAITASACAAGD! S22(Phosphc
VPGVGFVYsSTTNGVPPmMFAHFVINFP, S9(Phospho)
VHPEPLAATTPVLTEAAADSAAKTTTEA T2(Phospho)
VVDtAtPSSQPTSGQDANAGHPSPPScE T4(Phospho)
WGCcNNGQACIAPDYVITtKSFAPELVDSI T18(Phospho
WHVYSASSSASsSDADGAARLTAEVcn S12(Phosphc
WLLtHPNYPMLNFMLTTAIYVAVSHR T4(Phospho)'
WmPIPPtQGNQIFVNLGDQVEVISNGIY} T7(Phospho):
WmPIPPtQGNQIFVNLGDQVEVISNGIyt T7(Phospho)'
WQNDNSEIGKPLNAEVmMELDLLsLDsV\ S23(Phosphc
WSLFLIKTNVGGVGItLTK T7(Phospho)
YyGFSMSDmMPSLLKWcNVSVPmMAALALL Y1(Phospho)
yGMDISLGVSDDGVLLPMIQPTKPQKG! Y1(Phospho).
YyTVTWYTLSAAVTFMAAK Y1(Phospho):
YVKASTAHLGKPAAGGGQsDDmMVDFD S19(Phosphc
YYYAMGFDHTVRTFsFTTPPKPAPDAP S15(Phosphc

GGGDVGVGLSPAMGGDGEDDEEVR  S10(Phosphc

AAStSAATAMARHAVTMPVPTR S3(Phospho)
EDGTHtQGHNLSLIWPPPK T6(Phospho):
MRPMMSMATSAAAPLRMAPR T20(Phospho
MyNPPSAQEMTYKDHVQR Y2(Phospho).
QTPPSAPQIASPLPtPPGPISR T9(Phospho)
SSMSEASSLSVSFAISLGMSKR S1(Phospho)
TIQFVDWCPIGFK T10(Phospho
TRVVFVSMAYttK T11(Phospho
LALTPAVGtDNDGEGTVERPSK T9(Phospho)
LMLNSDGELEEEQETHAER S5(Phospho)
AtDGFsSTNLVGSGTFGFVYK T2(Phospho):
AWPGSGATNDANSSRGTTTHDK S5(Phospho)
FYAAAAYAGFGAGGALSSSAISR T16(Phospho
GGWSsVAGNILVEAGVGRIDVK S4(Phospho)

KDEIPASPADNQSILVSLSSR S7(Phospho)

0.096 T(1): 62.7; T(2): 62.7; T(4): 62.
0.068 T(1): 53.1; S(8): 39.0; T(14): 3¢
0.232 T(4): 48.9; S(6): 48.9; S(8): 2.2
1 S(8): 100.0
0.026 S(3): 13.8; S(5): 13.8; S(9): 18.
0.097 S(11): 52.9; T(20): 28.0; S(22):
0.005 Y(8): 70.9; S(9): 54.3; S(10): 2:
0.922 T(2): 94.9; T(3): 94.9; T(10): 3.
0.227 T(4): 70.9; T(6): 39.5; S(8): 39.
0.491 Y(14): 0.4; T(17): 1.1; T(18): 4¢
0.047 Y(4): 15.1; S(5): 15.1; S(7): 15.
0.072 T(4): 40.9; Y(9): 50.7; T(17): 4¢
0.745 T(7): 99.9; S(24): 74.6; Y(28): -
0.948 T(7): 100.0; S(24): 5.2; Y(28): ¢
0.134 S(6): 86.6; S(23): 68.4; S(26): -
0.614 S(2): 0.3; T(7): 78.4; T(8): 21.8
0.972 Y(1): 97.2; S(4): 1.7; S(6): 0.5;
0.108 Y(1): 11.2; S(6): 11.2; S(10): 7!
0.086 Y(1): 70.7; T(2): 24.2; T(4): 24.
0.181 Y(1): 18.2; S(5): 18.2; T(6): 18.
0.108 Y(1): 10.8; Y(2): 10.8; Y(3): 4.0

1 S(10): 100.0
0.249 S(3): 55.3; T(4): 55.3; S(5): 55.
0.751 T(4): 24.9; T(6): 76.6; S(12): 9¢
0.07 S(6): 31.0; T(9): 31.0; S(10): 3:
1 Y(2): 100.0; S(6): 100.0; T(11):
0.006 T(2): 76.9; S(5): 76.9; T(9): 15.
0.428 S(1): 42.8; S(2): 42.8; S(4): 12.

1 T(1): 0.0; T(10): 100.0
0.329 T(1): 0.0; S(7): 1.3; Y(10): 66.2

0.955 T(4): 0.9; T(9): 95.5; T(16): 2.6
1 S(5): 100.0; T(15): 0.0

0.448 T(2): 78.7; S(6): 53.8; S(7): 26.

0.497 S(5): 49.7; T(8): 10.7; S(13): 1(

0.012 Y(2): 71.2; Y(7): 71.2; T(16): 1¢
1 S(4): 100.0; T(9): 100.0; T(18):
1 S(7): 100.0; S(13): 0.0; S(17): (

33
43

N

39
27
42
26

35
55

42
51
21
25
15
27

112
27
26
33
51
10
38

128
35

40
62
19
14

37

0.773
0.776
0.362
0.489

0.57

0.198
0.628
0.658
0.582
0.748
0.781
0.385

0.14

0.519

0.513

0.774

0.357

0.747

0.526
0.558

0.006
0.602
0.712
0.478

0.77

12
10
10
10
17
12
10
11
16
11
13
13
11
11
14
12
12
11
11
11
14

29
10
12
13
11
12
13

48
13

23
20
12
11
12
12
13



0s03t0743400-01

0s03t0756000-01

0s03t0758800-01

0s03t0787300-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low

Low
Low

Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to H2A protein.

Similar to 60S ribosomal protein L13a-
4.

Similar to Eukaryotic translation
initiation factor 5A-2 (elF-5A-2) (elF-
4D).

Similar to DnaJ homolog.

LEmMLVLMENGLFGPIPDSLGDcKILtR ~ T24(Phospho

LPFNPSTNHDNGTSNGTTNSR S20(Phosphc
LsQAAFGEAMLHTIGYIYAR S2(Phospho)
MALATNSAAVSGGAAAAASSAPQPR  S19(Phosphc
MPNVQVADVSNLTAGITVYKK Y19(Phosphc
mtIDLSMPGSSGLLDDVGGKK T2(Phospho):
SLRGGRPsTVALPLTQEPPMK S8(Phospho)
SSASAMAAPLLLVVVVVVRTR S2(Phospho):
ssRPRAAGCcSVVAscPVVSK S1(Phospho):

VFDMMTKAGFRPDHALFLSILsACAHK  T16(Phospho

VPRGSFACAPAPsSGGVIVAGGGSR S13(Phosphc
VStssVFSEGLASAFGSPKSK T3(Phospho):
YLVNTRPDLAYSVGYVsR Y1(Phospho)
YYDAVMPYLKAILMNATDK Y8(Phospho)
EATYKLSLK Y4(Phospho)
IPtPSAITPR T3(Phospho)
LKItsLGLK T4(Phospho):
LKVtYLK T4(Phospho)
yLEASTKLK Y1(Phospho)
KSLVSEsVR S7(Phospho)
MLLGGRGFNAsSGR S11(Phosphc
EEVSSLLINTR T6(Phospho)
mQtDIAGELVR T3(Phospho)

ANTGSTAGSSAHGELGSVFSEQTLQSF S9(Phospho):
CAMLSLSSAGGNDCcGASVsSSAIVGWILQ S7(Phospho):
EtWPAEPNHGSAAAVVAAStAASGGGG T2(Phospho)
FAFACAILASMtSILLGYDIGVMSGASLYII S10(Phosphc
GDANIGGLQNHPYYHNVYGMLMAKsTY S25(Phosphc
GmMQNGQKItFPGEADEAPDTVTGDIIFV T9(Phospho)
HGGGsGAGAGNsSSGDSPLLLLPMLDDL S5(Phospho):
ISEYEDYHVGIPFGtFLTVGGFLNFmMLTC S2(Phospho)
KRPPSDGssPPHAVDDAAAASIGSAGA: S8(Phospho):
LPLPPLSIcNNstFLPNNSTPTSPISHSPG S12(Phosphc
LsDPSSSRLQVIGHPHPVVVTATEAASC S2(Phospho):
MPFtPGPYSGVStLALVARASALGVGVV' T4(Phospho)'

0.631 S(18): 36.9; T(24): 81.5; T(26):
0.915 S(6): 0.0; T(7): 0.0; T(13): 1.2;
0.175 S(2): 17.5; T(13): 47.5; Y(16):
0.473 T(5): 3.7; S(7): 0.4; S(11): 1.2;
0.788 S(10): 0.0; T(13): 4.0; T(17): 17
0.573 T(2): 78.3; S(6): 26.0; S(10): 7
0.433 S(1): 0.3; S(8): 43.3; T(9): 13.1
0.333 S(1): 66.7; S(2): 66.7; S(4): 66.
0.231 S(1): 99.1; S(2): 99.1; S(10): 7!
0.716 T(6): 2.6; T(16): 77.8; S(19): 2¢
0.984 S(5): 1.6; S(13): 98.4; S(23): 0.
0.063 S(2): 85.2; T(3): 60.9; S(4): 60.
0.026 Y(1): 97.9; T(5): 85.1; Y(11): 5:
0.167 Y(1): 0.3; Y(2): 0.3; Y(8): 16.7;

0.72 T(3): 14.0; Y(4): 72.0; S(7): 14.
0.813 T(3): 81.3; S(5): 18.1; T(8): 0.6
1 T(4): 100.0; S(5): 100.0
0.991 T(4): 99.1; Y(5): 0.9
0.438 Y(1): 43.8; S(5): 12.3; T(6): 43.

0.5 S(2): 0.0; S(5): 50.0; S(7): 50.0
1 S(11): 100.0

0.965 S(4): 0.6; S(5): 2.9; T(6): 96.5;
1 T(3): 100.0

0.075 T(3): 9.7; S(5): 9.7; T(6): 18.9;
0.089 S(5): 33.5; S(7): 33.5; S(8): 33.
0.224 T(2): 74.3; S(11): 49.8; S(19): £
0.073 S(10): 70.0; T(12): 42.1; S(13):
0.167 Y(13): 16.7; Y(14): 16.7; Y(18):
0.028 T(9): 2.8; T(20): 83.8; T(22): 1z
0.133 S(5): 45.0; S(12): 45.0; S(13): -

0.15 S(2): 47.7; Y(4): 47.7; Y(7): 47.
0.496 S(5): 18.1; S(8): 77.7; S(9): 79.
0.035 S(7): 17.7; S(12): 41.8; T(13): ¢
0.035 S(2): 16.4; S(5): 16.4; S(6): 16.
0.052 T(4): 62.5; Y(8): 62.5; S(9): 62.

55
18
40
53
34
29
39
24
30
49
24
22
30

33
27
45
60
19

80

50

50
21

0.265
0.165
0.099
0.132
0.792
0.784
0.729
0.707

0.447
0.683
0.649

0.792

0.562

0.743

0.32

0.209

0.48
0.689
0.577
0.803
0.767
0.743
0.291

0.55
0.165

0.477

11
11
11
15
12
10
11
11
11
11
17
12
10
13

12
11
12
10
13

10
13

16
11

14
13
11
10
10
12
26
15
15
11
11
10



0s03t0793700-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

RmIC-like jelly roll fold domain
containing protein.

mMssSVVVSASGSGSGGGGGGGGGGA! S2(Phospho). 0.233 S(2): 54.5; S(3): 54.5; S(4): 54.

MTDIHTNENYSNSAVSPVNVVPPSGAA Y10(Phosphc 0.475 T(2): 14.0; T(6): 14.0; Y(10): 47
MTGALAMmMPStssPYPLLAPPTcSSRLP T11(Phospho 0.012 T(2): 36.0; S(10): 36.0; T(11): <
RIAAGLTNIIVPAPVSSSSALASEFVsTYV S19(Phospho)S23(Phosphc Too many isoforms
SNSLESSSTGAAAAPTVLTTSASTASVE S1(Phospho): 0.008 S(1): 10.6; S(3): 10.6; S(6): 10.
SSNILLSQNLDGCcVSEFGLAQLMTIPPAP S1(Phospho): 0.127 S(1): 62.7; S(2): 62.7; S(7): 62.
STVHHAAAARHTSATANAAAAPAGTSP S26(Phospho)S28(Phosphc Too many isoforms
tAtNVGAAASATYKPRVEMASSAVSVLIK T1(Phospho) 0.007 T(1): 45.2; T(3): 45.2; S(10): 3¢
VGVGHmMVymsGLtcTLSSTNKLEVAWLE Y8(Phospho): 0.018 Y(8): 25.1; S(10): 35.0; T(13): ¢
VQsQFssILHLNEDDLLRIAHSDTLLSGK S3(Phospho): 0.329 S(3): 99.6; S(6): 99.5; S(7): 99.
AARAYDLAALK Y5(Phospho) 1 Y(5): 100.0
AFDLOtGSFtLRQIK T6(Phospho) 0.848 T(6): 97.8; S(8): 15.2; T(10): 81
AGsDDPDAPAWLHGLKR S3(Phospho) 1 S(3): 100.0

ALCATVSASLR S7(Phospho) 0.998 T(5): 0.0; S(7): 99.8; S(9): 0.2
APRVVVSPAAAMGSR S14(Phosphc 1 S(7): 0.0; S(14): 100.0
AVRITSLPHPPAHGHR T4(Phospho) 0.156 T(4): 15.6; T(5): 15.6; S(6): 68.
CEPAVVHGDVKASNVLLDEAMSAK S13(Phosphc 1 S(13): 100.0; S(22): 100.0
cPALVVVVPRISTLLPPsmHHK T11(Phospho 0.171 T(11): 35.8; S(12): 82.9; T(13):
cPALVVVVPRistLLPPSMHHK T11(Phospho 0.579 T(11): 82.0; S(12): 93.9; T(13):
DAGDTSAAAAVAPtPARLR T14(Phospho 1 T(5): 0.0; S(6): 0.0; T(14): 100.
DAVsISMK S4(Phospho) 0.5 S(4): 50.0; S(6): 50.0
DVTITAYSKMVGYALQAADILsK Y7(Phospho) 0.075 T(3): 4.3; T(5): 51.8; Y(7): 51.8
EDNTPtyLINAK T6(Phospho)’ 0.131 T(4): 86.9; T(6): 86.9; Y(7): 26.
ELtGSYPQNITVVsYDFK T3(Phospho):! 0.589 T(3): 87.8; S(5): 6.2; Y(6): 6.2;
ELVDEIKEIGQALLPSTGtK T19(Phospho 0.784 S(16): 4.2; T(17): 17.4; T(19): 7
EVMVGsKGVIK S6(Phospho) 1 S(6): 100.0
FLAAVSAAPDPDLTNFR S6(Phospho) 0.982 S(6): 98.2; T(14): 1.8
FVPDKAFtGAPASVAAGK T8(Phospho) 0.998 T(8): 99.8; S(13): 0.2
GDFsIRVINWGAVIMSVVLPDSR S4(Phospho) 0.2 S(4): 77.3; T(8): 33.1; S(16): 2-
GFFLALSAAALYRLILSLVELAYK S17(Phospha 0.917 S(7): 7.8; Y(12): 0.3; S(17): 91.
GFmMLISRHtAAPSLLYTVLLCR T9(Phospho): 0.047 S(6): 72.6; T(9): 22.4; S(13): 2¢
GRPLDFASTAK S8(Phospho) 0.5 S(8): 50.0; T(9): 50.0
GSVAAsSGKHPVsFLAAAR S6(Phospho): 0.687 S(2): 31.3; S(6): 72.6; S(12): 9t
GYVITSAILNSAPR T8(Phospho) 0.147 Y(2): 1.0; T(5): 14.7; S(6): 69.4
HPsQHTPNNGGGPGVMGSGPRGTFLF S3(Phospho) 0.901 S(3): 90.1; T(6): 9.8; S(18): 0.0
IAACtAHALEYLHEVCcSPPVLHK T5(Phospho) 0.905 T(5): 90.5; Y(11): 9.3; S(17): 0.
IAASEAAARSAK S4(Phospho) 0.995 S(4): 99.5; S(10): 0.5
IDPTGSANtKR T9(Phospho) 0.993 T(4): 0.0; S(6): 0.6; T(9): 99.3
IFMQQLSsHR S7(Phospho) 1 S(7): 100.0
IGGtVAASLLMRVPLR T4(Phospho)! 1 T(4): 100.0; S(8): 100.0
IMAsSSHRVSR S4(Phospho) 0.461 S(4): 46.1; S(5): 46.1; S(9): 7.8
INWASFsmGDRR S7(Phospho) 0.952 S(5): 4.8; S(7): 95.2

IQLAQGALEDASGKLASAMSLMVGAK ~ S17(Phosphc 0.973 S(12): 2.7; S(17): 97.9; S(20): ¢

19
24

31
54
25
64
63
27
17
32
28
62
40
21
29
44
49
47
32
38
10
43

33
16
28
37
38
26
49
51
62
34
40

0.519
0.589

0.702
0.211
0.567
0.753
0.774

0.569

0.786

0.132

0.708
0.598
0.659
0.714
0.759

0.769

0.391

0.354

0.767

0.291

0.225

0.762

0.583

0.804
0.806

15
16
11
11
11
11
15
14
14
14

12
14
10
13
19
10
10
11
11
13
13
10
11
13
17
11
11
13
11
12
10
11
11
11
16
21
11
11
14
20
11
11
10



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

ISHIATSGAHTAAItDSGELYTWGR
ISHIATSGAHAAITDSGELYTWGR
ITPKSPGSDVAAEtAAAMAAASLVYK
IYRPtFAGFVDVDIAK

KWLPQsYLK

LAAAAVGEGGAIR
LDIAVGSAEGLAYmHsR
LLFGGTGNLSGK
LLLPQDAAASASASRAAIPASFSTR
LNVGGNAISPSKDIGGYR
LSLLAAtELRVLVAVIGPSCTVGQ
LSSTALRPLAQPATATAIAtAFSASR
LSVFNYNLVsQLSsLK

LtGVPCKIFK

LtSEQKSEIK
MALHLILAALLGELQIGSRmMGsLL
MELGFMIRLSPR
NAIEVGVFTGYSLLAALALPDDGK
NAIEVGVFTGysLLATALALPDDGK
NCALLPSLSASLHTLK

NVENLEKAtK

PPPPAPPSVER
QADLPSLLssYIVQVVIHYFDK
QLDSAAVAGRR
QLYHVITKTITLGGAK
QPASLSLSmMVSAQAPESVVNSLPcK
QtIVVSGHHGK
RPLAAGEAAPCSVAAAWAGRR
RVVSLYTEIGVGQNAK
SCPSGLLLPcSLVLDVsISFSKR
SDLEAPIAIRPTSETVMYPYFSK
SDVENQSEFINFLAVEVKNAAYK
SIDPNSRWVVTNAILYGNTSLSK
SMYLSsSLGVPPVNGFYPGAVQYPR
SMYLsSLGVPPVNGFYPGAVQYPR

T15(Phospho
T11(Phospho
T14(Phospho
T5(Phospho)
S6(Phospho)
T12(Phospho
S16(Phosphc
S10(Phosphc
T18(Phospho
T14(Phospho
S2(Phospho)
T18(Phospho
S10(Phosphc
T2(Phospho)
T2(Phospho)
S18(Phosphc
S10(Phosphc
Y11(Phosphc
Y11(Phosphc
S7(Phospho):
T9(Phospho)
S8(Phospho)
S9(Phospho):
S4(Phospho)
Y3(Phospho)
S6(Phospho)
T2(Phospho)
S12(Phosphc
S4(Phospho)
S1(Phospho):
S1(Phospho)
S1(Phospho)
S1(Phospho):.
S6(Phospho)
S5(Phospho)

SQPTQQQRGFGFSGVGAAAAAAAPSP S25(Phosphc

SSADDRDPAVVLGR
SSHLLALGGHPPsPsLR
tARGGATSAGSAR
tKGPTLASMLK

tKLFPPANFK

tLISRNSIMK
TMLAKALANAAGASFLNISMASMTSK
tTAYVPQLQK
ttLGGLLALGYSVVVSFKR
TITAKVVSQmMLGLQAIEVNASDSR
TtTAKVVSQMLGLQAIEVNASDSR

S1(Phospho)
S13(Phosphc
T1(Phospho)
T1(Phospho)
T1(Phospho)
T1(Phospho)
S14(Phosphc
T1(Phospho)
T1(Phospho)
T2(Phospho):
T2(Phospho):

0.2 S(2): 0.0; T(6): 0.0; S(7): 0.0; T
0.855 S(2): 0.2; T(6): 0.1; S(7): 0.7; T
0.028 T(2): 0.1; S(5): 0.1; S(8): 0.6; T
0.222 Y(2): 77.8; T(5): 22.2
0.871 S(6): 87.1; Y(7): 12.9
1 T(12): 100.0
0.791 S(7): 7.2; Y(13): 13.7; S(16): 7¢
0.851 T(6): 14.9; S(10): 85.1
0.003 S(10): 84.3; S(12): 70.8; S(14):
0.073 S(9): 62.5; S(11): 26.5; T(14):
0.436 S(2): 100.0; T(7): 99.9; T(16): <
0.005 S(2): 13.7; S(3): 13.7; T(4): 7.9
1 S(2): 0.0; Y(6): 0.0; S(10): 100.
1 T(2): 100.0
0.997 T(2): 99.7; S(3): 0.3; S(7): 0.0
1 S(18): 100.0; S(22): 100.0
1 S(10): 100.0
0.252 T(9): 47.4; Y(11): 47.4; S(12): «
0.286 T(9): 30.5; Y(11): 63.2; S(12): ¢
0.404 S(7): 86.9; S(9): 18.1; S(11): 4°
1 T(9): 100.0
1 S(8): 100.0
0.022 S(6): 80.8; S(9): 46.8; S(10): 1¢
1 S(4): 100.0
0.471 Y(3): 95.2; T(6): 51.6; T(7): 51.
0.493 S(4): 0.7; S(6): 49.3; S(8): 49.3
1 T(2): 100.0; S(6): 0.0
1 S(12): 100.0
0.923 S(4): 92.3; Y(6): 5.9; T(7): 1.8
0.418 S(1): 50.0; S(4): 50.0; S(11): 7.
1 S(1): 100.0; T(212): 0.0; S(13): (
1 S(1): 100.0; S(7): 0.0; Y(22): 0.
0.417 S(1): 97.6; S(6): 2.3; T(11): 0.2
0.935 S(1): 0.4; Y(3): 0.4; S(5): 5.5; €
0.39 S(1): 11.0; Y(3): 11.0; S(5): 39.
0.155 S(1): 52.2; T(4): 27.2; S(13): 5.
0.845 S(1): 84.5; S(2): 15.5
0.984 S(1): 0.9; S(2): 0.9; S(13): 99.0
0.999 T(1): 99.9; T(7): 0.0; S(8): 0.0;
0.997 T(1): 99.7; T(5): 0.3; S(8): 0.0
1 T(1): 100.0
1 T(1): 100.0; S(4): 0.0; S(7): 0.0
0.059 T(1): 91.9; S(14): 5.9; S(19): 0.
0.479 T(1): 47.9; T(2): 47.9; Y(4): 4.2
0.787 T(1): 99.9; T(2): 99.9; Y(11): 7¢
0.441 T(1): 45.0; T(2): 45.0; T(3): 10..
0.233 T(1): 47.6; T(2): 47.6; T(3): 5.0

48
46
23
21
45
20
15
14

38
13
82
87
55
13

14
51
43
34
32
33
27
51
54
10
32
37
62
7
46
59
49

43
26
48
62
45
47
11
80
38
54
31

0.753
0.575
0.725

0.777
0.634
0.792

0.621
0.571

0.464
0.643
0.357

0.792

0.169
0.117

0.792

0.803
0.062
0.121

0.76
0.396
0.542
0.645

0.782

14
11
14
12
10
12
13
11
15
12
10
14
17
14
10
13
11
10
10
14
13
11
11
11
11
12
12
11
13
12
13
16
12
13
11
10
10
13
21
15
10
18
23
15
13
13
12



0s03t0799000-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to Histone H1.

tVTNVGQGSARYSVAVVEPMGVSVK
TYGPVMMLKMGLITTVVISSGDAAR
tYVPQSR
VEASDLSAQQSRFLIPQAAASLR
VEINERIMGssK
VGLDVTVGTGSFAAR
VGYTFTtDALDALYKK
VLMAAGD{FRAAAR
VMQTILSLGNALNQGTARGSAVGFR
VPSPPcAAARSGWAVPMVSVRPAR
VSEGPVRPSAATPSETLPLAWVDR
VTSPPQASGSTAMALSCRLLDLGER

WPDPsSSLDVRLPSGGGAASASVAALR
WPDPSSLDVRLPSGGGAAsSAsSVAALR

YELIHtFLK
YGPLMQLRFGsSFPVVVGSSAEMAR

DVLPSPSsNQNNSSLPFVR

AEEALIGSGLPYtIVRPGGmMERPIDAFK

AFGLsSSLARGGTPLPPTSSR
AGAtAATPMDIDAAAPPPGAAAK
ALSNTGMSEKLAGMYsSVK

T1(Phospho):
T13(Phospho
T1(Phospho)
S4(Phospho):
S10(Phosphc
S11(Phosphc
T7(Phospho)
T8(Phospho)
S7(Phospho):
S11(Phosphc
S9(Phospho):
S10(Phosphc
S5(Phospho):
S19(Phosphc
T6(Phospho)
S11(Phosphc

S8(Phospho)
S8(Phospho)
S5(Phospho):
T4(Phospho)
S8(Phospho):

ALVRHVFMMNssNDGSEHAVAALLAVcI S11(Phosphc
AMTNSAVARtsVAtFmmPPmDcLVGPAL T10(Phospho

ANVVDGATAATTRASAEQYR
DELRAAEAAAAAsSGSGSGSGSR
DGLISAEELGtVLESLGLR
DLAYLQMKSIASAVLLR
DLESKLQTASmMWLMNLR
EcGAsSHASNLASAKDtSGSK
ERLtcGIPMSMGPTIFLL

Y19(Phosphc
S13(Phosphc
S5(Phospho)
Y4(Phospho):
S10(Phosphc
S5(Phospho)
T4(Phospho)

GLDVTLTGSGtNGAMPITLSPTILNVIWR S9(Phospho)

GMRLSVTLGtALIDmMYsK
GMRLSVTLGtALIDmySK
GTPATVVVYDtFmPWVPR
HLKDHQsMNLLALMNDR
HSVmMYDLERLLVGmsNR

LGIVtSLSVSWAPDVYDPPVTsGsHtVK

LRsGDEGGGGWDAYGNGVMR

T10(Phospho
T10(Phospho
T11(Phospho
S7(Phospho)
S15(Phosphc
T5(Phospho):
S3(Phospho)

LSGAMDAAHTDIDSPFSPGEssQsHDTI S21(Phosphc

LSGGTDLitGVGLATAAAGNPK
MAPtAPTAAKSASPsQPsGK

T8(Phospho)
T4(Phospho):

MLTLLSVAGNALSGEIPPsSLSNcPLEQLK S13(Phosphc

NMSLVSPALMtWsRyVLPCcStATLK
RESPAAYARPFLLtHSR
RMDMQTTQDYPSSGANSR
SALAAAEQTVSTAGSAIMSNR

T11(Phospho
S3(Phospho)
Y10(Phosphc
S1(Phospho)

0.729 T(1): 93.2; T(3): 6.9; S(9): 78.0
0.237 T(1): 6.6; Y(2): 11.8; T(13): 23.
0.864 T(1): 86.4; Y(2): 13.4; S(6): 0.2
0.025 S(4): 3.4; S(7): 97.5; S(11): 99.
1 S(10): 100.0; S(11): 100.0
0.851 T(6): 7.5; T(9): 7.5; S(11): 85.1
0.435 Y(3): 16.4; T(4): 16.4; T(6): 16.
1 T(8): 100.0
0.204 T(4): 0.6; S(7): 20.6; T(16): 79.
0.498 S(3): 50.2; S(11): 50.2; S(19): ¢
0.057 S(2): 25.8; S(9): 25.8; T(12): 3¢
0.672 T(2): 0.3; S(3): 0.3; S(8): 8.6; S
0.007 S(5): 6.9; S(6): 6.9; S(13): 10.9
0.93 S(5): 0.1; S(6): 0.1; S(13): 6.8;
1 Y(2): 0.0; T(6): 100.0
0.04 Y(1): 92.6; S(11): 4.0; S(18): 2.

0.434 S(5): 10.0; S(7): 43.4; S(8): 43.
0.241 S(8): 77.3; Y(12): 75.9; T(13): 1
0.786 S(5): 88.6; S(6): 88.6; T(12): 1¢
0.944 T(4): 94.4; T(7): 5.6
0.464 S(3): 2.4; T(5): 19.7; S(8): 64.8
0.352 S(11): 67.6; S(12): 67.6; S(16):
0.434 T(3): 27.0; S(5): 45.8; T(10): 6F
0.999 T(8): 0.0; T(11): 0.0; T(12): 0.1
0.31 S(13): 54.0; S(15): 54.0; S(17):
0.969 S(5): 100.0; T(11): 96.9; S(15):
1 Y(4): 100.0; S(9): 100.0; S(12):
0.908 S(4): 0.6; T(8): 8.6; S(10): 90.8
0.328 S(5): 90.8; S(8): 15.0; S(12): 3¢
0.908 T(4): 90.8; S(10): 8.4; T(14): 0.
0.03 T(5): 75.7; T(7): 85.2; S(9): 18.
0.495 S(5): 0.0; T(7): 0.2; T(10): 99.0
0.499 S(5): 0.0; T(7): 0.2; T(10): 99.8
0.386 T(2): 38.6; T(5): 7.2; Y(9): 15.7
1 S(7): 100.0
0.333 S(2): 33.3; Y(5): 33.3; S(15): 3¢
0.098 T(5): 97.5; S(6): 14.1; S(8): 55.
1 S(3): 100.0; Y(14): 0.0
0.012 S(2): 25.7; T(10): 41.9; S(14): *
0.132 S(2): 23.4; T(5): 61.5; T(8): 70.
0.049 T(4): 44.2; T(7): 44.2; S(11): 51
0.07 T(3): 25.7; S(6): 64.1; S(13): 7¢
0.079 S(3): 26.8; S(6): 66.5; T(11): 5
0.123 S(3): 24.8; Y(7): 74.5; T(14): 5(
0.155 T(6): 15.5; T(7): 15.5; Y(10): 1t
0.106 S(1): 10.6; T(9): 22.8; S(11): 2:

48
11
31
26
44
29
14
35
41
26

36
14
47
49

47

26
56
36

30
47
25
64
50
30
27
24
23
45
57
15

39

67

20

12

23
19

0.803
0.233
0.806

0.474

0.693
0.563
0.492
0.581

0.309
0.479
0.284
0.803
0.792

0.66
0.574

0.17
0.729
0.778
0.713
0.742
0.636
0.719
0.803
0.526
0.304

0.638
0.224

0.75
0.628
0.607

0.74
0.504
0.483

10
13
12
15
12
15
10
11
13
11
11
16
11
21
11
13

18
11
13
17
14
11
11
10
11
13
11
10
11
11
10
13
13
12
17
10
14
11
11
11
10
11
15
12
10
11



0s03t0801600-02

0Os03t0807800-01

0s03t0839100-01

0s04t0162533-00

0s04t0349500-01

Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low

Middle
Low
Low

Middle
Low

Low

Similar to vacuolar protein sorting 35.

Similar to 40S ribosomal protein S2
(Fragment).

Ubiquinone biosynthesis hydroxylase,
UbiH/UbiF/VisC/COQ6 domain
containing protein.

0s04t0162533-00

Similar to 40S ribosomal protein S8.

SFHDLSSSYEAHEHDGMSAAESsmMKV\ Y9(Phospho):

SGKLMATSGVLTDDPSGVYR Y19(Phosphc
SLETAVYRtPtLIPPR S1(Phospho)
SSKDFAWYDIATFLAYR Y8(Phospho)
SVKTWTPMNGGVTNQPYR Y17(Phosphc
TDIEHsSVVVsDYAQMDR S6(Phospho):
VTAKssAAAATVSSTDVLPPV S5(Phospho):

YDmMASFPIQItsQsSPQADGASAGSQWI T11(Phospho

yISLRDNCISGTIPPSLGNLSSLLELR  Y1(Phospho)
cNLSLSFALAMLFISLLGRSILR S4(Phosphoy.
EtQADYLTtFQMATVRTASPLEK T2(Phospho)
EWLNVAFIDVGHASMQVSIVGYKK ~ Y22(Phosphc
FSmsSVQGLLAPLGESSKPRVQSMAR  S4(Phospho)
GSIELANIEATSPISSSLRISIKPK S2(Phosphoy.
KNtASVLTSSMSVSSCEADLAGLMR ~ T3(Phospho)!

TAPAPMPLPPAQAPVWSsSPAPAPAATQF S17(Phosphc

DsVLGFSVNVPGTTAK S2(Phospho)
KPYLHESRHR Y3(Phospho)
KVLIFVNsIDSAFK S8(Phospho):
LVARVsDIItR S6(Phospho)
NGSIRSGsK S8(Phospho)
SSAPASSPsSLLSPASGSR S9(Phospho)
VTDDGsQGIQGLMIR S6(Phospho)
WLHIMNK T3(Phospho)
yIQNITIPSALIDK Y1(Phospho)

FLPsSGPIALLPIGDNYsNIVWtMSPEESLI S4(Phospho):
EYERAIDVVDGAVLSDNVtESFsALAAA, T19(Phospho
LEILVNNAAVSGMEHAQRVDTNEEQFV S11(Phosphc

GFFLALSAAALYRLILSLVELAYK S17(Phosphc
QTSEDNMETAVTVMKSTYNFYR S16(Phosphc
ALSVPmMVRSFNVSR S9(Phospho)

0.129 S(1): 9.1; S(6): 9.1; S(7): 27.3;
0.979 S(1): 0.0; T(7): 0.0; S(8): 0.0; T
0.499 S(1): 50.1; T(4): 50.1; Y(7): 99.
0.126 S(1): 42.9; S(2): 42.9; Y(8): 12.
0.977 S(1): 0.0; T(4): 0.0; T(6): 0.0; T
0.167 T(1): 66.0; S(6): 66.0; S(10): 4:

0.86 T(2): 10.1; S(5): 92.5; S(6): 92.
0.017 Y(1): 83.3; S(5): 74.8; T(11): 1¢
0.163 Y(1): 71.7; S(3): 71.7; S(10): 3!

0.339 S(4): 61.8; S(6): 38.2; S(15): 6:
0.534 T(2): 89.4; Y(6): 20.0; T(8): 23.
0.742 S(14): 2.9; S(18): 22.8; Y(22): °

0.11 S(2): 16.9; S(4): 11.0; S(15): 8.
0.062 S(2): 41.0; T(11): 29.5; S(12): -
0.035 T(3): 56.2; S(5): 38.6; T(8): 17.

0.94 T(1): 1.1; S(17): 94.0; T(25): 4.

0.002 S(2): 0.2; S(7): 99.8; T(13): 0.0
0.998 Y(3): 99.8; S(7): 0.2

1 S(8): 100.0; S(11): 100.0

1 S(6): 100.0; T(10): 100.0
0.862 S(3): 0.6; S(6): 13.3; S(8): 86.2
0.845 S(1): 0.3; S(2): 0.3; S(6): 4.2; <

0.5 T(2): 50.0; S(6): 50.0

1 T(3): 100.0

0.488 Y(1): 48.8; T(6): 48.8; S(9): 2.3

0.05 S(4): 51.5; Y(16): 51.5; S(17): ¢
0.349 Y(2): 4.4; S(15): 13.4; T(19): 5:
0.891 S(11): 89.1; T(21): 10.9

0.789 S(7): 0.0; Y(12): 0.0; S(17): 78.
0.145 T(2): 0.0; S(3): 0.0; T(9): 0.2; T

0.493 S(3): 1.3; S(9): 49.3; S(13): 49.

34
41
60
18
37

44
23
17

22
37
63
23
36
42
47
36
42

15
23

45
33

26

0.715
0.329
0.774

0.584
0.714
0.541
0.731

0.804
0.743
0.792
0.572
0.806
0.806
0.527

0.688

0.761

0.708
0.07

0.033
0.657

0.038
0.198

12
11
11
13
10
10
12
17
11

15
11
10
12
14
11
12

12
10
15
13
11
11
15
11
13

13
18
13

24
13

11



0s04t0419600-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Histone H3.

AmGIyRR Y5(Phospho)
ItATGLLGLTNDSFR T2(Phospho)
ITNFtIMR T5(Phospho)
KFsVDMR S3(Phospho)
KtPPPPPLAAATAMAK T2(Phospho)
LARssIR S4(Phospho):
LAsRsLR S3(Phospho):
LSAYSsVR S6(Phospho)
LVSNYMR S3(Phospho)
mASVTLQDGAFENLK S3(Phospho)
RsAsSLLR S2(Phospho):
SRISALR S1(Phospho):
SRLsLAR S1(Phospho):
TQsFIMR S3(Phospho)
VWKyMR Y4(Phospho)
WSRLtPVGEPPSPR T5(Phospho)

AEARAMVISGFAGLLAGACSMAIGEFVs' S20(Phosphc
AsVWcLsAsASAAAPVAAAAAAPGPLGA S2(Phospho):
AVTIPVmcASGLssVIAPMAVIAGAAGV( S13(Phosphc
CAVELGIPttIHGLGGAAtVPDLmMAALSLP T9(Phospho)
EASLLDPVVVEAAPDSLDGLMAEmMDTn S30(Phosphc
FTGHPAGITTLQRVGAGmMAtccLHMVVA T20(Phospho
GDYStsDAVAMFGsLVVPHNLFLHsSLVI T5(Phospho):
GLAFVtMGSEEEALSALNHLNSTTLNDR™ T6(Phospho):
GLFGtATAPELsQtVsAPPKLGVEMGGA T5(Phospho):
GRWQscsPHKPVHGGWQEQEVAmMAA'™ S5(Phospho).
GYCcYPPREPIDYsSLVGLYHytVLEITSK  S13(Phosphc
LLQGIPQLSKALFQSQIMLGmMVtPQMM( S9(Phospho)
LLQGQQAQDtPAGMVLNQRPAERMVs! T10(Phospho
LTAEQVINGGDLANGEEQSVsKyAAVH(T7(Phospho):
MAGLVIGYLAVQLSLmMSLLLcPSSSTAQ!} S17(Phosphc
MAPAAEVSsSSAETTGSSAGSAPSTAA S9(Phospho)
MEADGGELRLGPFGDTCcALVsVLFscLG S21(Phosphc
MNSPFLKVNtQGGGCcPSSFLcEHDtFAL: T10(Phospho
MPPLLGVYDFtAGLPPsPPtGVSAYTAGI Y8(Phospho)
MPQRStVIWNSmMIFGLANSGHCcQEAVG T6(Phospho)’
mSVSTsNVAHQAAVRPEWAyYAWAAss| S6(Phospho)
NYFIGSVLsGGGsVPAAQASPAAWYVsm S9(Phospho):
RGWLLLLLLAQSQPtISLLSHFFcScYFG T15(Phospho
RYLDIMVSEGLEItQPALDPDLstDIHHR S8(Phospho)
SDVYSyYGVLLLELVTGKPVAQGDDDGN Y6(Phospho):
SSLSADPVAAAMHAGIPSAsMsVAGsAs S20(Phosphc

1 Y(5): 100.0
0.824 T(2): 82.4; T(4): 17.6; T(10): O.
0.122 T(2): 87.8; T(5): 12.2
1 S(3): 100.0
0.5 T(2): 50.0; T(12): 50.0
1 S(4): 100.0; S(5): 100.0
1 S(3): 100.0; S(5): 100.0
0.94 S(2): 2.0; Y(4): 2.0; S(5): 2.0; <
0.114 S(3): 11.4; Y(5): 88.6
0.5 S(3): 50.0; T(5): 50.0
1 S(2): 100.0; S(4): 100.0
1 S(1): 100.0; S(4): 100.0
1 S(1): 100.0; S(4): 100.0
0.114 T(1): 88.6; S(3): 11.4
1 Y(4): 100.0
0.959 S(2): 0.8; T(5): 95.9; S(12): 3.3
0.395 S(9): 60.5; S(20): 79.8; S(28): °
0.975 S(2): 99.5; S(7): 99.1; S(9): 98.
0.009 T(3): 61.8; S(10): 40.6; S(13): ¢
1 T(9): 100.0; T(10): 100.0; T(19,
0.497 S(3): 0.0; S(16): 0.0; T(26): 0.6
0.538 T(2): 1.5; T(9): 22.4; T(10): 22..
0.001 Y(3): 26.5; S(4): 26.5; T(5): 26.
0.034 T(6): 93.7; S(9): 93.7; S(15): 2¢
0.624 T(5): 78.2; T(7): 37.6; S(12): 9¢
0.95 S(5): 97.5; S(7): 97.5; T(26): 5.
0.007 Y(2): 88.5; Y(4): 88.5; Y(12): 7:
0.311 S(9): 94.3; S(15): 68.9; T(23): :
0.091 T(10): 93.7; S(26): 11.1; S(27):
0.484 T(2): 33.5; T(7): 67.2; S(19): 2¢
0.625 Y(8): 0.3; S(14): 0.9; S(17): 92.
0.259 S(8): 25.9; S(9): 25.9; S(10): 1:
0.403 T(16): 59.7; S(21): 80.6; S(25):
0.043 S(3): 26.6; T(10): 26.6; S(17): ¢
0.02 Y(8): 68.3; T(11): 42.5; S(17): ¢
0.324 S(5): 22.4; T(6): 67.5; T(8): 53.
0.145 S(2): 56.4; S(4): 14.5; T(5): 14.
0.002 Y(2): 29.4; S(6): 70.6; S(9): 70.
0.745 S(12): 22.2; T(15): 74.5; S(17):
0.082 Y(2): 91.8; S(8): 22.5; T(14): 9¢
0.062 S(1): 35.3; Y(4): 35.3; S(5): 15.
0.521 S(1): 3.9; S(2): 3.9; S(4): 3.0; €

SYISGYQASKDDMTVFTSLPSAPAASY\V S1(Phospho)Y27(Phospho) Too many isoforms

VAGGSWNPNVYGDGGGSASMPIASH( S32(Phosphc
VAMFRYSSVEIyTtcKPQTTLQFDNPCR  Y6(Phospho)
VFVSAAsSGSVGSLVGQFAKLAGCYVVGt S7(Phosphoy:
VGNPQFIASMTVSPNASYSAGCtNAPFV S19(Phosphc

0.32 S(5): 0.5; Y(11): 0.5; S(17): 1.5
0.056 Y(6): 19.6; S(7): 48.6; S(8): 48.
0.133 S(4): 66.1; S(7): 66.1; S(9): 66.
0.029 S(9): 18.5; T(11): 26.2; S(13): -

35
49
29
26

69
69
39
26
50
29
43
28
26
36
45

36

26
41
23

12
25
16
19
14
18
21
38
25
13

11
34
56
14
34

23
40

18
26
17

0.763
0.089
0.677
0.803
0.806

0.713

0.778
0.718
0.372

0.707

0.805
0.669
0.386

0.694
0.333

0.759
0.752
0.368
0.647
0.752
0.805

0.229
0.605

0.75
0.115
0.661

0.74
0.804

0.805
0.538

10
17
13
13
11
17
17
12
13
11
10
15
15
13
11
10
10
11
11
12
11
12
11
11
10
15
11
18
14
10
10
10
12
10
11
13
10
20
14
10
17
10
10
10
12
15
11



0s04t0421900-01

0s04t0446500-01

0s04t0473400-01

0s04t0486600-01

0s04t0501600-01

Low
Low
Low

High
Low

High
Low
Low

Low
Low
Low

High
Low
Low
Low
Low
Low
Low
Low
Low

High
High
High
High
High
Low

Similar to HO525E10.11 protein.

Similar to OSIGBa0140007.15
protein.

Similar to 60S ribosomal protein L6-B
(L17) (YL16) (RP18).

Similar to Glyceraldehyde-3-
phosphate dehydrogenase, cytosolic 3
(EC 1.2.1.12).

AT hook, DNA-binding, conserved site
domain containing protein.

VLHMTLVKQMEMMETLEAMQHHyQSS Y23(Phosphc
VTELETEEAPHPHESAVMSGAAAAAVA S19(Phosphc
WFSPLECGGGGGRLPGAPMLYLPGID T19(Phospho

LITDASVSsPVSR S9(Phospho)
LLDIISWENtK T10(Phospho
TPPAESLESEDEDGFPVSFSESK S9(Phospho)
KGANmMAItGAtAMDANFFR T8(Phospho)
TPNLLTGFPSFAKPSASSLR S17(Phosphc
ELGAGSARELK S6(Phospho)
SFLSAAIYKK S1(Phospho)
sSQVDRPTLK S1(Phospho)
AASFNIIPSSTGAAK S3(Phospho)

DQNPAASSSAPTPPPPATitmDSPAAA/ T19(Phospho
FILETNtGGGGGRR T7(Phospho)
LPVHHPPQASGSAGGGGGGGGGGGG S10(Phosphc
MPsTAAAAAAEMEPEPDHTKPSTSAAA S3(Phospho)
NPEEIPWGETGAEFVVESTGVFDKDK S18(Phosphc
RTSLLMAsSQVWK S8(Phospho)
StKSSLLRPHtK T2(Phospho)
TADSDGGEGDENVsPsLGSKRPAAAAT S14(Phosphc

ALRPTMSALIK S7(Phospho)
ELsPETDDGDNKLPPETGNR S3(Phospho)
QQEDTPPDED!DEDLSLK T11(Phospho
QQEDTPPDED!DEDLSLKDIVSPK T11(Phospho

TGAAADETPPVVPLQSQETQDPNEPK S16(Phosphc
ALRPtMSALIK T5(Phospho)

0.146 T(5): 15.0; T(15): 18.3; Y(23): ¢
0.355 T(2): 4.7; T(6): 10.8; S(15): 10.
0.04 S(3): 95.5; T(19): 4.0; Y(22): 0.

0.99 T(3): 0.0; S(6): 0.0; S(8): 0.1; <
0.998 S(6): 0.2; T(10): 99.8

0.964 T(1): 0.0; S(6): 3.5; S(9): 96.4;
1 T(8): 100.0; T(11): 100.0
0.433 T(1): 0.0; T(6): 0.0; S(10): 1.3;

1 S(6): 100.0
0.998 S(1): 99.8; S(4): 0.2; Y(8): 0.0
0.852 S(1): 85.2; S(2): 14.8; T(8): 0.0

1 S(3): 100.0; S(9): 0.0; S(10): 0.
0.241 S(7): 3.0; S(8): 3.0; S(9): 4.6; T
0.841 T(5): 15.9; T(7): 84.1
0.544 S(10): 83.3; S(12): 45.6; S(30):
0.763 S(3): 76.3; T(4): 23.6; T(19): 0.
0.324 T(10): 2.7; S(18): 66.3; T(19): €
0.996 T(2): 0.2; S(3): 0.2; S(8): 99.6
0.441 S(1): 44.1; T(2): 44.1; S(4): 5.9
0.656 T(1): 26.6; S(4): 26.6; S(14): 7¢

0.981 T(5): 1.9; S(7): 98.1
0.875 S(3): 87.5; T(6): 12.5; T(17): 0.
0.975 T(5): 0.0; T(11): 97.5; S(16): 2.
0.995 T(5): 0.3; T(11): 99.5; S(16): 0.
0.827 T(1): 0.0; T(8): 0.0; S(16): 82.7
0.946 T(5): 94.6; S(7): 5.4

7
19
10

108
51

7
10
38

37
39
47

95
24
51
11
39
32
38
62
29

58
116
80
46
67
27

0.792
0.592
0.796

0.758

0.779
0.576
0.318

0.792

0.374

0.25
0.802

0.002

0.009
0.624

12
14
14

35
16

47
13
12

14
11
14

31
12
12
11
13
15
12
11
11

15
37
26
21
20
20



0s04t0543200-01

0s04t0605900-01

0s04t0635900-01

0s04t0671800-02

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low

Low
Low

High
Low
Low
Low

High
Low
Low
Low
Low

Nucleotide-binding, alpha-beta plait
domain containing protein.

Similar to 60S ribosomal protein L7-2.

DNA repair exonuclease family
protein.

Similar to HO624F09.12 protein.

AMEtGSVTIQVAGYSRtK
ANPLSNGHGGMDtIAGLLASLMEVVR
AsASAGPNDLAITGSAMRPK
EmMFTSEYFQSIAVGSASTTIPLYR
GDASEtAAAALPPsSPQGPGPPRPRR
GtyVsQLPsGITKLESLR
IWISREEsmMLDPGGNVVLMWNR

T4(Phospho):
T13(Phospho
S2(Phospho):
S10(Phosphc
T6(Phospho)’
T2(Phospho)'
S4(Phospho):

LAPSGSGTWSsSLGTVAGAGPYVVSEQF S10(Phosphc
MAGstSGGGGALSAQAAAALGEGIGLVI S4(Phospho)

RSStPSSSSTPSGGGGGAASRPR
RtPASMPTSAPAGPGLFLPR
RtPASMPtSAPAGPGLFLPR
ScSVLDIGTGSGRLSQQLAK
SPILSTHPVSEFLtssGTSAGERK
TTPPPPtPPSPPSPPASSRR

VDSYDTESGDEVVLMDAAGAPAFtVR

VIAEFMtPAMVIMLEEARK
VYIGLVASPEQDSAWMFQK
yGELVGACYAALEEDPSSPR

RQPSPPLQQPAAEEK
RTNAATASGDLA(TAVR
tFDEAAAVINRALER
TWVGSMQELGLEVVK
WKLETLEtGLSGEGR

tEIIGLKGR
yPAHITLLR

SVTAQSNLNSFSDDEDTR
EtAAVAGGGGGGSLHsSKTLLK
LTtTSVSPHLSSGGVmMDER
NIESNLSSNGstNPQTSR

INESSLAISPER
AVLGLStAFSPPR
KNIASAysLLR
NRSSPTsNLSPR
VEQLDVVESAAR

S3(Phospho)
T2(Phospho):
T2(Phospho):
S15(Phosphc
S10(Phosphc
T7(Phospho):
T24(Phospho
T7(Phospho)
Y2(Phospho)
Y1(Phospho)

S4(Phospho)
T13(Phospho
T1(Phospho)
S5(Phospho)
T8(Phospho)

T1(Phospho)
Y1(Phospho)

S10(Phosphc
T2(Phospho):
T3(Phospho)
S11(Phosphc

S9(Phospho)
T7(Phospho)
Y7(Phospho):
S7(Phospho)
S9(Phospho)

0.866 T(4): 98.2; S(6): 94.0; T(8): 7.6
0.97 S(5): 3.0; T(13): 97.3; S(20): 9¢
0.671 S(2): 92.2; S(4): 96.9; T(13): 3:
0.094 T(4): 4.9; S(5): 4.9; Y(7): 2.8; S
0.3 S(4): 70.0; T(6): 70.0; T(7): 70.
0.962 T(2): 99.7; Y(3): 99.7; S(5): 99.

1 S(4): 100.0; S(8): 100.0
0.099 S(4): 5.1; S(6): 9.2; T(8): 9.0; S
0.146 S(4): 64.2; T(5): 35.8; S(6): 35.
0.08 S(2): 45.4; S(3): 45.4; T(4): 19.
0.482 T(2): 98.2; S(5): 98.2; T(8): 51.
0.779 T(2): 99.9; S(5): 99.2; T(8): 78.
0.669 S(1): 3.0; S(3): 1.4; T(9): 21.1;
0.022 S(1): 81.1; S(5): 81.1; T(6): 79.
0.566 T(1): 18.3; T(2): 18.3; T(7): 63.:
1 S(3): 0.0; Y(4): 0.0; T(6): 0.0;

1 T(7): 100.0

0.791 Y(2): 79.1; S(8): 10.4; S(13): 1(
0.792 Y(1): 79.2; Y(9): 11.1; S(17): 4.

1 S(4): 100.0
0.365 T(2): 2.1; T(6): 12.4; S(8): 36.5
1 T(1): 100.0
0.5 T(1): 50.0; S(5): 50.0
0.904 T(5): 2.5; T(8): 90.4; S(11): 7.1

1 T(1): 100.0
1 Y(1): 100.0; T(6): 0.0

0.5 S(1): 0.0; T(3): 0.0; S(6): 0.0;
0.222 T(2): 66.6; S(13): 33.4; S(16): ¢
0.502 T(2): 4.8; T(3): 50.2; T(4): 14.9
0.029 S(4): 3.4; S(7): 3.4; S(8): 4.8; <

0.999 S(4): 0.0; S(5): 0.1; S(9): 99.9

0.333 S(6): 33.3; T(7): 33.3; S(10): 3¢

0.827 S(5): 17.3; Y(7): 85.6; S(8): 97.

0.434 S(3): 2.1; S(4): 9.0; T(6): 43.4;
1 S(9): 100.0

45
39
28

30
34
46
18
17
36
32
35
23
30
38
58
16
16
23

94
19
62
56
26

42
76

82
11
35

74

40
38
50

0.372

0.214

0.411

0.802
0.729

0.734
0.803
0.335

0.712

0.687
0.156

0.35
0.74

0.604

11
12
11
13
13
12
11
15
11
13
12
16
11
14
13
17
13
14
12

17
17
15
16
13

12
22

34
19
12
14

33
13
16
11
14



0s04t0679400-03

0s05t0113900-01

0s05t0160200-01

0s05t0169100-01

0s05t0176000-01

0s05t0295100-01

0s05t0302700-01

High
Low
Low

Low
Low
Low
Low
Low

Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low

Low
Low
Low
Low
Low

Similar to HO801D08.15 protein.

Similar to Histone H2A.

Ubiquitin.

Similar to 60S ribosomal protein L10
(QM protein homolog).

Similar to fibrillarin-2.

Hypothetical conserved gene.

Similar to ATP/ADP carrier protein.

VDSEGVMCcGATFK S3(Phospho)
SIGADymMSKLVK S1(Phospho)
tcVNLPmMFLLGK T1(Phospho)
LGVsLEK S4(Phospho)
LKVtYLK T4(Phospho)
WASLIR S3(Phospho)
REVALLCLSLPLSLGEQR S9(Phospho):
SAMVDssMYDPDRYFLR S6(Phospho).
APPsSAVQIEAAR S4(Phospho)
tAFMLAAVLTR T1(Phospho)

ADTRSSPFISALELVsLDDSMYNTTDFDI S10(Phosphc
ASEAAALAMRR S2(Phospho)
EcPAtVscADILALAARDGVAMLGGPsV£ T5(Phospho):
ETSELPAYDMPTGDLGLNHsGNPSNLN Y8(Phospho).
GFytYDAFIAAANSFPAFGTSGGSAELIR Y3(Phospho)
KGSMNGGVSAIVDEIPYLTsSFLsSNPQyQ S20(Phospha
LDVRDNSDIYSNDDITSPVIEDDNtsTPK T25(Phospho
LScDTcGEPtTRDVcLVPGPDScTNLPGI T10(Phospho
LtSEQKSEIK T2(Phospho)
MELCVRASSLLLGLLLQLLSSVDVVsAAC(S8(Phospho):
MSNNsmAtstILLFLLAVGGLAAAHGDTIF S5(Phospho)
MTQsFRGtPQGVNLSLINGSMVSGVETL S4(Phospho)
NEVINGAVRGtVsGVIGCcIFSGLLAASGA: T11(Phospho
PVNLLVTYRWEVNFSsVLIPGQGsPyR S16(Phospha
tARGGATSAGSAR T1(Phospho)
YLsMLPVDPK S3(Phospho)
YVemLsNGDTVDPTGAGEVISGWDLGII S6(Phospho)

ELDGVGLAEEsPPPGSSLGK
DHSAAAMANKPSLAVAAASR

S11(Phosphc
S12(Phosphc

APSIAVAEAtAAARAPVDLVTVLDVSGSr S3(Phospho)
AsSPAtsSAVLVVVLVATLAAGGANAATF S2(Phospho)
CGVLLMSLFVFFTTTMsVSFTLRETQSR S17(Phosphc
DIGNLVNLQYLSLANNSLtGSLPsSFSKL T19(Phospho
EDTHLTITGARGtPGYAAPELWmMPLPVt T13(Phospho

1 S(3): 100.0; T(11): 0.0
0.617 S(1): 80.9; Y(6): 80.9; S(8): 38.
1 T(1): 100.0

1 S(4): 100.0
0.991 T(4): 99.1; Y(5): 0.9

1 S(3): 100.0

1 S(9): 100.0; S(13): 100.0
0.691 S(1): 0.1; S(6): 84.1; S(7): 84.1

1 S(4): 100.0
0.885 T(1): 88.5; T(10): 11.5

0.139 T(3): 26.5; S(5): 26.5; S(6): 26.
1 S(2): 100.0
1 T(5): 100.0; S(7): 100.0; S(27):
0.026 T(2): 50.5; S(3): 50.5; Y(8): 62.
0.583 Y(3): 78.6; T(4): 78.6; Y(5): 38.
0.365 S(3): 5.3; S(9): 3.4; Y(17): 29.7
0.333 S(7): 0.0; Y(10): 0.0; S(11): 0.0
0.096 S(2): 3.7; T(5): 3.7; T(10): 9.6;
0.968 T(2): 96.8; S(3): 3.0; S(7): 0.2
0.06 S(8): 15.2; S(9): 15.2; S(20): 4t
0.552 S(2): 41.4; S(5): 74.3; T(8): 92.
0.008 T(2): 51.4; S(4): 51.4; T(8): 51.
0.061 T(11): 76.1; S(13): 73.8; S(21):
0.332 T(7): 0.0; Y(8): 0.4; S(15): 66.5
0.983 T(1): 98.3; T(7): 0.7; S(8): 0.7;
0.5 Y(1): 50.0; S(3): 50.0
0.53 Y(1): 21.8; S(6): 53.0; T(10): 22

0.999 S(11): 99.9; S(16): 0.1; S(17): (
0.986 S(3): 0.7; S(12): 98.6; S(19): 0.

0.9 S(3): 98.0; T(10): 90.7; T(21): £
0.159 S(2): 93.4; T(5): 63.9; S(6): 63.
0.014 S(7): 62.4; T(13): 31.2; T(14): 1
0.078 Y(10): 0.1; S(12): 0.2; S(17): 1.
0.309 T(3): 12.8; T(6): 12.8; T(8): 31.

55
15
37

60
60
20
35
50

41
16

12
11
51
12
35
28
44

48
14
23

62
29
46
19

82
40

30
31

48
24

0.803
0.594

0.545

0.653
0.652
0.652

0.726
0.806
0.599

0.794

0.588
0.743
0.787
0.806
0.713
0.629
0.763

0.752
0.743

0.187

0.8

21
10
10

11
10
10
11
12

13
12

12
13
18
12
10
11
10
15
11
12
19
12
11
11
11
14
12

51
11

11
11
16
10
11



0Os05t0350500-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Peptidase M24, structural domain

High domain containing protein.
Middle

Low

Low

Low

Low

Low

FDSELLTAFTSsLYIAGLLITFLASSVTAR S12(Phosphc
GGGGEAFTMTSNIAGtRGYTAPEYLEH! T16(Phospho
GPSIWDTFTHNHPEKIANGsNGDIAIDsY S20(Phosphc
GVSTVmMVSYySSWNGVKMHANHHLItDF Y9(Phospho)
HIVQmMcmNVILVSIELGQFPHVSNyVSK S13(Phosphc
HVLLMDPVLGtGNSANQAIELLISSGVPE T11(Phospho
IVGMyWDDmMNGTNISAEFTSsmRTmM Y5(Phospho):
LLGEGLGScSVQELQELEVQLEKSsLcsIF S24(Phosphc
LPTGKPLDGSLKSSGNtsAsVVSQSNG( T17(Phospho
LVESATTSTSGRSVASAAAVGDALVSEI S4(Phospho)
mDTISGMFRPVFDRIRPSIASAAELsSFSF S21(Phosphc
MEASTLstyLPLLAMVLVQLGLAGLNVM: S7(Phospho)
MIGRFSQFLSLDAGGESLLFMGSEFENI S17(Phosphc
MQESQAMQEKmMLEESTEmMDEGLLMSE S25(Phosphc
MQESTQILGIGSVLIVTVTFGAMFALPG T7(Phospho)’
MTELLSLSASSLDDEILDLGSLNPAPQcL S10(Phosphc
NISSGGLSVPSIASRMNLSGNVGSGGLI S14(Phosphc
NLMAVLATNEDQLSASSAATSKAQDAAI( S14(Phosphc
NSVtWsAMIGGYGMQGDSAGSIDLFNEI T4(Phospho)!
RFSHVCcTAPVDSDDsSIVTGAHLEVVSH S15(Phosphc
STMmMAASMLLFLLVLAGIVTATTTTTDsP S1(Phospho):
SVIFVsFGSGGALPTEHMRELALGLELS S6(Phospho):
SsYMTQGLVNGGINVPMMSSSPIFANAP, S1(Phospho)
symtQGLVNGGINVPMMSSsPIFANAPA S1(Phospho)
tmRLAAAVVVMVVVAAAAMSVEAELSYV T1(Phospho)'
tsSSLLSGGQQGMGSGGGMLPSQSPF: T1(Phospho):
TTQSYILEQTAGPWITSRLSGPPELDITC Y5(Phospho)
VAAAAAAALAKDK T9(Phospho)
VDWKAIAIsR S9(Phospho)
VLHLSDTDDSADMDLNTSTsSMELSTAGI S20(Phosphc
VYAMSKsPSWIADPDFPPWFELLDLSQ S7(Phospho)
WGCcNNGQACIAPDYVITtKSFAPELVDSI T18(Phospho
YNYtPDTVGKTGVQVHTDSGFLTVLQEI T4(Phospho)
YsmVITPKNWNLFSVNVAMAGTGLYQL. S2(Phospho)

VTSHSLQELQPtKSIEDNAEIK T12(Phospho
EVLDQMPsPK S8(Phospho)
DLLVAGVVDASR S11(Phosphc
EIVPSSPGGWPGEIPALVQTLPPLIR S6(Phospho)
ELLDNSSYEVKLsSVVsCISEITR S7(Phospho):

MAASLQEFAGGAFIEQGELIKYGNVK  T20(Phospho
MFHGSPAAVAASAAVAEMRFtTGGSST T21(Phospho

0.004 S(3): 10.8; T(7): 76.5; T(10): 4¢
0.413 T(8): 7.6; T(10): 17.1; S(11): 7.
0.045 S(3): 39.8; T(7): 39.8; T(9): 51.
0.248 S(3): 0.3; T(4): 0.3; S(8): 24.9;
0.872 S(13): 91.2; S(23): 9.8; Y(25): ¢
0.993 T(11): 99.8; S(14): 99.4; S(24):
0.025 Y(5): 6.4; T(12): 60.9; S(16): 2¢
0.963 S(8): 2.0; S(10): 2.0; S(24): 97.
0.004 T(3): 7.2; S(10): 4.5; S(13): 12.
0.017 S(4): 1.7; T(6): 1.7, T(7): 1.7; S
0.631 T(3): 7.0; S(5): 2.6; S(18): 21.2
0.229 S(4): 45.9; T(5): 45.9; S(7): 45.
0.081 S(6): 0.9; S(10): 1.6; S(17): 8.1

0.25 S(4): 25.0; S(15): 25.0; T(16):
0.092 S(4): 41.2; T(5): 25.2; T(7): 25.
0.578 T(2): 2.7; S(6): 1.2; S(8): 19.2;
0.056 S(3): 34.6; S(4): 34.6; S(8): 34.
0.151 T(8): 2.3; S(14): 34.2; S(16): 5¢
0.057 S(2): 53.7; T(4): 53.7; S(6): 86.
0.373 S(3): 1.6; T(7): 14.9; S(12): 14.
0.008 S(1): 44.9; T(2): 44.9; S(7): 45.
0.629 S(1): 34.1; S(6): 81.2; S(9): 81.
0.471 S(1): 47.1; Y(2): 47.1; T(4): 5.5
0.674 S(1): 99.7; Y(2): 99.7; T(4): 99.
0.091 T(1): 99.8; S(20): 9.2; S(26): 7-
0.023 T(1): 43.6; S(2): 43.6; S(3): 43.
0.325 T(1): 4.2; T(2): 4.2; S(4): 23.8;

1 T(9): 100.0
1 S(9): 100.0

0.02 S(5): 15.9; T(7): 12.7; S(10): 1
0.383 Y(2): 6.3; S(5): 15.0; S(7): 38.3
0.699 Y(14): 0.2; T(17): 14.9; T(18): €
0.311 Y(1): 31.1; Y(3): 31.1; T(4): 31.
0.085 Y(1): 49.3; S(2): 49.3; T(6): 1.8

0.954 T(2): 0.0; S(3): 0.0; S(5): 0.1; T
1 S(8): 100.0
1 S(11): 100.0
0.434 S(5): 50.0; S(6): 50.0; T(20): 1
0.025 S(6): 40.3; S(7): 40.3; Y(8): 11.
0.333 S(4): 33.3; T(20): 33.3; Y(22):
0.501 S(5): 2.0; S(12): 8.2; T(21): 50.

23
25

38
35
33
11
27

38
39
11

10
34
12
20
13
23

46
29
50
25
14
33
26
59

25
61
32
20

73
56
62
26
28

22

0.249
0.173

0.56
0.188

0.617
0.406

0.741
0.465
0.792

0.11

0.789
0.713
0.789
0.713
0.723
0.644
0.622
0.735

0.744

0.755
0.737

0.053
0.54

0.001
0.011
0.308
0.741
0.749

0.659

15
16
11
12
17
11
11
19
12
11
12
14
11
11
13
12
10
16
14
11
10
15
17
21
14
10
13
11
16
13
11
13
13
11

28
16
11
16
11
14
15



0Os05t0367100-01

0s05t0445500-01

0s05t0459900-01

0s05t0499100-01

Low

High
Middle
Low
Low
Low
Low
Low
Low
Low

High
High
Middle
Low
Low
Low
Low
Low
Low
Low

Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Ribosome biogenesis protein Nop16
domain containing protein.

Similar to Acidic ribosomal protein
(Fragment).

Similar to 60S ribosomal protein L36-
1.

26 kDa globulin (Alpha-globulin).

RLFLSTSGGSSsVGLSTGLQRPScLK

APVDEFEPVDSGsDLESDDLK
LHtPGATAHGDADGDATPTEtR
DPAsAAYSMASMLVLVLFFR
EAEDVAAASFGADITVLAVSPR
ENIVTASTLQsSAsSLTcQVT
GyEDEEDGKCcAIPTDSDIEK
HLASAEEmssVTAISLSLQAK
RDSGNSSGGGGGSYySPHSLPGtR
tSAATDLAGAGCFLIEPSGKR

EEsDDDMGFSLFD
VEEKEESDDDMGFSLFD
LsSPELQPSGGISFPSSVAAAHRPK
EDSPHQNGSASPFSNGstK
EYFQKDsEVSVVEMADK
GsISmMMNNLLIGFADGGVRVVVVR
GVLHRAVVGGEQsR
HSLPSAHScPGRPRSSPARPPLR
ISEGAVKPAAATPEETLPLAWVDR
MGVLRAAVPLQPEADLVLAtGGGER

AAASAISAAAVK
LEKISQTVK

AAAASTSRWSAVSPR
ASLSGGsSVGAGAGGGR
HPtAIHRCLR
IFRsSSsSVLQK
KSAsSPPSPPPPQEAK
LDcHSGRSYHLK
LSRNSGWSsFR
READESILLSK
SAQATVGRGASLDER
SFGARVstIVK
TAPPPAtVITAsSRR

S12(Phosphc

S13(Phosphc
T3(Phospho)
S4(Phospho)
S9(Phospho):
S11(Phosphc
Y2(Phospho)
S9(Phospho):
Y14(Phosphc
T1(Phospho):

S3(Phospho)
S7(Phospho)
S2(Phospho)
S17(Phosphc
S7(Phospho)
S2(Phospho)
S13(Phosphc
S2(Phospho)
S2(Phospho)
T20(Phospho

S4(Phospho)
T4(Phospho)

S5(Phospho)
S7(Phospho)
T3(Phospho)
S4(Phospho).
S4(Phospho)
S5(Phospho)
S8(Phospho)
S6(Phospho)
S1(Phospho)
S7(Phospho)
T7(Phospho):

0.089 S(5): 6.9; T(6): 6.9; S(7): 6.9; S

0.98 S(11): 2.0; S(13): 98.0; S(17): (
0.804 T(3): 98.6; T(7): 1.4; T(17): 1.1
0.483 S(4): 96.6; Y(7): 51.7; S(8): 51.
0.998 S(9): 100.0; T(15): 0.2; S(20): ¢
0.006 T(5): 3.5; S(7): 3.5; T(8): 2.5; S
0.999 Y(2): 99.9; T(14): 0.0; S(16): O.
0.007 S(4): 0.8; S(9): 2.4; S(10): 2.1;
0.236 S(3): 0.7; S(6): 4.7; S(7): 10.5;
0.401 T(1): 79.5; S(2): 79.5; T(5): 45.

1 S(3): 100.0; S(10): 0.0
1 S(7): 100.0; S(14): 0.0
0.48 S(2): 48.0; S(3): 48.0; S(9): 3.7
0.755 S(3): 0.2; S(9): 2.1; S(11): 2.1;
0.976 Y(2): 2.4; S(7): 97.6; S(10): 0.0
0.5 S(2): 50.0; S(4): 50.0
1 S(13): 100.0
0.251 S(2): 25.1; S(5): 12.3; S(8): 12.
0.03 S(2): 3.0; T(12): 85.3; T(16): 11
1 T(20): 100.0

0.843 S(4): 84.3; S(7): 15.7
0.493 T(4): 49.3; S(5): 49.3; T(7): 1.5

0.888 S(5): 88.8; T(6): 7.9; S(7): 2.8;

0.909 S(2): 4.6; S(4): 4.6; S(7): 90.9
1 T(3): 100.0

0.843 S(4): 97.5; S(5): 15.7; S(6): 86.

0.455 S(2): 8.9; S(4): 45.5; S(7): 45.5

0.952 S(5): 95.2; S(8): 2.4; Y(9): 2.4

0.954 S(2): 0.4; S(5): 4.2; S(8): 95.4

0.5 S(6): 50.0; S(10): 50.0

0.997 S(1): 99.7; T(5): 0.2; S(11): 0.1
1 S(1): 0.0; S(7): 100.0; T(8): 10

0.902 T(1): 6.2; T(7): 92.1; T(10): 3.9

26

108
53
40
75
12
44
10
29
22

65
197
36
41
63
33
58

18

11
35

30
44
57
36
34
54
33
28
34
45
31

0.04

0.205
0.439
0.773
0.682
0.477
0.432

0.046
0.673
0.729
0.754

0.731
0.62

0.707

0.632
0.762
0.223

0.415

0.745

0.77

11

56
18
11
19
11
12
10
15
19

25
7
14
11
12
12
14
10
11
10

14
11

11
15
15
12
11
12
12
10
11
11
11



0s05t0520100-00

0s05t0524400-01

0s05t0540800-01

0s05t0576700-01

0s05t0592600-03

Low
Low
Low

High
Low
Low
Low
Low

High
Low
Low
Low
Low
Low
Low

High
Low
Low

High
Low
Low
Low

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to MPPN domain containing
protein.

Phosphofructokinase family protein.

Homeodomain-like containing protein.

Oleosin family protein.

Hypothetical conserved gene.

VEEtTDVAKLR T4(Phospho)
yPNtKLAESELK Y1(Phospho)
yVEMmMKAENVSR Y1(Phospho)
AAAVDFSPDAAASELLLPVASSPSPR  S24(Phosphc

FNKAGPQtPISNAGSPGNPSTPASSR  T8(Phospho)

GtAlyRLVHAIAGCSFLHVAFR T2(Phospho)'
tPVAVNEEDtESGLLLGFLSQLK T1(Phospho)
VAEGSsAKSLELVTNVAISEVEVK S6(Phospho).
NASSVSLADAAYVK S3(Phospho)
ISRDSYPNLR S2(Phospho)
ISRDSYPNLR Y6(Phospho)
LLDTLSRILPIR T8(Phospho)
TctGLGLQSRK T3(Phospho)
VSVNsSMLDLR S5(Phospho)
VTISVcDLSAR S9(Phospho)
FIDAPPsPPQSK S7(Phospho)
RAPSsSPSSRPR S5(Phospho)
VAVSAAVAAARAVK S4(Phospho)
LGYAPAASADSPSTTLLR S11(Phosphc
FTRILTHASASAscR S14(Phosphc
RsSPSPSPSPSPAPAAASAR S2(Phospho)
tLSSLDEFLVSVGAVKK T1(Phospho)

LLAEIDDtSPPTEEAEPVEEVPAPDADD. T8(Phospho)
AASttGLLLILLLLVAFTVCENYSsLKLstR ~ S3(Phospho)
AGMAKGLGIGctYGIAcmsWALVFWYAC T12(Phospho
AKEsPMPDPSELFTNVyVNDcGLESFG)\ S4(Phospho)
AmPSGGLSMDGPPTTLSGtGIDRmMAFL T19(Phospho
AQAGNtcAVSFDWKcSGIcDSVENmMQW T6(Phospho)
AQFPsPNEYSSFMGDFSTATGIATFTMI S5(Phospho)
AQssDLISVSSKHLIAETPHVDNIVCcPELF S3(Phospho):
ASMDSSEGIIVNsFVELEPLcFDGWSRn S13(Phosphc
ASSSSTSNSAISSVVASAVATTTPGAGS S13(Phosphc
AVSsPVKPtINAADtTSPNDKNVLVEQGY S4(Phospho)
DEADYSVLSHINsVtssVAKISIDATPDLA S13(Phosphc
EAtEVFREMVAtGCEPNmMHtYIMLLQGH!L T3(Phospho)’
EDAVMFMSVLQAQNGQATEDMGcsNIF S24(Phosphc

0.5 T(4): 50.0; T(5): 50.0
0.458 Y(1): 54.2; T(4): 91.6; S(9): 54.
1 Y(1): 100.0; S(11): 0.0

0.723 S(7): 0.1; S(13): 0.1; S(21): 6.6

0.77 T(8): 77.0; S(11): 7.7; S(15): 4.
0.988 T(2): 99.8; Y(5): 99.0; S(15): 1.
0.728 T(1): 99.2; T(10): 73.4; S(12): 2
0.067 S(5): 93.2; S(6): 97.8; S(9): 8.9

0.882 S(3): 88.2; S(4): 11.5; S(6): 0.3
0.057 S(2): 5.7; S(5): 47.2; Y(6): 47.2
0.495 S(2): 1.0; S(5): 49.5; Y(6): 49.5
0.333 T(4): 33.3; S(6): 33.3; T(8): 33.
0.852 T(1): 14.8; T(3): 85.2; S(9): 0.0
0.484 S(2): 3.2; S(5): 48.4; S(6): 48.4
0.926 T(2): 1.9; S(4): 5.6; S(9): 92.6

0.979 S(7): 97.9; S(11): 2.1
0.109 S(4): 37.1; S(5): 10.9; S(6): 4.0
1 S(4): 100.0

0.895 Y(3): 0.0; S(8): 9.4; S(11): 89.5
0.982 T(2): 0.1; T(7): 0.7; S(10): 0.3;
0.855 S(2): 85.5; S(4): 7.1; S(6): 2.4;
0.778 T(1): 77.8; S(3): 20.2; S(4): 1.8

0.447 T(8): 44.7; S(9): 44.7; T(12): 1C
0.011 S(3): 65.0; T(4): 65.0; T(5): 65.
0.303 T(12): 63.6; Y(13): 63.6; S(19):

0.42 S(4): 52.2; S(10): 5.3; T(14): 5(
0.213 S(4): 10.1; S(8): 29.9; T(14): 1:
0.273 T(6): 27.3; S(10): 27.3; S(16): -
0.218 S(5): 21.8; Y(9): 11.8; S(10): 1:

0.09 S(3): 66.2; S(4): 51.6; S(8): 51.

0.19 S(2): 19.0; S(5): 19.0; S(6): 19.
0.005 S(2): 4.4; S(3): 4.4; S(4): 14.7;
0.029 S(3): 40.7; S(4): 40.7; T(9): 40.
0.012 Y(5): 41.2; S(6): 41.2; S(9): 43.
0.469 T(3): 98.9; T(12): 94.9; T(20): £
0.096 S(8): 47.5; T(18): 37.5; S(24): ¢

35
35
98

37
20
42
26
33

73
52
57
17
44
26
24

65
11
30

138
35
32
41

NO NN O

=
[l 2]

0.002
0.746

0.35

0.653
0.736

0.5
0.804

0.277
0.765
0.804

0.805

0.459
0.792
0.803

0.792

11
11
23

32
15
10
12
10

61
10
12
11
13
11
11

32
11
10

39
10
13
11

49
11
12
10
18
12
11
11
11
11
12
12
11
14



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

EEVPVVDSATQHLLEENNHLLNQIAENIE T26(Phospho
ELTFEDLGDDLAPEGSLMAAQSPNLCcTL S16(Phosphc
EVMSSWDtAGNGTNmMPAPVICQWTGV: T8(Phospho)
FVQETIMDQVAsMFLWPKtLEVPIMDPS S12(Phosphc
GASEDFIVYGQEKPmMDSGsyLDPLAEG! S19(Phosphc
GEVSALGAAELVAAYssPSFGVGYLGsN S16(Phosphc
HGGVTGFRmMVVEAQVIMEAVAtAVGAA T22(Phospho

0.387 S(8): 7.7; T(10): 14.9; T(26): 3¢
0.256 T(3): 23.1; S(16): 25.6; S(22):
0.202 S(4): 14.9; S(5): 14.9; T(8): 20.
0.244 T(5): 42.8; S(12): 54.0; T(19): £
0.051 S(3): 66.9; Y(9): 24.9; S(17): 5¢
0.007 S(4): 4.8; Y(15): 93.0; S(16): 9

0.24 T(5): 76.0; T(22): 76.0; S(31): 7

HSSSASSAASYGSDVsSFMNHSPAAALP, Y11(Phospho)S16(Phosphc Too many isoforms

IELCTVLLSNCFHEIcGstYAHVNFtAR S18(Phosphc
IIGSQPPMVGTDAsSQSSAHAGLWNFPS S14(Phosphc
KPVDmMsRPGGQENLVSWARPLLtNVVs| S6(Phospho):
KRPPSDGssPPHAVDDAAAASIGSAGA: S8(Phospho):.
LIDVPMSNCcINsGINKVYILIQFNSASLNR S12(Phosphc
LLsPIPSMSPIPSIAsDIVFARssRPAAAQ S3(Phospho):
LLTVDKEFTMVVAGsmMGYIDPVFYmMTG S15(Phosphc
LPASSSTLVTMESTEAFGLEAADVKyVt( S4(Phospho)

0.177 T(5): 9.5; S(9): 7.8; S(18): 37.1
0.17 S(4): 17.0; T(11): 17.0; S(14):
1 S(6): 100.0; S(16): 100.0; T(23
0.042 S(5): 51.3; S(8): 56.1; S(9): 56.
0.3 S(7): 16.0; S(12): 69.5; Y(18): :
0.025 S(3): 58.4; S(7): 58.4; S(9): 53.
0.143 T(3): 14.3; T(9): 14.3; S(15): 1«
0.039 S(4): 30.2; S(5): 30.2; S(6): 30.

LPATSANPAGMPSTPScRAVFIAtssLttP T24(Phospho)S25(Phosphc Too many isoforms

LVYNQYSWTQmASIIFLDsPVGSGFSYA S13(Phosphc
MAGGYGVEWFQVVYGKAEQASAVLSQ Y14(Phosphc

0.192 Y(3): 8.1; Y(6): 8.1; S(7): 8.1; T
0.212 Y(5): 54.5; Y(14): 54.5; S(21): !

MASSSGSGGSAVSAATAAAGGSsSAAE S3(Phospho)S4(Phospho)S Too many isoforms

mAtEEVVPEVPVTEVEAAAAEEAVEET T3(Phospho)
MLPPLLTTVHEQTGMLPPAWMGTLTG( T32(Phospho
mmLLVAAPFTKESFtmPEMFHHGsMAL( S13(Phosphc

0.427 T(3): 42.7; T(13): 42.7; T(27): 7
0.126 T(7): 15.1; T(8): 15.1; T(13): 15
0.25 T(10): 75.0; S(13): 75.0; T(15):

MNPtsyLPASAAPWIELSTTGLGYNTAIG T4(Phospho)S5(Phospho)Y Too many isoforms

MQsLQELSGITVYDEcSTNSLLELGNLN: S3(Phospho):
MSEIFSSALSVDVESLMEmMFSGGPLEHI| S10(Phosphc
mMSPVSPPLPRcSsLLMGMGGsGMGsSL S13(Phosphc

0.157 S(3): 52.5; S(8): 52.5; T(11): 3:
0.306 S(2): 12.3; S(6): 12.3; S(7): 12.
0.011 S(2): 68.7; S(5): 68.7; S(12): 5¢

MSSSSSSSSALLLMAALLLscGAMGSTA S8(Phospho)S9(Phospho)< Too many isoforms

MTRGTTScEPSGSGLDAASLLSRPFSAT S11(Phosphc
MVFtFMAY LAFtWSTVVLLGGYVSSLQR T4(Phospho)
mYSANHWGGSsFEIAADGAAEDDHSRN S10(Phosphc
NLSSISSSAASPsPLsPADGFLcVKDGVI S13(Phosphc
QsGINNPLEKIDVELNQMAQNcmtLAsm S2(Phospho)
RAsIIVAAVIAACVLLVcMtTssVVDAAAA/ S3(Phospho)
RVSNTQPALLALHAAMILDLFGLMGAY £ S3(Phospho):

0.04 T(2): 10.1; T(5): 16.6; T(6): 16.!
0.039 T(4): 46.4; Y(8): 46.4; T(12): 4¢
0.326 Y(2): 32.6; S(3): 32.6; S(10): 3:
0.367 S(3): 12.8; S(4): 12.8; S(6): 12.

1 S(2): 100.0; T(24): 100.0; S(27
0.339 S(3): 66.1; T(20): 89.3; T(21): €
0.076 S(3): 24.5; T(5): 24.5; Y(27): 7t

SATSFYTTYIRITYSStPFttSSmPSSPcTI T17(Phospho)T20(Phosphc Too many isoforms

SFGYFYGFLIITAAMSIGMSLPFFIGSAFH S1(Phospho)
sISILSDAGLGMAMFSLGLFMALQPsIIAc S1(Phospho):
ssGFSNEYIVITILVAAEGVHKLPsINGSG S1(Phospho).
SsyEQAVAWKVLSDDDAPHCLAFMLVNW S1(Phospho)
tERSSAVGIAMAGFQLGNHGLLLSPIIms| T1(Phospho):
tNAVMLQVVPWGHMEHPSMVFYGGP£ T1(Phospho)
TWFGGFVGMMIFGASEVSRNVDLGDD T29(Phospho
tylLLGFmMLFmMFIVAVAVLMAsSGHRSTK T1(Phospho)
VGSISKLDSEtmMHSIENYQSELLSDGVLL T11(Phospho
VISDSPENmMSTTTSMPVSAASIASGEDC S24(Phosphc
VLPSMVEYKFWTQsFAVGDDLYVMETC S4(Phospho).

0.013 S(1): 26.4; Y(4): 26.4; Y(6): 26.
0.201 S(1): 54.2; S(3): 54.2; S(6): 46.
0.016 S(1): 81.1; S(2): 81.1; S(5): 81.
0.957 S(1): 97.6; Y(2): 97.6; S(12): 3.
0.058 T(1): 81.1; S(4): 72.9; S(5): 72.
0.291 T(1): 29.1; S(18): 35.4; Y(22): ¢
0.229 T(1): 8.4; S(15): 22.9; S(18): 2:
0.067 T(1): 66.7; Y(2): 66.7; S(22): 6¢
0.027 S(3): 21.9; S(5): 21.9; S(9): 21.
0.069 S(3): 6.9; S(5): 6.9; S(10): 6.9;
0.067 S(4): 33.3; Y(8): 33.3; T(12): 3:

W w o ow

24
17

30

0
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o O P

32
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13
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11
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12
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0.233
0.645

0.526
0.065
0.274
0.088
0.759

0.56

0.109
0.116
0.792
0.594
0.569
0.786
0.421
0.768

0.374

0.792
0.421

0.718

0.742
0.787

0.785
0.778
0.486

0.449
0.781
0.483

0.803

12
12
11
11
11
11
18
12
13
21
12
13
17
12
10
11
11
13
12
12
11
15
12
11
13
12
10
11
11
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11
14
12
11
13
10
11
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13
13
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22
18
11
12



0s05t0596200-03

0s05t0597100-01

Low
Low
Low
Low
Low

Similar to cDNA clone:001-104-D04,
High full insert sequence.
Low

Similar to Nucleolar histone

High deacetylase HD2-p39.
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

VmLMEKLLNPIFLVALMMYSLLIGNSLs( T7(Phospho):

VSVSVSQKGVLAGYPPSNGmMFsPEALts' S22(Phospho)T26(Phosphc Too many isoforms

VWHNYSFDIHVIENcGIKVAGFHADtMH T26(Phospho
WYEHWTSNLVYDGDMIVLQGQEKIFLs S27(Phosphc
YHELPtAGHLFPITEGMPDLIVRsMLLTD T6(Phospho):

VDYsDDDDDFIVK
LIWstVKGLLDPK

S4(Phospho)
S4(Phospho)

VSQPAEEDEMDFDSEEVEDEEEEEK  S14(Phosphc
MISSSSSSTGTPASASESPPSPTSPNLL S4(Phospho)
AAASTSTDAAVVSPsPsAFtSAFPSLRR S15(Phosphc
AGLSDPNRPIASFMFMGPTGVGKtELAK S4(Phospho)

ATPASSPssAARsHtSATSSAPSSTPPR S8(Phospho)S9(Phospho)S Too many isoforms

DEmMHsSAEWGtYPGNEDSDLMPAAQDK S5(Phospho)
DQNLGLNQVAFDDstmPAPAcscTGK  S14(Phosphc
EWVFEStMNGTDtYGVTtGFGGAAHR  S6(Phospho)
FFPIRNAVEIGWDSVAyItsTDADR Y17(Phosphc
GGSIAVEDAADSVLVsPsGNFscGFyK  S16(Phosphc

GsDHGPVssANASNSQISATSSVTsDNF S2(Phospho)S8(Phospho)< Too many isoforms

HGMGEFsGMATTGALYSGQVmPItsR  S7(Phospho)
HPWNSstLAHYtQYKSSELSDcVK S5(Phospho)
LLYyTSGmMPVVLLSSAVSSLYVVSQALYF Y3(Phospho)
LtyVPSTGDVVVDcSPSAVGDGATATRC T2(Phospho)’
LVsDYmMAMPTQHTSNDANPAtMAGYK S3(Phospho)
MASSSSSSPPSSDPSLEtVAPHAAVTGI T18(Phospho
McsIPssLsNPPNATDsPPAFAAIPK S3(Phospho):
MGTPPYAATAHALPTSAVMAsSMAALAR. S21(Phosphc
MHDINGLMSISETLSEYmMLYLLVR T4(Phospho):
MPGEVVEEEVAtVPRGSEGIEEEEK  T12(Phospho
NPYGYGsLDstKQNGHHSYGSIGSPK  S7(Phospho):
QALMTTPVLAMPDFEPFVVETDASDK T15(Phospho
RSPHAGACVYGHGDLLAAAGASAAGS" T30(Phospho
SFQDSATTVSPGSVVGQASPDIIGAADL S1(Phospho)
SLAtFLLPDEVMGGsGNALPVTAssR S1(Phospho)
sPsRPDEADPAADFGsHPtDQELVTK  S1(Phospho):
SSLFDMmMATDmMSPAPNcPVLPPsMGK S1(Phospho):

TMSAIAGsYyGYIAPEYAFTMKVTEK S8(Phospho)
VAPMSTISGITLLTTFGVDItsLQEK T19(Phospho
YFHLysYmmPsFQPGAMPHLER Y5(Phospho):

0.422 T(7): 99.9; Y(20): 48.5; S(21): ¢ 42
0.856 Y(5): 7.2; S(6): 7.2; T(26): 85.6 11
0.014 Y(2): 68.2; T(6): 39.0; S(7): 39. 0
0.243 Y(1): 27.8; T(6): 61.5; T(14): 2t 9
0.99 Y(3): 1.0; S(4): 99.0 104
1 S(4): 100.0; T(5): 100.0 51

1 S(2): 0.0; S(14): 100.0 246
0.186 S(3): 18.6; S(4): 18.6; S(5): 18. 36
0.016 S(4): 24.1; T(5): 24.1; S(6): 24. 6
0.607 S(4): 77.7; S(12): 22.0; T(19): ¢ 35
0.15 S(5): 39.1; T(10): 60.9; Y(11): ¢ 4
0.488 S(14): 98.8; T(15): 98.8; S(22): 21
0.016 S(6): 51.4; T(7): 51.4; T(11): 4¢ 3
0.425 S(14): 2.7; Y(17): 96.6; T(19): ¢ 41
0.77 S(3): 6.4; S(12): 20.0; S(16): 8! 23
0.093 S(7): 89.4; T(11): 30.5; T(12): 16
0.014 S(5): 49.4; T(6): 49.4; Y(10): 4¢ 0
0.42 Y(3): 42.0; T(4): 42.0; S(5): 14. 29
0.139 T(2): 31.9; Y(3): 31.9; S(6): 31. 20
0.026 S(3): 88.0; Y(5): 12.0; T(10): 1¢ 18
0.126 S(3): 2.5; S(4): 2.5; S(5): 5.3; € 15
0.088 S(3): 63.6; S(6): 83.6; S(7): 83. 3
0.063 T(3): 53.9; Y(6): 53.9; T(9): 16. 15
0.787 T(4): 99.5; S(9): 79.0; S(11): 1¢ 51
1 T(12): 100.0; S(17): 100.0; T(2 60
0.084 Y(3): 30.9; Y(5): 30.9; S(7): 55. 17
0.147 T(5): 41.9; T(6): 41.9; T(15): 14 13
0.788 S(2): 0.0; Y(10): 0.0; S(22): 1.6 34
0.338 S(1): 33.8; S(5): 33.8; T(7): 13. 14
0.007 S(1): 51.8; T(4): 51.8; S(15): 9¢ 0
0.46 S(1): 100.0; S(3): 100.0; S(16): 43
0.383 S(1): 39.5; S(2): 39.5; T(9): 16. 25
0.096 T(1): 59.1; S(3): 59.1; S(8): 59. 29
0.106 S(5): 11.9; T(6): 11.9; S(8): 14. 23
0.123 Y(1): 40.9; Y(5): 69.1; S(6): 71. 8

0.673
0.805
0.805
0.585

0.145

0.028

0.11
0.722
0.735

0.783
0.773
0.295

0.501
0.19

0.541
0.615
0.509
0.308
0.414
0.653

0.354
0.419
0.692
0.093
0.792
0.393

0.733
0.449
0.735

12
11
13
13
10

33
29

79
12
10
12
10
11
12
14
11
17
18
12
10
10
11
10
11
11
14
11
12
10
10
10
12
13
10
11
15
12
12



0s06t0104400-01

0s06t0115500-01

0s06t0149400-01

0s06t0221300-01

0s06t0234100-01

Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low

Low

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to IQ calmodulin-binding motif
family protein.

Similar to 60S ribosomal protein L13
(BBC1 protein homolog).

Similar to Chitinase A.

Similar to Dehydration stress-induced

protein.

Peptidase S1C, HrtA/DegP2/Q/S
family protein.

AEMPSSVTGKAPTmMPTK
AVVIGVGSNtAMGSIRDAMLR
CcITGLsGVMDGLVVHGYLVK
FTGAVGPHLVSLSHLPSSDGR
RNVLSTMLStSTVILFGSK
WFIDIDIDVSMQRVLQR
WFRISPIVEGKPEAFTEK

S6(Phospho)
T10(Phospho
S6(Phospho)
S13(Phosphc
S9(Phospho)
S10(Phosphc
S5(Phospho)

AGDSTAEELATAtQVQGDYmPIARGEK T13(Phospho

FDsGGNLIQPAyYDIVSIIGSGLR

S3(Phospho)

GDGSTMPRVATAADMSVVEAPSSSSSI S16(Phosphc
GtVDPWPGAVPTALRACAHLADVASGR T2(Phospho)!

LLVMAGADIAATSAEGKsSAMSIIR
RmMssTASLSLSFLPVPLSSSSSSmVR
SPPAAALLVIEPTPPVVASGsPPR

LQSLAGQHTDVLEALSPNVR
APsFPLsFAPQSADEATAHK
MKsHQMLESEDmMQQLLR
NVMNNKDLNtINNLIPK

TSVVIILR

GRPEPPSDAGAAPHAPPsPPR
AMsRLPVDTMPVMIVFHEK
AtDGFSAANLIGVGSFGSVYK
DLAPMTSRLVCLDGELPVsK
DNPGsDLAGETAAALAAASIVFR
DPENTTLVILDNLDIMQtR
DVVVGAGFsGHGFKmMGPAVGR
IcCAAVDVADEGIVtVmLAVEK
IHGRSsQGtSVVAPVSAMKPK
LAVDVLDRVVAAAAAGGALGPsR
LGLtITAVVVSSAEAAREAYTK
MAAAINAAAAAAAAPAPAPATPVPR

S13(Phosphc
S3(Phospho):
S1(Phospho)

S16(Phosphc
S3(Phospho):
S3(Phospho)
T8(Phospho)

T5(Phospho)

S18(Phosphc
S3(Phospho)
T2(Phospho)
S19(Phosphc
S5(Phospho)
T18(Phospho
S9(Phospho)
T14(Phospho
S6(Phospho)
T19(Phospho
T4(Phospho):
T5(Phospho)

0.414 S(5): 10.8; S(6): 41.4; T(8): 41.

0.316 S(8): 36.8; T(10): 31.6; S(14): ¢

0.989 T(3): 1.1; S(6): 98.9; Y(17): 0.0

0.905 T(2): 5.7; S(11): 1.6; S(13): 90.

0.123 S(5): 10.2; T(6): 22.3; S(9): 53.
1 S(10): 100.0

0.893 S(5): 89.3; T(16): 10.7

0.058 S(4): 3.7; T(5): 3.7; T(11): 3.7;
0.844 S(3): 100.0; Y(12): 84.4; S(16):
0.885 S(4): 0.0; T(5): 0.0; T(11): 0.0;

0.67 T(2): 76.2; T(12): 33.0; S(25): ¢
0.985 T(12): 1.4; S(13): 98.9; S(18): ¢

0.02 S(3): 18.3; S(4): 18.3; T(5): 34.
0.749 S(1): 100.0; T(10): 99.8; T(13):

1 S(3): 0.0; T(9): 0.0; S(16): 100.
0.189 S(3): 50.0; S(7): 50.0; S(12): 4«
0.868 S(3): 86.8; S(9): 13.2

1 T(8): 100.0; T(11): 100.0

0.1 T(1): 45.0; S(2): 45.0; T(5): 10.

1 S(7): 0.0; S(18): 100.0
0.981 S(3): 98.1; T(9): 1.9
0.811 T(2): 81.1; S(6): 18.8; S(15): 0.
0.333 T(6): 33.3; S(7): 33.3; S(19): 3¢
0.928 S(5): 92.8; T(11): 3.8; S(19): 3.
0.975 T(5): 0.9; T(6): 1.7; T(18): 97.5
1 S(9): 100.0
1 T(14): 100.0
0.28 S(5): 26.1; S(6): 64.2; T(9): 50.
1 T(19): 100.0; S(22): 100.0
0.306 T(4): 53.1; T(5): 53.1; S(10): 62
0.983 T(5): 98.3; T(21): 1.7

56
27
67

42

101

13
17

11

203
18
49

15
25
55
11
20
25
19
24

0.669
0.746

0.617
0.792
0.583
0.535

0.806
0.623
0.575
0.652

0.803

0.17
0.561
0.763

0.63

0.763

0.766
0.56

0.802
0.584

12
11
11
13
11
10
13

13
16
15
13
12
11
11

16
15
11
13

15

54
10
19
11
11
11
14
11
14
15
10
13



0s06t0507200-01

0s06t0555400-01

0s06t0698859-01

0Os06t0724600-02

0s07t0150200-01

Low
Low
Low
Low
Low
Low
Low

Low
Low
Low

Low
Low

High
High
Low
Low

High
High
Low
Low
Low
Low

High
High
Low
Low
Low
Low

Bifunctional inhibitor/plant lipid transfer
protein/seed storage domain
containing protein.

Similar to 40S ribosomal protein S19-
like.

Similar to C2H2 zinc-finger protein
SERRATE (Fragment).

Similar to transformer-2 protein.

Similar to 40S ribosomal protein S12-
1.

MARGVSYyVsAAQLVPmMLR
MNSTLALSVATAGIKAtsTK
QGGIKYTHGNPSYNmMVMVK
RGRPEPPSDAGAAPHAPPsPPR
RPGGGGGAAAAVITDWRAFDK
TIELDDVTFHQCVNLtR
VEKYHFLEAMSTITPAAHR

EEPTGTGPLSR
EVLDQMPsPK
LQQQPATVIR

MGItTVATNALLERK
SFLVLIRGTHSmMK

GsSKETDPLSGAPVAHPVSSESR
GSsKETDPLSGAPVAHPVSSESR
LTWAHSPLGPTLSFSPSAsSGRK
VLELSNDPsPGyYNIEQLAKK

RsPPPMYPSYR
sPPPMYPSYR
AASSDSASAAAIGK
FGSGGGGGGsLADR
NITVEKsR
SsPPPPEEEGGKA

GALsDLKTGVQLSLDEFER
GALSDLKtGVQLSLDEFER
AASTSFHRPtSQPSPTFNR
AcLTTLttVQLPKLYSGGR
APESAGHPSGGIRYPHQIER
APESAGHPSGGIRYPHQIER

Y7(Phospho):
T17(Phospho
T9(Phospho)
S19(Phosphc
T13(Phospho
T16(Phospho
Y4(Phospho)

S10(Phosphc
S8(Phospho)
T9(Phospho)

T3(Phospho)
S1(Phospho)

S2(Phospho)
S3(Phospho)
S19(Phosphc
S9(Phospho)

S2(Phospho)
S1(Phospho)
T12(Phospho
S10(Phosphc
S7(Phospho)
S1(Phospho)

S4(Phospho).
T8(Phospho):
S5(Phospho)
T7(Phospho)
Y14(Phosphc
S4(Phospho)

0.501 S(6): 49.9; Y(7): 79.7; S(9): 70.
0.446 S(3): 0.0; T(4): 0.0; S(8): 0.1; T
0.955 Y(6): 1.4; T(7): 1.4; T(9): 95.5;
1 S(8): 0.0; S(19): 100.0
0.5 T(13): 50.0; T(14): 50.0
1 T(1): 0.0; T(8): 0.0; T(16): 100.
0.867 Y(4): 86.7; S(11): 3.8; T(12): 3.

0.165 T(4): 16.5; T(6): 67.0; S(10): 1¢€
1 S(8): 100.0
0.85 T(7): 15.0; T(9): 85.0

0.138 T(3): 13.8; T(4): 13.8; T(7): 72..
0.719 S(1): 71.9; T(9): 20.8; S(11): 7.

0.493 S(2): 49.3; S(3): 49.3; T(6): 1.4
0.494 S(2): 49.4; S(3): 49.4; T(6): 1.1
0.377 T(2): 3.1; S(6): 2.6; T(11): 9.9;
0.223 S(5): 77.7; S(9): 92.1; Y(12): 3(

0.896 S(2): 89.6; Y(7): 10.4; S(9): 0.0

1 S(1): 100.0; Y(6): 0.0; S(8): 0.0
0.965 S(3): 0.2; S(4): 0.5; S(6): 0.5; <
0.987 S(3): 1.3; S(10): 98.7

1 T(3): 0.0; S(7): 100.0

1 S(1): 100.0

0.5 S(4): 50.0; T(8): 50.0; S(13): 1(
0.985 S(4): 1.5; T(8): 98.5; S(13): 10(
0.041 S(3): 24.3; T(4): 24.3; S(5): 24.
0.723 T(4): 8.3; T(5): 22.9; T(7): 91.6
0.996 S(4): 0.0; S(9): 0.3; Y(14): 99.6
0.419 S(4): 41.9; S(9): 16.3; Y(14): 4:

40
38
81
23
44
16

23
66
39

44
19

82
50
12
22

68
84
29
20
44
42

81
111

47
58
21

0.05

0.003
0.006
0.726

0.009

0.003

0.742

0.002
0.008

0.672

13
17
11
13
10
12
10

11
16
12

11
11

21
21
12
16

15
28
10
10
19
10

18
16
10
11
11
14



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

ASMRWSNVAVMLGFVVGYR
ATSTVGAPPPSSLVPHtHDCK
CtVIGINLGTTYSWVGVYR
DVSFEQLGLNmSTVYVLLD
EIPtLLSTSPPESPLASPSR
EIPTLLSTSPPESPLASPSR
ELALGASGFSGMLPSsIGKLK
EVKSIyVSGQNDMQLR
FEILQLtGSFTMAEEGGRR
FNPFSGFQNPmMYILKSPR
FTDEQLATMPESLHATLVR
FVPEVDGPGLNAASARGGAVMK
GLQRQSTSMVSHISSPSNsR
GMEYLHAQGVIHRDLK
GPLGQSAVSNGFTVIKIQmMK
GPLGQSAVSNGFTVIKIQmK
GSGVELVLGYLRPQAAPR
GWGCGWRNIQMLSsHLLK
IALSLEAESGGILVsVDK
IGGYIGGGNWKSAHGTAHYGR
IKEMLGSLDSLEFPTGK
IStMNSLLPVLEMSIKNR
LAAVVsSSASIAKSDIAAR
LLAYtSTHGTGNW{SVPQR
LLMNGYSEGHLVLSHFPTK
LPVIGHMHLVGSNPHVSLR
LQSAGSFLMKVFGALAVK
LVImSTEGQQTGTTGLTK
LVVtEGLGMQPVDHTK
MASAGRPPAWNAAARPR
MDTAAGDDASLLPLPAASSSLR
MDVLPsSIcTmMYNLQTLR
mIAFGANRtlyLNGAVVPR
MKSAIGIGTLLMDGLGDtIR
mTSVFDAVTVSTLIDRSADK
NLAVSNTIDDQLAGVRAMDR
NLAVSNtIDDQLAGVRAMDR
NLNLEVGQTDEPSSSAKLEK
NMTICAATTSIVVPASLCSR
NQVtEEGPYGFKILSQIR
NSALMISRILAMAYVMDQK
QAtKVVESMTAYGFEPDLR
QGVISSSGTETGYLQDLIYK
QLSYFCYVVDATRCLEK
QQELNYTQLQTPGAIDPsR
RLSSDDDVVAAVELSAATSPR
SAANSRILNISSQLGLLNK

Y18(Phosphc
T17(Phospho
T2(Phospho)
S12(Phosphc
T4(Phospho):
S9(Phospho):
S7(Phospho):
Y6(Phospho)
T7(Phospho)
S5(Phospho)
S12(Phosphc
S14(Phosphc
S19(Phosphc
Y4(Phospho)
S9(Phospho)
S6(Phospho)
S2(Phospho)
S14(Phosphc
S4(Phospho):
Y19(Phosphc
S10(Phosphc
S2(Phospho)
S6(Phospho)
T5(Phospho)
Y6(Phospho)
S12(Phosphc
S6(Phospho)
S5(Phospho)
T4(Phospho)
T17(Phospho
S20(Phosphc
S6(Phospho)
T9(Phospho)’
S3(Phospho)
T14(Phospho
S5(Phospho)
T7(Phospho)
S13(Phosphc
S16(Phosphc
T4(Phospho):
T9(Phospho)
T3(Phospho)
S6(Phospho)
S3(Phospho)
S18(Phosphc
S19(Phosphc
S1(Phospho):

0.997 S(2): 0.1; S(6): 0.2; Y(18): 99.7
0.998 T(2): 0.0; S(3): 0.0; T(4): 0.0; S
0.088 T(2): 8.8; T(10): 15.3; T(11): 3C
0.694 S(3): 0.1; S(12): 69.4; T(13): 1¢
0.02 T(4): 5.0; S(7): 5.0; T(8): 5.0; S
0.018 T(4): 9.0; S(7): 9.0; T(8): 14.7;
0.411 S(7): 85.9; S(10): 6.2; S(15): 5¢
0.555 S(4): 22.3; Y(6): 55.5; S(8): 22.
0.829 T(7): 82.9; S(9): 17.0; T(11): 0.
1 S(5): 100.0; Y(12): 0.0; S(16): (
0.5 T(2): 0.0; T(8): 50.0; S(12): 50.
1 S(14): 100.0
0.732 S(6): 0.0; T(7): 0.0; S(8): 0.0; €
1 Y(4): 100.0
0.249 S(6): 49.9; S(9): 49.9; T(13): 5(
0.223 S(6): 47.6; S(9): 47.6; T(13): 5:
0.914 S(2): 91.4; Y(10): 8.6
0.982 S(13): 1.8; S(14): 98.2
0.024 S(4): 99.1; S(9): 97.6; S(15): 3.
0.77 Y(4): 0.0; S(12): 2.0; T(16): 21.
0.055 S(7): 92.9; S(10): 5.5; T(15): 1.
0.333 S(2): 66.7; T(3): 66.7; S(6): 66.
0.007 S(6): 54.0; S(7): 54.0; S(8): 70.
0.098 Y(4): 24.9; T(5): 24.9; S(6): 24.
0.378 Y(6): 37.8; S(7): 37.8; S(14): 1t
1 S(12): 100.0; S(17): 100.0
0.5 S(3): 50.0; S(6): 50.0
0.412 S(5): 41.2; T(6): 41.2; T(11): 2.
0.418 T(4): 83.6; T(14): 58.2; T(16): £
1 S(3): 0.0; T(17): 100.0
0.53 T(3): 1.6; S(10): 4.4; S(18): 20.
0.499 S(6): 49.9; S(7): 49.9; T(10): O.
1 T(9): 100.0; Y(11): 100.0
0.817 S(3): 99.6; T(9): 18.3; T(18): 82
0.436 T(2): 0.1; S(3): 0.1; T(9): 0.1; S
0.5 S(5): 50.0; T(7): 50.0
0.893 S(5): 10.7; T(7): 89.3
0.466 T(9): 0.2; S(13): 46.6; S(14): 4¢
0.028 T(3): 0.2; T(8): 69.5; T(9): 13.4
0.966 T(4): 97.0; Y(9): 3.4; S(15): 99.
0.041 S(2): 1.2; S(7): 1.8; T(9): 4.1; Y
0.5 T(3): 50.0; S(8): 50.0; T(10): O.
0.142 S(5): 7.1; S(6): 14.2; S(7): 14.2
0.422 S(3): 42.2; Y(4): 13.4; Y(7): 42.
0.999 Y(6): 0.0; T(7): 0.0; T(11): 0.1;
0.792 S(3): 3.1; S(4): 8.1; S(15): 1.4;
0.802 S(1): 99.9; S(5): 99.9; S(11): 8(

35
46

37
17

29

58
63
49
26
40
21
31
21
20
37
13
39
10
45

13
14
27

20
11
45
18
78
61
43
34
38
29
71
35
35

56
11
21
46
25
36

0.734
0.802

0.774

0.721
0.805
0.702
0.254

0.792
0.806
0.611

0.792
0.417
0.806
0.225

0.8
0.473
0.788
0.356

0.743
0.092
0.117
0.724
0.161

0.73

0.54

0.806
0.649
0.624
0.753
0.773

0.358
0.776

0.804

13
19
12
13
12
10
13
10
13
11
11
11
16
10
10
12
16
11
11
12
11
12
12
13
11
19
17
10
15
12
13
10
11
12
10
14
11
13
11
11
11
11
15
10
10
15
12



0s07t0167200-01

0s07t0173700-00

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low

Similar to Zinc finger POZ domain
protein (Fragment).

40S ribosomal protein S18.

SCVLCHHLTVLPGPENIGR S1(Phospho)

SHSSKALTNIGGQALEESSSR S1(Phospho)
SIMLQIDSKSQQVSASssLR S16(Phosphc
SLSPAAASSAVHALHHtGAHR S1(Phospho)
SPtHHLLHLPPSPIALLR S1(Phospho)
SsISPmMPPIYSSSLKQIVK S2(Phospho):
SWsHPIWVLMEPVFQMR S3(Phospho)
SWYLVDLPGYGFAAASQSAR S18(Phosphc
SWYLVDLPGYGFAAASQSAR S16(Phosphc
tLVASELLGAAAPGMAVVGR T1(Phospho)
tNSVVDPSEPKILDASSSASR T1(Phospho)
tVSSAVVAVPVYFNDAQRR T1(Phospho):
VAAVVLDWFCcTILLDVIR T12(Phospho
VESLPPPRPPLAFLSSESR S15(Phosphc
VSRPAtGTDNGFGmMTmSK T6(Phospho)
WIDsVQISSGAYIGNIsIR S4(Phospho):

MDDDAGDASPPPAAAGVGAtAAQSRDI T20(Phospho
AMSLDTFLMITPFGPTGECLLMttLMtR  T23(Phospho
cPGVVScADVLALAARDAVIMAGGPYY(T31(Phospho
DLMQMASKSSSTAQNCVLLPSSAtATV/ T24(Phospho
EAGEGDRPKALPLSAAAGGHSLFLsSPA S25(Phosphc
EcPAtVscADILALAARDGVAMLGGPsVA T5(Phospho):
EFSLDNLLFIWDEIFSSPNHsycADIK  S21(Phosphc
ELQKLtyVEANQGNGIEELGSLtQLR  T6(Phospho)’
FFDSAPAEmMAAIPDISSAsVPDSAcAIlccl S19(Phosphc
FIMAPIASCcGSGGISRCYTAAITAATMAS T22(Phospho
IGEQYVSELLGMSFLQYSSLVPDyTGLR Y5(Phospho):
lyMTPRMPPPsPPsAVtSSAAATMELMP Y2(Phospho):
LEEAGPVSPFASSLAAGFsGVVAAAAsH S19(Phosphc
LFLEYMVRMGycVIASFtIYLDsSSFR Y11(Phosphc
LIVtsAtLDAEKFSGYFFNcNIFTIPGR T4(Phospho):
mMAtLSYALCFAIVAGAIAASLWAMLSSRK T3(Phospho):
MsYYDtAANLAETsGIQDLVDVDVFLDAI S2(Phospho)
MVAEEEsPsStASGGGMPIGLPAADKLM( S7(Phospho):
PVNLLVTYRWEVNFSsVLTPGQGsPyR Y8(Phospho):
QmssFsFLATRTVPAAGIGSHsSHQRPHF S3(Phospho).
TLTYYcGSMTNAAMVImssNcPNLEVFR S18(Phosphc
YcLQQYGGVGSAILMTIRDQGVAQLMG' Y6(Phospho)

ASEEVMAtLRR T8(Phospho)
DLSFRGEGER S3(Phospho)
LVtIDLHR T3(Phospho)

0.745 S(1): 74.5; T(9): 25.5
0.589 S(1): 58.9; S(3): 17.9; S(4): 17.
0.441 S(1): 0.0; S(8): 0.6; S(10): 1.3;
0.084 S(1): 62.5; S(3): 62.5; S(8): 26.
1 S(1): 100.0; T(3): 100.0; S(12):
0.333 S(1): 66.6; S(2): 66.6; S(4): 66.
0.834 S(1): 16.6; S(3): 83.4
0.794 S(1): 0.0; Y(3): 0.0; Y(10): 0.2;
0.493 S(1): 0.1; Y(3): 0.1; Y(10): 1.2;
0.912 T(1): 91.2; S(5): 8.8
0.736 T(1): 73.6; S(3): 20.3; S(8): 6.0
0.326 T(1): 52.0; S(3): 72.9; S(4): 55.
0.868 T(11): 13.2; T(12): 86.8; T(17):
0.779 S(3): 0.0; S(15): 95.6; S(16): 8:
0.307 S(2): 12.8; T(6): 30.7; T(8): 30.
0.947 S(4): 95.2; S(8): 2.4; S(9): 2.4;

0.998 S(9): 0.1; T(20): 99.8; S(24): 0.
0.62 S(3): 11.0; T(6): 12.1; T(11): 1t
0.714 S(6): 2.8; Y(26): 9.2; Y(27): 16.
0.109 S(7): 10.9; S(9): 10.9; S(10): 1(
0.05 S(14): 50.0; S(21): 50.0; S(25):
1 T(5): 100.0; S(7): 100.0; S(27):
0.169 S(3): 22.7; S(16): 32.3; S(17): -
1 T(6): 100.0; Y(7): 100.0; T(16):
0.116 S(4): 68.4; S(16): 5.5; S(17): 1:
0.107 S(8): 12.9; S(11): 12.9; S(15): ¢
0.022 Y(5): 35.7; S(7): 35.7; S(13): 3°
0.004 Y(2): 83.8; T(4): 14.1; S(11): 4¢
0.176 S(8): 20.8; S(12): 20.8; S(13): :
0.087 Y(5): 16.0; Y(11): 73.7; S(16): «
0.05 T(4): 53.9; S(5): 53.9; T(7): 53.
0.172 T(3): 88.7; S(5): 84.5; Y(6): 83.
0.236 S(2): 40.7; Y(3): 40.7; Y(4): 40.
0.528 S(7): 84.3; S(9): 84.3; T(10): 8¢
0.005 T(7): 0.6; Y(8): 1.3; S(15): 82.2
0.195 S(3): 99.8; S(4): 99.8; S(6): 97.
0.042 T(1): 15.7; T(3): 15.7; Y(4): 15.
0.05 Y(1): 25.3; Y(6): 29.1; S(11): 2¢

1 S(2): 0.0; T(8): 100.0
1 S(3): 100.0
1 T(3): 100.0

27
41

59
42
44
42
27
17
43
13
63
45
12
55

62
19
16

56

17
14

15

13

10
43
44
23
45

69
28
60

0.793

0.651

0.364
0.792
0.755

0.554
0.732
0.745

0.668
0.601

0.009
0.793
0.792
0.719
0.195

0.805

0.433
0.549

0.732
0.741
0.805
0.792
0.509
0.792

0.11

0.75
0.711
0.729
0.395

0.792

11
16
11
10
13
18
19
14
11
13
13
10
13
13
10
14

22
13
15
11
11
16
13
11
13
14
10
11
11
17
11
11
13
11
12
11
12
11

10
10
13



0s07t0180900-01

0s07t0215500-01

0s07t0229900-01

Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to 60S ribosomal protein L4.

Allergenic protein.

Ribosomal protein S12e domain
containing protein.

RTSNILSAsSK
SQLGLtKPNK
ssPPIWSLAK
TFQRGLLSsR

EAsKIFVPGGAK
FIQVSSLGASASSPsRmMLR
GSHPGGLESsIFDssLK
IASRGGDALPSFSNGsGLPWK
KGsySHSLmMDDADIR
LHCQALNSIYAGTGVIPFR
LVmGTssFSVKR
SDMSPNtVECENMSQLLK
SGTDKAGSGGASELGMGGR
SSSGNPLGGtTQDELGNR
VLKQIGAYADAEK
VQPGRtYLLR

IVGtSGGYRPR
tPGFPAGPLGGGGR

GALSDLK{GVQLSLDEFER
AASTSFHRPtSQPSPTFNR
ACLTTLttVQLPKLYSGGR
APESAGHPSGGIRYPHQIER
ASMRWSNVAVMLGFVVGYR
ATSTVGAPPPSSLVPHtHDcK
CtVIGINLGTTYSWVGVYR
DVSFEQLGLNmSTVYVLLD
EIPTLLSTSPPESPLASPSR
ELALGASGFSGMLPSSIGKLK
FEILQLtGSFTMAEEGGRR
FNPFSGFQNPmMYILKSPR
FTDEQLATMPESLHATLVR
FVPEVDGPGLNAASARGGAVMK
GLQRQSTSMVSHISSPSNsR
GPLGQsSAVSNGFTVIKIQMK
GWGCGWRNIQMLSsHLLK
IGGYIGGGNWKSAHGTAHYGR
IStmNSLLPVLEMSIKNR
LLAYtSTHGTGNWISVPQR
LLMNGYSEGHLVLSHFPTK
LPVIGHMHLVGSNPHVSLR

S9(Phospho)
S1(Phospho)
S1(Phospho):
S9(Phospho)

S3(Phospho)
S5(Phospho):
S9(Phospho):
S16(Phosphc
S3(Phospho)
Y10(Phosphc
S6(Phospho):
T7(Phospho)
S1(Phospho):
T10(Phospho
Y8(Phospho)
T6(Phospho)

T4(Phospho)'
T1(Phospho)

T8(Phospho):
S5(Phospho)
T7(Phospho)
S4(Phospho)
Y18(Phosphc
T17(Phospho
T2(Phospho)
S12(Phosphc
S9(Phospho):
S7(Phospho):.
T7(Phospho)
S5(Phospho)
S12(Phosphc
S14(Phosphc
S19(Phosphc
S6(Phospho)
S14(Phosphc
Y19(Phosphc
S2(Phospho)
T5(Phospho)
Y6(Phospho)
S12(Phosphc

0.487 T(2): 0.9; S(3): 0.9; S(7): 0.9; €
1 S(1): 100.0; T(6): 100.0

1 S(1): 100.0; S(2): 100.0; S(7): (

0.5 T(1): 0.0; S(8): 50.0; S(9): 50.0

1 S(3): 100.0
0.347 S(5): 49.0; S(6): 49.0; S(10): 3.
0.51 S(2): 49.0; S(9): 83.7; S(13): 8
0.981 S(3): 0.0; S(11): 1.5; S(13): 0.4
0.167 S(3): 50.0; Y(4): 50.0; S(5): 50.
0.789 S(8): 17.0; Y(10): 78.9; T(13): «
0.697 T(5): 5.6; S(6): 84.6; S(7): 84.6
0.436 S(1): 23.2; S(4): 23.2; T(7): 43.
0.264 S(1): 50.0; T(3): 50.0; S(8): 64.
0.488 S(1): 0.8; S(2): 0.8; S(3): 0.8; T

1 Y(8): 100.0

0.5 T(6): 50.0; Y(7): 50.0

0.809 T(4): 82.2; S(5): 19.1; Y(8): 98.
1 T(1): 100.0

0.985 S(4): 1.5; T(8): 98.5; S(13): 10(
0.041 S(3): 24.3; T(4): 24.3; S(5): 24.
0.723 T(4): 8.3; T(5): 22.9; T(7): 91.6
0.419 S(4): 41.9; S(9): 16.3; Y(14): 4:
0.997 S(2): 0.1; S(6): 0.2; Y(18): 99.7
0.998 T(2): 0.0; S(3): 0.0; T(4): 0.0; S
0.088 T(2): 8.8; T(10): 15.3; T(11): 3C
0.171 S(3): 0.0; S(12): 17.1; T(13): 17
0.018 T(4): 9.0; S(7): 9.0; T(8): 14.7;
0.04 S(7): 8.9; S(10): 2.9; S(15): 94.
0.971 T(7): 97.1; S(9): 2.9; T(11): 0.0
0.997 S(5): 99.7; Y(12): 0.2; S(16): 0.
0.5 T(2): 0.0; T(8): 50.0; S(12): 50.
1 S(14): 100.0

0.784 S(6): 0.2; T(7): 0.3; S(8): 0.3; S
0.223 S(6): 47.6; S(9): 47.6; T(13): 5:

0.945 S(13): 5.5; S(14): 94.5
0.631 Y(4): 1.4; S(12): 10.8; T(16): 2¢
0.995 S(2): 99.7; T(3): 99.7; S(6): 0.5
0.098 Y(4): 24.9; T(5): 24.9; S(6): 24.
0.378 Y(6): 37.8; S(7): 37.8; S(14): 1t

1 S(12): 100.0; S(17): 100.0

23
52
60
35

29
36

55

41
43

34
71
56

30
33

111

47
21
35
37

28

34
66
34
49
26
33
21
49
18
53
13
14
13

0.806
0.792
0.782
0.785

0.74

0.204

0.584

0.394

0.792

0.223

0.674

0.008

0.672
0.734
0.636

0.751

0.432
0.609
0.472

0.792
0.802
0.792

0.805
0.722
0.356

12
13
13
12

12
18
14
16
24
12
12
11
18
11
13
15

16
10

16
10
11
14
13
19
12
16
10
14
11
13
11
11
17
12
11
13
11
13
11
11



0s07t0545400-01

0s07t0557500-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
High
High
High
High
Middle
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Protein H2A.

WRC domain containing protein.

MDTAAGDDASLLPLPAASSSLR
MDVLPsSIcTmYNLQTLR
mMTSVFDAVTVSTLIDRSADK
NLAVSNtIDDQLAGVRAMDR
NLNLEVGQTDEPSSSAKLEK
NQVtEEGPYGFKILsSQIR
NSALMISRILAMAYVMDQK
QGVISSSGTETGYLQDLIYK
RLSSDDDVVAAVELSAATSPR
SAANSRILNISSQLGLLNK
SHSSKALTNIGGQALEESSSR
SPtHHLLHLPPSPIALLR
SsIsPmPPIYSSSLKQIVK
SWsHPIWVLMEPVFQMR
SWYLVDLPGYGFAAASQSAR
tHLtAAFGRGSPAAAAER
tNSVVDPSEPKILDASSSASR
tVSSAVVAVPVYFNDAQRR
VAAVVLDWFcTILLDVIR
VESLPPPRPPLAFLSSESR
WIDsVQISSGAYIGNIsIR
DDAMATASSLFLASPVATAPTAR
LKVtYLK
SPsSIRMAPAPSsSLAtAGHGK
sVAyDVEDVLDELDAAQLIK
tRAssVLMQLIScGSVsVK
VKGAtAAAAAAVASSGIVAIGVQR

AGDRGDsPPPLPDHLR
ISPGSSEPAASLPsPVTTK
ISPGSSEPAASLPSPVTTK
NVNASPASPPAATSDVTR
VSsPPPEPAPAVR
GDsPPPLPDHLR
ISPGSSEPAASLPSPVTtK
ANsSHRPFLLRP
ASPPPPAAAAAASPK
EWGGtSVAAATRPRSR
IEASGAtVDPRTSDASNSK
ISPGSSEPAASLPSPVTTK
ItGGHPLAIVVLAGLLR
QMLPAVGMAGAGYtVTR
SAKPMKPPVRtYTK
VEQAPSESMISAItPAMK
YVAKLASEGTLR

S20(Phosphc
S6(Phospho)
T14(Phospho
T7(Phospho)
S13(Phosphc
T4(Phospho):
T9(Phospho)
S6(Phospho)
S19(Phosphc
S1(Phospho):
S1(Phospho)
S1(Phospho)
S2(Phospho):
S3(Phospho)
S16(Phosphc
T1(Phospho)
T1(Phospho)
T1(Phospho):
T12(Phospho
S15(Phosphc
S4(Phospho):
S14(Phosphc
T4(Phospho)
S3(Phospho):
S1(Phospho)
T1(Phospho):
T5(Phospho):

S7(Phospho)
S14(Phosphc
S2(Phospho)
S8(Phospho)
S3(Phospho)
S3(Phospho)
S2(Phospho)
S3(Phospho)
S13(Phosphc
T5(Phospho)
T7(Phospho)
S11(Phosphc
T2(Phospho)
T14(Phospho
S1(Phospho)
T14(Phospho
S7(Phospho)

0.53 T(3): 1.6; S(10): 4.4; S(18): 20.
0.431 S(6): 43.1; S(7): 43.1; T(10): 6.
0.436 T(2): 0.1; S(3): 0.1; T(9): 0.1; S
0.893 S(5): 10.7; T(7): 89.3
0.695 T(9): 14.8; S(13): 69.5; S(14): :
0.966 T(4): 97.0; Y(9): 3.4; S(15): 99.
0.041 S(2): 1.2; S(7): 1.8; T(9): 4.1; Y
0.142 S(5): 7.1; S(6): 14.2; S(7): 14.2
0.364 S(3): 17.8; S(4): 17.8; S(15): 1(
0.827 S(1): 99.8; S(5): 99.2; S(11): 8:
0.169 S(1): 16.9; S(3): 65.7; S(4): 16.

1 S(1): 100.0; T(3): 100.0; S(12):
0.333 S(1): 66.6; S(2): 66.6; S(4): 66.

0.5 S(1): 50.0; S(3): 50.0

0.493 S(1): 0.1; Y(3): 0.1; Y(10): 1.2;
0.852 T(1): 89.8; T(4): 95.5; S(11): 1<
0.736 T(1): 73.6; S(3): 20.3; S(8): 6.0
0.326 T(1): 52.0; S(3): 72.9; S(4): 55.
0.207 T(11): 79.3; T(12): 79.3; T(17):
0.679 S(3): 11.2; S(15): 83.2; S(16): ¢

0.59 S(4): 61.8; S(8): 19.0; S(9): 19.
0.475 T(6): 23.3; S(8): 12.5; S(9): 7.3
0.991 T(4): 99.1; Y(5): 0.9
0.016 S(1): 91.2; S(3): 91.2; S(11): 5(

1 S(1): 100.0; Y(4): 100.0
0.334 T(1): 74.8; S(4): 74.8; S(5): 74.
0.791 T(5): 99.5; S(14): 80.1; S(15): -

1 S(7): 100.0
0.954 S(2): 0.0; S(5): 0.0; S(6): 0.0; <
0.984 S(2): 98.4; S(5): 1.3; S(6): 0.3;
1 S(5): 0.0; S(8): 100.0; T(13): 0.
0.879 S(2): 12.1; S(3): 87.9
1 S(3): 100.0
0.006 S(2): 96.4; S(5): 3.0; S(6): 0.6;
1 S(3): 100.0
0.998 S(2): 0.2; S(13): 99.8
0.801 T(5): 80.1; S(6): 19.2; T(11): 0.
0.76 S(4): 19.0; T(7): 76.0; T(12): 1.
0 S(2): 79.7; S(5): 16.6; S(6): 3.7
1 T(2): 100.0
0.869 Y(13): 12.8; T(14): 86.9; T(16):
0.333 S(1): 100.0; T(11): 33.3; Y(12):
0.996 S(6): 0.0; S(8): 0.1; S(11): 0.3;
0.947 Y(1): 1.1; S(7): 94.7; T(10): 4.2

18

34
29
48
35

11

54
34
59
42
29
27
14
43
13
17
20
27
14
60

30
11
48

125
79
57

133
73
63
44
66
33
31
28
27
16
80
42
55
37

0.73
0.093
0.649
0.753
0.508

0.776

0.62

0.364
0.752

0.732
0.554
0.732

0.563
0.588

0.764
0.764
0.665
0.563

O O oo

0.003
0.025
0.047
0.683

0.182
0.729

0.42

13
11
10
11
17
11
11
15
11
11
13
13
18
12
11
12
13
10
11
11
13
13
10
21
10
13
11

25
33
37
46
18
22
17
15
17
11
11
14
10
20
12
11
17



0Os07t0574800-01

0Os07t0607800-01

0s07t0613200-00

0s07t0616600-02

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low

Low
Low
Low
Low
Low
Low
Low
Low

Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low

Tubulin alpha-1 chain.

Similar to leucine-rich repeat family
protein.

Similar to 60S ribosomal protein L27a-
3.

Similar to 40S ribosomal protein SA
(p40) (Laminin receptor homolog).

TVQFVDWCcPtGFK
ctGLSGVMDGLVVHGYLVK

FTGAVGPHLVSLSHLPSSDGR
GySGSHVATVGSVVVTNLTTGK

HHHPLMTIVSNKPPTPSPK
KtLQsFDLLGmMNVAFLLK
LLNGNRSILPATMTITmASN
RAtAPPAAPPAGAAPGGR
REVALLCLSLPLSLGEQR
SYVIILETGPLADtsQSKK
WFRISPIVEGKPEAFTEK

AVEAALQAAGEGSSsPAR
SVLAPLPTIYsSGAFR

ESAVTWsSAmMIGGYVR
EVSSEEEAGGGDELRR
FQLSARASSASAAAAAR
LDGYESLLYLtSWR
MRAVSPSPSPsSTcGGGR
RPsIPLIKcPScGVK
ScSHWLTsDLAEGGIS
SSLLLtsGWWGLsR

VEtPPPPSYGFHNLDR
EySNSWTEPLTPSTNQK
FLOQTKFGVAGsK
GQAWVVFSEITAATNAFR
GtSSLcDASAAATSGLIGIR
KmWDEEEEVQsPLAFK
LINIGETGGmMKESAEVLK
MKPRLLSDSGAsSScNSGAK
mMKQsSPFTFLSPmMHR
VQDIVLPGNLtVTGVsK

T10(Phospho
T3(Phospho)
S13(Phosphc
Y2(Phospho)
S10(Phosphc
T2(Phospho):
S19(Phosphc
T3(Phospho)
S9(Phospho):
T14(Phospho
S5(Phospho)

S15(Phosphc
S1(Phospho):

S7(Phospho)
S4(Phospho)
S8(Phospho):
T11(Phospho
S11(Phosphc
S3(Phospho)
S8(Phospho)
T6(Phospho):

T3(Phospho)
Y2(Phospho)
S11(Phosphc
S8(Phospho)
T2(Phospho)
S11(Phosphc
T2(Phospho):
S12(Phosphc
S4(Phospho)
T11(Phospho

1 T(1): 0.0; T(10): 100.0
0.5 T(3): 50.0; S(6): 50.0; Y(17): 0.

0.928 T(2): 2.2; S(11): 2.2; S(13): 92.
0.449 Y(2): 44.9; S(3): 44.9; S(5): 4.6
0.198 T(7): 73.9; S(10): 19.8; T(15): €

1 T(2): 100.0; S(5): 100.0
0.464 S(7): 0.7; T(12): 17.6; T(14): 11

1 T(3): 100.0

1 S(9): 100.0; S(13): 100.0
0.119 S(1): 0.0; Y(2): 0.0; T(8): 87.6;
0.999 S(5): 99.9; T(16): 0.1

0.831 S(13): 2.6; S(14): 14.2; S(15): ¢
0.398 S(1): 90.2; T(8): 17.1; Y(10): 4¢

0.497 S(2): 0.2; T(5): 50.2; S(7): 50.2
0.831 S(3): 16.9; S(4): 83.1

0.874 S(4): 0.4; S(8): 99.4; S(9): 88.0
0.673 Y(4): 3.4; S(6): 0.9; Y(9): 14.2;
0.471 S(5): 0.7; S(7): 0.7; S(9): 4.5; <

1 S(3): 100.0; S(11): 0.0

0.029 S(1): 47.1; S(3): 47.1; T(7): 2.9
0.071 S(1): 52.2; S(2): 52.2; T(6): 76.

1 T(3): 100.0; S(8): 0.0; Y(9): 0.0
0.843 Y(2): 84.3; S(3): 15.3; S(5): 0.2
0.774 T(4): 22.6; S(11): 77.4
0.277 S(8): 27.7; T(11): 27.7; T(14): £
0.106 T(2): 15.4; S(3): 15.4; S(4): 15.

1 S(11): 100.0
0.993 T(2): 99.3; T(7): 0.7; S(13): 10(
0.497 S(7): 0.0; S(9): 0.1; S(12): 49.7
0.376 S(4): 37.6; S(5): 37.6; T(8): 12.
0.497 T(11): 99.4; T(13): 50.3; S(16):

89
60
45
36
22
48
21
28
37
72
35

71
23

44
39
72
38
28
64
25
17

65
47
23

29
61
62
58
20
45

0.379
0.705
0.618
0.367

0.76
0.735
0.776
0.735
0.631
0.619

0.674

0.8
0.474
0.148
0.695
0.691
0.804

0.79
0.29

0.028
0.59
0.805

0.486

0.7
0.079
0.722
0.719

49
20
11
15
13
11
13
11
11
10
11

32
10

10
13
15
13
17
12
12
11

15
15
11
15
15
15
18
10
14
12



0s07t0622100-01 Low
Low
Low
Low

0s07t0674200-01 Low

Os08t0116500-01 High
High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

0Os08t0117200-00 Low

Similar to Ribosomal protein s6 RPS6-
2.

Similar to 60S ribosomal protein L22-
2.

Similar to 60S acidic ribosomal protein
P1 (L12).

Similar to 40S ribosomal protein S13
(Fragment).

ADLALStVHALLGVIRK T7(Phospho)
DPAtRAAAAAVEK T4(Phospho)
ILVCctPQAEVAICWK T5(Phospho)
VAHLGVHLGGDAADGsVGR S16(Phosphc
TVGRPLLPtR T9(Phospho)
EEAKEEsDDDMGFSLFD S7(Phospho)
EEsDDDMGFSLFD S3(Phospho)
AEGVISEMREHGIPPNATVYNAYLDGLL|Y20(Phosphc
APSIARACAAPVAALFGASS S3(Phospho):

AtELKAGGVMFLVCcLGRPsLHACPTNQG T2(Phospho):
AVAAMCSAGMEGVRHGAAAVASVPAA S29(Phosphc
DVPLGLISSmSSItVVycLMSLALVGMQF T14(Phospho
EYSNSWTEPLTPSTNQK S3(Phospho)
GsASHENIVAADFGPMPTHFLSSNQPLI S2(Phospho)
IECPRPcWISPcPLPTNLDESRANtR S10(Phosphc
KIHTPVVYSESSVNWR Y8(Phospho):
KLsDMIGsAsDttSGTVAASNtGVGtsAR S3(Phospho):
KmWDEEEEVQsPLAFK S11(Phosphc
LLLIQFRTSGEGYLSPsGAVtsPTGSSPT S17(Phosphc
LLLSLLMTAAASYLAYAVHDMPSVsTGL S25(Phosphc
LTPPLLSYSLSSVsDARLLLPVLtHSLR S14(Phosphc
MAASPTGSSSSAPAAAAAAAAEALDGP T24(Phospho
MASGSSSSNDAAADLtVLVDDFyFSVLS T16(Phospho
MAsSSRVMAAAAASSSSSPPPPPPAAA/ S3(Phospho)
RsPSELHDDVSSSSTATHLTGPVWPAS S2(Phospho)
SFGGLFLITGVVISAMLLIYLAVFFYR  S1(Phospho)
SSPAAGVsFsstARGSGAsAALADtGIDSF S8(Phospho):
SSSSSSAGGSHAGLALAATAMALSGTL S31(Phosphc
SVGLAMSLSAQGVGSYASSALVSAIDW. S1(Phospho)
SyLVWNAVGCLGVsAISDLVREVEAIQK Y2(Phospho).
tNSEGSFFAGPLYDDIGYTVEASKAGYt T1(Phospho)
VNDIHSEmMSARGLSPNLVTYGALIAGWc¢ S9(Phospho):

YFFWDSFHPtEKVNR T10(Phospho
ySTESVVHTNEEKmMLGK Y1(Phospho)
DGVVVSLsSPSER S8(Phospho)

0.993 S(6): 0.7; T(7): 99.3
1 T(4): 100.0
1 T(5): 100.0
1 S(16): 100.0

0.992 T(1): 0.8; T(9): 99.2

1 S(7): 100.0; S(14): 0.0

1 S(3): 100.0; S(10): 0.0
0.749 S(6): 0.6; T(18): 24.6; Y(20): 7¢
0.31 S(3): 61.9; S(19): 69.0; S(20): ¢
0.756 T(2): 84.2; S(19): 91.4; T(25): -
0.387 S(7): 2.9; S(22): 19.6; S(27): 3¢
0.042 S(8): 27.3; S(9): 43.5; S(11): 4
0.416 Y(2): 41.6; S(3): 41.6; S(5): 8.4
0.498 S(2): 49.8; S(4): 49.8; T(18): 0.
0.887 S(10): 95.0; T(16): 11.3; S(21):
0.012 T(4): 0.0; Y(8): 6.9; S(9): 6.9; S
0.005 S(3): 70.0; S(8): 75.2; S(10): 7!

1 S(11): 100.0

0.392 T(8): 1.7; S(9): 1.7; Y(13): 4.1;
0.405 S(4): 0.0; T(8): 0.0; S(12): 0.3;
0.057 T(2): 12.0; S(7): 14.9; Y(8): 14.
0.016 S(4): 20.7; T(6): 20.7; S(8): 20.
0.611 S(3): 2.9; S(5): 2.9; S(6): 2.9; €
0.862 S(3): 86.2; S(4): 13.0; S(13): 0.
0.371 S(2): 37.1; S(4): 37.1; S(11): 4.
0.102 S(1): 99.7; T(9): 65.8; T(13): 6F
0.005 S(1): 74.6; S(2): 74.6; S(8): 78.
0.935 S(1): 0.0; S(2): 0.0; S(3): 0.0; €
0.055 S(1): 45.3; S(7): 27.2; S(9): 27.
0.5 S(1): 50.0; Y(2): 50.0; S(14): 1(
0.104 T(1): 10.4; S(3): 10.4; S(6): 10.
0.084 S(6): 33.8; S(9): 33.8; S(14): 4
0.85 Y(1): 2.1; S(6): 12.8; T(10): 85.
0.244 Y(1): 24.4; S(2): 24.4; T(3): 24.

0.921 S(6): 3.9; S(8): 92.1; S(10): 3.9

60
35
32
31

21

96
39
36

15
14

52
31
26
25

82
34
37
13

24
32
35
29

45
15
49
25

62
12

40

0.605
0.743

0.115

0.001

0.304
0.791

0.69
0.629
0.767
0.779
0.799

0.803
0.314
0.803

0.09
0.755

0.55
0.378
0.621
0.682

0.55

0.516
0.446

0.452
0.741

16
11
10
11

11

36
14
11
10
14
11
17
13
12
12
11
15
14
11
11
15
18
12
13
18
19
14
13
13
11
10
12
10
12

11



0s08t0117300-01

0s08t0127700-01

0s08t0129200-02

0s08t0130500-01

Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low
Low
Low
Low
Low

High
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low

High
High

Similar to 40S ribosomal protein S13.

Similar to Pre-mRNA-splicing factor

SLU7.

Similar to Cold shock protein-1.

60S acidic ribosomal protein PO.

GLRsLAVAR
IGVKStAIR
LsRIETHMAR
MLsSGDVTLPAPK
SFGARVstIVK
TPTtPSSSKPAR

TAAsSDVEEMIMK
AAVTITAGGKVVVR
DGRASPLAGDTLR
DGSSALSAEsIcK
GLRsLAVAR
IGVKStAIR
MLQELFKtFR
SAtARGGGGGAPTLR
SATARGGGGGAPTLR

DGEEGDENVASEEEDEEDGLKIDEAK

FItAtAFASAAVGTALNQVILPEIRK
APsSFARsAPsVPSmtssAGALscK
AsSENEISNRMAsVILQDGAFENLK
GyMFHIDEIILLWEAEGFVsSNGR
HVSHLFGLYPGHTmMSLEKtPDLcK
IIGLVGMRPTSLHDcGRDsDDDDFR
IYDIDPTVLNALANTGIKVmMVmMLPNK
LmssSSSDDEYDEDSRNLFssR
MAAVGSccLLGAISGDtLyVANLGDSR

MLSTLPFSAMIVLSTLVAPAAIPLSGSR

MsVSAFAAVAIAAAASSPSRPLVIAPR

S4(Phospho)
T6(Phospho)
S2(Phospho)
S3(Phospho)
S7(Phospho)
T4(Phospho)

S4(Phospho)
T5(Phospho)
S5(Phospho)
S10(Phosphc
S4(Phospho)
T6(Phospho)
T8(Phospho)
T3(Phospho)
S1(Phospho)

S11(Phosphc
T3(Phospho)
S3(Phospho):
S2(Phospho):
Y2(Phospho):
S3(Phospho)
S19(Phosphc
T4(Phospho)
S3(Phospho):.
T17(Phospho
T22(Phospho
S2(Phospho):

MVsAASEVAAASAAAGPSSSSSDASPP' S3(Phospho).
SAAAAKQsSQPPPPPSMDGGEPFYVVF S1(Phospho):

SYTAVLAALVAHSHLSLARSLLADmMR
VAINAYTLAVWFTASADATVAWTANR
VFDssVEtIttGtWQALGSAWK
VLLDHDPSLGKtFGQSNVTPLITAAIR
VVIDGNLItGmGLGtVIDFsLAIIKK

DSsQHSSNDLQEELKK
IEATTGGGGGGAADIGGSPRR

EEPEEEsDGDLGMSLFD
EVAVNDFmMPATSAYETIR

S13(Phosphc
T3(Phospho):
S4(Phospho):
T12(Phospho
T9(Phospho)

S3(Phospho)
T15(Phospho

S7(Phospho)
Y14(Phosphc

1 S(4): 100.0
0.894 S(5): 10.6; T(6): 89.4
0.959 S(2): 95.9; T(6): 4.1
0.993 S(3): 99.3; T(7): 0.7
1 S(1): 0.0; S(7): 100.0; T(8): 10¢
0.486 T(1): 1.2; T(3): 48.6; T(4): 48.6

0.999 T(1): 0.1; S(4): 99.9

0.333 T(4): 33.3; T(5): 33.3; T(6): 33.
1 S(5): 100.0; T(11): 0.0

0.729 S(3): 4.7; S(4): 17.6; S(7): 4.7;
1 S(4): 100.0

0.894 S(5): 10.6; T(6): 89.4
1 T(8): 100.0

0.495 S(1): 49.5; T(3): 49.5; T(13): 1.

0.772 S(1): 77.2; T(3): 18.1; T(13): 4.

1 S(11): 100.0
0.539 T(3): 84.6; T(5): 84.6; S(9): 84.
0.231 S(3): 93.9; S(7): 76.9; S(10): 7¢
1 S(2): 100.0; S(7): 100.0; S(12):
0.76 Y(2): 95.8; S(20): 80.2; S(21): :
0.062 S(3): 46.4; Y(9): 46.4; T(13): 4:
0.648 T(10): 17.6; S(11): 17.6; S(19):
0.195 Y(2): 19.5; T(4): 19.5; T(7): 16.
0.008 S(3): 55.6; S(4): 55.6; S(5): 55.
0.161 S(6): 3.3; S(14): 28.8; T(17): 5
0.66 S(3): 0.8; T(4): 0.8; S(8): 0.8; <
0.492 S(2): 50.8; S(4): 50.8; S(16): 9¢
0.011 S(3): 27.1; S(6): 27.1; S(12): 4¢
0.709 S(1): 96.7; S(8): 73.5; S(9): 22.
0.055 S(1): 39.4; Y(2): 39.4; T(3): 39.
0.196 T(3): 33.6; Y(6): 33.6; T(7): 33.
1 S(4): 100.0; S(5): 100.0; T(8): :
0.08 S(8): 1.8; T(12): 8.0; S(16): 61.
1 T(9): 100.0; T(15): 100.0; S(20

0.498 S(2): 49.8; S(3): 49.8; S(6): 0.2
0.468 T(4): 4.7; T(5): 46.8; T(15): 46..

1 S(7): 100.0; S(14): 0.0
0.333 T(11): 33.3; S(12): 33.3; Y(14):

47
48
31
46
55

122

50
38
47
48
75
25
40

97

12

13

12

14

23

44

43

30

11

30

84
29

46
69

0.538

0.702

0.743
0.752

0.538

0.127
0.159

0.037
0.592
0.19

0.803
0.792
0.235
0.804
0.154
0.596
0.694

0.479
0.474
0.106
0.603
0.539

0.683
0.442

0.003

13
12
10
13
11
11

62
11
14
11
13
12
13
12
18

51
13
13
12
10
11
12
11
13
10
10
12
16
10
13
26
14
12
12

14
11

29
12



High
Middle
Middle
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

KEEPEEESDGDLGMSLFD S8(Phospho)
AVFAAMATSGGYGYGGLQHR Y12(Phosphc
EASHAELIYETAtTHSNR T13(Phospho

LSVTALMATGIGNAALMVIsVAIsSVAMFV S20(Phosphc
AASFNTRGsLsFDMATASFDLGGVGVG S9(Phospho):
AcLHDGGLLQGSRFHPQLsSTIYNVGQSy S19(Phosphc

1 S(8): 100.0; S(15): 0.0
0.981 T(8): 0.6; S(9): 0.6; Y(12): 98.1
0.437 S(3): 0.0; Y(9): 1.9; T(11): 1.9;
0.973 S(2): 1.0; T(4): 1.1; T(9): 1.7; S
0.076 S(3): 10.1; T(6): 10.1; S(9): 62.
0.059 S(12): 77.4; S(19): 22.9; T(20):

AGDttKPtESAIVGSTVTGHHLLHIDGY St T4(Phospho) T5(Phospho)T Too many isoforms

AIGGSLTAVPGLSDmIDDTVNSIVsDmLI S25(Phosphc
AKELssmGFTIVWSPPPTDsVsSPEGYMF S5(Phospho).
ALPAITTCPFFYTTSWAGRGSHVNLIAG T26(Phospho
AMEVLTVMVMPNCFTYNSIMHGYcSSG S29(Phosphc
ANKPyYGIDFPGSKPtGRFSNGFNAADY Y5(Phospho)
APPVRDVLGDDVSLLCQSTHRPASSAA™ S13(Phosphc
AQFPSPNEYSsFMGDFSTATGIATFTmr S11(Phosphc

0.301 S(5): 9.1; T(7): 9.1; S(13): 6.0;
0.027 S(5): 75.7; S(6): 75.7; T(10): 6(
0.732 T(6): 3.6; T(7): 3.6; Y(12): 3.6;
0.546 T(6): 0.0; T(15): 0.0; Y(16): 0.0
0.171 Y(5): 56.5; Y(6): 56.5; S(13): 5°

0.06 S(13): 79.9; S(18): 17.1; T(19):
0.014 S(5): 7.7; Y(9): 7.7; S(10): 10.5

AQPPLPSGPPPHVSTSFSAAsssLHLPA S21(Phospho)S22(Phosphc Too many isoforms

0.651 S(4): 19.5; S(8): 6.5; S(9): 6.5;

0.166 S(2): 0.0; Y(3): 0.0; S(7): 1.1; €

AQQSGNPSSVAsSVSVEAGPK S12(Phosphc
ASASASDGASSsAIVAGtYNGYHVLKIV(S12(Phospho)T18(Phosphc Too many isoforms
ASYQDPSLPSLVPYMTSR Y14(Phosphc
ATLHtVCFMEFLVGVMR T5(Phospho)

ATNFPTVDQyYGDYLIGLLQsSNLNSLyKm: Y10(Phospha
ATSSEQLPDSEKTNPPTPVPISESPVQC S4(Phospho):
ATTINVNSRAR S8(Phospho)
AVSPRPTHTAAtsAAASSNTEGHGGAA/ T12(Phospho
CcAAAGEVVGSAAGVGRsSAGMEVAIAtA/ S17(Phosphc
cHtyMMMKQVVATTSGTQPPWSTLLMC T3(Phospho)'
cHtYMMMKQVVATTSGTQPPWSLLLMQ T3(Phospho)
CLAPEASAVMNGRLISVWAVDESssILAFS S16(Phosphc
CLSEAFLADGAEHDPGYEAVTVALEKyA S3(Phospho)
cNATsLPGYYLNLPsIsVPDLRyPVVVSR S5(Phospho)
cVRQVISEVVALFLLVFVtcGAASIyGEDn T12(Phospho
DAFLEILQENSGALPGFsGHIFGHNGLQ S18(Phosphc
DcLETISDGISTGTRTSLDSQNILISMSS( S26(Phosphc
DDDDGAQLGNGGVILVLFEtPTGFALFs T20(Phospho

DDGSSVFSKItAFEEELR T11(Phospho
DDTVDPAQPDMRHVLSDLEsSFDLAtEG! S20(Phosphc
DKFLVQsVVVDDGLsAK S7(Phospho):

DNFMEVAVKDYFHLGQsFPSVIEEIKPE T9(Phospho)!
DQILNQLLTEMDGFDSDMKVIVMAAINF T3(Phospho)’
DTVGQYESHMAFtMPGLYRVVHGIDVFI Y6(Phospho)
DTWANEAVAQTIRSNFIFWQVYHDISEC Y22(Phosphc
DYDGtVVWQsDSNSIDVQYAQLLDTGN T5(Phospho)!
EEGGCcSNASVsSDXAPPQRHAPHPIALAT S6(Phospho).
EEREMEAAAAAGVQLGtsKPQIATQAED T17(Phospho
ELFGGAMDLEESLSMLVMLQEAsDYmE S23(Phosphc
EmAIAIAVGLGGssGEADVRGGVGAAG S13(Phosphc
ENPPASKASVESMPTVHIAASHVGADSH T17(Phospho
ESENsSALEDANAPLEDtRNASDAASLSE S5(Phospho)

0.733 T(2): 26.7; T(5): 73.3
0.268 T(2): 8.9; T(6): 21.6; Y(10): 59.
0.204 T(2): 39.1; S(3): 39.1; S(4): 39.
0.708 T(2): 21.4; T(3): 7.8; S(8): 70.8
0.075 S(3): 21.0; T(7): 21.0; T(9): 21.
0.492 S(10): 50.8; S(17): 50.8; T(26):
0.816 T(3): 89.9; Y(4): 89.9; T(13): 1«
0.093 T(3): 48.2; Y(4): 48.2; T(13): 6.
0.17 S(7): 50.3; S(16): 50.3; S(23): ¢
0.899 S(3): 97.6; Y(17): 5.4; T(21): 5.
0.029 T(4): 91.2; S(5): 82.5; Y(9): 19.
0.083 S(7): 68.7; T(12): 49.7; T(19): €
0.99 S(11): 1.0; S(18): 99.4; Y(29): ¢
0.598 T(5): 0.0; S(7): 0.0; S(11): 0.0;
0.033 T(20): 98.4; T(22): 96.7; S(28):
1 S(4): 0.0; S(5): 0.0; S(8): 0.0; T
0.225 T(3): 11.8; S(16): 23.7; S(20): £
1 S(7): 100.0; S(15): 100.0
0.154 T(9): 37.6; Y(12): 37.6; S(18): 1
0.636 T(3): 65.6; T(9): 18.5; S(16): 1¢
0.613 T(2): 10.2; Y(6): 82.7; S(8): 30.
0.875 T(2): 0.3; T(11): 1.1; S(14): 3.5
0.02 Y(2): 11.9; T(5): 11.9; S(10): 2:
0.269 S(6): 49.3; S(9): 49.3; S(11): 6(
0.641 T(17): 76.8; S(18): 91.0; T(24):
0.105 S(12): 18.3; S(14): 18.3; S(23):
1 S(13): 100.0; S(14): 100.0; T(3
0.038 S(6): 24.2; S(9): 24.2; S(12): 2
0.085 S(2): 83.0; S(5): 16.4; T(17): 5¢

125
39
47
31
18
13

19
53
16
15

29

34
13
25
43
18
16
28
40
36

22
23

56
39
16
73
11
23
10
21
37
44

11
34

(&)

20

0.037
0.029
0.02

0.75
0.529
0.766
0.732
0.652

0.64
0.708
0.367
0.762

0.56
0.729
0.499
0.077
0.131

0.456
0.359
0.503
0.397

0.415
0.589
0.682
0.786
0.731

0.772

0.743
0.438

0.06
0.775
0.652
0.715
0.776

66
12
12
14
14
11
11
12
12
11
15
13
11
11
11
12
12
10
11
11
12
11
11
11
11
15
11
10
10
11
14
16
11
17
12
10
12
14
13
14
11
11
15
10
12
10
15



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

ETMANTVAETLHVHSsSDGsFSGFAAGG S16(Phosphc
EVDSLMVAQNIVQQQItDFNVRsSGMLAE T17(Phospho
FASGVsSMVAsSVSLAISYPTIAAAPHmMFL! S6(Phospho):
FASGVSmMVASVSLAISYPTIAAAPHMFL! S10(Phosphc
FDAQIDVSKNALLSDVCcIStSAAPtyLPGF T20(Phospho
FDSPAASPYATALSSPRGR S7(Phospho):

0.037 T(2): 16.0; T(6): 16.0; T(10): 1£
0.994 S(4): 0.6; T(17): 99.6; S(23): 9¢
0.077 S(3): 40.9; S(6): 40.9; S(10): 4(
0.057 S(3): 23.5; S(6): 23.5; S(10): 3°
0.341 S(8): 0.9; S(14): 20.5; S(19): 2(
0.567 S(3): 3.2; S(7): 68.3; Y(9): 14.2

FDsQLLTAFTSSLYVAGLLTtFAAsRVtA( S3(Phospho)T21(Phospho) Too many isoforms

FGGtLALSMAFIAVMYGLFGAMGYLAFG T4(Phospho)'

0.882 T(4): 88.9; S(8): 11.8; Y(16): 9¢

FILFDSVSVSGATYLHNSTSFVyKtVVNtk Y14(Phospho)Y23(Phosphc Too many isoforms

FRCPEVLFQPSMIGMESAGIHETTYNSIr S17(Phosphc
FSMRMGTsyFGLYIEPPASSSGGGGVA S8(Phospho)
FSMRMGTSyYFGLYIEPPASSSGGGGVA S2(Phospho)
GDYStsDAVAMFGSLVVPHNLFLHSSLV T5(Phospho):
GHVVAVtGDGtNDAPALHEADIGLSmMGI T7(Phospho)
GLGWETNSDsLR S10(Phosphc
GLQFIGRNMSVAMDDQtAAPAsGsVVSI T17(Phospho
GMAtAGEGLEWGMLMAFGPGLtVETmI T4(Phospho)
GmMGIVGGKGGHGGGSSDSESGGDLA\ T31(Phospho
GNDAANVtYDQAVIDSMVATLVERVsch T8(Phospho):
GNyVItsEELEEIMEECMRVFWEFIR Y3(Phospho)
GRmMcsSAAPCLPLPPPPPLLLMTWLcsS S5(Phospho).
GScNFNNLSMITTSDPsQGTcRFQIEIDT S17(Phosphc
GsGDGGCcQPKPLSPMAEGLR S2(Phospho)
GSTLQVMGIIAASSGEWSVIGGTGEFsr S27(Phosphc
GtLPPDDVPtDTHDQKPDGTSTEKLETN T2(Phospho)
GTSVGQMISAYLANESELDDRTIHLLFs/ S16(Phosphc
GVLASDQILIADNATAALVAQNAYNMYL T8(Phospho)
GVtFGEYVSEFScSNGTFLKPPFCASVW T3(Phospho)
GVTSSLNSGDGCcFSNTASTDVADmMGsF S26(Phosphc
GyAGAAAVAGSIGYGSAAAAAAAMGGY Y2(Phospho).
GYCYPPREPIDYSLVGLYHYtVLEITSK ~ S13(Phosphc
GyFEDRRPAsSNMDPYVVTGMIAELTLLW Y2(Phospho):
GYLGAKSWPPDGSLSSSSsGEAAAAD' S19(Phosphc
HASSSSTQVVSAtSTSTSTVAMVNPcSF S11(Phosphc
HDGGTPDEGGDPAtAVEAVTNMSGEA' T14(Phospho
HEAGGSSPRADPTACGTVEAGtDLGGN T22(Phospho
HEAGGSSPRADPTACGTVEAGTDLGGI S34(Phosphc
HGVEAYQGVLFGLELDMDMPSNKtPSL| Y6(Phospho)
HHPSLLFFRTPQVGPAYGssGGLEEGD S19(Phosphc
HHVAMNYLFASWLLLQTcSQCRSFAPME Y7(Phospho):
HIyDAVAQYVVNGAMKGINGTIFAYGVt: Y3(Phospho)
HLNLSVNSFTGSmMPATYGyYLPSLQVLs/ Y19(Phosphc
HLSRAYNFSNGVAFGDGFVEVLAATQTI Y6(Phospho):
HMFKsAIEscYLFQGVsDsLIVQLVAEMK S5(Phospho).
HPscGVSSREHPTQLGTcSAQQEPPTS S3(Phospho)
HSGsDPDmMVKItVAGGNVNGGAAASET S4(Phospho)
HslimYDLIAGPSKASLMQSSIPAPcsLtct S2(Phospho).

0.669 S(11): 25.1; S(17): 66.9; T(23):
0.351 S(2): 20.3; T(7): 37.3; S(8): 59.
0.219 S(2): 69.5; T(7): 39.0; S(8): 39.
0.022 Y(3): 21.1; S(4): 21.1; T(5): 30.
0.261 T(7): 73.7; T(11): 73.7; S(25): ¢
0.989 T(6): 0.0; S(8): 1.1; S(10): 98.9
0.027 S(10): 42.9; T(17): 61.3; S(22):
0.333 T(4): 66.7; T(22): 66.7; T(25): €
0.963 S(15): 0.4; S(16): 0.7; S(18): 0.
0.657 T(8): 66.8; Y(9): 27.2; S(16): 5.
1 Y(3): 100.0; T(6): 100.0; S(7): :
0.33 S(5): 72.0; S(6): 27.2; T(23): 8.
0.538 S(2): 18.9; S(9): 2.9; T(12): 7.1
0.987 S(2): 98.7; S(13): 1.3
0.324 S(2): 11.3; T(3): 11.3; S(13): 1¢
0.089 T(2): 64.2; T(10): 60.3; T(12): z
0.014 T(2): 47.2; S(3): 47.2; S(9): 30.
0.309 S(5): 53.4; T(8): 53.4; T(10): 6¢
0.087 T(3): 20.4; Y(7): 20.4; S(9): 20.
0.015 T(3): 1.3; S(4): 1.3; S(5): 1.6; <
0.343 Y(2): 95.6; S(11): 76.6; Y(14): !
0.187 Y(2): 0.5; Y(4): 0.5; Y(12): 80.3
0.337 Y(2): 99.9; S(10): 77.5; Y(15):
0.686 Y(2): 4.2; S(7): 4.2; S(13): 1.9;
0.03 S(3): 22.6; S(4): 22.6; S(5): 17.
0.935 T(5): 0.2; T(14): 93.5; T(20): 3..
0.58 S(6): 5.1; S(7): 3.3; T(13): 8.4;
0.197 S(6): 9.6; S(7): 9.6; T(13): 13.3
0.263 Y(6): 99.4; S(21): 68.8; T(24): ¢
0.011 S(4): 80.2; T(10): 85.2; Y(17): -
0.926 Y(7): 96.1; S(11): 94.6; T(17): ¢
0.02 Y(3): 55.5; Y(9): 54.9; T(21): 4¢
0.005 S(5): 37.6; S(8): 37.6; T(10): 31
0.073 S(3): 92.5; Y(6): 77.9; S(9): 29.
0.483 S(5): 96.9; S(9): 51.7; Y(11): 5:
0.603 S(3): 60.3; S(7): 21.7; S(8): 8.5
0.25 S(2): 40.9; S(4): 40.9; T(12): 5¢
0.018 S(2): 37.5; Y(6): 37.5; S(13): 3°

29
11

41
52

32

0.756
0.094
0.778
0.712
0.372
0.746
0.803
0.761
0.641
0.195

0.768
0.168
0.572
0.755
0.465

0.806
0.645
0.556
0.175

0.63
0.572
0.806
0.772

0.682
0.682

0.804
0.691
0.189
0.772
0.537
0.663

0.504
0.717
0.708
0.743

0.166
0.773
0.764

11
10
10
11
15
15
14
12
11
19
12
12
11
11
16
16
12
10
13
12
12
16
13
15
11
10
11
12
11
11
13
11
16
13
18
11
11
16
13
16
16
12
13
13
15
14
10



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

HtymLILSCQDSSYLHSCFMGGKQAHQL T2(Phospho)'
IGAGMALSVAAMAAAAIVEGR S8(Phospho)
IILTKMTAFITILDDIFDTYAtEESMmLAK T22(Phospho
IPSGSQLETIYNQHPDIYNGNsGLcGPPL S3(Phospho).
KyPALysGIALMFFLSFLQMAVVALAIDR Y2(Phospho)
LDDAREVtVWNIAPSNWNFGTTYTsNIN T8(Phospho)!
LDDGCPTTDTLQLAHPLSLMDAHIVYIM T17(Phospho
LGGISAETYEKTVEVLTK T4(Phospho)
LGLTTAVVVSSR S10(Phosphc
LGMGINMYPstTLLGDKSSEMSGLPIDE T5(Phospho)!
LGVVRAASAEVAAPDAAAAAPGYtsDSL S8(Phospho)
LHVVCcPSGAANAGQGDISRSHNAGAGA S7(Phospho)
LKAVMAsDGYEHLVisFPSIAEILAMFAZ S7(Phospho)
LLFPVAAGIWDFLSGGGAGGAAAASLA' S14(Phosphc
LLHHLNLAGNNIsGTIPRGLSNLAMIQIK S13(Phosphc
LLSPKAtTVVLLDTGsLsVsLALcsPPPLR S3(Phospho)

0.209 T(2): 45.2; Y(3): 45.2; S(8): 27.
1 S(8): 100.0; T(17): 100.0
0.041 T(4): 0.9; T(7): 4.0; T(11): 4.0;°
0.25 S(3): 36.2; S(5): 36.2; T(9): 17.
1 Y(2): 100.0; Y(6): 100.0; S(7): :
0.021 T(8): 70.4; S(15): 30.8; T(21): €
0.01 T(7): 1.3; T(8): 1.3; T(10): 20.6
0.386 T(4): 38.6; S(5): 38.6; T(8): 15.
0.112 T(4): 43.7; T(5): 43.7; S(10): 11
0.01 T(5): 17.4; Y(8): 23.7; S(10): 3:
0.104 S(8): 96.1; Y(23): 47.7; T(24): ¢
0.13 S(7): 97.1; T(17): 45.1; S(18): «
0.177 S(7): 97.8; Y(10): 10.1; T(15): ¢
1 S(14): 100.0; S(25): 100.0
0.182 S(13): 74.5; T(15): 81.8; S(21):
0.073 S(3): 92.2; T(7): 55.0; T(8): 55.

LLYtsGMPVVLLssAVssLYVVSQALYRR T4(Phospho)S5(Phospho)S Too many isoforms

LMIENLEGLPACcsQILIRMQSGVGVALtD S13(Phosphc
LmSDIGDMmMNIQVIVEGSMNSSNPYFN S28(Phosphc
LmSSNSRSTtmVItcFFtEtLALQAEIIK  T10(Phospho
LNPstNLGLALAssFsSSsRPEQPELPGA S4(Phospho)
LNSLDLSGNDLSGAVPASLAALKLssLNr S3(Phospho):
LQAASPHGDSsNGAPALtttMAATAAVAAI S11(Phosphc
LQGLCcLPcPssAPLATHSSELSLAKATSy S10(Phosphc
LQWCcVDAVPDsSTYTLTTTDTPRLLGmMSt S11(Phosphc
LRVFLFPASGSEAAAAGASGSGSHLAA/ S9(Phospho):
LsFAFNGItGSIPGELAtLSGVEILYASSNF S2(Phospho)
LsFKWDAGscssASSSAMysPLsAVsAP£ S2(Phospho):

0.12 S(13): 81.1; T(17): 39.2; S(21):
0.388 S(3): 0.0; S(18): 1.5; S(21): 12.
0.028 S(3): 40.8; S(4): 40.8; S(6): 40.
0.033 S(4): 86.7; T(5): 82.1; S(13): 6:
0.673 S(3): 86.3; S(7): 9.2; S(12): 20.
0.338 S(5): 18.1; S(10): 44.4; S(11): -

0.01 S(10): 32.4; S(11): 45.9; T(16):
0.006 S(11): 5.1; T(12): 5.1; Y(13): 1:

0.02 S(9): 29.2; S(11): 74.7; S(19): °
0.199 S(2): 78.2; T(9): 80.9; S(11): 8&(
0.055 S(2): 74.3; S(9): 74.3; S(11): 7

LSGMTVAGNPLSVSSSAySSLPTIIDsGt Y18(Phospho)S27(Phosphc Too many isoforms

LsKIGssDSGAAASGAAAGAGGGVGGG! S2(Phospho).
LsNLVEVALYNTSLSGLIPssIGNLINLNR S2(Phospho)

1 S(2): 100.0; S(6): 100.0; S(7): :
0.011 S(2): 98.6; Y(10): 97.7; T(12): ¢

LsQMssTLIPISASGLHRALPSGLSTTLS: S2(Phospho)S5(Phospho)< Too many isoforms

LstTHAAVRHPPPcAAPTAAAAAAAIASA S2(Phospho)
LTNSEGstVRPPtIVQASIVLEVGNHQPSI S7(Phospho)
MAAAAAEGGGGGGGAVYDPSYVPDs\ S25(Phosphc
MAAAAAEGGGGGGGAVYDPSYVPDS) T28(Phospho
MACccGRQSYGGVAELGHGGPAQVLAs( S26(Phosphc
MADKNGLLLLSTIAAVTLssLsLAAVAsP/ S11(Phosphc
MAETALSMARSMLGGAISAASAAAGEE S18(Phosphc
MAGTLLQPVALGHFAGR T13(Phospho

0.023 S(2): 40.7; T(3): 40.7; T(4): 40.
0.229 T(2): 44.6; S(4): 44.6; S(7): 67.
0.711 Y(17): 2.0; S(20): 0.9; Y(21): 0.
0.154 Y(17): 10.2; S(20): 10.2; Y(21):
0.894 S(8): 5.3; Y(9): 5.3; S(26): 89.4

0.02 S(11): 93.5; T(12): 93.5; T(17):
0.067 T(4): 33.4; S(7): 33.4; S(11): 3:
0.938 T(4): 6.2; T(13): 96.9; T(14): 9¢

MALISSFLICLASPGIGSSSSSsARFLLsPF S5(Phospho)S6(Phospho)S Too many isoforms

MASCLSVLLLLCLALAGsVsSGQQLSATFY S6(Phospho).
MAVEESPPPPPsSPPPPPssPQPAAEV( S6(Phospho).
MEGGKMSSMGmMDAASASVIVPPmMQm: T19(Phospho
MEMAIAIAVGLGGSsGEADVRGGVGAA S15(Phosphc
MGAAASAAFSATCQTAGKATMAAAIDV T30(Phospho
MGAAASAAFSATCQTAGKATMAAAIDV T29(Phospho

0.012 S(3): 29.2; S(6): 68.7; S(18): 1.

0.25 S(6): 99.8; S(12): 75.0; S(13): °
0.724 S(7): 0.3; S(8): 0.3; S(15): 6.1;
0.321 S(14): 26.0; S(15): 32.1; T(33):
0.732 S(6): 0.2; S(10): 0.1; T(12): 0.1
0.029 S(6): 8.5; S(10): 9.4; T(12): 11.

44
21
15

17
16
15

19
20
27
41

24

39
16

33
34

40
27
14
20

12

18
44
19
21
28

28
12
37
41

33

0.541
0.365

0.69
0.746
0.224

0.313
0.791
0.806

0.803
0.291

0.806
0.508
0.792
0.649
0.747

0.774
0.735
0.691
0.414
0.761
0.337
0.806

0.573
0.776
0.786
0.206
0.746
0.758
0.507
0.662

0.724

0.803
0.673
0.589
0.507
0.707

11
10
12
12
10
12
15
10
13
12
11
10
10
15
10
11
10
11
11
11
11
13
10
10
16
11
10
15
13
16
10
11
13
18
15
10
13
11
10
11
10
11
24
13
16
14
11



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

MGEVQLAVRFtcSSLLNmmHLYysQPLLP T11(Phospho
MLKSVStGGGASGAAAAAAAER S4(Phospho)
MLKSVstGGGASGAAAAAAAER S6(Phospho)
MLSCYFTtVGFyFSTLLTVVTVYVFLYGR T8(Phospho)'
MsFytGIIIHDLMDSGTLGPAKEVHGYAL S2(Phospho)
MstmTmMSALPLAAPAIAAAAAAGAFAHIL S2(Phospho)
mMIDIHTNENYSNSAVSPVNVVPPSGAAI T2(Phospho):

0.09 T(11): 59.4; S(13): 59.4; S(14):
0.773 S(4): 82.1; S(6): 22.4; T(7): 95.
0.989 S(4): 1.1; S(6): 99.1; T(7): 99.8
0.196 S(3): 11.5; Y(5): 11.5; T(7): 21.
0.929 S(2): 98.8; Y(4): 98.2; T(5): 94.

0.15 S(2): 44.5; T(3): 69.6; T(5): 69.
0.009 T(2): 88.1; T(6): 11.0; Y(10): 2.

MTTTTTAAAAALTSSVGDGPPPSRstttlt S25(Phospho)T26(Phosphc Too many isoforms

MVAVAATTTTTmLIAAAMK T14(Phospho
MVIASAAFSAGASASSGSAAAAAADPSF S16(Phosphc

0.247 T(7): 8.6; T(8): 8.6; T(9): 24.7;"
0.198 S(5): 6.6; S(9): 8.4; S(13): 33.6

myHLLTSSGLKPDQYtWSALLSALYRSG Y2(Phospho)S8(Phospho)T Too many isoforms

NETEQMVRLVSPSGETGmLVVDsVVPE S11(Phosphc
NGILAMLDERTGDItLANPAtGEtLAVPPF T15(Phospho
NIEMDDVLGLNYSNQAQQSACVQPASG Y12(Phosphc
NIHtEMPsstQYIPKLTLDGmMEIQVVEIK  T4(Phospho):
NIHtEMPssTQyIPKLTLDGMEIQVVEIK T4(Phospho)!
NPNAVItLHSLIKLEGWESLVTIISSDMR  T7(Phospho):
NQQLLLKsyADtINtsILESATSAEILCR S8(Phospho)
NtVSWTAMISGFALHNRVEPcLHLFAsm T2(Phospho):
NVDDVENDGYLTGLGPQISDALTINGmF Y10(Phosphc
NVMNMSQADQGALWQsVMKGNLDGy1 S16(Phosphc
NVVsWtAIAGFVQDDEPVSAMLLLREM S4(Phospho)
QAANAIPSTPLSQVRDQVtstcINILQsYR T19(Phospho
QENAVVQTCcVVACASMTYSGGFGsyLL/ S24(Phosphc
QNKAtTAQVVASIGIIILGTISAALGtYssVI T5(Phospho):
RLFLtASAWISFLccFLYymAVQVSFAGFR T5(Phospho)!
RLTLVPGAMtWLSAGVsDVLEVSDEEGI T10(Phospho
RPQQASYLtYRPAFSGLFALGRSQHHtA S6(Phospho)
RSSSSAASASPASASTANSVVTSASmMS S10(Phosphc
RsVDLASELtHAWESTAMTLSDMVTMG' S2(Phospho).
RtPAGEssSAQNNSIAAAAAAAVSVLPTIS T2(Phospho):
SAAATLQSARAR S8(Phospho)
SAHLNQMASIAQLQQMAVSscPPsTGG S20(Phosphc

0.108 T(3): 17.0; S(11): 25.0; S(13): ¢
0.383 T(11): 61.7; T(15): 77.2; T(21):
0.52 Y(12): 66.0; S(13): 36.6; S(19):
0.072 T(4): 64.9; S(8): 67.6; S(9): 68.
0.079 T(4): 58.6; S(8): 77.4; S(9): 77.
0.097 T(7): 71.1; S(10): 71.1; S(19): ¢
0.335 S(8): 80.1; Y(9): 80.1; T(12): 8(
0.035 T(2): 17.7; S(4): 50.0; T(6): 50.
0.747 Y(10): 74.7; T(12): 24.9; S(19):
0.055 S(6): 0.7; S(16): 16.7; Y(25): 6(
0.299 S(4): 89.6; T(6): 70.1; T(7): 70.
0.468 S(8): 2.5; T(9): 2.5; S(12): 3.1;
0.844 T(8): 2.4; S(15): 3.7; T(17): 3.7
0.039 T(5): 50.5; T(6): 50.5; S(12): 32
0.071 T(5): 57.1; S(7): 57.1; S(11): 5
0.1 T(3): 60.0; T(10): 60.0; S(13): €
0.007 S(6): 51.2; Y(7): 51.2; T(9): 52.
0.028 S(2): 2.2; S(3): 2.2; S(4): 2.2; €
0.92 S(2): 99.0; S(7): 96.3; T(10): 9«
0.049 T(2): 49.0; S(7): 75.9; S(8): 75.
0.965 S(1): 0.2; T(5): 3.3; S(8): 96.5
0.01 S(1): 44.6; S(9): 44.6; S(19): 1:

SASssAtAAAAAAGNHNSINFLNVLISLIN S4(Phospho)S5(Phospho)T Too many isoforms

SATPSEVEAFytSLISNYSAAITELYGMG. S5(Phospho)
SDSLTLAPSPPCAAAAMQQHASSNALIA T26(Phospho
sDVySyGVLLLELVTGKPVAQGDDDGN( S1(Phospho)
SFLVQGGDPtGSGTGGESsIYGAPFADEI T10(Phospho
SGLDYAMMTGGDVAPLGSEAVIKIHQIF S18(Phosphc
SGLSALEEtLEGQUtVIVGPsGVGKSSLIN T9(Phospho)’
SGSLAIIASILDSLLDLLSGFILWFTAFSK  S1(Phospho).
SLKNmMVsQDPsILLGTTPQGNTCLHISSIt S1(Phosphoy:
SMGPNWQINLNYNLtWILSVDAGFyyLL T15(Phospho

0.023 S(1): 37.6; T(3): 37.6; S(5): 37.
0.626 S(1): 0.1; S(3): 0.1; T(5): 0.1; €
0.021 S(1): 36.6; Y(4): 36.6; S(5): 32.
0.257 S(1): 2.1; T(10): 61.3; S(12): 2¢
0.603 S(1): 16.9; Y(5): 16.9; T(9): 17.
0.021 S(1): 52.3; S(4): 52.3; T(9): 60.
0.683 S(1): 99.5; S(3): 99.5; S(9): 98.
0.223 S(1): 83.4; S(7): 83.4; S(11): 3t
0.251 S(1): 16.5; Y(12): 26.0; T(15): ¢

SMSSARVIYDSISEPDLVssTALISGYTMI S13(Phospho)S19(Phosph¢ Too many isoforms

SPLAHYDSSLRVAYAGGEVGSmyIPAG( S1(Phospho)
SPMPMQSSHEGHNLSPVLQGGtMAGG. S1(Phospho)
SPSESWLSRALPsVssNPPATSFLGIHV S13(Phosphc

0.073 S(1): 26.6; Y(6): 26.6; S(8): 26.
0.415 S(1): 51.9; S(7): 21.9; S(8): 21.
0.041 S(1): 25.4; S(3): 25.4; S(5): 25.

14
46

25
14

35
21
12

12
13
15

0.533
0.708
0.577

0.691

0.618
0.776
0.744

0.49
0.683
0.786

0.31
0.776

0.743
0.123
0.804

0.392
0.804
0.532

0.679
0.806
0.478
0.349

0.55

0.754

0.708
0.752
0.59

0.446
0.776
0.693
0.779
0.462
0.756

0.758
0.683
0.352
0.396

21
11
11
11
14
10
12
13
17
16
10
11
10
10
10
12
11
14
11
16
16
10
11
12
10
14
13
11
11
12
11
16
10
13
11
12
11
10
15
12
15
13
11
18
14
13
11



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

0Os08t0137300-01 Middle

Protein of unknown function DUF604
family protein.

SQHsLMDLQDAILGSLLSSLMQHCcDPP( S4(Phospho)
SQIGLVGQEPVLFstSIIENVMmGKENAt S1(Phospho):
SSAVALLVAISSPRCSCSLSALITSPPNW: S1(Phospho):
SSAVALLVATSSPRCSCSLSALITSPPNW S1(Phospho):
SSDsNsISSALSQTTPVLR S4(Phospho).
sSLGADLRPTEDScGPmMNSINQPCVNVI: S1(Phospho):

0.06 S(1): 17.4; S(4): 30.9; T(12): 2
0.272 S(1): 95.2; S(14): 72.8; T(15): i
0.106 S(1): 100.0; S(2): 100.0; T(10):
0.599 S(1): 99.7; S(2): 99.7; T(10): 0.
0.583 S(1): 22.0; S(2): 22.0; S(4): 66.
0.985 S(1): 98.9; S(2): 98.9; T(10): 0.

SSTPPAAssAsAsPtPtPAsAsmSTSSSLF S8(Phospho)S9(Phospho)< Too many isoforms

stIVPAGSSGEEGWEAFRNVLLEINNEA S1(Phospho)
StMIGAMANFLDYDVYDLDLtsVKNNSEL T2(Phospho)

0.247 S(1): 74.8; T(2): 74.8; S(9): 74.
0.001 S(1): 71.8; T(2): 28.8; Y(13): 8

StSSSTTLSSTAPPPPSSSPSSPTRsDtL S1(Phospho)T2(Phospho)S Too many isoforms

SVMNLPEANSTEFDPNAKTPcVIFMPEG S1(Phospho):
sVVGIALVFVAtVAIVAFVVFNcADGmDs S1(Phospho)
SYTRPGSAALAGLMWPAPVRNAVALsV S1(Phospho):
tAGGLILtEttKEKPSIGtVVAVGPGPLDDE T1(Phospho)
TAGGWTSCTTSACSATPTRSTSSPSPTF S20(Phosphc
TALDcVAGAAWTAGESAtSLEAWADEYV T18(Phospho
TGGYIEGNISISGYPKK Y4(Phospho):
TGGYIEGSINISGYPKK Y4(Phospho):
TIMSSSPTstLmSPPKSPPSESPPLSPD! S9(Phospho)

0.093 S(1): 94.7; S(10): 73.2; T(11): ¢
0.304 S(1): 83.5; T(12): 69.6; S(29):
0.362 S(1): 36.5; Y(2): 36.5; T(3): 13.
0.585 T(1): 77.7; T(8): 95.9; T(10): 95
0.039 T(1): 9.8; T(6): 9.8; S(7): 9.8; T
0.479 T(1): 2.2; T(12): 8.2; S(16): 18.

0.64 T(1): 15.1; Y(4): 70.3; S(10): 1¢
0.153 T(1): 3.7; Y(4): 16.2; S(8): 80.1
0.112 T(1): 7.7; S(4): 13.1; S(5): 23.5

TIMSSSPTstLMsPPKSPPSESPPLSPD( S9(Phospho)T10(Phospho) Too many isoforms

tMKPEGSAKNEGVDVANVTSSTNLIASC T1(Phospho):
TmPSMHGCcKWSPPVsLAVNNSLYVMEI S15(Phosphc
TMQLLCVLPMPSSsSLASFVIAVRWVPPS S14(Phosphc
tmsEEGAKPLPEETTTVSSKNSIVAAAAI T1(Phospho):
tNAISDFLNLWSAHAPVQLQGsILDWIQK T1(Phospho):
tPIPGAAPVPRsSSAAAGGR T1(Phospho):
tsFRVPVGVGPGSPAPLGMSISGDGAVI T1(Phospho):

0.005 T(1): 8.9; S(7): 21.4; T(19): 55.
0.145 T(1): 12.7; S(4): 12.7; S(11): 3(
0.092 T(1): 19.2; S(12): 46.5; S(13): ¢
0.051 T(1): 44.2; S(3): 44.2; T(14): 31

1 T(1): 100.0; S(5): 100.0; S(12):
0.669 T(1): 98.8; S(12): 67.7; S(13):
0.981 T(1): 99.4; S(2): 99.4; S(13): 1.

tsGmMQLssVILRSTMSIASLVLLSAQRPLs T1(Phospho)S2(Phospho)S Too many isoforms

TVNKIsSEYLVIHDEYHTcsVQNmMVLcR S6(Phospho):
VEmMLLLSAIPSLVDtWtmAFGFVPIDDLE T15(Phospho
VFVSAAsGsVGsLVGQFAKLAGcyVVGc S7(Phospho):
VGmMLVFSAESDcLYAAEMEAARPGAyLI S7(Phospho)
VLPsSMVEYKFWtQsFAVGDDLYVmMETG S4(Phospho)
VSLRPPQQVLSVQIALPGMAAMMPSsPsI S2(Phospho)
VVPDEYtLAAVVSASALPAMFGGKPLH/ Y6(Phospho)
VyHHHPVSPSTMQGSLARPSIHAGSASI Y2(Phospho).
WLPPtGVQVGSLFRGVGDPTTPmMWAS: T5(Phospho):
WtGsFDAVQVYTLGEAASWRDVPAPAC T2(Phospho):
yGILVDSLDMVEVNGSSYSGDGYELLtE Y1(Phospho)
YHMQDIFGAGSEtSAtITLEWVmMAELIRN T13(Phospho
YHMQDIFGAGSETSAttLEWVMAELIRNI S11(Phosphc
yLmSFVEGGGGGDDGRQLR Y1(Phospho)

AUTTTLAHVVFGIASSR T2(Phospho)

0.128 T(1): 63.3; S(6): 79.4; S(7): 33.
0.281 S(7): 36.9; S(11): 47.3; T(15): ¢
0.262 S(4): 43.3; S(7): 74.7; S(9): 80.
0.436 S(7): 88.8; S(10): 8.0; Y(14): 4.
0.779 S(4): 92.6; Y(8): 22.0; T(12): 9:
0.707 S(2): 97.9; S(11): 29.3; T(14): T
0.2 Y(6): 80.0; T(7): 80.0; S(13): 8«
0.013 Y(2): 7.3; S(8): 22.0; S(10): 22.
0.014 T(5): 5.8; S(11): 5.8; T(20): 31.
0.18 T(2): 97.6; S(4): 97.6; Y(11): 2¢
0.004 Y(1): 32.5; S(7): 60.8; S(16): 5¢
0.187 Y(1): 0.0; S(11): 14.3; T(13): 4¢
0.047 Y(1): 0.8; S(11): 83.4; T(13): 8:
0.5 Y(1): 50.0; S(4): 50.0

0.307 T(2): 53.4; T(3): 53.4; T(4): 30.

11
11
62
49
51
31

24

10

36
26

19
39
37
20

16
13
17
16
62
26
47

26
13
25
52
26
12
27
40

23
45

31

0.446
0.142
0.752
0.361
0.227
0.446
0.721

0.629

0.451
0.749
0.631
0.603
0.171
0.776

0.758
0.48
0.804

0.764
0.741
0.806
0.706
0.084
0.753
0.444

0.225
0.731

0.428

0.41
0.766
0.799
0.804
0.772

0.775

0.04

12
12
25
13
13
11
12
11
10
15
13
13
12
14
15
10
11
10
12
15
12
17
12
12
12
12
11
12
12
15
11
10
12
10
11
10
13
13
11
15
11
11

24



0s08t0154600-01

0s08t0178300-02

0s08t0191700-01

0s08t0234000-01

Low
Low
Low

High
High
Low
Low
Low
Low
Low
Low
Low
Low

High
Low

High
Low
Low
Low
Low
Low
Low

Low
Low

Similar to Topoisomerase |.

Hypothetical conserved gene.

Similar to Lactoylglutathione lyase (EC
4.4.1.5) (Methylglyoxalase)
(Aldoketomutase) (Glyoxalase ) (GIx
I) (Ketone-aldehyde mutase) (S-D-
lactoylglutathione methylglyoxal
lyase).

Similar to 60S ribosomal protein L7-2.

LLEWYWIVLSLTYmA
LtTSNSASASSPPAAAPEEK
NRPATGGKEsPPQPPEVR

IEQPGDDsEDDKPLASR
KPAVGSGTANDsDDDKPLSLK
APQISSSTTTAKPANTtK
GGGVVRCcsAGPVSGGmIsK
GGSGmMVYKGILPNNIttVAIK
RPTIATAMWAAIRWR
TSGPKLSASDAAIsPsmR
tSSEILVRSTmMPVLSSsPK
TTSVLSAVGLtECPSNR
TtSVLSAVGLTECPsSNR

QALGDGDIsPPR
MPINQREPPR

TTVIELtYNYGVTEYTK
GGAtIDDELASIGQQIAKK
LGLGScVPVANsSVLNMYGK
SAAVESITSTAVKIGCQER
SLITNSAADVYLSQMPER

TTTTTTTtGAGTGRAAAAAAGGK

TVmPsILYLDHRDFGSK

EASATALLAK
EATAAASLLK

Y5(Phospho)
T2(Phospho)
S10(Phosphc

S8(Phospho)
S12(Phosphc
T4(Phospho)
S8(Phospho):
T15(Phospho
T4(Phospho)’
S14(Phosphc
T1(Phospho):
S3(Phospho)
T2(Phospho):

S9(Phospho)
T3(Phospho)

T7(Phospho)
T4(Phospho):
S12(Phosphc
T14(Phospho
S6(Phospho)
T8(Phospho)
S5(Phospho)

S3(Phospho)
S7(Phospho)

0.98 Y(5): 98.0; S(10): 0.7; T(12): 0.
0.436 T(2): 43.6; T(3): 43.6; S(4): 10.
0.962 T(5): 3.8; S(10): 96.2

1 S(8): 100.0; S(16): 0.0

0.847 S(6): 3.8; T(8): 1.6; S(12): 84.7

0.72 T(4): 89.8; S(5): 5.5; S(6): 1.8;
0.983 S(8): 98.5; S(13): 1.7; S(18): 9¢
0.735 S(3): 4.5; Y(7): 23.5; T(15): 86.
0.658 T(3): 16.8; T(4): 67.4; T(6): 18.1
0.012 T(1): 0.6; S(2): 0.6; S(7): 0.6; S
0.022 T(1): 35.9; S(2): 35.9; S(3): 32.
0.199 T(1): 23.8; T(2): 23.8; S(3): 51.
0.084 T(1): 44.5; T(2): 44.5; S(3): 10.

1 S(9): 100.0
1 T(3): 100.0

0.767 T(1): 1.0; T(2): 1.0; T(7): 76.7;
1 T(4): 100.0; S(11): 100.0
0.237 S(5): 0.2; S(12): 23.7; Y(17): 7t
0.929 S(1): 0.7; S(6): 0.1; T(8): 2.1; €
0.138 S(1): 13.8; T(4): 72.4; S(6): 13.
0.632 T(1): 0.2; T(2): 0.2; T(3): 0.5; T
0.23 T(1): 73.6; S(5): 23.0; Y(8): 3.2

0.5 S(3): 50.0; T(5): 50.0
0.967 T(3): 3.3; S(7): 96.7

25

55

88
30
41
45
21
31
13

29

80
21

47
41
21
39
54
36
20

47
37

0.691
0.324
0.616

0.001
0.082

0.77
0.504

0.793

0.365

0.005

0.001

0.701

0.385

10
13
12

34
28
15
14
15
11
13
14
15
14

37
15

15
11
15
13
14
14
12

22
10



0s08t0326400-01

0s08t0390000-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
High
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

60S ribosomal protein L7a.

Moesin domain containing protein.

GsTVEVIAAK S2(Phospho)
KKPAAASsSK S8(Phospho)
KTsVSLPSR S3(Phospho)
SESLNALLK S3(Phospho)
SGAPQRAMAASATSK S1(Phospho)
SGLSADLLAK S1(Phospho)
SPsSDKILK S3(Phospho)
SSLLPAPsSRR S8(Phospho)
tAGVSNGKIK T1(Phospho)
TAGVsSNGKIK S5(Phospho)
tEIIGLKGR T1(Phospho)
AEGESGGVVALK S5(Phospho)
APSRHGGHGLK S3(Phospho)
DEKsLFHLK S4(Phospho)
GDIQLtQVSR T6(Phospho)
GLNAtAAGRER T5(Phospho)
GPMGRSPSsLK S9(Phospho)
KtVALVGR T2(Phospho)
LQVLGLGtALK T8(Phospho)
NQRtIDELK T4(Phospho)
SSPsDKLLLVK S4(Phospho)
VLNAtEAVNK T5(Phospho)

SATAGGAESEEAAESDAKSDEAEAQEE S19(Phosphc
SRGLsYssLsmALGGLFIWtHtYSLmQK S1(Phospho):
SPPVILADFLPHVITVVGssIsPDFPEtAR S19(Phosphc
AAPLLLStIILALVVVAssTHGIMANGVFQ T8(Phospho):
AAPsSLtVSDGALPTVSDGALPTASSsDD. S4(Phospho)
AlIMDmMFVGGsDTTttMmAWMAELINHF S11(Phosphc
AIMSNEEFDNLKEELMWEGSSVVmLsF S26(Phosphc
ALRPWtAEGMcRYVANGGmMGEPMGGI T6(Phospho)
AslIVAAVIAACVLLVcMitSsVVDAAAAAF S2(Phospho)
CcVEENFISLLGSVTSYGRHQHtAAttTGH T22(Phospho

0.839 S(2): 83.9; T(3): 16.1
0.756 S(7): 12.2; S(8): 75.6; S(9): 12.
0.884 T(2): 11.6; S(3): 88.4; S(5): 0.1
0.5 S(1): 50.0; S(3): 50.0
0.179 S(1): 17.9; S(11): 57.9; T(13):
0.998 S(1): 99.8; S(4): 0.2
0.466 S(1): 46.6; S(3): 46.6; S(4): 6.7
1 S(1): 0.0; S(2): 0.0; S(8): 100.0
0.832 T(1): 83.2; S(5): 16.8
0.85 T(1): 15.0; S(5): 85.0
1 T(1): 100.0

1 S(5): 100.0
1 S(3): 100.0
1 S(4): 100.0
0.973 T(6): 97.3; S(9): 2.7
1 T(5): 100.0
0.859 S(6): 0.5; S(8): 13.6; S(9): 85.9
1 T(2): 100.0
1 T(8): 100.0
1 T(4): 100.0
0.952 S(1): 2.4; S(2): 2.4; S(4): 95.2
1 T(5): 100.0

0.59 S(1): 1.0; T(3): 1.0; S(9): 19.5;
0.011 S(1): 71.2; S(5): 71.2; Y(6): 71.
0.074 S(1): 24.9; T(15): 61.4; S(19): ¢
0.044 S(7): 78.0; T(8): 86.5; S(18): 5¢
0.128 S(4): 76.7; T(6): 43.0; S(8): 75.
0.067 S(11): 66.7; T(13): 66.7; T(14):

0.56 S(4): 13.7; S(20): 13.7; S(21): :

0.09 T(6): 9.0; Y(13): 9.9; S(32): 81.
0.202 S(2): 80.8; T(19): 79.8; T(20): i
0.181 S(8): 2.6; S(12): 14.1; T(14): 6.

DAPLPsSSASSGHGLAATssFPGsssPsAt S6(Phospho)S18(Phospho) Too many isoforms

DcLETISDGISTGTRTSLDSQNILISMSS( S26(Phosphc
DLHLmISILNGYYSESPELEDAtAttVARR S7(Phospho)
DLNLALILMHALLcMSTFtyLmclcAcKR  T19(Phospho
DtSDRGQVKPPSGLSLAEYLDLsSFNEAsI T2(Phospho)’
EALRYYSIESTIALAVSFMINLFVitVFAK Y5(Phospho):
EDYHREINWQNPLGMVVSTLstsMALKF S21(Phosphc
EEADDAPPPWRPsKPAAAIDGSSGPLA S13(Phosphc
EsDtGLAPPsQWDLVsDKQMMQEEQPL S2(Phospho)
EVFGKsVIAEPSNVIYLssILNtEGPIPSHk S6(Phospho):

0.238 T(5): 4.2; S(7): 3.5; S(11): 3.1;
0.098 S(7): 13.0; Y(12): 29.8; Y(13): :
0.259 S(16): 40.8; T(17): 40.8; T(19):
0.19 T(2): 50.1; S(3): 50.1; S(12): 3¢
0.018 Y(5): 49.0; Y(6): 49.0; S(7): 49.
0.052 Y(3): 13.2; S(18): 64.9; T(19): ¢
0.635 S(13): 66.7; S(22): 18.9; S(23):
1 S(2): 100.0; T(4): 100.0; S(10):
0.046 S(6): 68.3; S(12): 68.3; Y(16):

30
35
57
42
17
66
33
56
26
39
42

25
12
45
47
38
43
34
55
42
50
40

0.503

0.792
0.732

0.687

0.201
0.763
0.582
0.582
0.591
0.773
0.555

0.005
0.005
0.034
0.653

0.261
0.568
0.715
0.776
0.759
0.756
0.597

0.28
0.569
0.719

0.459
0.776

0.168

11
14
13
15
13
14
17
29
13
11
12

16
11
12
12
14
10
14
11
11
10
14

30
13
11
14
10
13
11
11
12
10
16
11
12
10
14
10
10
12
11
11



Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

FtPFSANAVVLLtHIGPAVLGVGPssGKPA(T2(Phospho):
FWcQyWIIVSmVIACESFVSWmPMYGEI Y5(Phospho):
GGGGGCVVNISSVAGSVGMPALAVYsN S16(Phosphc
GINIALFSFSVTVSsFANVGLVPtNENMA S15(Phosphc
GIQLETSMGsVEFAsSMVAALLGmMsQGITI S7(Phospho):
GMTTVNNEAGVHAsSMVSDYESALmMVAI S14(Phosphc
GSLSQYNLLTLLGYSSSNcTACSNAVLsE S2(Phospho):
GsmSTPAASANGGQVLLLPFPAAQGHT S2(Phospho):
GSTPSLSPARALStAAVTADAPAAAAAA, S7(Phospho):
GVAIGNGMtHPVTQVttHADIAYFMGLIN T9(Phospho)
GWKVVIHDLsGSAVAAAFMATPFVAASI S10(Phosphc
HGVEAYQGVLFGLELDMDMPSNKtPSLIY6(Phospho)

0.746 T(2): 98.6; S(5): 98.6; T(13): 9¢
0.109 Y(5): 36.2; S(10): 36.2; S(17): {
0.022 S(11): 43.8; S(12): 38.8; S(16):
0.274 S(8): 22.6; S(10): 22.6; T(12): %
0.041 T(6): 60.4; S(7): 60.4; S(10): 6(
0.124 T(3): 31.8; T(4): 31.8; S(14): 12
0.015 S(2): 16.1; S(4): 16.1; Y(6): 16.
0.07 S(2): 39.8; S(4): 61.5; T(5): 65.
0.064 S(2): 38.4; T(3): 38.4; S(5): 38.
0.1 T(9): 60.0; T(13): 60.0; T(16): €
0.286 S(10): 96.7; S(12): 68.8; T(21):
0.673 Y(6): 98.9; S(21): 27.5; T(24): ¢

HHHCARPDPsssSPssPsssssPssR S10(Phospho)S11(Phosphc¢ Too many NL-allowing PTMs

KsLSLPISTASLHPLLSALPSAPAFALFAL S2(Phospho).
LEDyPEASGVEVStIDSFQGREADAVVIS Y4(Phospho)
LFGDQAQSDAVLDDVScmLGCTRsSLH\ S24(Phosphc
LFYFAGADTTSVLLIWtMLLLSMHPEWC T15(Phospho
LGSACQDWGFFQLVNHGVDEQVVNEN S29(Phosphc
LGWNVELGAVIYSGVVVALSYYMQmW T18(Phospho
LMEAQEFEGILSNNQTVNsDFyNWNKYV S19(Phosphc
LPFyHSFWNHTTRPSLDLAKELISMFTAF Y4(Phospho).
LPGCVPIHAHDLPSSMLADRSSATYAGLI S15(Phosphc

0.059 S(2): 43.2; S(4): 43.2; S(8): 35.
0.144 Y(4): 50.1; S(8): 50.1; S(13): 5:
0.015 S(8): 85.3; S(16): 73.5; T(22): ¢
0.067 Y(3): 19.8; T(9): 21.9; T(10): 2¢
0.496 S(3): 0.8; S(29): 49.6; T(30): 4¢
0.037 Y(12): 40.7; S(13): 40.7; T(18):
0.837 S(12): 2.7; T(16): 14.4; S(19): ¢
0.065 Y(4): 17.9; S(6): 17.9; T(11): 4«
0.037 S(14): 40.9; S(15): 40.9; S(21):

LRtLILAPSSGTSmyMDcSsIVssPPLcLQ T3(Phospho)Y15(Phospho) Too many isoforms

LSGEIPTALSNLSGLMHLDLDTNMLSG/ S32(Phosphc
LtFTQLIEATNGFSTASLIGSGGFGEVFK, T2(Phospho):
LVDAIAAAAASStAEAAAVNISRQItGPmtI S11(Phosphc
LVVDWVPstDLEDsStATVAPDAYNTAWS S8(Phospho)

0.304 S(2): 6.5; T(7): 6.5; S(10): 6.2;
0.04 T(2): 38.8; T(4): 38.8; T(10): 3¢
0.09 S(11): 87.1; S(12): 66.6; T(13):

0.025 S(8): 47.0; T(9): 47.0; S(14): 4¢

MADAAAATVPGEASSSSSAAALtVLDsL T22(Phospho)T23(Phosphc Too many isoforms

MIPTsVLWGYFAymAIDSLPGNQFWERI S5(Phospho)
MPGDSmMLWISSFVcLMAIAKYFEGAYY/ Y26(Phosphc
msLFGsPTVLMAGPAANHFVFSNQDLIF S2(Phospho):
NAITHDPQKsSLMSWNDSNHLcSWEGV S10(Phosphc
NEsDyTVLSHVTSVcLGIDKISVDAtPELs S3(Phospho)
NPEVDQsGSNGLIQTmAMcGyLPmmmy S7(Phospho)
QcPGsNWcGYGNstAAsSDDDDASFsD/ S5(Phospho).
QsLsYLDGTLPGDFGFDPLGLSDPEGT( S2(Phospho).
QsSPSPSSSAGASQGETLPRGSEmMIPP S2(Phospho):
RHsGDPLALLWtIALLMcTHLFFLISSLsR S3(Phospho)
RLVitsYPLVLVLVGEEEGAGSNGmMTAT. T4(Phospho)
RTTTSMVIICLVILSLtVDSATAAQcGcclIS T17(Phospho
SFcLVDcPNLVSLStEGLNQCtVLEKLHIK S14(Phosphc
SFSLVELEAATNDFEVSNMMGQDSHG( S1(Phospho)
sGDGDGTVLAMHRHDISFAGFTNGSHH S1(Phospho):
SIGssIFYcmLGMAAWLNtMLIELVNRVT S4(Phospho):
SNMGEGMIIGVLDDGIAAGHPsFDAAGI S22(Phosphc
SPSPRNSTSTLSSSQGGGGADSTGVA/ S12(Phosphc
SQNVARLVQtMDSCELScLDSNDSWSsLF S1(Phospho)

0.209 T(4): 70.6; S(5): 70.6; Y(10): 7(
0.332 S(5): 0.1; S(10): 0.1; S(11): 0.3
0.048 S(2): 49.0; S(6): 49.0; T(8): 49.

0.46 T(4): 15.9; S(10): 46.0; S(13): -
0.011 S(3): 42.6; Y(5): 42.6; T(6): 42.
0.069 S(7): 56.9; S(9): 56.9; T(15): 7-
0.067 S(5): 59.4; Y(10): 59.4; S(13): °

0.07 S(2): 49.4; S(4): 49.4; Y(5): 48.
0.038 S(2): 27.3; S(3): 15.1; S(5): 15.
0.121 S(3): 83.8; T(12): 50.8; T(19): £
0.023 T(4): 50.3; T(5): 50.3; S(6): 46.
0.067 T(2): 15.0; T(3): 15.0; T(4): 15.
0.093 S(1): 65.9; S(12): 59.4; S(14): ¢
0.883 S(1): 88.3; S(3): 11.4; T(11): O.
0.349 S(1): 51.9; T(7): 51.9; S(17): 7-
0.051 S(1): 50.0; S(4): 50.0; S(5): 50.

0.5 S(1): 50.0; S(22): 50.0

0.084 S(1): 5.1; S(3): 5.1; S(7): 5.1; T
0.075 S(1): 60.7; T(10): 60.7; S(13): ¢

~

14

o ©

13

28

27

13

18

21
21
10

NN OO oo

0.157
0.378

0.652

0.776
0.759
0.747

0.13

0.763
0.526
0.758
0.713
0.352
0.708

0.691
0.417
0.776
0.691
0.779

0.543
0.691
0.642
0.682
0.531
0.618

0.727

0.708

0.653
0.691
0.776
0.691

0.763
0.691

0.653
0.761

10
11
11
10
10
13
13
22
16
11
14
17
12
14
14
10
12
12
11
17
13
14
13
11
13
13
11
11
13
15
14
12
10
11
10
12
13
11
12
12
12
11
17
11
11
11
10



0s08t0428800-00

0s08t0512400-02

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
High
High
Low
Low
Low
Low
Low
Low
Low

Similar to High mobility group 1/Y-2.

Similar to AT-hook protein 1.

SSKSTIDLFTAAAGSPVAAHSIMsSPPQFn S15(Phosphc
SSRsSIVNSHNHFSNPTLLSLPAVATTILHE S1(Phospho):

0.133 S(1): 32.5; S(2): 32.5; S(4): 32.
0.018 S(1): 45.9; S(2): 45.9; S(4): 45.

SSSGIRSLASLTSFTTSTMsPYAtASAVE S20(Phospho)T24(Phosphc Too many isoforms
STAFSLLSPSNSYPRMEDINTTtstSQSS T23(Phospho)S24(Phosphc Too many isoforms

STDDLFLTEQEAAGDGLVAAGMSAAGF T31(Phospho
symtQGLVNGGINVPMMSSsPIFANAPA S1(Phospho)
tADIGQMIMVREEDDPAPEGIEYtHGLTF T1(Phospho)
tPRPMMGAPGNGYNSGGGSGHGtGAC T1(Phospho)
TQWYHFtAIVIAGMGFFTDAYDLFSISLV T7(Phospho):
TRVVFQSTFYHTmtDGsLcGPVIDDASL T14(Phospho
TSSAISAGVAGWStASGAAATMRPKSDL S3(Phospho).
VAAMIMCAAVAVLLVLTStMAAAAGDGD T5(Phospho):
VAGDGITCAtVLTQAILEEGCKAVAAGVN' T6(Phospho)
VsLyGLLQSTTNQGRAIAAGTVSALAALL S2(Phospho)
WFmMPACLLASTFVYFVQSMHItRYGIWR Y14(Phosphc
WIAEGYAsSGSESNSLEEMGELFHKLSS! Y6(Phospho).
WLREtAQQNQsTSYQVLVTGsLHLVGD\ T5(Phospho):
YGVMENETTETSTSGCcGSLILEMGALSF S18(Phosphc
ysNVGtMFQEAPSLPMDTVAGLVDELW\ Y1(Phospho)

DPNAPPPPPKPSsPRPR S13(Phosphc
DPNAPPPPPKPsSSPRPR S12(Phosphc
ADELEtKVR T6(Phospho)
DLsSASGPPPADLPTLLR S3(Phospho)
DWSKLPVDALSAVFMK S11(Phosphc
DWSsKLPVDALSAVFMK S3(Phospho)
ILAGLGFDQAMQARStK T16(Phospho
mMPAKNAVsYGAIISGLAK S8(Phospho)
RAALHVLGcGsSPVADQR S11(Phosphc
SGsNKSAISK S3(Phospho)
SGSNKSAISK S1(Phospho)
STLPPTPAVQVPPmMLSR S16(Phosphc
WVSWOQMIMKILVtR T13(Phospho
AVPTAGMGPNsPPSR S11(Phosphc
AVPTAGMGPNSPPsR S14(Phosphc
DLFGMPKsSPPAAAAAPPQSVR S8(Phospho)
FRySYWNsSQSYVLTK Y3(Phospho):
MELHPLVVSAAAADSTSPRR S15(Phosphc
MtTALFLRCGCLAAAPALR T2(Phospho)
SFsSGILtGSSELDFSTPRK S3(Phospho)
SIFWSTQADIANTTMVK S5(Phospho)
SIVLQIDSKSQQVSASALR S8(Phospho):
SyAAIIVAVSSSmPLtsSR S1(Phospho)

0.409 S(1): 2.1; T(2): 2.1; T(8): 1.9; S
0.575 S(1): 99.7; Y(2): 99.7; T(4): 99.
0.904 T(1): 97.2; Y(23): 99.2; T(24): ¢
0.044 T(1): 76.0; Y(13): 34.3; S(15): *
0.034 T(1): 24.9; Y(4): 24.9; T(7): 24.
0.111 T(1): 12.0; S(7): 14.0; T(8): 14.
0.007 T(1): 44.2; S(2): 44.2; S(3): 44.
0.155 T(5): 72.1; T(17): 61.0; S(18): €
0.129 T(6): 57.6; T(7): 57.6; T(10): 5¢
0.011 S(2): 53.1; Y(4): 53.1; S(9): 53.
0.029 S(10): 42.9; T(11): 42.9; Y(14):
0.054 Y(6): 29.3; S(8): 29.3; S(10): 2¢
0.034 T(5): 57.9; S(11): 57.9; T(12): £
0.104 Y(1): 10.4; T(8): 10.4; T(9): 10.
0.029 Y(1): 58.9; S(2): 58.9; T(6): 58.

0.5 S(12): 50.0; S(13): 50.0
0.5 S(12): 50.0; S(13): 50.0
1 T(6): 100.0
0.509 S(3): 50.9; S(4): 16.4; S(6): 16.
0.941 S(3): 5.9; S(11): 94.1
0.966 S(3): 96.6; S(11): 3.4
0.813 S(15): 18.7; T(16): 81.3
0.104 S(8): 10.4; Y(9): 13.6; S(14): 7t
1 S(11): 100.0
0.414 S(1): 12.6; S(3): 41.4; S(6): 41.
0.811 S(1): 81.1; S(3): 18.0; S(6): 0.6
0.999 S(1): 0.0; T(2): 0.0; T(6): 0.1; S
0.996 S(3): 0.4; T(13): 99.6

0.5 T(4): 0.0; S(11): 50.0; S(14): 5(
0.916 T(4): 0.0; S(11): 8.4; S(14): 91.
1 S(8): 100.0; S(19): 0.0
0.961 Y(3): 97.6; S(4): 1.2; Y(5): 1.2;
0.153 S(9): 54.1; S(15): 15.3; T(16): -
0.5 T(2): 50.0; T(3): 50.0
0.798 S(1): 13.1; S(3): 82.4; T(7): 94.
0.108 S(1): 70.0; S(5): 31.1; T(6): 21.
0.099 S(1): 3.9; S(8): 48.1; S(10): 48.
0.016 S(1): 80.7; Y(2): 80.7; S(10): 6(

10

W w =
[N

NWNPMONNMMAMODOOO®

114
62
69
21
29
24
10

14
17
27
42
31

113
132
95
104
30
40
7
16
26

0.774

0.39
0.256
0.535
0.776
0.697
0.761

0.403
0.691

0.145
0.662

0.722
0.777

0.76
0.127

0.805
0.776

0.741

o

0.746
0.772
0.741

0.75
0.806
0.526

12
11
11
13
10
13
13
11
12
15
10
13
11
12
14
11
11
14
10

46
20
16
10
10
13
11
13
21
11
12
14
12

50
53
22
10
15
12
17
13
11
14



0s08t0528900-01

0s08t0533700-01

0s08t0558000-01

0s08t0558800-01

0s08t0559200-01

0s09t0115400-03

0s09t0372400-02

0s09t0402100-01

High

High
Low

Middle
Low

Middle
Low
Low

Low
Low
Low
Low
Low
Low

Low
Low
Low

High
Low
Low
High
Low
Low
Low
Low
Low
Low

Similar to Transcriptional activator

FHAL.

Similar to cation cation antiporter.

Similar to Ribosomal protein.

Similar to Ribosomal protein.

Similar to Ribosomal protein S25 (40S
ribosomal 25S subunit).

Hypothetical conserved gene.

Conserved hypothetical protein.

PF1 protein.

YLSPEDWSPTETK

EVESSYEGEKPGSPISLSSGLR
DyPSELQLRALEQVNLSPR

MFILPScSPsAAISR
ASNLSSGMLGSLATSIK

MFILPScSPsAAISR
AsSNLSSGMLGSLATSIK
sDPIIQTLLPmsPK

DATGKVAHSAGSsLR
FLAGGDGEGVDVTGsR
GATAMQPPSSSsLMR
MPLPLAPAsSPHPPGR
sDGMMYALASFLSK
VERPHPDsSEWER

AAVTTtAGGKVVVR
LTsIGGEIGITLR
SAtARGGGGGAPTLR

LGLPEAEEDMFADsPKDK
cLDsPPAsSPAAPPPPPQGR
SKPAAAAADTtStALVAASK
DAAAAAAAPAPAPAAPAASSPRPR
ATLTMQPIGPLPSTKQEGtR
cITGLsGVMDGLVVHGYLVK
FPLASPPPAITSAGAGGWSARK
SDILIQVPNGAATGSDAAQAVK
SNAWQIKVNSISGTIDSWK
WFRISPIVEGKPEAFTEK

S8(Phospho)

S16(Phosphc
Y2(Phospho).

S10(Phosphc
S2(Phospho)

S10(Phosphc
S2(Phospho)
S1(Phospho):

S9(Phospho):
S15(Phosphc
S12(Phosphc
S9(Phospho)
S1(Phospho)
S8(Phospho)

T6(Phospho)
S3(Phospho)
T3(Phospho)

S14(Phosphc
S4(Phospho):
T11(Phospho
S19(Phosphc
T19(Phospho
S6(Phospho)
T10(Phospho
S1(Phospho)
S1(Phospho)
S5(Phospho)

0.988 Y(1): 0.0; S(3): 0.0; S(8): 98.8;

0.435 S(4): 0.0; S(5): 0.0; Y(6): 0.1; €
0.245 Y(2): 89.1; S(4): 75.5; S(17): 3!

0.25 S(6): 25.0; S(8): 25.0; S(10): 2!
0.997 S(2): 99.7; S(5): 0.1; S(6): 0.1;

0.25 S(6): 25.0; S(8): 25.0; S(10): 2¢
0.997 S(2): 99.7; S(5): 0.1; S(6): 0.1;
0.058 S(1): 98.0; T(7): 94.2; S(12): 7.

0.068 T(3): 6.3; S(9): 14.8; S(12): 89.
0.5 T(13): 50.0; S(15): 50.0
0.492 T(3): 0.0; S(9): 0.3; S(10): 1.4;
1 S(9): 100.0
0.684 S(1): 68.4; Y(6): 21.9; S(10): 1.
1 S(8): 100.0

0.42 T(4): 42.0; T(5): 16.0; T(6): 42.!
0.818 T(2): 17.7; S(3): 81.8; T(11): 0.
0.836 S(1): 16.4; T(3): 83.6; T(13): 0.

1 S(14): 100.0

1 S(4): 100.0; S(8): 100.0
0.005 S(1): 96.4; T(10): 13.7; T(11):

0.5 S(19): 50.0; S(20): 50.0

0.996 T(2): 0.0; T(4): 0.0; S(13): 0.1;
0.995 T(3): 0.4; S(6): 99.5; Y(17): 0.1
0.429 S(5): 0.5; T(10): 42.9; T(11): 4<
0.986 S(1): 98.6; T(13): 0.3; S(15): 1.
0.785 S(1): 78.5; S(10): 7.6; S(12): 4.
0.999 S(5): 99.9; T(16): 0.1

98

49
10

36
37

36
37

12
21
56
52
21
66

15
31
47

71
27

71
59
50
35
60
15
40

0.032
0.568

0.032
0.568

0.48
0.467
0.443
0.234
0.766

0.489
0.697
0.064

0.002

0.297
0.803

0.798
0.611

36

29
11

10
13

10
13
11

13
14
13
12
12
11

14
12
20

27
16
14
26
13
10
16
13
11
19



0s09t0413500-01

0s09t0485900-01

0s09t0491708-01

0s09t0502000-01

0s09t0551300-01

0s09t0565500-01

Low
Low

Low
Low

High
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low

Low
Low
Low
Low
Low

High
High
Middle
Low
Low
Low

Similar to 60S ribosomal protein L34.

Similar to 60S ribosomal protein L9

(Gibberellin-regulated protein GA).

Protein of unknown function DUF296

domain containing protein.

Similar to Ribosomal L32.

Similar to predicted protein.

Conserved hypothetical protein.

KEAAAAASTPTLTIR
KEAAAAAStPTTTIR

HRLGGLYLR
yPAHITLLR

MVPMSGTGPSsPPSR
DDLLANPNQSsSTGR
DNSsFKKPAQSSGNTIFIK
ERLVVVEFAASHSVNSSR
FEILSLsGSFLLSENGGHR
GDGALGAGSGAGGEGSsAAK
GRTVVIEQsFGAPK
MPTsGPDAmMQPALR
SSETSPAPAAAAAGSGR
tHPVVAYLRKPK
VANSSEGGPTRGsGGR

GtSKVYATIGLDK
tGSGKTTLLSTLFR

NtIDtARsssSTIGNGSGssK
NTQLLDISSLHVATLMVYNSINK
PATPTIGALLGLGtQmYySNALRK
VLWKHNVYGItPtIGSAHYLLK
yGPVISTIPQQLSRFQFNmMVSS

S8(Phospho)
S8(Phospho)

Y7(Phospho)
Y1(Phospho)

S11(Phosphc
S11(Phosphc
S4(Phospho)
S11(Phosphc
S7(Phospho)
S16(Phosphc
S9(Phospho)
S4(Phospho)
S15(Phosphc
T1(Phospho)'
S13(Phosphc

T2(Phospho)’
T1(Phospho):

T2(Phospho)
S9(Phospho)
T15(Phospho
T11(Phospho
Y1(Phospho):

HATPAPASAPAAAMADPASPATGELSP S26(Phosphc
HATPAPASAPAAAMADPASPATGELSPI S19(Phosphc

LAATLLSSPGANSsSPASAADAHQAVAR

AVLRMHsSGVWSGsPcVSAYLLSR
ELRGtGITANAVAPGSTGTPMmMYTGK
ELRGTGItANAVAPGSTGTPMmMYTGK

S7(Phospho):
S7(Phospho):
T5(Phospho)
T8(Phospho)

0.665 S(8): 81.9; T(9): 16.0; T(11): 11
0.005 S(8): 3.7; T(9): 16.8; T(11): 82.

1 Y(7): 100.0
0.998 Y(1): 99.8; T(6): 0.2

0.898 S(5): 0.0; T(7): 0.2; S(10): 10.1
0.859 S(10): 12.2; S(11): 85.9; T(12):
0.5 S(3): 50.0; S(4): 50.0; S(11): 0.
0.023 S(11): 80.0; S(13): 20.0; S(16):
0.529 S(5): 8.1; S(7): 52.9; S(9): 19.5
0.787 S(9): 21.3; S(16): 78.7
0.991 T(3): 0.9; S(9): 99.1
0.862 T(3): 13.8; S(4): 86.2
1 S(1): 0.0; S(2): 0.0; T(4): 0.0; €
1 T(1): 100.0; Y(7): 100.0
0.942 S(4): 0.8; S(5): 1.5; T(10): 3.4;

0.701 T(2): 83.9; S(3): 16.7; Y(6): 83.
0.326 T(1): 47.4; S(3): 47.4; T(6): 9.7

0.006 T(2): 82.0; T(5): 48.7; S(8): 92.
0.823 T(2): 0.2; S(8): 17.2; S(9): 82.3
0.826 T(3): 0.0; T(5): 0.0; T(15): 99.2
0.033 Y(8): 11.2; T(11): 22.8; T(13):
0.494 Y(1): 99.1; S(6): 50.1; T(7): 50.

1 T(3): 0.0; S(8): 0.0; S(19): 0.0;

0.5 T(3): 0.0; S(8): 0.0; S(19): 50.0
0.067 T(4): 10.4; S(7): 10.4; S(8): 8.9
0.053 S(7): 95.3; S(11): 5.3; S(13): 7.
0.845 T(5): 84.5; T(8): 15.5; S(16): 0.
0.746 T(5): 25.3; T(8): 74.6; S(16): 0.

53

32
43

108
65
64
26
18
28
46
51
51
58
24

45
25

58
69
10
45

92
81
28
19
79
37

0.588
0.757

0.439
0.325

0.268
0.803
0.463

0.09
0.358

0.704

0.792

0.766

0.755

0.024

10
10

13
13

47
14
15
13
10
10
14
12
11
10
11

19
17

13
10
16
12
11

53
49
10
11
11
11



0s09t0570850-00

0s10t0400200-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High Similar to Histone H2B.
Low
Low
Low

Middle Glutelin type Il precursor.
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

FKLQLQSLMELSSTEPHyIR S7(Phospho)
HssIGGGGGVETASTMGIGGGWQLAW S2(Phospho).

ICAVVEEADGRYIt{NSGmMLMQLK T14(Phospho
IEDAGGFVMWAGtWRVGGVLAVsSR  T13(Phospho
ITIQTGIGTCIAIAGVALYSYIKAK T3(Phospho):

MAsSSVAAAASTFLGTRLADPAPQsSGR  S3(Phospho):
RVGGVWLALGSsAIAGGGVGGssWPR S12(Phosphc

RVGVVLPLAVSDDGGtLtVYEHR T16(Phospho
sGQQLNFtlIGDRMDVR S1(Phospho)
tVNLINGEANLGSFFFTESSHGKR T1(Phospho)
VVIRPASSASGGGLAQYFLMtRR S10(Phosphc

TGAAADETPPVVPLQSQEQDPNEPK T19(Phospho
KPAATATAAAPSAMSKGFPSYISPAPR S15(Phosphc
NGSNMVTPLGSVPAVMAEtRGHGHGA T19(Phospho
QtEGNNYLLVIMKDQYANYVVQK T2(Phospho)

QALGDGDISPPR S9(Phospho)
AAGGHQLAKELSVTQLVAIGVGSTIGAG S12(Phosphc
AALALAPEAPYLAAGTMSGAVDMLFSA T4(Phospho)
AALtAMAGAAATLALSKAEQCGVSVR  T4(Phospho)

AsLGSFLAGR S2(Phospho)
ATGIIALSDSsLK S11(Phosphc
ATSSsSLTRR S5(Phospho)
CKLLTIPcMVDGLDDLMQyYTVGR Y19(Phosphc

CRPLSTAEISNGCcSSIVQIDPSHETELQF' S10(Phosphc
cSAVNPPSPPSSAAASMLATSLAGSLLF S2(Phospho):
EAVTLGVLMNtK T11(Phospho
EPALtVDGAVDAHAALCERFNSTVR T5(Phospho)
FLsVVAEMGLPGFGVKDLEEGsmSsIVE S3(Phospho):

FSVMAIVAHAVVASMLGP S14(Phosphc
FtAENGVIK T2(Phospho)
FtMVLVPTLNLDGTPDSAFFTQAGR  T2(Phospho)

GFGIKHQVDSHLFESDQGALmMAVLVGY S28(Phosphc
GGETIAAVINILSAAlyIsNAAPDLQsFsQ/ Y17(Phosphc
GMAAAQGSGVPAALALSSGHtMPsVGL T21(Phospho
GREAAASLAAAAAAAAAAAASSGDQQC S21(Phosphc
GTIGYAPPEYGAGNtVSTLGDIySYGILV T15(Phospho
GtQTLAMLK T2(Phospho)
HLGmMVADEDsPLSAPSVLTEVVVRSssF S10(Phosphc

HPQLFYEAKLYNALQGGSGIANVK Y11(Phosphc
IVAQPYIQEsK S10(Phosphc
KslIAHIVK S2(Phospho)

LLVFTTIVVPLVFVYTLGMYIStAISLFRLT Y15(Phosphc
LMtDVPFGVLLSGGLDSSLVASVVSR  T3(Phospho)!
LPAAALVLAR T5(Phospho)
LQVTRLIAAHIIEQAPGQSPAQAAMGVC T7(Phospho)

0.027 S(7): 90.2; T(11): 82.2; S(13): ¢
1 S(2): 100.0; S(3): 100.0; T(12):
0.668 Y(12): 23.8; T(14): 66.8; S(16):
1 T(13): 100.0; S(23): 100.0
0.103 T(2): 7.1; T(3): 31.0; T(5): 31.0
0.038 S(3): 4.1; S(4): 4.1; S(10): 4.0;
0.914 S(11): 8.6; S(12): 91.8; S(22): ¢
0.964 S(11): 3.6; T(16): 97.2; T(18): ¢
1 S(1): 100.0; T(8): 100.0
0.999 T(1): 99.9; T(5): 99.9; S(13): .
0.711 S(7): 22.0; S(8): 7.6; S(10): 71.

0.5 T(1): 0.0; T(8): 0.0; S(16): 50.0
0.06 T(5): 39.8; T(7): 20.8; S(12): 2(
0.04 S(3): 60.5; T(7): 27.2; S(11): 8.

0.298 T(2): 29.8; Y(7): 29.8; Y(16): 2¢

1 S(9): 100.0
0.504 S(12): 85.0; T(14): 15.1; S(23):
0.031 T(4): 88.2; Y(12): 16.1; T(17): ¢
0.722 T(4): 80.9; T(5): 80.9; T(13): 1€
0.842 S(2): 84.2; S(5): 15.8
0.759 T(2): 0.7; S(8): 5.1; S(10): 18.3
0.466 T(2): 0.0; S(3): 0.2; S(4): 6.6; S
0.494 T(5): 1.2; Y(19): 49.4; T(20): 4¢
0.22 S(5): 0.0; T(6): 0.1; S(10): 22.0
0.058 S(2): 80.6; S(8): 16.0; S(11): 8.
1 T(4): 0.0; T(11): 100.0
0.992 T(5): 99.2; S(22): 0.4; T(23): 0.
0.716 S(3): 100.0; S(22): 78.4; S(24):
1 S(2): 0.0; S(14): 100.0
1 T(2): 100.0
0.999 T(2): 99.9; T(8): 0.1; T(14): 0.0
0.497 S(10): 0.3; S(15): 0.4; Y(27): 4¢
0.092 T(4): 77.2; S(13): 54.8; Y(17): ¢
0.649 S(8): 0.6; S(17): 18.8; S(18): 1t
0.499 S(7): 0.3; S(21): 49.9; S(22): 4¢
0.019 T(2): 8.0; Y(5): 10.6; Y(10): 12.
0.976 T(2): 97.6; T(4): 2.4
0.027 S(10): 55.5; S(13): 60.4; S(16):
0.746 Y(6): 25.4; Y(11): 77.4; S(18): ¢
0.998 Y(6): 0.2; S(10): 99.8
1 S(2): 100.0
0.015 T(5): 29.2; T(6): 67.7; Y(15): 2¢
0.06 T(3): 98.1; S(12): 85.6; S(17): ¢
1 T(5): 100.0; T(6): 100.0
0.409 T(4): 44.8; T(7): 66.2; T(11): 6€

67
23
13
42
20
49
36
79
47
34

36
31
25
27
31
28
46
26
49
20
45
25
50
58
49
51
28

31
45

45

29
37
45
20
31
15
16

0.232

0.253

0.755

0.373

0.713

0.792

0.02
0.691

0.792

0.668

0.318

0.711

0.388

0.776

0.741

0.507

0.766

0.671
0.776

0.792
0.766
0.735

13
15
14
10
10
20
17
13
10
13
14

45
10
13
17

21
11
10
11
10
10
11
11
13
11
17
10
11
11
12
12
15
10
13
11
17
10
10
13
12
11
13
16
10
17



0s10t0411700-01

0s10t0411800-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low

Low
Low
Low
Low

Similar to S28 ribosomal protein
(Fragment).

Similar to 40S ribosomal protein S17-
3.

LtFSGsLKHR T2(Phospho):
LVAsSGVPR S4(Phospho)
MAAVWIAAAMAR T6(Phospho)

MAGsssLASPHSLLLPLLLLFLLVAAAIGS S4(Phospho):
mDmMLISAVASDLVSRFIsyLVHK S18(Phosphc
MEttGGGGSPKEAVVPSAASGDTILGR T3(Phospho)
mMLVDVVGFSTSLEFLQHHLSHccKEVyYL' S9(Phospho)

MPLDRtPLIPHQDAGASAQALFLR T6(Phospho):
NDtFVAALK T3(Phospho)
QAmMsQVLVEANGVtRILVLNRPK S4(Phospho)
QEmFLEDINLTASDGAGNStVLPIR T20(Phospho
RAVVtVR T5(Phospho)
RGLLsPR S5(Phospho)
RGLVSLR S5(Phospho)
RHGGSLLAAAAVAALPK S5(Phospho)
RIEAASIDDSPPPPSLPGGMGVSLLK  S10(Phosphc
SAMALLVAAAFPSR T5(Phospho)
SKNFAVSLAELISAAGKPNNSGEAsSR  S13(Phosphc
SLPASAACRPDVETYTLLLTSVVR S1(Phospho):
SLPASAACRPDVETYILLLTSVVR S1(Phospho)
SMTFARPAVRR T5(Phospho)
SSASAPAPAKGGNASGAAVTK S1(Phospho)
sVVSPSAAQVGGGSSAR S1(Phospho)

0.333 T(2): 66.7; S(4): 66.7; S(6): 66.

1 S(4): 100.0

1 T(6): 100.0

0.53 S(4): 85.6; S(5): 85.6; S(6): 85.

0.878 S(6): 0.1; S(10): 0.6; S(14): 11.
0.024 T(3): 52.4; T(4): 52.4; S(9): 93.
0.047 S(9): 39.0; T(10): 39.0; S(11): ¢

1 T(6): 100.0; S(17): 100.0

1 T(3): 100.0

1 S(4): 100.0; T(14): 100.0; T(16.
0.628 T(11): 6.0; S(13): 6.0; S(19): 2t

1 T(5): 100.0

1 S(5): 100.0

1 S(5): 100.0

1 S(5): 100.0; T(15): 100.0

0.06 S(6): 93.9; S(10): 26.3; S(15): °

0.482 S(1): 48.2; T(5): 48.2; S(13): 3.
0.828 S(1): 0.1; S(7): 0.2; S(13): 91.3
0.953 S(1): 96.5; S(5): 96.5; T(14): 3.
0.011 S(1): 93.6; S(5): 93.6; T(14): 3.
0.972 S(1): 0.4; T(3): 2.3; T(5): 97.2
0.475 S(1): 47.5; S(2): 47.5; S(4): 4.7
0.891 S(1): 89.1; S(4): 5.4; S(6): 5.4;

tAGSARESLGSMAGVVTLVTSILLLLSGS T1(Phospho)S4(Phospho)S Too many isoforms

TELSKSELIQK S6(Phospho)
TNQDVVVSEMGIAAGAALPGGPAGPAC S8(Phospho)
tPtVATTTPAAAAATIAAAAEVKPAKR  T1(Phospho)
TTLENMWLETLmMALIGEQFDESEEIcGV S22(Phosphc
VcQVVVAAVCcKFNVAPPDDmSLLYELPL S21(Phosphc
VPLPLLLMTNTADGVGGDtSGcDIFK  T19(Phospho

0.132 T(1): 13.2; S(4): 73.6; S(6): 13.
0.339 T(1): 33.9; S(8): 33.9; S(34): 1¢
0.007 T(1): 97.3; T(3): 97.3; T(6): 34.!
0.216 T(1): 7.2; T(2): 7.2; T(10): 6.0;
0.431 S(21): 43.1; Y(24): 19.0; S(31):
0.12 T(9): 38.0; T(11): 38.0; T(19): 1

VPPPsSEDSSPISGGEPVVSVSSPTEsGy S5(Phospho)S26(Phospho) Too many isoforms

VIWVVDPKGtPGDTTFTTIAAALEK T2(Phospho)’
VIWVVDPKGTPGDTTFTtAAALEK T2(Phospho)
VVEKPGIMSsTK S10(Phosphc
DKsTPVSASEmMK S3(Phospho)
SKSLESTESDGR S3(Phospho)
TIDSEKDGQFR S4(Phospho)
GASLSAQNASGWtPLMVAR T13(Phospho
GFFHcVVsGDGSLLVYR S8(Phospho)
IGEIVDQHSESYKQSR S9(Phospho):
IGTWGGNGGGRVDLSVLPR S15(Phosphc

0.98 T(2): 100.0; T(10): 98.0; T(14):
0.646 T(2): 100.0; T(10): 14.3; T(14):
0.333 S(9): 33.3; S(10): 33.3; T(11): ¢

0.394 S(3): 39.4; T(4): 39.4; S(7): 14.
0.067 S(1): 2.7; S(3): 6.7; S(6): 19.4;
0.715 T(1): 28.5; S(4): 71.5

0.548 S(3): 11.2; S(5): 11.2; S(10): 2:
0.821 S(8): 82.1; S(12): 17.8; Y(16): (
0.934 S(9): 96.7; S(11): 96.7; Y(12): ¢
0.848 T(3): 15.2; S(15): 84.8

19
10
60
14
49
26

53
39
25
16
34
26
18
24
29
24
40
49
12
51
31
40

66
55
15

11
12

12
43
45
17

0.804

0.568

0.49

0.531

0.456

0.49

0.785
0.665
0.073

0.26
0.055
0.753

0.35
0.477

0.744

0.092
0.628

0.46

0.796
0.711

0.783
0.76
0.803

11
14
10
10
11
18
11
12
10
11
10
11
11
13
15
11
11
11
17
14
12
11
21
12
10
11
10
10
11
10
13
13
13
13

12
14
10

11
12
10
12



0s10t0466300-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to Yarrowia lipolytica
chromosome C of strain CLIB99 of

Middle Yarrowia lipolytica.
Middle
Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

IPLAGGPQAGDsSGAmMPKDK S12(Phosphc
KFLHVGSEALLEQsmK S7(Phospho):
LLEWYWIVLSLTYmA Y5(Phospho)
LLsHGGLLR S3(Phospho)
mMsKSAGAAAGPTAAAAAAAVQK S2(Phospho)
RVLVtGGNGFIGSWIVR T5(Phospho):
tIANSSSGNLGLNHTVFGK T1(Phospho)
tLPLRLPR T1(Phospho)
VGQPELAGAGHQLGVsSGPR S16(Phosphc
WGMIHHTGLLMPPsSPR S14(Phosphc

DKPItAPssAmMLAISNSSNFVLsSDLEGHtF T5(Phospho):
SLSELFHSFMPCIASSASLLSSSSEHLIIE S1(Phospho):
WcGGAAsDDDTTAAPMPSLGSGSAAL(S7(Phospho).
AGALVETPSISALQRGHSAFILsHLstQsl S23(Phosphc
AGLIDEAMEMIsSSMPmMEADtyVWGGILA( S12(Phosphc
AKLMFLEAYEPGWASQQDLGWISSLN T14(Phospho
APTPPAAAAAPAAPPAPPsGLPSWPLL' S19(Phosphc
ASLNcIDDDESTGGLsSQVR S16(Phosphc
ASSIHLIEGKLYLLLLGTtALSLVttPLLFK S2(Phospho)
AtMLSELALAGNSIAGEVPQLGSLNKLEr T2(Phospho):
AycsFVVEHSLWVVMPFmMTEGscLHLmEk Y2(Phospho):
CAAAGEVVGsAAGVGRsAGMEVAIAtA£ S10(Phosphc
cGPFGLcDADAAALSFcGCcVDGFTAASP: T14(Phospho

0.969 S(12): 96.9; S(13): 3.1
1 S(7): 100.0; S(14): 100.0

0.837 Y(5): 83.7; S(10): 1.2; T(12): 7.
1 S(3): 100.0

0.688 S(2): 68.8; S(4): 15.6; T(12): 1t
1 T(5): 100.0; S(13): 100.0

0.43 T(1): 43.0; S(5): 20.2; S(6): 20.
1 T(1): 100.0
0.5 S(16): 50.0; S(17): 50.0
0.574 T(7): 21.3; S(14): 57.4; S(15):

0.228 T(5): 93.7; S(8): 93.7; S(9): 93.
0.022 S(1): 20.0; S(3): 20.0; S(8): 20.
0.013 S(7): 41.1; T(11): 41.1; T(12): ¢
0.194 T(7): 31.7; S(9): 31.7; S(11): 3:
1 S(12): 100.0; S(13): 100.0; T(2
0.526 Y(9): 15.2; T(14): 52.6; S(16): :
0.338 T(3): 16.2; S(19): 33.8; S(23): ¢
1 S(2): 0.0; S(11): 0.0; T(12): 0.0
0.073 S(2): 50.2; S(3): 50.2; Y(12): 2!
0.25 T(2): 75.0; S(5): 75.0; S(13): 7¢
0.2 Y(2): 80.0; S(4): 80.0; S(10): 8(

1 S(10): 100.0; S(17): 100.0; T(2
0.129 T(14): 45.6; S(15): 45.6; T(24):

cTSPmMAAtsAAEsAAccFcmAsssDcHER T8(Phospho)S9(Phospho)S Too many NL-allowing PTMs

DGPEGDDtHVSTRVMGTHGYAAPEYIn T8(Phospho)
DIIAtGGIDtNAVLFDRPSGQILCTLIGHSK T5(Phospho)’
DQIYDIFQLLPPKIQVGVFSATMPPEALE S20(Phosphc
DTVTIELAPALttAIDDVDGDQPPTTMAT/ T11(Phospho
DVISWtGLLNGYMEFGLVDmMAMDVFDRI S4(Phospho)
DVNtLANFVSEVSLTLHDNNTAYSLLISN T4(Phospho)'
EFsmNylmVGYtLDKDYRPYPsSDPPK  S3(Phospho)
EsNtNVHVESVFFSAVEQLTKMNPPPVF S2(Phospho)

0.125 T(8): 12.5; S(11): 12.5; T(12): 1
0.244 T(5): 88.6; T(10): 78.4; S(19): £
0.319 Y(4): 18.1; S(20): 31.9; T(22): *
0.008 T(2): 33.5; T(4): 33.5; T(11): 2¢

1 S(4): 100.0; T(6): 100.0; Y(12):
0.122 T(4): 53.8; S(10): 13.3; S(13): :
0.078 S(3): 82.8; Y(6): 82.8; Y(11): 5°
0.436 S(2): 79.8; T(4): 73.2; S(10): 7:

FGGVLPDSLSNLStsLQtLSLQYNTISGRI T14(Phospho)S15(Phosphc Too many isoforms

GAHDPALWLAAPFtFEELDSLVYLKAAL T14(Phospho
GAYNAFQILQKVFMGATVAFCAAGIPAI T8(Phospho)’
GNSRALALVSAIIDGTGSVGAALGPLLTG S3(Phospho)
GyVDPESFSAGHVSEAGDVYSFGVVLL Y2(Phospho).
IFNsyVNLLISALPGSMEDEANIDGLGNK S4(Phospho)
IPHTYVSSNCFAAYFCPNLSQLTSFLPPK S20(Phosphc
KDFEPDsGHWSLRPLWSQMIIDFPQDF S7(Phospho).

0.269 T(14): 26.9; S(20): 18.3; Y(23):
0.167 Y(3): 50.0; T(8): 50.0; T(17): 5
0.006 S(3): 38.1; T(8): 38.1; S(10): 6:
0.096 Y(2): 47.7; S(7): 34.9; S(9): 28.
0.498 S(4): 99.8; Y(5): 99.8; S(11): 5(
0.144 T(4): 14.4; Y(5): 14.4; S(7): 14.
0.394 S(7): 78.8; S(11): 60.6; S(17): ¢

a7
62
26
45
12
47
13
23

16

o O ©

0.806

0.617

0.752

0.333
0.776

0.691

0.015
0.024
0.021
0.629
0.749

0.55

0.336
0.673

0.541
0.803

0.516
0.405
0.254
0.745
0.054

0.804
0.203

0.713

12
10
11
19
15
10
11
10
10
11

13
13
11
11
11
10
11
14
23
11
11
11
12
11
10
10
10
10
11
15
10
11
10
10
12
11
10
10
11
13



0s10t0466700-01

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

Similar to 60S ribosomal protein L17.

LFKGtHCIMPLHSGMASLSSDSLVCAES' T5(Phospho)
LKKPALAYmmGWLGWVASDTTNVcWN S18(Phosphc
LtANSMYGcLGFsNSRFYAKPLAELITLQ T2(Phospho):
MMDPSsssAAVPAAAPAVGDGGGGGG S6(Phospho):
MTADTVTTTtAAVAEHPAISLSPSSPHP(I T10(Phospho
MTASANGDTDEtSGLTTPRSCcEVPLcSS T12(Phospho
NFADGLTTFKTATFAAQGDGFMAIGmMC T31(Phospho
NVQPYDVFLSEPHVSFtGIIGAVAsSGSFC Y5(Phospho)
NVSQLSEVFPDVDMVFGNGQKLSLSPE S23(Phosphc
QAGENSIDcSLVAPAALVLFMVmmytPs| Y25(Phosphc
QNVsQHyDLSNDFFSLFLDKSMTySsAIF S4(Phospho)
QPtmPLPtNcHcRSMPTPQsLPHPPVAR T3(Phospho)
QRssMALQDVEEEASANMFAATTDSEN S3(Phospho):
SENySSsVsDDEALNAMEELLPKASAVY Y4(Phospho):
SESTFVQQLARPLAEYMsLPASQyYSVLEL Y16(Phosphc
SLGELDLSsSNALtGGIPVELGGcsGLLKL S9(Phospho)
SNIMNYSSPSNFRSGsmK S16(Phosphc
ssISYFLVAMLLCNGFGFIVSAQVVGGGSE S1(Phospho):
tEMVAIAGILLLGVFVAVTGtYtsLLQIIAtF T1(Phospho)
tSGIHGGGPGGPLLSQITQtmMQIPLTYAE T1(Phospho)

0.089 T(5): 31.3; S(13): 17.9; S(17): :
0.242 Y(8): 24.2; S(18): 24.2; T(20): :

0.34 T(2): 91.0; S(5): 52.9; Y(7): 52.
0.011 S(5): 44.3; S(6): 44.3; S(7): 44.
0.232 T(2): 7.2; T(5): 7.2, T(7): 7.2, T
0.647 T(2): 0.3; S(4): 0.3; T(9): 0.9; T
0.722 T(7): 4.9; T(8): 4.9; T(11): 9.1;°
0.027 Y(5): 41.5; S(10): 41.5; S(15): «
0.659 S(3): 1.9; S(6): 1.9; S(23): 65.9
0.147 S(6): 59.5; S(10): 59.5; Y(25): t
0.005 S(4): 35.3; Y(7): 59.5; S(10): 6¢
0.178 T(3): 82.2; T(8): 82.2; S(14): 8-
0.057 S(3): 27.7; S(4): 27.7; S(15): 2
0.007 S(1): 41.9; Y(4): 41.9; S(5): 41.
0.028 S(1): 32.9; S(3): 32.9; T(4): 32.

0.03 S(1): 44.1; S(8): 44.1; S(9): 44.
0.989 S(1): 0.0; Y(6): 0.1; S(7): 0.1; <
0.017 S(1): 62.5; S(2): 62.5; S(4): 62.
0.023 T(1): 71.7; T(19): 82.9; T(21): 7
0.054 T(1): 27.9; S(2): 27.9; S(15): 2

TTyNSSQyYGILNQEGmMFLAsyFVsSDLFk Y3(Phospho)Y8(Phospho)S Too many isoforms

TYAFKMYDEMISSGFPCLTTYNALLNVI T16(Phospho
tyYIGAPSESVEQDVmMHSYSmMAFGGGC T1(Phospho)'
VKDcFDIDAAEtEGSAMSLLIPAMEEFyV T12(Phospho
VSStQLLYQSAPYQAAILFATGPFVDQLL T4(Phospho)'
VtVPFMVLHGTADRVtDPLASQDLYNEA T2(Phospho)’
VVNPPNNTSLtFLGmMVVVmMDDPLtERPL T11(Phospho
VVVSESGWPSAEGIGAsmMDNARAYNQ( S4(Phospho):
VyLMRVPDASSLGALPAASLVKPSLAE Y2(Phospho)

0.094 T(1): 13.1; Y(2): 13.1; Y(7): 9.4
0.067 T(1): 28.0; Y(2): 28.0; Y(3): 28.
0.1 T(12): 60.0; S(15): 60.0; S(18):
0.019 S(2): 35.6; S(3): 35.6; T(4): 35.
0.03 T(2): 54.5; T(11): 58.6; T(16): £
0.654 T(8): 21.2; S(9): 21.2; T(11): 7¢
0.139 S(4): 42.0; S(6): 42.0; S(10): 3
0.048 Y(2): 37.9; S(10): 37.9; S(11): <

WSRTQSTNISWLYRPLSsLtGLCPQVISR S2(Phospho)S18(Phospho) Too many isoforms

ysGGSLAAARILGSGTADIAINWSGGMH Y1(Phospho)

AGLLSAAERAGLSLSAVER S5(Phospho):
ASMSKSsLR S7(Phospho)
ASMSKsSLR S6(Phospho)
CAKmIPVmIWGtIIMR T12(Phospho
EIFLDLLsKLDENCNK S8(Phospho)
HKVMAFVGIFTGFGsVGR S15(Phosphc
HLASGAGtPR T8(Phospho)
LHtNAASPR T3(Phospho)
LItsSLPR T3(Phospho):
mILFLIIscsMSVRGK S8(Phospho):
PRPNEtPR T6(Phospho)
RADAAAAAAAMEPLVPGAtR T19(Phospho
RGAEPPsPR S7(Phospho)
VesGTQVQTLRFAFPAK S3(Phospho)

0.288 Y(1): 91.5; S(2): 91.5; S(5): 91.

0.229 S(5): 98.8; S(13): 77.1; S(15): :
0.872 S(2): 0.0; S(4): 1.7; S(6): 11.1;
0.487 S(2): 0.5; S(4): 2.0; S(6): 48.7;
1 T(12): 100.0
1 S(8): 100.0
0.5 T(11): 50.0; S(15): 50.0
0.5 S(4): 50.0; T(8): 50.0
0.999 T(3): 99.9; S(7): 0.1
0.985 T(3): 99.8; S(4): 98.7; S(5): 1.5
0.425 S(8): 57.5; S(10): 84.9; S(12): !
1 T(6): 100.0
1 T(19): 100.0
1 S(7): 100.0
0.446 S(3): 44.6; T(5): 44.6; T(9): 10.

37
21
33
13

17

P Wk >MAEFENDO

5

w

N~ O

P Woo Rk

18

N

24
45
28

49
10
26
42
55
17
40
30
a7
31

0.799
0.806
0.597
0.686
0.405

0.645
0.611
0.109
0.482
0.806
0.423
0.443
0.803
0.532
0.802
0.736

0.44
0.601
0.57
0.741

0.113
0.368

0.69
0.764
0.806
0.304
0.103
0.422

0.678
0.203

0.776

13
11
22
14
11
10
22
14
12
12
14
14
14
10
13
11
11
12
11
10
15
12
12
12
11
12
19
11
12
13
13

10
11
10
11
11
13
10
16
11
13
13
10
17
17



0s11t0137100-01

0s11t0168200-01

0s11t0174700-00

0s11t0303500-01

Low
Low
Low
Low
Low
Low

Low
Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low

Middle
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
High
Low
Low

Similar to predicted protein.

60S ribosomal protein L3.

0s11t0174700-00

Nucleotide-binding, alpha-beta plait
domain containing protein.

VGTAIQQDLPKVmMtmMR T14(Phospho
VyGDFLPR Y2(Phospho)
VYTRTGNR Y2(Phospho)
yPPKESADAAVLVAATLR Y1(Phospho):
ySPPPVVEVVAEK!tISR Y1(Phospho)
yVLDPGFR Y1(Phospho)

APGDADFEFsVGSHPMmAADQLISKGF S10(Phosphc
ASNNTINNtPSVGPKDWSGSFLWDSR  T9(Phospho)
LmMPPIKNSVLPSssGVWIHFWR S14(Phosphc
mLVYEymHNQSLDtFIFDEGKR Y6(Phospho)
TSSIDTINGSGGAGNNNFDSFSEAGWS S22(Phosphc

EHVTLGPKLSEtVK T12(Phospho
FLKSSAGGFLGDLVK S5(Phospho)
ISTYIRTPVSGALVSR Y4(Phospho).
MLLSYYHyHRR Y8(Phospho)
MVPTAISHKNTSAVSTR S15(Phosphc
sKINGLK S1(Phospho)
SYNLRSDSTILLR S1(Phospho)
VEPtVRDVLAFHR T4(Phospho)

WVmMDAMVDAtELWSLDAYTGHGLPR T10(Phospho
ATMAssGAAAAAMAVFLAMALVLsGTE/ S5(Phospho):
EmTGsGIFAAEGEVEEDESANASATPVI S5(Phospho):.
FIEmEHFLIPtVEPtQEPtQGRR T11(Phospho
ILFSGsIHYPRStPEMWDGLIEK S4(Phospho):
ISDFGDLASVAtFGFRGEALSSLCALGK T12(Phospho
LEPGVQLKDTMMmMGADyYyQtEAER Y17(Phosphc
MEVTEEGLINLtyLQCIIKETLR T9(Phospho)
MtVtQLAAAGAAGGASGGAAGAGGAP/ T2(Phospho)
PssAATASAAGQSMSVSNVVIPAGEDEI S2(Phospho):
QLTKWLYSDEQGSTVItVsGMGGLGK  Y7(Phospho)

tASLLPIMIttsSPSSQPVRLQQR T1(Phospho):
yLIGDKPLMDMVDPtLKSVPEEQVR Y1(Phospho)
yTTPVPPMPTMLASLMHAStSALVK Y1(Phospho):
ATNTGScAsFSDVDEDIPEK S9(Phospho)
ATNTGScASFsDVDEDIPEK S11(Phosphc
EPPAPAAASRQcDAcCGDDVR S9(Phospho)

ISLSNFAMDSINsSDLSKK S2(Phospho):

0.5 T(3): 50.0; T(14): 50.0
1 Y(2): 100.0
0.489 Y(2): 48.9; T(3): 48.9; T(5): 2.1
1 Y(1): 100.0; S(6): 100.0; T(16):
0.726 Y(1): 81.5; S(2): 22.8; T(14): 8¢
1 Y(1): 100.0

0.26 S(10): 26.0; S(13): 26.0; S(24):
0.459 S(2): 15.4; T(5): 15.4; T(9): 45.
0.697 S(9): 2.7; S(13): 29.2; S(14): 7¢
0.128 Y(4): 19.9; Y(6): 19.9; S(11): 7:
0.446 T(1): 1.0; S(2): 1.0; S(3): 1.0; T

0.403 T(4): 40.3; S(10): 19.5; T(12):
0.5 S(4): 50.0; S(5): 50.0
0.159 S(2): 17.4; T(3): 64.6; Y(4): 18.
0.668 S(4): 14.6; Y(5): 14.6; Y(6): 4.0
0.625 T(4): 0.1; S(7): 0.5; T(11): 4.6;
1 S(1): 100.0
0.5 S(1): 50.0; Y(2): 50.0; S(6): 0.0
1 T(4): 100.0

0.95 T(10): 99.7; S(14): 0.3; Y(18): ¢
0.365 T(2): 25.7; S(5): 86.3; S(6): 86.
0.447 T(3): 30.4; S(5): 65.6; S(19): 6f

1 T(11): 100.0; T(15): 100.0; T(1!
0.071 S(4): 28.4; S(6): 92.9; Y(9): 92.
0.441 S(2): 2.1; S(9): 49.4; T(12): 49.
0.813 T(10): 18.7; Y(17): 95.2; Y(18):
0.001 T(4): 99.9; T(9): 99.4; T(12): 5C
0.987 T(2): 99.4; T(4): 99.4; S(16): 1.
0.125 S(2): 51.1; S(3): 51.1; T(6): 51.

0.01 T(3): 56.1; Y(7): 33.8; S(8): 33.
0.043 T(1): 70.7; S(3): 70.7; T(10): 61
0.443 Y(1): 88.6; T(15): 55.7; S(18): ¢
0.013 Y(1): 50.4; T(2): 50.4; T(3): 50.

0.999 T(2): 0.0; T(4): 0.0; S(6): 0.0; S

0.888 T(2): 0.0; T(4): 0.0; S(6): 0.0; S
1 S(9): 100.0

0.904 S(2): 98.0; S(4): 5.5; S(10): 4.8

19
36
30
63
35
38

29
44

18

39
28
21
41
59
44
53

75
27
16
53
11
33
13
11
35
18
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133
99
19
32

0.398
0.773

0.766
0.249

0.515

0.596
0.799
0.615

0.013
0.617

0.105
0.643
0.731
0.106
0.612
0.805
0.572
0.803
0.483

0.483

10
13
14
13
15
10

14
10
14
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12
12
10
11
10
13
14
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12
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10
12
11
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19
11
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0s11t0482000-01

0s12t0165900-01

0s12t0166000-00

0s12t0167900-01

0s12t0170700-01

0s12t0256300-01

0s12t0288600-01

Low
Low
Low
Low

Low
Low
Low
Low
Low
Low
Low
Low
Low

High
Low
Low
Low
Low
Low
Low
Low

High

Low

Low

High

Low

High
High
Low
Low
Low

Similar to 40S ribosomal protein S5.

Hypothetical conserved gene.

Conserved hypothetical protein.

60S ribosomal protein L3.

Conserved hypothetical protein.

Similar to Schizosaccharomyces
pombe (Fragment).

Conserved hypothetical protein.

KMEtEDQSLVHDYNPEK T4(Phospho)
KMETEDQsLVHDYNPEK S8(Phospho)
mmTRASMGAMEGAAVDEVVR S6(Phospho)
MtsVVHDVSGNHGADERQK T2(Phospho):
ADVCFSLSTPtDLVIHRSQVPK S8(Phospho)
ANCNLASLGVQRSRPPTPQHGGAR  S13(Phosphc
IGADGYSRMLLFHGNVLQPNVAR S7(Phospho)
MARDVLAIPATSVASEAAFSTGER S12(Phosphc

SEGASSSSASSSAGAGGAHRSAPGASs, S26(Phosphc

VTYIAPPQPPSPVPEESEEGSPSR S21(Phosphc
WQAQDLAtIVPtLDPAGLDLLSK T8(Phospho)
YLSNHFYVGGSSYAGKVIPIIMK S3(Phospho)
YsVNGVSHVNPDTPLKVADyYK S2(Phospho)
VPFFADDEESPAtPK T13(Phospho
EVmMVGsKGVIK S6(Phospho)
IVGTsGGYRPR S5(Phospho)
LtGVPcKIFK T2(Phospho)
LVKSsKPEmMK S5(Phospho)
NRGVLLSEFK S7(Phospho)
tKLFPPANFK T1(Phospho)
tLISRNSIMK T1(Phospho)
VPFFADDEESPAtPK T13(Phospho
VEPtVRDVLAFHR T4(Phospho)
tsDLSSLSLVSK T1(Phospho):
KEPtPPLPPPPPLLPELIPGR T4(Phospho)
MPLIFALSSLIKGtPFTLSK S9(Phospho)
DVLPSPsSNQNNSSLPFVR S7(Phospho)
DVLPsPSSNQNNSSLPFVR S5(Phospho)
ARPAFVDAStGAALSFAGLR S9(Phospho)
EGcyLVSLmMAtDATLIK Y4(Phospho):
VVEtstSSSWFLASPFR T4(Phospho)!

0.995 T(4): 99.5; S(8): 0.5; Y(13): 10(
0.052 T(4): 94.8; S(8): 10.5; Y(13): 9:
0.948 T(3): 5.2; S(6): 94.8

0.825 T(2): 88.1; S(3): 94.4; S(9): 17.

0.098 S(6): 15.2; S(8): 38.8; T(9): 37.
0.066 S(7): 0.2; S(13): 6.6; T(17): 93.
0.839 Y(6): 16.1; S(7): 83.9
0.311 T(11): 64.5; S(12): 64.5; S(15):
0.963 S(1): 0.0; S(5): 0.0; S(6): 0.0; €
0.707 T(2): 0.0; Y(3): 0.0; S(11): 0.0;
1 T(8): 100.0; T(12): 100.0; S(22;
0.498 Y(1): 49.8; S(3): 49.8; Y(7): 0.2
0.023 Y(1): 12.4; S(2): 12.4; S(7): 29.

0.999 S(10): 0.1; T(13): 99.9

1 S(6): 100.0
0.18 T(4): 1.4; S(5): 18.0; Y(8): 80.6

1 T(2): 100.0

0.981 S(4): 1.9; S(5): 98.1
1 S(7): 100.0
1 T(1): 100.0

0.891 T(1): 89.1; S(4): 5.5; S(7): 5.5

1 S(10): 0.0; T(13): 100.0
1 T(4): 100.0
0.779 T(1): 85.3; S(2): 85.3; S(5): 12.
1 T(4): 100.0
0.64 S(8): 18.3; S(9): 81.5; T(14): 7¢

0.468 S(5): 46.8; S(7): 46.8; S(8): 6.5
0.999 S(5): 99.9; S(7): 0.0; S(8): 0.0;
0.998 S(9): 99.9; T(10): 99.8; S(15): (
0.031 Y(4): 25.6; S(7): 80.5; T(11): 9¢
0.075 T(4): 21.5; S(5): 58.4; T(6): 58.

77
23
37
18

40
63
19
37
70
58
53

109
53
26
93
61
48
53
26

101

53

29

125

41

92
102
44
2
23

0.792
0.62

0.467

0.803
0.132
0.657

0.735

0.395
0.802
0.584

0.673
0.509

0.322

0.125
0.765

10
15
11
13

10
11
14
11
12
17
13
12
16

47
10
12
19
18
11
13
12

35

12

11

41

11

23
48
11
14
15



0s12t0406200-01

0s12t0481100-01

0s12t0502200-01

0s12t0530000-01

0s12t0567700-01

0s12t0579000-01

Low

High
High
Low
Low

Low
Low

High
Low
Low
Low
Low
Low

High
High
Low
Low
Low
Low
Low
Low
Low
Low
Low

High
High
Low

Similar to 40S ribosomal protein S3a
(CYCO7 protein).

Similar to cDNA clone:J033010C22,
full insert sequence.

Similar to Low temperature-responsive
RNA-binding protein.

Similar to Histone H2A.

Similar to 60S ribosomal protein L2
(Fragment).

Leol-like protein family protein.

LLLPASGR

EMLEDESEDEEEAK
FDPDGsDDDGAAASAAAGR
RDVVTWNSMISGYSR
SLAASMANLNIEVMNR

RAHtADEAAAVLR
SIYAPLSPSLTAR

DKADIGSASQEF
ItTTSNGGSGSGSDK

LKVtYLK
SLLDHLEQtAAAASGGAAGLRK
SRSTTPASPAGR

tLLNPPPsSLR

ASGsPPVPVMHsSPPRPVTVK
DAAAAAAAPAPAPAAPAASSPRPR
AIDPVLSEFAIVPPDFmMSR
AtAAGAPPDAAAFNALLAALSR
GPPPPPGQARAAtAAGALGAELR
IGAGMILSVAAMAAAATVEGRR
LACRsIFGTSTGFTDmMLVK
MALAFAGKsVAVsAISMIVR
mMFIGHRSMVLSLAMSPDGR
TQAGETAAGKYPLNVtAEGSR
TRVSPASPASAR

DVFGEsDEDEPAPYR
VMQNDAAGMDsSEDEAYQQRPVASR
IMDPVKIFEGNsSNHSGsQVGNWR

S6(Phospho)

S7(Phospho)
S6(Phospho)
S11(Phosphc
S5(Phospho)

T4(Phospho)
S9(Phospho)

S9(Phospho)
T2(Phospho)
T4(Phospho)
T9(Phospho):
S1(Phospho):
T1(Phospho):

S4(Phospho).
S19(Phosphc
S7(Phospho)
T2(Phospho):
T13(Phospho
T6(Phospho)
S5(Phospho)
S9(Phospho):
S7(Phospho)
T16(Phospho
S10(Phosphc

S6(Phospho)
S11(Phosphc
S12(Phosphc

1 S(6): 100.0

1 S(7): 100.0
1 S(6): 100.0; S(14): 0.0
0.322 T(5): 1.7; S(8): 1.7; S(11): 32.2
0.5 S(1): 50.0; S(5): 50.0

1 T(4): 100.0
0.481 S(1): 1.8; Y(3): 1.8; S(7): 48.1;

0.989 S(7): 1.1; S(9): 98.9

0.902 T(2): 90.2; T(3): 6.8; S(4): 2.3;

0.991 T(4): 99.1; Y(5): 0.9

0.986 S(1): 1.4; T(9): 99.6; S(14): 99.

0.112 S(1): 25.3; S(3): 74.1; T(4): 74.
1 T(1): 100.0; S(8): 100.0

0.471 S(2): 52.4; S(4): 52.4; S(12): %
0.807 S(19): 80.7; S(20): 19.3
0.5 S(7): 50.0; S(18): 50.0
1 T(2): 100.0; S(21): 100.0
1 T(13): 100.0
0.671 T(6): 67.1; S(8): 29.9; T(17): 3.
0.42 S(5): 42.0; T(9): 14.5; S(10): 1¢
0.83 S(9): 99.2; S(13): 83.8; S(16):
0.486 S(7): 48.6; S(11): 48.6; S(15): :
0.134 T(1): 35.2; T(6): 35.2; Y(11): 1¢
0.767 T(1): 0.7; S(4): 4.9; S(7): 17.8;

1 S(6): 100.0; Y(14): 0.0
0.835 S(11): 83.5; Y(16): 16.5; S(23):
0.433 S(12): 86.7; S(15): 56.7; S(17):

18

102
131
26
29

38
40

94
29
60
36
27
53

33
48
21
13
34
14
24
58
43
14
26

94
64
34

0.21

0.313
0.575

0.714

0.002

0.77

0.455
0.714
0.803
0.612
0.711
0.776
0.562

11

58
57
17
12

13
13

29
11
10
13
10
17

13
13
11
10
13
11
14
10
10
15
13

32
38
11



Low LyNLDWHtsAAKNECTAAFGLK Y2(Phospho) 0.283 Y(2): 84.9; T(8): 71.7; S(9): 71. 9 0.752 16
Low mMDMGISSSTFASLISAAASVGMLTK ~ S12(Phosphc 0.024 S(6): 51.4; S(7): 51.4; S(8): 53. 5 17
Low RtPPAPTCSAPPASR T2(Phospho): 0.83 T(2): 100.0; T(7): 17.0; S(9): 97 53 15
Low SVLIFDLGGNTFDIsIIAIDNGVFK S15(Phosphc 0.874 S(1): 1.9; T(11): 10.7; S(15): 8 29 0.563 12
Low YWVTEMHVDGFRFDLASIMtR S17(Phosphc 0.013 Y(1): 49.7; T(4): 49.7; S(17): 5( 4 0.805 11




Supplemental Table 5. Nuclear phosphoproteins identified in rice embryos after 24 h of imbibition

No.  Protein ID? Description Score M.P  M.P.PS MW(kDa) Calc.pl  Function?
1 0s01t0104800-01 Sas10/Utp3 family protein. 67.77 1 1 73.2 5.49 not assigned
2 0s01t0128400-01 Protein of unknown function DUF2359, TMEMZ214 domain containing protein 107.61 1 1 63.3 8.75 not assigned
3 0s01t0191100-01 Similar to Acidic ribosomal protein P2a-4 (Fragment). 498.28 3 2 11.6 4.32  protein
4 0s01t0205500-01 Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2. 422.16 4 1 20.8 9.92 protein
5 0s01t0226400-01 ATPase, AAA-type, core domain containing protein. 35.1 1 1 934 8.18 protein
6 0s01t0243100-01 Similar to Kinesin 35.1 1 1 10 8.18 cell
7 0s01t0851700-01 Similar to Cytosolic starch phosphorylase (Fragment). 60.66 2 1 94.4 7.24  major CHO metabolism
8 0s01t0924900-01 GTP-binding signal recognition particle SRP54, G-domain containing protein. 224.43 3 3 56.2 6.47 not assigned
9 0s02t0161200-01 Zinc finger, CCCH-type domain containing protein. 31.04 1 2 49 9.11 RNA
10 0s02t0257200-01 Conserved hypothetical protein. 35.17 2 2 32.3 9.47 not assigned
11 0s02t0288200-01 Protein of unknown function DUF573 domain containing protein 70.56 3 1 61.5 6.07 notassigned
12 0s02t0519900-01 Similar to Elongation factor EF-2 (Fragment). 442.39 9 1 94 6.16 protein
13 0s02t0523500-02 Similar to RNA binding protein Rp120. 39.41 1 1 44.2 56 RNA
14 0s02t0549600-01 Similar to 40S ribosomal protein S10-1. 140.94 4 1 20.3 9.76  protein
15 0s02t0550700-01 Similar to Nucleolar autoantigen-like protein 21.92 1 1 43.2 6.14 RNA
16 0s02t0788400-01 Similar to Eukaryotic translation initiation factor 3 subunit-like protein. 69.71 2 1 32 8.5 protein
17 0s03t0219300-01 Similar to Tubulin alpha-2 chain (Alpha-2 tubulin). 89.41 2 1 50 525 cell
18 0s03t0249900-01 Conserved hypothetical protein 40.18 3 1 35.1 8.73 not assigned
19 0s03t0327600-01 Ricin B-related lectin domain containing protein. 245.88 8 1 38.8 6.8 not assigned
20 0Os03t0337800-01 Similar to 60S ribosomal protein L19 (Fragment). 85.36 3 1 24.1 11.39 protein
21 0s03t0350100-01 SAR DNA-binding protein-2. 387.34 9 3 61 8.82 RNA
22 0s03t0352450-00 Hypothetical conserved gene. 20.19 1 1 52.2 9.54 not assigned
23 0s03t0383800-02 Nucleotide-binding, alpha-beta plait domain containing protein. 39.86 4 3 78.1 4.7 RNA
24 0s03t0383800-03 Nucleotide-binding, alpha-beta plait domain containing protein. 26.64 3 3 31.6 9.03 RNA
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28

29
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31

32

33

34

35

36

37

38

39
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41

42

43

44

45

46

47

48

49

50

0s03t0392400-01

0s03t0403100-01

0Os03t0579300-00

0Os03t0596900-01

0Os03t0663800-01

0Os03t0718500-00

0s03t0726100-02

0Os03t0733400-01

0Os03t0787300-01

0s03t0839100-01

0s04t0103200-01

0s04t0162533-00

0s04t0419600-01

0s04t0421900-01

0s04t0446500-01

0s04t0486600-01

0s04t0486600-02

0s04t0501600-01

0s04t0501600-02

0s04t0543200-01

0s04t0635900-01

0s04t0671800-02

0s04t0679400-03

0s05t0295100-01

0s05t0302700-01

0s05t0350500-01

Heat shock protein DnaJ, N-terminal domain containing protein.

Similar to DNA-directed RNA polymerase subunit.

Similar to 60S ribosomal protein L19 (Fragment).

GTP-binding signal recognition particle SRP54, G-domain containing protein.
Globulin 1 (Fragment).

Homeodomain-related domain containing protein.

Similar to Alpha-tubulin.

Zinc finger, BED-type predicted domain containing protein.

Similar to DnaJ homolog.

Ubiquinone biosynthesis hydroxylase, UbiH/UbiF/VisC/COQ6 domain containing protein.

Proteasome component region PCI domain containing protein.
Unknown

Histone H3.

Similar to HO525E10.11 protein.

Similar to OSIGBa0140007.15 protein.

Similar to Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC 1.2.1.12).
Similar to Glyceralde-3-phosphate dehydrogenase.

AT hook, DNA-binding, conserved site domain containing protein.
Nucleotide-binding, alpha-beta plait domain containing protein.
Nucleotide-binding, alpha-beta plait domain containing protein.
DNA repair exonuclease family protein.

Similar to H0624F09.12 protein.

Similar to H0801D08.15 protein.

Hypothetical conserved gene

Similar to ATP/ADP carrier protein.

Peptidase M24, structural domain domain containing protein.

41.61

25.18

72.84

34.76

3212.39

28.58

68.47

42.31

61.19

0

24.63

24.63

24.69

40.98

68.29

41.55

41.55

81.77

95.68

47.92

32.8

32.79

54.83

35.72

174.63

42.4

130

24.1

77.8

28.4

24.3

41.5

80.9

46.7

55.6

46.3

10.3

30.5

122.7

39.3

36.7

25

92.5

67.9

86.6

79.1

45.4

10.7

42.9

41

43.2

6.9

8.62

11.31

5.14

10.04

7.93

5.19

5.33

6.19

.77

5.24

5.24

11.82

6.02

4.97

6.81

7.93

6.43

8.6

5.87

6.38

597

6.51

6.4

9.74

7.08

stress

RNA
protein

not assigned
development
RNA

cell

DNA

stress

misc

protein

not assigned
DNA

not assigned
protein
glycolysis
glycolysis
not assigned
not assigned
RNA

DNA

RNA
hormone metabolism
not assigned
transport

protein
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52

53
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55

56

57

58

59

60

61

62

63

64

65

66

67

68

69

70

71

72

73

74

75

76

0Os05t0367100-01

0Os05t0445500-01

0Os05t0445500-02

0Os05t0494800-01

0s05t0520100-00

0Os05t0524400-01

0Os05t0540800-01

0Os05t0576700-01

0s05t0592600-03

0s05t0596200-03

0s05t0597100-01

0s06t0115500-01

0Os06t0149400-01

0s06t0234100-01

0Os06t0698859-01

0Os06t0724600-02

0s07t0167200-01

0s07t0180900-01

0s07t0557500-01

0s07t0574800-01

0s07t0607800-01

0s08t0116500-01

0Os08t0117300-01

0s08t0127700-01

0s08t0130500-01

0s08t0137300-01

Ribosome biogenesis protein Nop16 domain containing protein.

Similar to Acidic ribosomal protein (Fragment).

Similar to 60S acidic ribosomal protein p2b (Fragment).
Hypothetical protein

Similar to MPPN domain containing protein.
Phosphofructokinase family protein.

Homeodomain-like containing protein.

Oleosin family protein.

Hypothetical conserved gene.

Similar to cDNA clone:001-104-D04, full insert sequence.

Similar to Nucleolar histone deacetylase HD2-p39.

Similar to 60S ribosomal protein L13 (BBC1 protein homolog).

Similar to Chitinase A.

Peptidase S1C, HrtA/DegP2/Q/S family protein.

Similar to C2H2 zinc-finger protein SERRATE (Fragment).
Sas10/Utp3 family protein.Similar to transformer-2 protein.
Similar to Zinc finger POZ domain protein (Fragment).
Similar to 60S ribosomal protein L4.

WRC domain containing protein.

Tubulin alpha-1 chain.

Similar to leucine-rich repeat family protein.

Similar to 60S acidic ribosomal protein P1 (L12).

Similar to 40S ribosomal protein S13.

Similar to Pre-mRNA-splicing factor SLU7.

60S acidic ribosomal protein PO.

Protein of unknown function DUF604 family protein

75.78

477.23

438.76

75.78

68.3

32.05

68.22

48.7

35.99

316.59

139.65

46.34

79.35

10

29.22

21.51

353.84

143.01

80.86

31.68

76.29

226.19

50.57

242.92

50.57

211

14.4

7.6

7.6

34.7

62.5

49.3

18.1

325

18.2

325

42.6

68

79.9

31.6

46.1

44.7

74.8

49.6

51.8

111

17.1

62

344

42

9.67

4.27

422

422

9.86

6.9

9.51

9.7

4.64

9.96

4.68

10.99

4.48

8.75

8.85

10.54

5.53

10.54

4.82

5.06

3.93

4.51

10.54

5.88

5.49

5.88

not assigned
protein
protein

not assigned
not assigned
glycolysis
RNA

lipid metabolism
protein

not assigned
RNA
protein
DNA
protein
RNA

RNA
protein
protein
protein

cell

not assigned
protein
protein
RNA
protein

not assigned
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99

100

101
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0Os08t0154600-01

0Os08t0178300-02

0s08t0191700-01

0s08t0328300-01

0Os08t0390000-01

0Os08t0428800-00

0s08t0512400-02

0s08t0528900-01

0Os08t0533700-01

0s09t0369500-01

0s09t0372400-02

0s09t0402100-01

0s09t0491708-01

0s09t0565500-01

0Os09t0570850-00

0s10t0466300-01

0s11t0174700-00

0s11t0247300-01

0s11t0303500-01

0s12t0165900-01

0s12t0166000-00

0s12t0256300-01

0s12t0288600-01

0s12t0481100-01

0s12t0530000-01

0s12t0579000-01

Similar to Topoisomerase .

Hypothetical conserved gene.

Similar to Lactoylglutathione lyase (EC 4.4.1.5)
ENT domain containing protein.

Moesin domain containing protein

Similar to High mobility group I/Y-2.

Similar to AT-hook protein 1.

Similar to Transcriptional activator FHAL.
Similar to cation cation antiporter.

Conserved hypothetical protein

Conserved hypothetical protein.

PF1 protein.

Protein of unknown function DUF296 domain containing protein.
Conserved hypothetical protein.

Similar to Histone H2B.

Similar to Yarrowia lipolytica chromosome C of strain CLIB99 of Yarrowia lipolytica.

Unknown

Alfa-tubulin.

Nucleotide-binding, alpha-beta plait domain containing protein.
Hypothetical conserved gene.

Conserved hypothetical protein.

Similar to Schizosaccharomyces pombe (Fragment).

Conserved hypothetical protein.

Similar to cDNA clone:J033010C22, full insert sequence.
Similar to Histone H2A.

Leol-like protein family protein.

44.57

36.42

50.57

34.69

10.69

70.46

153.37

36.21

10

36.21

30.39

40.3

46.37

67.47

45.18

29.8

10

84.67

33.59

68.04

34.9

40.76

59.79

111.67

531.28

47.08

102.6

50

32.8

50.3

50.3

18.7

35.2

38.1

26.4

41.4

47.3

21.7

35.5

70

16.8

57.8

37.9

49.7

77.6

98.7

75.2

90

62.3

89.5

14.3

75.9

9.54

9.82

9.82

7.66

7.66

10.46

10.07

7.69

5.83

5.83

461

9.95

10.14

7.46

9.55

6.39

6.07

4.96

9.76

8.31

9.64

7.8

7.09

5.43

10.2

4.69

DNA

not assigned
amino acid metabolism
not assigned
transport
DNA

RNA

RNA
transport
not assigned
not assigned
DNA

RNA

not assigned
DNA

RNA

not assigned
cell

RNA
protein
protein
protein

not assigned
DNA

DNA

RNA




3protein ID is according to The Rice Annotation Project Database, °M.P. means number of matched peptide, °M.P.P. means number of matched phosphopeptide, YFunction were obtained using MapMan bin codes. d protein,
protein synthesis/degradation/targeting/folding; RNA, RNA processing/regulation of transcription; DNA, DNA synthesis/repair; cell, cell organization/vesicle transport; major CHO metabolism, major carbohydrates

metabolism; misc, miscellaneous; not assigned, unknown.



Supplemental Table 6. Nuclear phosphoproteins identified in rice embryos during early stage of germination

No. Protein ID?® Description M.P.p.> Ratio_0 StdDev_0 PValue_0 Ratio_12 StdDev_12 PValue_12 Ratio_24 StdDev_24 PValue_24
1 0s01t0896700-00 Similar to 60S ribosomal protein L5. 0.229 14.267 0.509 0.0831 12.866 0.197 0.0000
2 0s01t0896800-01 Ribosomal protein L18/L5 domain containing protein. 0.229 14.267 0.509 0.0831 12.866 0.197 0.0000
3 0s08t0512400-01 Protein of unknown function DUF296 domain containing protein. 0.400 55.609 0.783 0.0965 6.752 0.329 0.0033
4 0s08t0512400-02 Similar to AT_hook protein 1. 0.289 28.402 0.549 0.0055 5.076 0.285 0.0004
5  0Os06t0234100-01 Peptidase S1C_ HrtA/DegP2/Q/S family protein. 0.493 36.110 1.133 0.1978 3.457 1.935 0.5419
6  Os08t0246001-01 Hypothetical gene. 0.570 1.534 0.582 0.1747 0.987 0.903 0.9751
7 0s01t0962600-01 Similar to 40S ribosomal protein S10_1. 1.740 6.837 1.761 0.2371 0.950 1.080 0.9312
8  0s02t0549600-01 Similar to 40S ribosomal protein S10_1. 1.740 6.837 1.761 0.2371 0.950 1.080 0.9312
9 0s07t0557500-01 WRC domain containing protein. 0.106 1.700 0.510 0.0017 0.600 0.143 0.0000
10  0s04t0501600-01 AT hook_ DNA_binding_ conserved site domain containing protein. 0.223 10.264 0.461 0.2846 0.470 0.229 0.0000
11 0s04t0501600-02 Similar to H0311C03.6 protein. 0.223 10.264 0.461 0.2846 0.470 0.229 0.0000
12 0s03t0327600-01 Ricin B_related lectin domain containing protein. 0.873 2.200 1.069 0.1284 0.433 0.753 0.2335
13 0s09t0565500-01 Conserved hypothetical protein. 0.614 1.781 0.777 0.7400 0.344 0.549 0.0830
14 0Os11t0303500-01 Nucleotide_binding_ alpha_beta plait domain containing protein. 0.551 3.197 0.844 0.5207 0.335 0.392 0.0881
15  0s02t0744650-00 Similar to CSLA1_cellulose synthase_like family A; mannan synthase. 0.281 2.301 0.493 0.3279 0.269 0.255 0.0015
16 0Os06t0724600-02 Similar to transformer_2 protein. 1.161 1.762 1.480 0.5008 0.257 0.730 0.1565
17 0s03t0403100-01 Similar to DNA_directed RNA polymerase subunit. 0.661 4.808 1.069 0.3346 0.241 0.340 0.0622
18 0s03t0733400-01 Zinc finger_ BED_type predicted domain containing protein. 0.185 1712 0.744 0.6220 0.198 0.187 0.0005
19 0s02t0161200-01 Zinc finger_ CCCH_type domain containing protein. 0.136 2.994 0.759 0.0000 0.191 0.467 0.0003
20  Os06t0532101-00 Hypothetical protein. 0.948 0.830 0.990 0.6698 0.159 1.110 0.0856
21 0s09t0491708-01 Protein of unknown function DUF296 domain containing protein. 0.686 0.469 1.784 0.3127 0.157 0.465 0.0506
22 0s07t0574800-01 Tubulin alpha_1 chain. 0.082 0.247 0.672 0.0000 0.137 1.051 0.0155
23 0s03t0350100-01 SAR DNA_binding protein_2. 0.083 0.031 0.371 0.0000 0.124 0.177 0.0000
24 0s01t0924900-02 Similar to BRI1_KD interacting protein 112 (Fragment). 0.058 0.663 0.285 0.0000 0.113 0.057 0.0000
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0s01t0924900-01

0s03t0383800-02

0s02t0204300-01

0s02t0759800-01

0s02t0759800-02

0s01t0959000-01

0s05t0295100-01

0s05t0295100-02

0s05t0524400-01

0s05t0105900-01

0s03t0350300-01

0s03t0249900-01

0s01t0125700-01

0s01t0744300-01

0s02t0709900-01

0s08t0117300-01

0s05t0445500-01

0s05t0445500-02

0s02t0288200-01

0s05t0596200-03

0s03t0596900-01

0s05t0367100-01

0s12t0165900-01

0s12t0166000-00

0s01t0191100-01

0s02t0529700-01

GTP_binding signal recognition particle SRP54_ G_domain containing protein.

Nucleotide_binding_ alpha_beta plait domain containing protein.

Similar to Fgenesh protein 41.

Similar to GAMYB_binding protein (Fragment).

Similar to pre_mRNA_splicing factor prp45.

Nucleotide_binding_ alpha_beta plait domain containing protein.

Hypothetical conserved gene.

Protein of unknown function DUF1253 family protein.

Phosphofructokinase family protein.

Nucleotide_binding_ alpha_beta plait domain containing protein.

Similar to SAR DNA_binding protein_like protein.

Conserved hypothetical protein.

Conserved hypothetical protein.

Similar to Casein kinase_like protein.

Conserved hypothetical protein.

Similar to 40S ribosomal protein S13.

Similar to Acidic ribosomal protein (Fragment).

Similar to 60S acidic ribosomal protein p2b (Fragment).

Protein of unknown function DUF573 domain containing protein.

Similar to cDNA clone:001_104_D04_ full insert sequence.

GTP_binding signal recognition particle SRP54_ G_domain containing protein.

Ribosome biogenesis protein Nop16 domain containing protein.

Hypothetical conserved gene.

Conserved hypothetical protein.

Similar to Acidic ribosomal protein P2a_4 (Fragment).

Similar to Acidic ribosomal protein P2a_4 (Fragment).

0.057

0.196

0.282

0.482

0.482

0.514

1.386

1.386

0.361

0.186

0.189

0.116

2.114

0.472

0.702

0.171

0.116

0.116

0.171

0.805

0.525

0.166

0.567

0.567

0.122

0.122

0.594

0.208

0.783

0.584

0.584

0.247

0.331

0.331

0.875

0.375

0.014

0.358

6.954

0.664

0.452

0.249

0.170

0.170

0.014

2.819

0.215

0.320

0.554

0.554

0.199

0.199

0.270

0.521

0.844

1.042

1.042

0.963

1.564

1.564

0.661

0.814

0.579

0.378

2.055

0.885

1.039

0.611

0.382

0.382

0.402

0.940

0.742

0.706

0.718

0.718

0.432

0.432

0.0000

0.0000

0.0007

0.1347

0.1347

0.0166

0.2314

0.2314

0.9939

0.0451

0.0000

0.0000

0.2743

0.5325

0.2040

0.1569

0.0000

0.0000

0.0000

0.4973

0.0295

0.0111

0.0856

0.0856

0.0003

0.0003

0.113

0.106

0.098

0.070

0.070

0.065

0.061

0.061

0.061

0.058

0.051

0.044

0.041

0.041

0.041

0.033

0.029

0.029

0.029

0.023

0.020

0.020

0.018

0.018

0.017

0.017

0.057

0.350

0.323

0.561

0.561

1.043

0.852

0.852

0.475

0.175

0.420

0.217

2.789

0.570

0.956

0.337

0.201

0.201

0.246

0.885

0.922

0.539

0.437

0.437

0.220

0.220

0.0000

0.0005

0.0008

0.0286

0.0286

0.0132

0.1435

0.1435

0.0024

0.0032

0.0001

0.0000

0.2565

0.0107

0.0386

0.0036

0.0000

0.0000

0.0000

0.0707

0.0121

0.0814

0.0212

0.0212

0.0000

0.0000



51

52

53

54

55

56

57

58

59

60

61

62

63

64

65

66

67

68

69

70

71

72

73

74

75

76

0s03t0811500-01

0s05t0597100-01

0s12t0288600-01

0s04t0446500-01

0s04t0446500-02

0s01t0505700-01

0s07t0203300-01

0s04t0306800-01

0s04t0306800-02

0s01t0128400-01

0s07t0603200-01

0s08t0130500-01

0s08t0130500-02

0Os11t0135400-00

0s12t0133050-00

0s08t0528900-01

0s12t0481100-01

0s03t0249900-02

0s08t0129200-02

0s09t0551300-01

0s09t0551300-02

0s01t0224500-01

0s01t0582400-01

0s08t0154600-01

0s08t0127700-01

0s04t0480400-01

Zinc finger_ HIT_type domain containing protein.

Similar to Nucleolar histone deacetylase HD2_p39.

Conserved hypothetical protein.

Similar to OSIGBa0140007.15 protein.

Similar to FK506_binding protein 2 precursor (EC 5.2.1.8)

Conserved hypothetical protein.

Nucleic acid_binding_ OB_fold domain containing protein.

RNA recognition motif_ RNP_1 domain containing protein.

Similar to OSIGBa0096F13.9 protein.

Protein of unknown function DUF2359_ TMEMZ214 domain containing protein.

'WDA40 repeat_like domain containing protein.

60S acidic ribosomal protein PO.

Similar to 60S acidic ribosomal protein p0.

60S acidic ribosomal protein PO.

Similar to 60S acidic ribosomal protein P0.

Similar to Transcriptional activator FHAL.

Similar to cDNA clone:J033010C22_ full insert sequence.

Hypothetical conserved gene.

Similar to Cold shock protein_1.

Similar to predicted protein.

Bacterial Fmu (Sun)/eukaryotic nucleolar NOL1/Nop2p domain containing protein.

Conserved hypothetical protein.

Similar to Multidomain cyclophilin type peptidyl_prolyl cis_trans isomerase.

Similar to Topoisomerase I.

Similar to Pre_mRNA_splicing factor SLU7.

Similar to OSIGBa0158F13.7 protein.

1811

0.182

0.170

0.072

0.072

1.693

1.085

1.334

1.334

0.125

0.347

0.270

0.270

0.270

0.270

0.838

0.358

0.504

0.668

0.424

0.424

1.011

0.121

0.256

0.174

0.131

0.770

0.051

0.046

0.071

0.071

0.189

0.158

0.087

0.087

0.289

0.154

0.307

0.307

0.307

0.307

0.214

0.101

0.846

0.041

0.048

0.048

0.371

0.098

0.064

0.092

0.005

1.796

0.317

0.875

0.354

0.354

1.838

1.474

1.957

1.957

0.914

0.606

0.657

0.657

0.657

0.657

1.505

0.823

0.778

1.755

0.610

0.610

1.057

0.423

1.404

0.648

0.738

0.7443

0.0000

0.1723

0.0000

0.0000

0.2356

0.1062

0.1376

0.1376

0.0241

0.0062

0.0023

0.0023

0.0023

0.0023

0.0626

0.0012

0.9613

0.0348

0.0745

0.0745

0.3761

0.0000

0.0022

0.0002

0.0023

0.016

0.015

0.014

0.014

0.014

0.014

0.014

0.012

0.012

0.010

0.010

0.009

0.009

0.009

0.009

0.009

0.008

0.007

0.007

0.006

0.006

0.005

0.004

0.003

0.003

0.003

2.005

0.205

0.711

0.108

0.108

1.160

1127

1.383

1.383

0.383

0.577

0.613

0.613

0.613

0.613

1.476

0.346

0.318

1.204

0.462

0.462

1.007

0.318

1.008

0.826

0.625

0.2004

0.0000

0.0003

0.0000

0.0000

0.1812

0.0877

0.1242

0.1242

0.0000

0.0028

0.0003

0.0003

0.0003

0.0003

0.0547

0.0014

0.0092

0.0356

0.2504

0.2504

0.1231

0.0000

0.0029

0.0257

0.3703



7

78

79

80

81

82

83

84

85

86

87

88

89

90

91

92

93

94

95

96

97

98

99

100

101

0s07t0636000-01

0s07t0633200-01

0s05t0560600-01

0s12t0579000-01

0s12t0527800-01

0s03t0352450-00

0s01t0104800-01

0s05t0490000-01

0s07t0644300-02

0s08t0116500-01

0s09t0103400-01

0s10t0559700-01

0s10t0559700-02

0s03t0219300-01

0s02t0523500-01

0s02t0523500-02

0s07t0408100-01

0s02t0591800-01

0s08t0467600-00

0s02t0771200-01

0s02t0728700-01

0s08t0192900-01

0s01t0109700-01

0s03t0343700-01

0s02t0301000-01

Similar to H/ACA ribonucleoprotein complex subunit 4 (EC 5.4.99._) 2

Similar to SC35_like splicing factor SCL30a_ 30a kD. 1
Homeodomain_like containing protein. 1
Leol_like protein family protein. 1
Zinc finger_ RING/FYVE/PHD_type domain containing protein. 3
Hypothetical conserved gene. 1
Sas10/Utp3 family protein. 3
KRR1 interacting protein 1 domain containing protein. 4
Similar to XPA_binding protein 2 (Adapter protein ATH_55). 1
Similar to 60S acidic ribosomal protein P1 (L12). 3
Conserved hypothetical protein. 2
Similar to Agenet domain containing protein_ expressed. 4
Similar to Agenet domain containing protein_ expressed. 4
Similar to Tubulin alpha_2 chain (Alpha_2 tubulin). 1
Similar to 110 kDa 4SNc_Tudor domain protein (Fragment). 1
Similar to RNA binding protein Rp120. 1
'WDA40 repeat_like domain containing protein. 1
Brix domain containing protein. 1
Hypothetical conserved gene. 2
Protein of unknown function DUF573 domain containing protein. 11
Ribosomal RNA_processint protein 7 domain containing protein. 4
Nucleotide_binding_ alpha_beta plait domain containing protein. 11
Similar to Paired amphipathic helix repeat_containing protein / transcription 1

regulator_related.

Brix domain containing protein. 1

Zinc finger_ RING/FYVE/PHD_type domain containing protein. 3

0.384

0.753

0.852

0.451

0.317

1.032

0.065

0.096

0.205

0.160

0.191

0.504

0.504

0.082

0.349

0.349

1.103

0.397

0.630

0.144

0.115

0.050

0.938

1.160

0.260

0.004

0.002

0.019

0.687

0.144

0.323

0.055

0.009

0.013

0.138

0.006

0.004

0.004

0.073

0.026

0.026

0.125

0.000

0.000

0.024

0.026

0.003

0.167

0.026

0.010

0.496

2.109

1.076

0.888

0.629

1.396

0.410

0.797

1.762

0.595

1.320

0.865

0.865

0.716

1.403

1.403

2.276

1.931

0.919

0.505

0.458

0.376

1.610

1.447

0.949

0.0022

0.0443

0.0618

0.6026

0.0004

0.1373

0.0000

0.0005

0.0026

0.0215

0.0004

0.0081

0.0081

0.0000

0.0032

0.0032

0.0962

0.0129

0.6979

0.0259

0.0000

0.1053

0.0755

0.1005

0.0005

0.002

0.002

0.002

0.002

0.002

0.002

0.001

0.001

0.001

0.001

0.001

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.760

0.530

1.262

1.034

0.668

1.383

0.336

0.517

1.098

0.639

1.320

1118

1118

1.784

1.952

1.952

2.284

1.931

0.912

0.327

0.552

0.314

1.000

1.000

0.577

0.0022

0.0443

0.0590

0.0085

0.0005

0.0787

0.0000

0.2361

0.0035

0.0037

0.0004

0.0080

0.0080

0.0070

0.0814

0.0814

0.0883

0.0129

0.2607

0.9972

0.5965

1.0000

1.0000

1.0000

1.0000



102

103

104

105

106

107

108

109

110

111

112

113

114

115

0s08t0532400-01

0s03t0726100-01

0s03t0726100-02

0Os11t0247300-01

0s05t0519500-02

0s03t0110400-01

0s06t0698859-01

0s06t0275900-01

0s06t0275900-02

0s02t0766700-01

0s06t0211200-01

0s09t0456200-01

0s02t0565000-01

0s03t0708900-01

Similar to AT.1.24_7 protein.

Similar to Tubulin alpha_1 chain (Alpha_1 tubulin).

Similar to Alpha_tubulin.

Alfa_tubulin.

WD40/YVTN repeat_like domain containing protein.

Similar to nuclear matrix protein_related.

Similar to C2H2 zinc_finger protein SERRATE (Fragment).

Forkhead_associated domain containing protein.

Similar to FHA domain protein.

Similar to Abscisic acid responsive elements_binding factor (ABA_responsive element

binding protein 2) (AREB2).

Similar to Abscisic acid responsive elements_binding factor (ABA_responsive element

binding protein 1) (AREBL1).

Similar to BZIP transcription factor ABIS.

Homeodomain_like containing protein.

Zinc finger_ RanBP2_type domain containing protein.

0.411

0.157

0.157

0.157

0.401

0.743

0.409

0.156

0.156

0.618

0.618

0.618

0.795

0.224

0.006

0.004

0.004

0.004

0.003

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

1.937

1.811

1.811

1.811

1.429

1.000

1.000

1.000

1.000

1.000

1.000

1.000

1.000

1.000

0.0137

0.0019

0.0019

0.0019

0.0058

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

0.000

1.000

1.000

1.000

1.000

1.000

1.000

1.000

1.000

1.000

1.000

1.000

1.000

1.000

1.000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

1.0000

aprotein ID is accordint to The Rice Annotation Project Database, "M.P.P. means number of matched phosphopeptide.



Supplemental Table 7. The probabilities of phosphorylation site assignment for nuclear phosphopeptides in rice embryos during early stage of

germination

No. Protein ID? Description Ratio_0 StdDev_0 PValue_0 Ratio_12 StdDev_12 PValue_12  Ratio_24 StdDev_24  PValue_24
1  0Os06t0234100-01 Peptidase S1C_ HrtA/DegP2/Q/S family protein. 1 0.492919 1 36.11041 1.13269 0.197771 3.457322 1.935045 0.541873
RTRPEPPSDATAAPHAPPSPPR+Phospho(19) 0.492919 1 36.11041 1.13269 0.197771 3.457322 1.935045 0.541873 0

2 0s08t0512400-02 Similar to AT_hook protein 1. 1 0.289151 1 28.40185 0.548853 0.005505 5.07571 0.284603 0.000426
AVPTATMTPNSPPSR+Phospho(11) 0.510058 1 69.61356 0.912254 0.095355 7.945661 0.496959 0.046109 0
AVPTATMTPNSPPSR+Phospho(14) 0.645682 1 16.27102 1.528893 0.205195 5.818563 0.439274 0.008022 0
DLFTMPKSPPAAAAAPPQSVR+Phospho(8) 1.054297 1 2.722583 0.861726 0.061028 0.188139 0.755025 0.11554 0
SPPAAAAAPPQSVR+Phospho(1) 0.455562 1 0.019962 1.706173 0.01626 0.005116 0.857448 0.017012 0

3 0s01t0896700-00 Similar to 60S ribosomal protein L5. 1 0.229473 1 14.26698 0.508612 0.083096 12.86558 0.196937 8.81E-06
LNALNSSATADDDDEEEDDE+Phospho(6) 0.631609 1 4.089508 1.341531 0.330018 0.014986 1.552409 0.03222 0
LNALNSSATADDDDEEEDDE+Phospho(7) 0.631609 1 4.089508 1.341531 0.330018 0.014986 1.552409 0.03222 0

4 0s01t0896800-01 Ribosomal protein L18/L5 domain containing protein. 1 0.229473 1 14.26698 0.508612 0.083096 12.86558 0.196937 8.81E-06
LNALNSSATADDDDEEEDDE+Phospho(6) 0.631609 1 4.089508 1.341531 0.330018 0.014986 1.552409 0.03222 0
LNALNSSATADDDDEEEDDE+Phospho(7) 0.631609 1 4.089508 1.341531 0.330018 0.014986 1.552409 0.03222 0

5  0s04t0501600-01 AT hook_ DNA_binding_ conserved site domain containing protein. 1 0.223193 1 10.26439 0.461481 0.284596 0.469936 0.228932 1.57E-05
ELSPETDDTDNKLPPETTNR+Phospho(3) 0.35113 1 27.06246 0.790591 0.222594 0.723455 0.315833 0.001829 0
QQEDTPPDEDTDEDLSLK+Phospho(11) 0.52999 1 1.010305 1.191305 0.986819 0.157869 0.617782 0.027195 0
QQEDTPPDEDTDEDLSLK+Phospho(16) 0.603739 1 1.048844 1.230099 0.940317 0.161453 0.600213 0.037693 0
QQEDTPPDEDTDEDLSLK+Phospho(5) 0.678131 1 0.133541 1.496464 0.034006 0.000946 1.231154 0.031546 0
QQEDTPPDEDTDEDLSLKDIVSPK+Phospho(11) 0.757519 1 2.67628 1.248213 0.337888 0.283854 0.816554 0.069964 0
QQEDTPPDEDTDEDLSLKDIVSPK+Phospho(5) 0.757519 1 2.67628 1.248213 0.337888 0.283854 0.816554 0.069964 0

6  0Os01t0125700-01 Conserved hypothetical protein. 1 2.114293 1 6.954111 2.05516 0.274331 0.041388 2.789197 0.256521
ENANLIDADDSDELR+Phospho(11) 2.114293 1 6.954111 2.05516 0.274331 0.041388 2.789197 0.256521 0

7  0s01t0962600-01 Similar to 40S ribosomal protein S10_1. 1 1.740245 1 6.837108 1.760834 0.237148 0.950299 1.080216 0.931224
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11

12

13

14

0s02t0549600-01

0s03t0403100-01

0s11t0303500-01

0s02t0161200-01

0Os05t0596200-03

0s02t0744650-00

0s03t0733400-01

TTAPAEFQPSFR+Phospho(10)

Similar to 40S ribosomal protein S10_1.

TTAPAEFQPSFR+Phospho(10)

Similar to DNA_directed RNA polymerase subunit.

TEEEEAPAAKDPNASLPSPTYR+Phospho(20)

TEEEEAPAAKDPNASLPSPTYR+Phospho(21)

Nucleotide_binding_ alpha_beta plait domain containing protein.

ATNTTSCASFSDVDEDIPEK+Carbamidomethyl(7)Phospho(11)

ATNTTSCASFSDVDEDIPEK+Carbamidomethyl(7)Phospho(9)

Zinc finger_ CCCH_type domain containing protein.

TANEETSSVNEDLNERSPNTAATK+Phospho(17)

TANEETSSVNEDLNERSPNTAATK+Phospho(20)

TANEETSSVNEDLNERSPNTAATK+Phospho(23)

TANEETSSVNEDLNERSPNTAATK+Phospho(7)Phospho(17)

TANEETSSVNEDLNERSPNTAATK+Phospho(7)Phospho(20)

TANEETSSVNEDLNERSPNTAATK+Phospho(8)Phospho(17)

Similar to cDNA clone:001_104_D04_ full insert sequence.

RVDYSDDDDDFIVK+Phospho(5)

VDYSDDDDDFIVK+Phospho(4)

Similar to CSLA1_cellulose synthase_like family A; mannan synthase.

WEFVNANDCLLTRMQEMSMDYHFK-+Carbamidomethyl(9)Phospho(18)Phospho(21

)Oxidation(17)

WEFVNANDCLLTRMQEMSMDYHFK-+Carbamidomethyl(9)Phospho(18)Phospho(21

)Oxidation(19)

Zinc finger_ BED_type predicted domain containing protein.

LALTPAVTTDNDTETTVERPSK+Phospho(9)

1.740245

1.740245

0.934826

0.934826

0.679352

0.941417

0.190805

0.292306

0.292306

0.963056

1.171098

0.963056

0.929071

1.613845

0.397671

0.397671

0.185177

1.740245

0.661022

0.550892

0.136386

0.805178

0.281196

0.185177

6.837108

6.837108

4.808104

4.808104

3.382344

2.748355

0.057058

0.114339

0.114339

0.119869

27.0688

0.119869

3.338694

1.667936

2.301067

2.301067

1.712272

1.760834

6.837108

1.760834

4.808104

1.511881

1.511881

3.19684

1.003902

1.560951

2.994013

1.320884

1.878204

1.878204

2.208672

2.31446

2.208672

2.818894

1.132506

1.685202

2.301067

0.697092

0.697092

1.712272

0.743561

0.237148

1.760834

0.237148

1.069062

0.31918

0.31918

0.844354

0.47558

0.419011

0.758803

0.000272

0.004435

0.004435

0.070055

0.436439

0.070055

0.939969

0.344575

0.537191

0.492918

0.314598

0.314598

0.743561

0.622031

0.950299

0.237148

0.950299

0.33456

0.241077

0.241077

0.520717

0.332211

0.34194

1.19E-06

0.00945

0.01561

0.01561

0.88345

0.497342

0.013027

0.0303

0.327885

0.269123

0.269123

0.622031

0.197736

1.080216

0.950299

1.080216

0.241077

0.481236

0.481236

0.335376

0.477005

0.686988

0.19075

1.167899

1.501655

1.501655

1.016983

0.022637

1.32842

1.18627

0.269123

0.361083

0.361083

0.197736

0.187141

0.931224

1.080216

0.931224

0.340285

0.106594

0.106594

0.391816

0.131

0.133274

0.466915

0.000379

0.006384

0.006384

0.789201

0.884824

0.076911

0.172832

0.255324

0.012179

0.012179

0.187141

0.000533

0.931224

0.062236

0.088131

0.000274

0.070724

0.001456

0.000533
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5

6

7

8

9

0s07t0557500-01

0s01t0924900-01

0s03t0249900-01

0s01t0191100-01

0s02t0529700-01

WRC domain containing protein.

ATDRTDSPPPLPDHLR+Phospho(7)

TDSPPPLPDHLR+Phospho(3)

ISPTSSEPAASLPSPVTTK+Phospho(14)

ISPTSSEPAASLPSPVTTK+Phospho(2)Phospho(18)

NVNASPASPPAATSDVTR+Phospho(8)

GTP_binding signal recognition particle SRP54_ G_domain containing protein.

TVSKPSQDTEEDDEPEVELESK-+Phospho(3)

TVSKPSQDTEEDDEPEVELESK+Phospho(6)

TVSKPSQDTEEDDEPEVELESK+Phospho(9)

HIIEEVINSMSDDEETEEDNAEDDKDK+Phospho(11)

HIIEEVINSMSDDEETEEDNAEDDKDK+Phospho(9)

Conserved hypothetical protein.

ASSDTDDDDDDFIVSK+Phospho(2)

ASSDTDDDDDDFIVSK+Phospho(3)

ASSDTDDDDDDFIVSK+Phospho(5)

DEDDSTDDDDDYHVPLSR+Phospho(5)

KDEDDSTDDDDDYHVPLSR+Phospho(6)

Similar to Acidic ribosomal protein P2a_4 (Fragment).

EESDDDMTFSLFD+Phospho(3)

EESDDDMTFSLFD+Phospho(3)Oxidation(7)

VEEKEESDDDMTFSLFD+Phospho(7)

VEEKEESDDDMTFSLFD+Phospho(7)Oxidation(11)

Similar to Acidic ribosomal protein P2a_4 (Fragment).

EESDDDMTFSLFD+Phospho(3)

EESDDDMTFSLFD+Phospho(3)Oxidation(7)

0.119516

0.31144

1.938805

0.466688

0.523982

0.301099

0.13769

0.161335

0.322995

0.625849

0.872542

0.872542

0.872542

0.233379

0.159128

0.598724

3.421376

0.172269

0.180876

0.598724

3.421376

0.106109

0.056828

0.115812

0.122044

0.122044

0.392933

0.128208

0.401178

0.302017

5.982289

0.790458

0.696215

0.703909

0.008501

0.008155

0.846254

0.846254

0.846254

0.010553

0.028341

0.122693

0.248292

0.443832

0.122693

1.700232

0.98669

1.110048

1.878821

1.135819

1.025669

0.594343

1.046596

0.529081

0.610986

0.927176

1.926344

0.358115

1.347583

1.347583

1.347583

0.779501

0.791111

0.198767

1.181066

0.552892

1.638431

0.198767

1.181066

0.509798

0.098267

0.001972

0.401845

0.029089

0.333186

0.27004

0.662285

0.683928

0.659881

0.000673

0.031423

0.377573

0.782454

0.782454

0.782454

0.000493

0.000102

0.431906

0.025803

5.55E-05

0.295141

0.431906

0.025803

0.001681

0.046302

0.005019

0.100246

0.004543

2.736856

9.69E-08

0.154277

0.129379

0.131457

9.38E-06

0.000127

2.43E-05

0.006801

0.006801

0.006801

0.00018

0.000162

0.000275

0.001166

0.015277

0.045165

0.000275

0.001166

0.600387

0.175649

0.543214

1.294921

0.677314

0.314692

0.112638

0.298661

0.14018

0.161014

2.044975

2.044975

0.044198

0.551419

0.551419

0.551419

1.97675

1.304352

0.017029

0.935146

0.247967

0.664823

0.017029

0.935146

0.143333

0.001208

0.008058

0.249084

0.017821

0.000101

0.056517

0.009166

4.54E-06

5.71E-05

0.543226

0.031132

0.216525

0.058709

0.058709

0.058709

0.246887

0.000211

0.219956

0.028661

2.61E-05

0.001585

0.219956

0.028661

9.99E-08

6.18E-12

7.41E-07

1.99E-06

1.99E-06
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0s05t0445500-01

0s01t0582400-01

0s04t0446500-01

0s01t0104800-01

0s05t0597100-01

0s03t0350100-01

VEEKEESDDDMTFSLFD+Phospho(7)

VEEKEESDDDMTFSLFD+Phospho(7)Oxidation(11)

Similar to Acidic ribosomal protein (Fragment).

EESDDDMTFSLFD+Phospho(3)

EESDDDMTFSLFD+Phospho(3)Oxidation(7)

VEEKEESDDDMTFSLFD+Phospho(7)

VEEKEESDDDMTFSLFD+Phospho(7)Oxidation(11)

Similar to Multidomain cyclophilin type peptidyl_prolyl cis_trans isomerase.

ELEHDSETDDYPDDENEEDFDNR+Phospho(6)

ELEHDSETDDYPDDENEEDFDNR+Phospho(8)

Similar to OSIGBa0140007.15 protein.

TPPAESLESEDEDTFPVSFSESK+Phospho(1)

TPPAESLESEDEDTFPVSFSESK+Phospho(6)

TPPAESLESEDEDTFPVSFSESK+Phospho(9)

Sas10/Utp3 family protein.

LSMQDFTLEDTESDEEDR+Phospho(13)

NAYYDATEQSTDDEDDYEEAR+Phospho(10)

NAYYDATEQSTDDEDDYEEARR+Phospho(10)

Similar to Nucleolar histone deacetylase HD2_p39.

VSQPAEEDEMDFDSEEVEDEEEEEK+Phospho(14)

VSQPAEEDEMDFDSEEVEDEEEEEK+Phospho(14)Oxidation(10)

VSQPAEEDEMDFDSEEVEDEEEEEKIIPAPR+Phospho(14)

SAR DNA_binding protein_2.

TYNPAADLVLTQSTEETPKKPETASK+Phospho(13)

TYNPAADLVLTQSTEETPKKPETASK+Phospho(14)

TYNPAADLVLTQSTEETPKKPETASK+Phospho(17)

0.172269

0.180876

0.598724

3.421376

0.172269

0.180876

0.199245

0.199245

0.132358

0.132358

0.116168

0.220518

0.169418

0.074625

0.305847

0.52605

0.374071

0.347028

0.347028

0.307016

0.115693

0.120695

0.072403

0.065237

0.182433

0.08287

0.248292

0.443832

0.122693

0.248292

0.443832

0.114166

0.114166

0.057272

0.057272

0.063712

0.037639

0.023952

0.106116

0.07767

0.061986

0.017061

0.002628

0.002628

0.007307

0.552892

1.638431

0.170423

1.181066

0.552892

1.638431

0.098031

0.662447

0.662447

0.070987

0.676799

0.676799

0.614835

0.054625

0.929485

0.601225

0.701886

0.050705

0.502737

0.683897

0.978306

0.031329

1.269109

1.269109

0.926114

5.55E-05

0.295141

0.382338

0.025803

5.55E-05

0.295141

0.423189

5.68E-06

5.68E-06

0.354175

2.23E-08

2.23E-08

3.33E-10

0.409828

1.66E-05

8.29E-06

9.01E-06

0.317211

0.001076

0.02169

0.004633

0.370994

0.009923

0.009923

0.003111

0.015277

0.045165

1.16E-05

0.001166

0.015277

0.045165

5.59E-11

0.001402

0.001402

9.9E-20

0.011433

0.011433

0.011994

7.73E-13

0.000675

0.000213

0.001629

2.88E-07

0.004745

0.034459

0.001173

9.1E-15

0.008789

0.008789

0.017054

0.247967

0.664823

0.028809

0.935146

0.247967

0.664823

0.003745

0.560303

0.560303

0.014075

0.198503

0.198503

0.174843

0.001174

0.645333

0.90433

0.437995

0.015257

0.32046

0.429897

0.578524

0.123938

1.129597

1.129597

0.635384

2.61E-05

0.001585

0.201281

0.028661

2.61E-05

0.001585

0.31795

0.000108

0.000108

0.1079

2.85E-06

2.85E-06

1.84E-07

0.3364

0.001322

0.000387

1.31E-05

0.205489

0.000267

0.018564

0.004537

0.176693

0.009929

0.009929

0.003163

1.08E-07

1.63E-08

7.77E-16

2.4E-09

8.44E-08

2.49E-14



26

27

28

0s02t0728700-01

0s02t0771200-01

0s02t0288200-01

Ribosomal RNA_processing protein 7 domain containing protein.

SSQTDSDDMLELLTSK+Phospho(1)

SSQTDSDDMLELLTSK+Phospho(2)

SSQTDSDDMLELLTSK+Phospho(4)

SSQTDSDDMLELLTSK+Phospho(6)

Protein of unknown function DUF573 domain containing protein.

TAESDSSTEEESEEEEEEDLVR+Phospho(12)

TAESDSSTEEESEEEEEEDLVR+Phospho(4)

TAESDSSTEEESEEEEEEDLVR+Phospho(4)Phospho(12)

TAESDSSTEEESEEEEEEDLVR+Phospho(4)Phospho(6)

TAESDSSTEEESEEEEEEDLVR+Phospho(4)Phospho(7)

TAESDSSTEEESEEEEEEDLVR+Phospho(6)

TAESDSSTEEESEEEEEEDLVR+Phospho(6)Phospho(12)

TAESDSSTEEESEEEEEEDLVR+Phospho(6)Phospho(7)

TAESDSSTEEESEEEEEEDLVR+Phospho(7)

RPTPPPPPPPVASSEETASTSDSDESEEEEEESPLAQPAPVVSNK+Phospho(19)

RPTPPPPPPPVASSEETASTSDSDESEEEEEESPLAQPAPVVSNK+Phospho(26)

Protein of unknown function DUF573 domain containing protein.

TAASSDEEEEEEEDSDTDTYAQTFQLR+Phospho(15)

TAASSDEEEEEEEDSDTDTYAQTFQLR+Phospho(17)

TAASSDEEEEEEEDSDTDTYAQTFQLR+Phospho(19)

TAASSDEEEEEEEDSDTDTYAQTFQLR+Phospho(20)

VTTTDEETEEVETDSSESEPEPEPVKK+Phospho(15)

VTTTDEETEEVETDSSESEPEPEPVKK+Phospho(15)Phospho(18)

VTTTDEETEEVETDSSESEPEPEPVKK+Phospho(16)

VTTTDEETEEVETDSSESEPEPEPVKK+Phospho(18)

11

13

0.250589

0.250589

0.250589

0.187442

1.133463

1.360431

1.351054

0.260977

0.260977

1.360431

1.351054

0.260977

1.360431

1.423021

1.423021

1.131334

0.802014

0.802014

1.137125

0.578023

0.782367

0.818713

0.578023

0.11453

0.143548

0.171018

0.028539

0.028539

0.028539

0.021066

0.036321

0.004091

0.090652

8.52E-05

8.52E-05

0.004091

0.090652

8.52E-05

0.004091

0.001092

0.001092

0.000396

0.001186

0.001186

0.001502

0.015773

0.052204

0.005978

0.015773

0.025599

1.019552

1.019552

1.019552

0.730877

0.023754

1.776717

1.330101

1.562207

1.993328

1.993328

1.330101

1.562207

1.993328

1.330101

2.443561

2.443561

0.013552

2.297718

1.229433

1.229433

1.455278

1.513757

2.106933

2.141407

1.513757

0.458442

0.004174

0.004174

0.004174

0.00031

0.504949

0.097664

0.188091

0.221474

0.266478

0.266478

0.188091

0.221474

0.266478

0.188091

0.135562

0.135562

0.401673

0.092217

0.049481

0.049481

0.093213

0.018792

0.046258

0.052064

0.018792

6.28E-08

0.000253

0.025929

0.00106

0.00106

1.19E-05

0.000286

4.55E-05

4.55E-05

0.000549

0.000196

8.9E-05

0.000549

2.2E-05

1.873262

3.8E-05

2.443561

2.443561

0.0288

2.297718

2.297718

2.297718

0.746063

1.300537

2.141407

0.746063

0.55174

0.039676

0.327298

0.135555

0.135555

0.245968

0.092199

0.311984

0.311984

0.018362

0.047427

0.051583

0.018362

0.59651

0.997177

2.6E-05



YNLAPEPSPSSK+Phospho(10) 1 0.757357 1 0.0611 1.828658 0.043929 0.051083 0.568878 0.049114

YNLAPEPSPSSK+Phospho(11) 1 0.757357 1 0.0611 1.828658 0.043929 0.051083 0.568878 0.049114
YNLAPEPSPSSK+Phospho(8) 1 0.757357 1 0.0611 1.828658 0.043929 0.051083 0.568878 0.049114
29  0s08t0192900-01 Nucleotide_binding_ alpha_beta plait domain containing protein. 11 1 0.050329 1 0.003076 0.375817 0.105307 5.64E-06 0.314173
TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(10) 1 0.588043 1 0.027208 2.026072 0.026617 0 0 1
TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(10)Phospho(12) 1 0.13766 1 0 0 1 0 0 1
TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(12) 1 0.588043 1 0.027208 2.026072 0.026617 0 0 1
TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(6)Phospho(10) 1 0.13766 1 0 0 1 0 0 1
TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(6)Phospho(12) 1 0.13766 1 0 0 1 0 0 1
TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(6)Phospho(8) 1 0.13766 1 0 0 1 0 0 1
TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(8) 1 0.588043 1 0.027208 2.026072 0.026617 0 0 1
TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(8)Phospho(10) 2 0.107427 1 0 0 1 0 0 1
TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(8)Phospho(10)Phospho(12) 1 2.057063 1 0.00101 2.760582 0.234537 0.000436 2.760582 0.234355
TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(8)Phospho(12) 2 0.107427 1 0 0 1 0 0 1

3protein ID is according to The Rice Annotation Project Database, °M.P.P. means number of matched phosphopeptide.



Supplemental Table 8.Comparison of the proteome data in this study with transcriptome data in Narsai et al. (2009) in rice embryo.

L WoLFPSORT

No. Protein ID? Mass(Da) ~ M.P.° Mol (%)° Description g NucPred®  Function’

1 0s01t0147900-01 27274 89 1.95 Triosephosphate isomerase, cytosolic (EC 5.3.1.1) cyto 0.03 PS

2 0s01t0905800-01 39141 236 1.36 Aldolase C-1. cyto 0.05 PS

3 0s05t0140800-01 39249 114 1.28 Similar to Dormancy related protein (Fragment). mito 0.3 misc

4 0s07t0638300-01 24198 99 1.26 Similar to 1-Cys peroxiredoxin. cyto /nucl 0.03 redox

5 0s02t0268100-01 57229 222 1.25 Similar to Glutelin (Fragment). vacu 0.39 development

6 0s04t0508300-01 11938 23 1.25 Glutaredoxin. chlo 0.03 redox

7 0s02t0121300-01 18634 80 1.22 Cyclophilin 2. cyto 0.01 cell

8 0s05t0445500-01 14419 23 1.2 Similar to Acidic ribosomal protein (Fragment). chlo 0 protein

9 0s01t0762500-00 56782 308 11 Glutelin subunit mRNA. chlo 0.44 development

10 0s10t0400200-01 56841 282 1.06 Glutelin type Il precursor. vacu 0.4 development

11 0s01t0675100-01 17337 21 1 Similar to peroxiredoxin. cyto 0.01 redox

12 0s01t0276300-01 24470 21 0.96 Similar to Group 3 late embryogenesis abundant protein (Fragment). mito 0.44 not assitned

13 0s03t0159600-01 27174 30 0.94 Similar to Rab28 protein. cyto 0.02 not assitned

14 0s10t0563700-01 16769 23 0.91 Similar to Nucleoside diphosphate kinase | (EC 2.7.4.6) cyto 0.02 E’ectfg’;'l?s%

15 0s06t0668200-01 42310 86 0.91 Similar to Phosphoglycerate kinase, cytosolic (EC 2.7.2.3). chlo 0.01 PS

16 0s07t0214300-01 18423 25 0.89 Seed allergenic protein RAG2 precursor. mito 0.04 stress

17 0s07t0219400-01 17062 23 0.88 Prolamin precursor. chlo 0.24 not assitned

18 0s06t0625500-01 23788 32 0.87 Similar to Thioredoxin peroxidase. chlo 0.05 redox

19 0s03t0327600-01 39254 85 0.85 Ricin B-related lectin domain containing protein. cyto/nucl 0.01 not assitned

20 0s03t0793700-01 52436 408 0.83 RmIC-like jelly roll fold domain containing protein. mito 0.38 development

21 0s08t0126300-01 36561 185 0.79 Similar to Glyceraldehyde-3-phosphate dehydrogenase (Fragment). cyto 0.01 tlycolysis

29 0502t0601300-01 36716 a1 0.79 flrzmllalrzt)o Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC eyto 0 tycolysis

24 0s01t0191100-01 11714 9 0.76 Similar to Acidic ribosomal protein P2a-4 (Fragment). chlo 0.01 protein

23 0s10t0167300-01 48226 85 0.76 Similar to Enolase 2 (EC 4.2.1.11) chlo 0.04 tlycolysis

25 0s02t0249800-01 56915 253 0.75 Glutelin precursor. chlo/nucl 0.41 development

26 0s10t0542100-01 9457 5 0.75 Plant EC metallothionein-like protein, family 15 protein. cyto 0.38 not assitned

27 0s03t0266300-01 17899 65 0.74 Class | low-molecular-weight heat shock protein 17.9. cyto 0.03 stress

28 0s02t0169300-01 42196 48 0.74 Similar to Phosphoglycerate kinase, cytosolic (EC 2.7.2.3). chlo 0.02 PS

29 0s09t0109600-01 7843 9 0.74 Conserved hypothetical protein. chlo 0.09 not assitned

30 0s02t0699600-01 17820 13 0.72 Similar to 60S ribosomal protein L12. cyto 0.03 protein

31 0s01t0705200-01 22119 22 0.72 Late embryogenesis abundant protein repeat containing protein. nucl 0.22 not assitned

32 0s03t0424500-01 16434 26 0.72 Similar to 40S ribosomal protein S19-3. cyto/nucl 0.18 protein

33 0s01t0686800-01 36665 46 0.7 Protein containing the WD-40 repeat, Innate immunuty cyto/nucl 0.01 development

34 0s03t0277300-01 71932 88 0.7 Heat shock protein 70. cyto 0.28 stress

35 0s03t0427300-01 56550 118 0.7 Glutelin type-A I11 precursor. chlo 0.37 development

36 0s02t0249600-01 56411 240 0.7 Similar to Glutelin. chlo/nucl 0.43 development

37 0s12t0569200-01 17071 40 0.7 Conserved hypothetical protein. extr 0.02 not assitned

38 0s05t0329100-01 16916 31 0.68 Prolamin. chlo 0.26 not assitned

39 0s08t0191700-01 32875 50 0.68 Similar to Lactoylglutathione lyase (EC 4.4.1.5) cyto 0.09 ;"glggoilcs'g]

40 0s01t0159600-01 10130 17 0.67 Small hydrophilic plant seed protein family protein. nucl 0.36 not assitned

41 0s11t0199200-01 57047 65 0.66 Similar to Protein disulfide isomerase (Fragment). E.R. 0 redox

42 0s10t0505900-01 45554 43 0.65 Conserved hypothetical protein. nucl 0.12 not assitned

43 0s01t0124401-01 29253 103 0.65 Similar to Bowman-Birk type bran trypsin inhibitor. extr 0.2 not assitned

44 0s05t0116100-01 23726 35 0.65 Dehydroascorbate reductase. chlo 0.3 redox

45 0s03t0336100-01 36974 149 0.64 11-S plant seed storage protein family protein. chlo 0.3 development
Biodetradatio

46 0s03t0277500-01 17773 16 0.63 Similar to Glyoxalase family protein, expressed. nucl 0.13 n of
Xenobiotics

47 0s02t0814700-01 16392 17 0.63 Similar to Ribosomal Pr 117 (Fragment). cyto 0.1 protein

48 0s05t0490100-01 12581 7 0.63 Similar to 60S ribosomal protein L30. nucl 0.04 protein

50 0s03t0577000-01 25590 30 0.62 Similar to Ribosomal protein S3 (Fragment). cyto 0.21 protein
mitochondrial

49 0s05t0553000-02 59012 71 0.62 ATP synthase beta chain, mitochondrial precursor (EC 3.6.3.14). mito 0.06 electron
transport

51 0s05t0468800-01 18234 19 0.61 Phosphatidylethanolamine-binding protein PEBP domain containing protein. cyto 0.02 not assitned

52 0s11t0210300-01 41699 133 0.6 Alcohol dehydrogenase 1. cyto 0 misc

53 0s06t0341300-01 27905 30 0.59 Seed maturation protein domain containing protein. cyto 0.12 development

54 0s10t0478200-01 35888 29 0.59 Cytoplasmic malate dehydrogenase. cyto 0.08 TCA

55 0s02t0549600-01 20307 36 0.59 Similar to 40S ribosomal protein S10-1. nucl 0.19 protein

56 0s01t0749000-01 28266 18 0.58 Protein of unknown function DUF1264 family protein. cyto 0.1 not assitned

57 0s05t0542500-02 20502 28 0.58 LEA-like protein. nucl 0.2 not assitned

58 0s08t0129200-02 19024 20 0.57 Similar to Cold shock protein-1. mito /nucl 0.08 stress

59 0s03t0248600-01 48285 71 0.56 Similar to Enolase 2 (EC 4.2.1.11) chlo 0.04 tlycolysis

60 0s02t0250600-01 47344 46 0.55 Late embryogenesis abundant protein repeat containing protein. nucl 0.23 not assitned

61 0s01t0835900-00 11402 17 0.55 Similar to Histone H4. nucl 0.32 DNA

62 0s03t0712700-01 63138 41 0.54 Similar to Phosphoglucomutase, cytoplasmic 2 (EC 5.4.2.2) cyto 0.03 not assitned

63 0s03t0200500-01 29880 28 0.53 40S ribosomal protein S3a (CYCO7 protein). cyto/nucl 0.4 protein

64 0s02t0162500-01 16410 11 0.53 Similar to 40S ribosomal protein S14. cyto/nucl 0.3 protein

65 0s040486600-01. 36921 170 053 fl;lllalrzt)o Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC eyto 0.01 tycolysis

66 0s11t0115400-00 11766 26 0.52 Lipid transfer protein LPT IV. extr 0.05 not assitned

67 0s01t0136100-01 16929 61 0.52 16.9 kDa class | heat shock protein 1. cyto 0.07 stress

68 0s01t0136200-01 16947 59 0.52 16.9 kDa class | heat shock protein 1. cyto 0.07 stress

69 0s07t0150200-01 15132 8 0.51 Similar to 40S ribosomal protein S12-1. cyto 0.01 protein

70 0s07t0229900-01 15112 10 0.51 Ribosomal protein S12e domain containing protein. chlo 0.02 protein

71 0s09t0553200-01 51821 38 0.51 Similar to UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9) cyto 0 not assitned

72 0s04t0546500-01 15190 18 0.51 Similar to Oleosin. nucl 0.01 lipid .
metabolism

73 0s05t0574400-01 35642 40 0.48 Similar to Malate dehydrogenase. mito 0.12 TCA

74 0s08t0104400-01 10597 4 0.47 Conserved hypothetical protein. chlo 0.07 not assitned

75 0s05t0499100-01 21497 30 0.47 26 kDa globulin (Alpha-globulin). extr 0.45 not assitned



76
7
78
79
80
81
82
83
84
85
86
88
87
89
90
91
92

93

94
95

96

97
98

99

100
101
102
104
103
105
106
107
108
109
110
111
112
113
114
116
115
117

118

119
120
121
122

123

124
125
126
127
128
129
130
131
132
133
134
135
136
137
138
140
139
141
142
143
144
145
146
147
148
149
150
151
152
153
154
155
156

0s01t0728700-01
0s01t0840100-01
0s03t0360700-01
0s01t0348900-01
0s03t0177400-01
0s05t0323900-01
0s03t0663800-01
0s12t0626500-00
0s03t0343500-01
0s01t0328400-01
0s07t0215500-01
0s01t0231700-01
0s12t0569300-01
0s02t0591700-01
0s02t0115900-01
0s02t0453600-01
0s03t0245800-02

0s03t0305600-01

0s08t0559200-01
0s01t0649100-01

0s01t0210500-01

0s07t0216700-01
0s01t0276000-01

0s12t0464400-01

0s02t0249000-01
0s08t0116500-01
0s11t0453900-01
0s07t0213800-01
0s08t0117200-00
0s01t0124200-02
0Os04t0173800-01
0s03t0723400-01
0s03t0821100-01
0s03t0820500-01
0s07t0180900-01
0s07t0516200-01
0s03t0197300-01
0s04t0510900-01
0s02t0804100-01
0s01t0938900-01
0s06t0152100-01
0s02t0478700-01

0s03t0659300-01

0s03t0699000-01
0s03t0807800-01
0s01t0916600-01
0s03t0168100-01

0s01t0760600-01

0s08t0130500-01
0s03t0780600-01
0s01t0866600-01
0s12t0632000-01
0s06t0221300-01
0s07t0246200-01
0s10t0411700-01
0s07t0219250-00
0Os03t0750000-01
0s09t0568900-01
0s04t0445100-01
0s03t0341100-01
0s01t0654400-01
0s02t0478600-01
0s01t0205500-01
0s02t0530600-01
0s03t0819600-01
0s03t0758800-01
0s08t0327700-01
0s01t0303300-01
0s02t0519900-01
0s01t0184100-01
0s03t0182600-03
0s05t0519700-01
0s03t0130300-01
0s03t0154700-01
0Os05t0569500-01
0s11t0247300-01
0s02t0242600-01
0Os06t0701100-02
0s03t0756000-01
0s07t0662500-01
0s02t0753300-01

27724
71306
15005
15163
49604
24982
28776
21879
14520
17885
17838
11926
23985
24243
73573
28808
26705

18416

12061
35667

23753

17036
12584

39255

55226
11133
15543
17829
17874
29198
24718
18044
71666
16280
44825
18863
71138
35414
6927

22079
14352
9864

15165

17211
30185
15537
41835

50074

34470
50417
7831
16130
18450
48450
8184
16984
8481
8449
23271
21118
8528
14866
20978
93542
23992
17762
15154
17908
94987
18133
12620
101062
9207
22716
29290
50390
57190
47343
23829
23842
20315

27
65

62
13
105
27

26
12
11
31
16
54
39
20

10

12
26

17

13
10

32
43

10

30

23

62

37

142
43

13

30

37
22

20
42

19

16

14

10
10

30

15

48
21
10
30

16
20
19
66
15

11

0.45
0.45
0.44
0.44
0.44
0.43
0.43
0.41
0.4
0.4
0.4
0.4
0.4
0.4
0.39
0.39
0.39

0.39

0.39
0.38

0.37

0.37
0.37

0.36

0.35
0.35
0.35
0.35
0.35
0.34
0.34
0.34
0.33
0.33
0.32
0.32
0.32
0.32
0.31
0.31
0.31
0.31

0.31

0.3
0.3
0.3
0.28

0.28

0.28
0.28
0.26
0.26
0.26
0.25
0.25
0.25
0.24
0.24
0.24
0.24
0.24
0.24
0.23
0.23
0.23
0.23
0.23
0.23
0.23
0.23
0.22
0.22
0.22
0.21
0.21
0.2

0.2

0.2

0.2

0.2

0.2

Protein of unknown function DUF1264 family protein.
Heat shock protein Hsp70 family protein.

Similar to Protein-methionine-S-oxide reductase, PilB family.
SalT gene product (Salt-induced protein).

EF-1 alpha.

Manganese-superoxide dismutase precursor (EC 1.15.1.1).
Globulin 1 (Fragment).

Similar to late embryogenesis abundant protein D-34.
Similar to 60S ribosomal protein L22-2.

Ubiquitin.

Allergenic protein.

Similar to 60S acidic ribosomal protein P2-B (CaRP2B).

Thaumatin, pathogenesis-related family protein.
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Endosperm lumenal binding protein.

Similar to Glutelin.

Similar to Heat shock protein 26.

Mitochondrial import inner membrane translocase, subunit Tim17/22 family
protein.

Similar to Ribosomal protein S25 (40S ribosomal 25S subunit).

Malate dehydrogenase.

Similar to SOUL-like protein.

Bifunctional trypsin/alpha-amylase inhibitor domain containing protein.
Similar to 60S ribosomal protein L30.

Similar to Oxidoreductase, short chain dehydrogenase/reductase family
protein, expressed.

Glutelin, Seed strage protein

Similar to 60S acidic ribosomal protein P1 (L12).

Dehydrin RAB 16D.

Similar to Allergenic protein.

Similar to 40S ribosomal protein S13 (Fragment).

Similar to Bowman Birk trypsin inhibitor.

Lectin precursor (Agglutinin).

Similar to UFG2.

Similar to Non-cell-autonomous heat shock cognate protein 70.
Similar to WCOR719.

Similar to 60S ribosomal protein L4.

Similar to Endoribonuclease, L-PSP family.

Similar to Cupin family protein, expressed.

Similar to Embryo-specific protein 1 (ATS1).

Similar to predicted protein.
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Similar to Profilin-2.

Ribosomal protein S27.

Glyoxalase/bleomycin resistance protein/dioxygenase domain containing
protein.

Oleosin 18 kDa (OSE721).

Similar to 40S ribosomal protein S2 (Fragment).

RNA recognition motif, glycine rich protein domain containing protein.
Late embryogenesis abundant protein repeat containing protein.

Aspartate aminotransferase, cytoplasmic (EC 2.6.1.1)

60S acidic ribosomal protein PO.

Tubulin beta-1 chain (Beta-1 tubulin).

Similar to bolA-like protein.

Similar to Glycine-rich RNA-binding protein 1 (Fragment).
Similar to Dehydration stress-induced protein.

Similar to Calreticulin (Fragment).

Similar to S28 ribosomal protein (Fragment).

Similar to cDNA, clone: J090058L24, full insert sequence.
Similar to ethylene-responsive protein.

Similar to predicted protein.

Similar to 22.7 kDa class IV heat shock protein precursor.
Similar to 60S ribosomal protein L18.

Similar to Salt tolerant correlative protein.

Similar to 40S ribosomal protein S15A.

Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2.
Poly(ADP-ribose) polymerase, regulatory region domain containing protein.
Chalcone isomerase (EC 5.5.1.6).

Similar to Eukaryotic translation initiation factor 5A-2
Late embryogenesis abundant (LEA) group 1 family protein.
Similar to Stress-inducible membrane pore protein.
Similar to Elongation factor EF-2 (Fragment).

Similar to 17.5 kDa class Il heat shock protein.

Similar to 40S ribosomal protein SA.

Heat shock protein 101.

Similar to Cp-thionin.

Similar to 40S ribosomal protein S9.

Similar to Embryo-specific protein.

Alfa-tubulin.

Similar to Glutelin.

Eukaryotic initiation factor 4A (elF4A) (elF-4A).

Similar to 60S ribosomal protein L13a-4.

Similar to Elongation factor 1-beta’ (EF-1-beta’).
Lipoxygenase, LH2 domain containing protein.

chlo
cyto
chlo
cyto
cyto
mito
vacu
cyto
cyto
nucl
extr

nucl
chlo
nucl
E.R.
chlo
chlo

chlo

nucl
mito

chlo

chlo
cyto
chlo

E.R.
chlo /nucl
nucl
chlo
nucl
extr
chlo
chlo
cyto
chlo
cyto /nucl
chlo
chlo/nucl
chlo
nucl
nucl
cyto

nucl
cyto

plas
cyto
mito
extr

chlo

cyto
chlo
cyto
nucl
extr
vacu
cyto
nucl
cyto
nucl
extr
nucl
mito
cyto/nucl
cyto
cyto/nucl
cyto
cysk
nucl
mito
cyto/nucl
cyto/nucl
cyto
cyto
extr
nucl
cyto
cyto /nucl
vacu
cyto
chlo
cyto /nucl
chlo

0.07
0.19

0.01
0.06
0.03
0.63
0.08
0.06
0.51
0.03
0.01
0.02
0.04
0.09
0.48
0.2

0.21

0.52
0.18

0.03

0.02
0.08

0.1
0.37

0.34
0.03
0.41
0.21
0.22
0.38
0.25
0.01
0.41
0.01
0.75
0.05
0.38
0.31
0.01
0.27

0.03

0.2

0.04
0.01
0.23

0.16

0.07
0.16
0.05
0.17
0.02
0.08
0.1

0.22
0.02
0.04
0.12
0.27
0.15
0.09
0.28
0.21
0.54
0.01
0.2

0.3

0.16
0.05
0.2

0.42
0.07
0.37
0.11
0.13
0.39
0.37
0.51
0.1

0.01

not assitned
stress

RNA

misc

protein
redox
development
not assitned
protein
protein
stress
protein

not assitned
protein
stress
development
stress

protein

protein
TCA
tetrapyrrole
synthesis
not assitned
protein

misc

development
protein

not assitned
stress
protein

not assitned
stress

not assitned
stress

cell

protein

RNA
development
development
not assitned
protein

cell

not assitned
Biodetradatio
n of
Xenobiotics
not assitned
protein

RNA
development
amino acid
metabolism
protein

cell

RNA

RNA

not assitned
sitnallint
protein

not assitned
not assitned
not assitned
stress
protein

not assitned
protein
protein
protein

not assitned
protein
development
protein
protein
stress
protein
stress

not assitned
protein

not assitned
cell
development
DNA

protein
protein

not assitned



157
159
158
160

161
162
163

164
165

166

167

168
170
169
171

172

173
174
175

176

177
180
179
178
181
182
183

184

185
186
188
187
190
189
192

191

195
193
194
196
197

199

198

201
200
202
203
204
205
206
208
209
207

210

212
213

211

214
215
217
219
220
216
218
221
223
222
224
225

226

230
232
231
228

229

227

0s05t0349800-01
0s05t0155100-01
0Os07t0574800-01
0s05t0474600-01

0s03t0760800-01
0s03t0293500-02
0s06t0247500-01

0s03t0151800-02
0s03t0351500-01

0s09t0252100-01

0s03t0157900-01

0s09t0324000-02
0s01t0270100-01
0s04t0390700-01
0s05t0350500-01

0s01t0652600-01

0s03t0408300-00
0s08t0189100-01
0s04t0402100-01

0s11t0116000-01

0s03t0322900-00
0Os05t0501700-01
0s10t0411800-01
0s11t0582400-01
0s02t0760300-01
0s01t0267900-01
0s03t0718100-01

0s06t0133000-01

0s02t0489400-01
0s05t0169100-01
0s04t0526600-01
0Os06t0547400-01
0s07t0214600-01
0s10t0483000-01
0s02t0785800-01

0s05t0595400-01

0s02t0100300-01
0s03t0757900-01
0Os05t0346300-01
0s07t0186000-02
0s08t0156800-01

0s01t0851700-01

0s12t0623900-01

0s02t0130000-01
0s03t0390000-02
0s06t0134000-01
0s01t0743500-01
0s03t0842900-01
0s04t0574200-01
0s01t0611000-01
0s01t0823300-00
0s02t0622300-00
0s11t0451700-00

0s03t0101600-01

0s01t0834500-01
0s04t0394200-01

0s12t0478200-02

0s05t0268500-01
0s06t0167600-01
0s02t0257200-01
0s03t0735300-01
0s04t0404400-01
0s05t0469600-01
0s11t0149200-00
0s01t0783500-01
0s08t0545200-01
0s09t0501850-01
0s04t0605900-01
0s06t0727200-01

0s11t0455800-01

0s01t0348700-01
0s01t0598600-01
0Os05t0156300-01
0s05t0584200-01

0s07t0492000-01

0s10t0390500-01

10159
21355
50250
35852

10589
65761
61907

90429
15356

41397

45302

15553
27252
39866
43570

59986

16101
23811
60920

11889

36997
28532
16419
49179
12192
16878
42014

67004

24928
25112
21689
34498
17542
17624
12821

26092

44180
53435
22350
13319
13669

94867

84874

13826
28269
14151
64629
39287
44679
40112
15381
15435
31233

36833

15765
48310

15693

54131
27180
32543
32498
32258
66083
15846
27781
39990
16394
28401
57064

51812

17040
51795
40429
16706

16851

34639

27
19

38
13
22

15

14

18
17

12

10
93
21

19

17

22

11

11

10
17

0.19
0.19
0.19
0.19

0.18
0.18
0.18

0.18
0.17

0.17

0.17

0.17
0.17
0.17
0.17

0.16

0.16
0.16
0.16

0.16

0.16
0.16
0.16
0.16
0.16
0.15
0.15

0.15

0.15
0.15
0.15
0.15
0.15
0.15
0.15

0.15

0.14
0.14
0.14
0.14
0.14

0.13

0.13

0.13
0.13
0.13
0.13
0.13
0.13
0.13
0.12
0.12
0.12

0.12

0.12
0.12

0.12

0.11
0.11
0.11
0.11
0.11
0.11
0.11
0.11
0.11
0.11
0.11
0.11

0.11

0.11
0.11
0.11
0.11

0.11

0.11

Embryonic abundant protein 1.

Similar to 60S ribosomal protein L18.

Tubulin alpha-1 chain.

Similar to Aldose reductase-related protein (EC 1.1.1.21).

Similar to GAST1 protein precursor.

Similar to Pyruvate decarboxylase isozyme 3 (EC 4.1.1.1) (PDC) (Fragment).
Similar to Pyrophosphate-fructose 6-phosphate 1-phosphotransferase (EC
2.7.1.90) (Fragment).

Similar to Cell division control protein 48 homolog A (AtCDC48a).

Similar to Superoxide dismutase.

Similar to Acetyl-CoA C-acetyltransferase.

Phosphoserine aminotransferase, chloroplast precursor (EC 2.6.1.52)

(PSAT).
Similar to Oleosin.

Similar to Cysteine protease inhibitor.
Short-chain dehydrogenase/reductase SDR domain containing protein.
Peptidase M24, structural domain domain containing protein.

Similar to Ketol-acid reductoisomerase, chloroplast precursor (EC 1.1.1.86)

Similar to 60S ribosomal protein L27a-3.

Similar to Germin-like protein precursor.

Similar to Calnexin (Fragment).

Similar to Nonspecific lipid-transfer protein 1 (LTP 1) (Major allergen Pru d

3).

Late embryogenesis abundant protein repeat containing protein.
Rossmann-like alpha/beta/alpha sandwich fold domain containing protein.
Similar to 40S ribosomal protein S17-3.

Similar to Embryo-specific protein.

Similar to Immunophilin.

Similar to Calmodulin NtCaM3

Actin 1.

Granule-bound starch synthase I, chloroplast precursor (EC 2.4.1.21).

Similar to 40S ribosomal protein S8.

Similar to 60S ribosomal protein L10 (QM protein homolog).
Similar to Alpha-amylase/subtilisin inhibitor (RASI).

Similar to Peroxidase P7 (EC 1.11.1.7) (TP7).

Similar to Seed allergenic protein RA17 precursor.

Similar to Transcription factor homolog BTF3-like protein.
Similar to Ribosomal protein L35A.

Similar to Nucleoside diphosphate kinase 11l (EC 2.7.4.6)

Similar to HSP associated protein like.

Similar to UDP-glucose 6-dehydrogenase (EC 1.1.1.22)
Similar to 40S ribosomal protein S7.

Similar to Thioredoxin h isoform 1.

Similar to 60S ribosomal protein L34.

Similar to Cytosolic starch phosphorylase (Fragment).

Similar to Ethylene-responsive methionine synthase (Fragment).

Similar to SWIb domain-containing protein (Fragment).

Similar to Ribosomal protein s6 RPS6-2.

Similar to 40S ribosomal protein S20.

Cytosolic NADP malic enzyme.

Similar to Steroleosin-B.

FAS1 domain domain containing protein.

Protein of unknown function DUF642 domain containing protein.
Similar to Ribosomal protein S26.

Ribosomal protein L14 family protein.

Similar to Dehydrin DHN1 (M3) (RAB-17 protein).

Similar to Oxidoreductase, zinc-binding dehydrogenase family protein,

expressed.

Similar to 40S ribosomal protein S23 (S12).
Similar to 2-oxoglutarate dehydrogenase E2 subunit.

GRAM domain containing protein.

Similar to Serine carboxypeptidase 2.

Similar to Proteasome subunit alpha-3 (Fragment).
Conserved hypothetical protein.

Alba, DNA/RNA-binding protein family protein.

Similar to H0502B11.4 protein.

Similar to Pyruvate decarboxylase (Fragment).

Conserved hypothetical protein.

Rossmann-like alpha/beta/alpha sandwich fold domain containing protein.
Alcohol dehydrogenase superfamily, zinc-containing protein.
Similar to FK506-binding protein 2-1 precursor (EC 5.2.1.8)
Similar to 60S ribosomal protein L7-2.

Catalase isozyme B (EC 1.11.1.6) (CAT-B).

Similar to Serine hydroxymethyltransferase.

Similar to 60S ribosomal protein L23a (L25).

Peptidase A1 domain containing protein.

Similar to protein disulfide isomerase.

Similar to Late embryogenesis abundant protein Leal4-A.

Nucleoside diphosphate kinase | (EC 2.7.4.6)

Similar to Alanine aminotransferase.
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nucl
cyto
E.R.
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cyto
chlo

cyto/nucl
cyto

chlo

chlo

chlo
chlo
chlo
cyto
chlo

nucl
extr
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chlo
chlo
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extr
chlo
cyto
cysk
chlo

chlo
chlo
vacu
chlo
cyto
cyto
cyto
chlo

nucl
extr
cyto/nucl
cyto
cyto

cyto

cyto
mito
nucl
cyto
cyto
chlo
plas
chlo
chlo
cyto

nucl
chlo
cyto
mito
nucl

chlo
chlo
plas
nucl
extr
chlo
cyto
chlo
cyto
extr
cyto

pero
cysk
cyto

chlo
chlo
nucl

cyto

cyto

0.39
0.35
0.13
0.79

0.2
0.01
0.08

0.57
0.03

0.01

0.05

0.06
0.14
0.29

0.15
0.14

0.27
0.02

0.35
0.21
0.39
0.73

0.03
0.05

0.05

0.69
0.16
0.05
0.26
0.07
0.31
0.14

0.03

0.49
0.01
0.17

0.75
0.29

0.12

0.09
0.88
0.01
0.21
0.06
0.32
0.04
0.42
0.24
0.22

0.05

0.23
0.45

0.22

0.05
0.15
0.08
0.25

0.01
0.01
0.14
0.01
0.09
0.53
0.13

0.01

0.36
0.15
0.12
0.01

0.01

0.09

not assitned
protein

cell
development
hormone
metabolism
fermentation

not assitned

cell

redox
secondary
metabolism
amino acid
metabolism
not assitned
protein
misc
protein
amino acid
metabolism
protein
stress
sitnallint
lipid
metabolism
development
stress
protein

not assitned
protein
sitnallint
cell

major CHO
metabolism
protein
protein
stress

misc

stress

RNA
protein
nucleotide
metabolism
redox

cell wall
protein
redox
protein
major CHO
metabolism
amino acid
metabolism
RNA
protein
protein
TCA

misc

cell wall
not assitned
protein
protein

not assitned
misc

not assitned
TCA
hormone
metabolism
protein
protein

not assitned
RNA

stress
fermentation
not assitned
stress

misc

cell

not assitned
redox

C1-
metabolism
protein
RNA

redox
development
nucleotide
metabolism

amino acid
metabolism



233

234
236
240
235

237

238
239

241

242
243
246
247
248

244

245
249
251

250

252
253
255
254

256

257
263
258

259

260
262
261
264
266
265

267
268
269

270
273
274

272
271
276

277
275
278

279

280

284
283
281
282
286
285
287
290
291
289
288

292

293
294
295
296
299
300
298
297

301
303
302

304
305
306
307

0s07t0188800-01

0s05t0589600-01
0s03t0807700-01
0s03t0851000-01
0Os05t0438800-01

0s06t0507200-01

0s09t0278000-00
0s11t0454300-01

0s02t0196800-01

0s01t0531500-01
0s06t0675700-01
0s03t0794700-01
0s04t0613600-00
0s05t0157200-01

0s05t0576700-01

0s07t0206500-00
0s09t0505600-01
0s01t0860300-01

0s02t0797500-01

0s12t0502200-01
0s06t0662000-01
0s01t0702500-01
0s03t0296400-01

0s01t0172400-01

0s03t0113700-01
0s01t0300200-01
0s01t0542000-00

0s01t0817700-01

0s08t0338700-01
0s11t0579800-01
0s12t0207600-00
0s03t0189600-01
0s05t0302700-01
0s06t0232000-01

0s07t0568700-02
0s10t0177200-02
0s12t0145700-01

0s12t0567700-01
0s01t0752300-01
0s01t0829800-01

0s03t0796000-02
0s06t0264300-01
0s03t0212700-01

0s09t0482100-01
0s10t0548100-01
0s08t0345700-01

0s01t0328700-01

0s04t0677500-01

0s02t0774300-01
0s03t0695600-01
0Os06t0708500-01
0s11t0104866-00
0s05t0304400-01
0s07t0614500-01
0s01t0896700-00
0s02t0770000-01
0s03t0146100-01
0s06t0111500-01
0s07t0609000-01

0s04t0650800-01

0s05t0103200-01
0s10t0492600-01
0s09t0451500-02
0s02t0248800-01
0s02t0537700-01
0s03t0202200-01
0s03t0851100-01
0Os04t0610600-01

0s09t0361400-01
0s02t0205200-01
0s10t0155500-01

0s07t0410100-01
0s02t0187100-00
0s02t0669100-01
0s04t0386700-01

57666

41004
41248
17275
41866

17405

17324
17315

47645

30505
96503
17709
18053
18163

18145

17923
24608
24837

50547

25086
68711
19331
38496

85659

72806
66541
33660

60980

33755
20050
53704
41305
41122
41752

36012
42732
57862

28460
21500
42046

21255
43107
58829

80435
29200
67910

53009

55875

73081
23634
24167
64410
50074
24904
34773
26371
25740
52973
26540

64153

26745
27496
47703
56996
28307
29456
48564
28848

29202
39575
39620

59248
30010
30904
29660
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10
14

11
10

10

0.11

0.1
0.1
0.1
0.1

0.1

0.1
0.1

0.1

0.1
0.1
0.1
0.1
0.1

0.1

0.1
0.1
0.1

0.1

0.1
0.1
0.09
0.09

0.09

0.09
0.09
0.09

0.09

0.09
0.09
0.09
0.09
0.09
0.09

0.09
0.09
0.08

0.08
0.08
0.08

0.08
0.08
0.08

0.08
0.08
0.08

0.08

0.07

0.07
0.07
0.07
0.07
0.07
0.07
0.07
0.07
0.07
0.07
0.07

0.06

0.06
0.06
0.06
0.06
0.06
0.06
0.06
0.06

0.06
0.06
0.06

0.06
0.06
0.06
0.06

Similar to Methylmalonate-semialdehyde dehydrogenase (EC 1.2.1.27).

Similar to Nuclear RNA binding protein B (Fragment).

Protein of unknown function DUF642 domain containing protein.
Similar to Transcription factor homolog BTF3-like protein.

Similar to Actin 1.

Bifunctional inhibitor/plant lipid transfer protein/seed storage domain
containing protein.

Hypothetical conserved gene.

Similar to Water-stress inducible protein RAB21.

Similar to Fumarylacetoacetase (Fragment).

Dienelactone hydrolase domain containing protein.
Similar to High pl alpha-glucosidase.

Similar to 40S ribosomal protein S18.

Similar to 40S ribosomal protein S11.

UspA domain containing protein.

Oleosin family protein.

13 kDa prolamin precursor.
Proteasome subunit beta type 1 (EC 3.4.25.1)
Similar to Ribosomal protein L1.

Similar to Plastidic aspartate aminotransferase.

Similar to Low temperature-responsive RNA-binding protein.
Similar to Vacuolar H+-ATPase subunit A (Fragment).
Similar to Dehydrin Rab25.

Similar to Eukaryotic translation initiation factor 2 subunit 1

Similar to Phospholipase D alpha 1.

Similar to Heat shock 70 kDa protein, mitochondrial precursor.

Similar to ATP-citrate lyase subunit B.

Similar to DNA-damage-repair/toleration protein DRT102.

Similar to 2,3-bisphosphoglycerate-independent phosphoglycerate mutase
(EC5.4.2.1)

Similar to Chaperone GrpE type 2.

Garl protein RNA-binding region family protein.

Similar to ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit.
Similar to Alcohol dehydrogenase.

Similar to ATP/ADP carrier protein.

Similar to Pro-resilin.

Polygalacturonase inhibitor 1 precursor (Polygalacturonase-inhibiting protein)

(Floral organ regulator 1).
EF-HAND 2 domain containing protein.

Pyruvate kinase family protein.

Similar to 60S ribosomal protein L2 (Fragment).
Similar to 60S ribosomal protein L18a-1.
Similar to Malate dehydrogenase precursor (EC 1.1.1.37).

Similar to Ripening-associated protein (Fragment).

Similar to RAD23, isoform |.

Similar to Cytochrome C reductase-processing peptidase subunit I, MPP
subunit I, P55.

Similar to Heat shock protein 82.

Similar to DM280 protein.

Similar to Fructose-6-phosphate 1-phosphotransferase (Fragment).
FAD-dependent pyridine nucleotide-disulphide oxidoreductase domain
containing protein.

Pyruvate kinase (EC 2.7.1.40).

Similar to Heat shock 70 kDa protein, mitochondrial precursor.
Proteasome subunit beta type 2 (EC 3.4.25.1)

Similar to Peptidyl-prolyl cis-trans isomerase.

Similar to Clathrin heavy chain.

Similar to GDP dissociation inhibitor protein OsGDI2.
Similar to Elongation factor 1 beta 2.

Similar to 60S ribosomal protein L5.

Beta 1 subunit of 20S proteasome.

Tonoplast intrinsic protein (Tonoplast water channel).
Cytosolic 6-phosphogluconate dehydrogenase.

Stress responsive alpha-beta barrel domain containing protein.

Similar to Phosphoglycerate dehydrogenase.

Cyclophilin-like domain containing protein.

Similar to Tonoplast membrane integral protein ZmTIP3-1.

Thioredoxin domain 2 containing protein.

Similar to Glutelin type-B 2 precursor.

Similar to 2-cys peroxiredoxin BAS1, chloroplast precursor (EC 1.11.1.15)
Porin-like protein.

Similar to Translational elongation factor EF-TuM.

Similar to Cor14b protein precursor.

Outer mitochondrial membrane protein porin (Voltage-dependent anion-
selective channel protein) (VDAC).

Similar to Unidentified precursor.

Similar to Aldose 1-epimerase-like protein.

Similar to Dihydrolipoamide S-acetyltransferase (EC 2.3.1.12).
Similar to cyclase.

Dehydrin family protein.

Similar to OSIGBa0148P16.6 protein.

chlo

nucl
chlo
cyto
cysk
chlo
cyto
nucl
cyto
chlo
chlo
cyto
cyto/nucl
cyto
plas

extr
chlo
cyto
chlo

nucl
chlo
nucl
cyto
chlo
mito
chlo
cyto
cyto
chlo
nucl
cyto
cyto
chlo
nucl

chlo
cyto
cyto
cyto
nucl
chlo

chlo
chlo
mito
nucl
chlo
cyto

chlo

cyto
mito
cyto
mito
cyto
cyto
cyto
mito
cyto
vacu
chlo
chlo
mito
chlo
mito
chlo
vacu
chlo
cyto
mito
chlo
cyto
extr
cyto
mito
plas

nucl
plas

0.02

0.45
0.01
0.31
0.01

0.28

0.06
0.25

0.07

0.14
0.1

0.24
0.09
0.01

0.04

0.25
0.09
0.16

0.03

0.22
0.07
0.34
0.25

0.25

0.25
0.11
0.01

0.03

0.63
0.15
0.16

0.14
0.6

0.25
0.3
0.04

0.13
0.38
0.03

0.29
0.29

0.53
0.06
0.12

0.13

0.01

0.29
0.02
0.05
0.3

0.14
0.05
0.55
0.02

0.03
0.03

0.08

0.04
0.01
0.01
0.4

0.04
0.01
0.03
0.28

0.12
0.09
0.02
0.42

0.37
0.02

amino acid
metabolism
RNA

not assitned
RNA
cell

not assitned

not assitned
not assitned
amino acid
metabolism
misc

misc
protein
protein
stress

lipid
metabolism
not assitned
protein
protein
amino acid
metabolism
RNA
transport
stress
protein
lipid
metabolism
stress

TCA

DNA

not assitned

protein
RNA
protein
misc
transport
not assitned

cell wall

sitnallint
lipid
metabolism
protein
protein
TCA
hormone
metabolism
DNA

protein

stress

not assitned
not assitned
TCA

lipid
metabolism
stress
protein

cell

not assitned
sitnallint
protein

not assitned
protein
transport
OPP

not assitned
amino acid
metabolism
cell
transport
redox
development
redox
transport
protein

not assitned

transport

not assitned
minor CHO
metabolism
TCA
DNA
not assitned
RNA
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308 0s06t0486800-01 41543 5 0.06 Similar to Formate dehydrogenase, mitochondrial precursor (EC 1.2.1.2) mito 0.01 metabolism

309 0s12t0620400-01 31548 3 0.05 Methyl-CpG DNA binding domain containing protein. nucl 0.57 RNA
mitochondrial

310 0s01t0711000-01 54360 3 0.05 Similar to Vacuolar ATP synthase subunit B isoform 2 (EC 3.6.3.14) cysk 0.14 electron
transport

311 0s01t0937100-01 44500 5 0.05 Similar to Xylanase inhibitor precursor (Xylanase inhibitor TAXI-I). chlo 0.18 protein

312 0503t0340500-01 92501 5 0.05 Similar to Sucrose synthase (EC 2.4.1.13). cyto 0.1 major CHO
metabolism

314 0s04t0117900-01 45861 7 0.05 Amidase family protein. cyto 0 protein

313 0s06t0726400-01 93747 3 0.05 Branching enzyme-| precursor (Starch-branching enzyme 1) chlo 0.17 22{2{);::2

315 0s02t0817700-02 47370 3 0.05 Similar to 3-ketoacyl-CoA thiolase (Fragment). chlo 0.05 amino a(.:ld
metabolism

316 0s05t0155601-00 59100 8 0.05 Importin alpha-1b subunit. nucl 0.64 protein

317 0503t0143400-01. 61292 7 0.05 S:Lnb:;r]to mitochondrial chaperonin-60 [Oryza sativa (japonica cultivar- mito 0.06 protein

318 0s06t0538000-01 61316 3 0.05 Similar to T-complex protein 1, gamma subunit (TCP-1-gamma) cyto 0.18 protein

319 0s09t0474300-01 75044 7 0.05 Similar to Heat-shock protein precursor. chlo 0.49 stress

320 0s02t0575800-01 40366 2 0.04 Aldose-1-epimerase domain containing protein. chlo 0.03 minor C.HO
metabolism

322 0s02t0735200-01 39405 4 0.04 Glutamine synthetase shoot isozyme (EC 6.3.1.2) cyto 0.06 N-metabolism

325 0s02t0767500-01 39333 2 0.04 Mitochondrial phosphate transporter. extr 0.03 transport

321 0s04t0390800-01 39547 7 0.04 NAD(P)-binding domain containing protein. chlo 0.01 misc

324 0s06t0716700-02 93044 4 0.04 Similar to Heat shock protein 90. vacu 0.44 stress

323 0s07t0622000-01 38913 20 0.04 Serine/threonine-protein kinase SAPK2 (EC 2.7.1.37) cysk 0.1 protein

328 0s01t0118000-01 42253 2 0.04 Similar to Fructose-bisphosphate aldolase (EC 4.1.2.13) (Fragment). chlo 0.06 PS

326 0s02t0815500-01 41652 4 0.04 Alcohol dehydrogenase class 11l (EC 1.1.1.1) extr 0.01 misc

327 0s03t0610650-01 42114 2 0.04 Similar to cDNA clone:002-125-A07, full insert sequence. plas 0.18 not assitned

329 0s09t0115400-01 71870 2 0.04 Similar to Poly(A)-binding protein. nucl 0.38 RNA

331 0s01t0180800-01 93904 6 0.04 Heat shock protein Hsp70 family protein. cyto 0.24 stress

330 0s10t0470900-01 45593 4 0.04 Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.19 RNA

332 0s04t0670200-01 50964 7 0.03 Similar to Oryzain beta chain precursor (EC 3.4.22.-). extr 0.05 protein

333 0507t0134800-01 69494 3 0.03 iig.]isllalr)to Succinate dehydrogenase [ubiquinone] flavoprotein subunit, (EC mito 01 TCA

334 0s02t0523500-01 108515 5 0.03 Similar to 110 kDa 4SNc-Tudor domain protein (Fragment). chlo 0.3 RNA

337 0s08t0440800-01 53963 2 0.03 Glyceraldehyde-3-phosphate dehydrogenase. cyto 0.01 PS

335 0s09t0440300-01 55208 3 0.03 Similar to Aldehyde dehydrogenase family 7 member A1 (EC 1.2.1.3) chlo 0.07 fermentation

336 0s11t0525600-01 114599 4 0.03 Similar to Alpha-mannosidase. chlo 0.22 misc

338 0502t0274100-01. 79038 8 0.03 (S':An::lllae;r to Peroxisomal fatty acid beta-oxidation multifunctional protein plas 0.06 :feitdabonsm

341 0s02t0100100-01 62443 2 0.03 Thioredoxin domain domain containing protein. E.R. 0.06 redox

343 0s02t0644100-01 65159 3 0.03 Similar to Heat shock protein STI (Stress inducible protein) (GmSTI). mito 0.59 stress

340 0s04t0164900-01 62247 3 0.03 Similar to Starch debranching enzyme. chlo/nucl 0.16 not assitned

339 0s07t0447800-01. 58553 2 0.03 AIphg-l_)-phosphohexomutase, alpha/beta/alpha I, Il and Il domain chlo 0.06 tlycolysis

containing protein.

342 0s08t0192900-01 60472 2 0.03 Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.68 sitnallint

344 0s03t0136900-01 106862 8 0.03 Similar to Aconitate hydratase, cytoplasmic (EC 4.2.1.3) chlo 0.04 TCA

345 0s03t0810600-01 72125 4 0.02 Miro-like domain containing protein. plas 0.61 sitnallint

346 0s06t0303400-00 90373 10 0.02 Similar to aconitate hydratase, cytoplasmic. cyto 0.08 TCA

347 0s05t0405000-01 103578 3 0.02 Orthophosphate dikinase precursor (EC 2.7.9.1). chlo 0.11 not assitned

348 0s01t0226400-01 93590 6 0.02 ATPase, AAA-type, core domain containing protein. vacu 0.76 protein

349 0s02t0218200-01 98904 7 0.02 Peptidase M1, membrane alanine aminopeptidase family protein. cyto 0.05 protein
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each emPAl of identified protein to divide the total emPAl of total identified proteins, dWoLFPSORT is protein location prediction software, eNucPred is protein location prediction software, fFunction were
obtained usint MapMan hin codes. d nucl, nuclear; cyto, cytoplasm; chlo, chloroplast; mito, mitochondria; E.R., endoplasmic reticulum; vacu, vacuole; cysk, cytoskeletal filaments; plas, plasma membrane, Extr,
extracellular. For results from NucPred, the consensus score is basically the fraction of predictors which vote “nuclear”. For a discrete prediction, the user has to decide on a score threshold (preferably 0.8).
Proteins score treater than or equal to this threshold are predicted to spend time in the nucleus. f protein, protein synthesis/detradation/tartetint/others; RNA, RNA processint/retulation of transcription; DNA, DNA
synthesis/repair; cell, cell ortanization/vesicle transport; major CHO metabolism, major carbohydrates metabolism; TCA, tricarboxylic acid cycle; misc, miscellaneous; not assitned, unknown.g genes were
identified as aerobic or anaerobic responders in Narsai et al.work.
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