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

protein IDa Name Sequence of primers 

Os04t0501600-01 AT hook_ DNA_binding_ conserved site domain containing protein. F: 5'-ACTCCACCCGATGAAGACAC-3' 

  R: 5'-GGCCACCACACTTTGATTCT-3' 

Os11t0303500-01 Nucleotide_binding_ alpha_beta plait domain containing protein. F: 5'-TTGAAACAGTTGGTGCAAGC-3' 

  R: 5'-AGCTCTACGCCCCACCTTAT-3' 

Os02t0161200-01 Zinc finger_ CCCH_type domain containing protein. F: 5'-TGAAGAAGCGAAAGCTGTGA-3' 

  R: 5'-ACGGGAGAACCTTTGACCTT-3' 

Os07t0557500-01 WRC domain containing protein. F: 5'-GAGAAGCTGCCCAAGATGTC-3' 

  R: 5'-GTCGCCACAACCACCTAACT-3' 

Os01t0924900-01 GTP_binding signal recognition particle SRP54_ G_domain containing protein. F: 5'-GAAAGGCAGACGAGAACCTG-3' 

  R: 5'-TCCTTCTTTGTGGCTGCTCT-3' 

Os01t0582400-01 Similar to Multidomain cyclophilin type peptidyl_prolyl cis_trans isomerase. F: 5'-GGGTGATATCGAGGGGAAAT-3' 

  R: 5'-TTGTCCTCTTGCTCCTTGGT-3' 

Os01t0104800-01 Sas10/Utp3 family protein. F: 5'-AGGCATCCAACCATCAAGTC-3' 

  R: 5'-TCCAAAGGCTGCATTTTACC-3' 

Os02t0728700-01 Ribosomal RNA_processing protein 7 domain containing protein. F: 5'-TGCATGGGAATCAAGATGAA-3' 

  R: 5'-TTGCTGCTTTTCCCTGATTT-3' 

Os03t0733400-01 Zinc finger_ BED_type predicted domain containing protein F: 5'- TGGTGGATGATGCTGTTCAT -3' 

    R: 5'- GATTTTGTTGGCTGGCTTGT -3' 

aProtein ID is according to The Rice Annotation Project Database  
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Supplemental Table 2. Total proteins identified in rice embryos after 24 h of imbibition 

No. Protein IDa Mass(Da) M.P.b Mol (%)c Description WoLFPSORTd NucPre

de 

Functionf 

1 Os01t0147900-01 27274 89 1.95  Triosephosphate isomerase, cytosolic (EC 5.3.1.1)  cyto 0.03 PS 

2 Os01t0905800-01 39141 236 1.36  Aldolase C-1. cyto 0.05 PS 

3 Os05t0140800-01 39249 114 1.28  Similar to Dormancy related protein (Fragment). mito 0.3 misc 

4 Os07t0638300-01 24198 99 1.26  Similar to 1-Cys peroxiredoxin. cyto /nucl 0.03 redox 

5 Os02t0268100-01 57229 222 1.25  Similar to Glutelin (Fragment). vacu 0.39 development 

6 Os04t0508300-01 11938 23 1.25  Glutaredoxin. chlo 0.03 redox 

7 Os02t0121300-01 18634 80 1.22  Cyclophilin 2. cyto 0.01 cell 

8 Os05t0445500-01 14419 23 1.20  Similar to Acidic ribosomal protein (Fragment). chlo 0 protein 

9 Os01t0762500-00 56782 308 1.10  Glutelin subunit mRNA. chlo 0.44 development 

10 Os10t0400200-01 56841 282 1.06  Glutelin type II precursor. vacu 0.4 development 

11 Os01t0675100-01 17337 21 1.00  Similar to peroxiredoxin. cyto 0.01 redox 

12 Os01t0276300-01 24470 21 0.96  Similar to Group 3 late embryogenesis abundant protein (Fragment). mito 0.44 not assigned 

13 Os03t0159600-01 27174 30 0.94  Similar to Rab28 protein. cyto 0.02 not assigned 

14 Os10t0563700-01 16769 23 0.91  Similar to Nucleoside diphosphate kinase I (EC 2.7.4.6)  cyto 0.02 nucleotide metabolism 

15 Os06t0668200-01 42310 86 0.91  Similar to Phosphoglycerate kinase, cytosolic (EC 2.7.2.3). chlo 0.01 PS 

16 Os07t0214300-01 18423 25 0.89  Seed allergenic protein RAG2 precursor. mito 0.04 stress 

17 Os07t0219400-01 17062 23 0.88  Prolamin precursor. chlo 0.24 not assigned 

18 Os06t0625500-01 23788 32 0.87  Similar to Thioredoxin peroxidase. chlo 0.05 redox 

19 Os03t0327600-01 39254 85 0.85  Ricin B-related lectin domain containing protein. cyto/nucl 0.01 not assigned 

20 Os03t0793700-01 52436 408 0.83  RmlC-like jelly roll fold domain containing protein. mito 0.38 development 

21 Os08t0126300-01 36561 185 0.79  Similar to Glyceraldehyde-3-phosphate dehydrogenase (Fragment). cyto 0.01 glycolysis 

22 Os02t0601300-01 36716 241 0.79  Similar to Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC 1.2.1.12). cyto 0 glycolysis 

24 Os01t0191100-01 11714 9 0.76  Similar to Acidic ribosomal protein P2a-4 (Fragment). chlo 0.01 protein 
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23 Os10t0167300-01 48226 85 0.76  Similar to Enolase 2 (EC 4.2.1.11) chlo 0.04 glycolysis 

25 Os02t0249800-01 56915 253 0.75  Glutelin precursor. chlo/nucl 0.41 development 

26 Os10t0542100-01 9457 5 0.75  Plant EC metallothionein-like protein, family 15 protein. cyto 0.38 not assigned 

27 Os03t0266300-01 17899 65 0.74  Class I low-molecular-weight heat shock protein 17.9. cyto 0.03 stress 

28 Os02t0169300-01 42196 48 0.74  Similar to Phosphoglycerate kinase, cytosolic (EC 2.7.2.3). chlo 0.02 PS 

29 Os09t0109600-01 7843 9 0.74  Conserved hypothetical protein. chlo 0.09 not assigned 

30 Os02t0699600-01 17820 13 0.72  Similar to 60S ribosomal protein L12. cyto 0.03 protein 

31 Os01t0705200-01 22119 22 0.72  Late embryogenesis abundant protein repeat containing protein. nucl 0.22 not assigned 

32 Os03t0424500-01 16434 26 0.72  Similar to 40S ribosomal protein S19-3. cyto/nucl 0.18 protein 

33 Os01t0686800-01 36665 46 0.70  Protein containing the WD-40 repeat, Innate immunuty cyto/nucl 0.01 development 

34 Os03t0277300-01 71932 88 0.70  Heat shock protein 70. cyto 0.28 stress 

35 Os03t0427300-01 56550 118 0.70  Glutelin type-A III precursor. chlo 0.37 development 

36 Os02t0249600-01 56411 240 0.70  Similar to Glutelin. chlo/nucl 0.43 development 

37 Os12t0569200-01 17071 40 0.70  Conserved hypothetical protein. extr 0.02 not assigned 

38 Os05t0329100-01 16916 31 0.68  Prolamin. chlo 0.26 not assigned 

39 Os08t0191700-01 32875 50 0.68  Similar to Lactoylglutathione lyase (EC 4.4.1.5) cyto 0.09 amino acid metabolism 

40 Os01t0159600-01 10130 17 0.67  Small hydrophilic plant seed protein family protein. nucl 0.36 not assigned 

41 Os11t0199200-01 57047 65 0.66  Similar to Protein disulfide isomerase (Fragment). E.R. 0 redox 

42 Os10t0505900-01 45554 43 0.65  Conserved hypothetical protein. nucl 0.12 not assigned 

43 Os01t0124401-01 29253 103 0.65  Similar to Bowman-Birk type bran trypsin inhibitor. extr 0.2 not assigned 

44 Os05t0116100-01 23726 35 0.65  Dehydroascorbate reductase. chlo 0.3 redox 

45 Os03t0336100-01 36974 149 0.64  11-S plant seed storage protein family protein. chlo 0.3 development 

46 Os03t0277500-01 17773 16 0.63  Similar to Glyoxalase family protein, expressed. nucl 0.13 Biodegradation of 

Xenobiotics 

47 Os02t0814700-01 16392 17 0.63  Similar to Ribosomal Pr 117 (Fragment). cyto 0.1 protein 

48 Os05t0490100-01 12581 7 0.63  Similar to 60S ribosomal protein L30. nucl 0.04 protein 
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50 Os03t0577000-01 25590 30 0.62  Similar to Ribosomal protein S3 (Fragment). cyto 0.21 protein 

49 Os05t0553000-02 59012 71 0.62  ATP synthase beta chain, mitochondrial precursor (EC 3.6.3.14). mito 0.06 mitochondrial electron 

transport  

51 Os05t0468800-01 18234 19 0.61  Phosphatidylethanolamine-binding protein PEBP domain containing protein. cyto 0.02 not assigned 

52 Os11t0210300-01 41699 133 0.60  Alcohol dehydrogenase 1. cyto 0 misc 

53 Os06t0341300-01 27905 30 0.59  Seed maturation protein domain containing protein. cyto 0.12 development 

54 Os10t0478200-01 35888 29 0.59  Cytoplasmic malate dehydrogenase. cyto 0.08 TCA  

55 Os02t0549600-01 20307 36 0.59  Similar to 40S ribosomal protein S10-1. nucl 0.19 protein 

56 Os01t0749000-01 28266 18 0.58  Protein of unknown function DUF1264 family protein. cyto 0.1 not assigned 

57 Os05t0542500-02 20502 28 0.58  LEA-like protein. nucl 0.2 not assigned 

58 Os08t0129200-02 19024 20 0.57  Similar to Cold shock protein-1. mito /nucl 0.08 stress 

59 Os03t0248600-01 48285 71 0.56  Similar to Enolase 2 (EC 4.2.1.11)  chlo 0.04 glycolysis 

60 Os02t0250600-01 47344 46 0.55  Late embryogenesis abundant protein repeat containing protein. nucl 0.23 not assigned 

61 Os01t0835900-00 11402 17 0.55  Similar to Histone H4. nucl 0.32 DNA 

62 Os03t0712700-01 63138 41 0.54  Similar to Phosphoglucomutase, cytoplasmic 2 (EC 5.4.2.2)  cyto 0.03 not assigned 

63 Os03t0200500-01 29880 28 0.53  40S ribosomal protein S3a (CYC07 protein). cyto/nucl 0.4 protein 

64 Os02t0162500-01 16410 11 0.53  Similar to 40S ribosomal protein S14. cyto/nucl 0.3 protein 

65 Os04t0486600-01 36921 170 0.53  Similar to Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC 1.2.1.12). cyto 0.01 glycolysis 

66 Os11t0115400-00 11766 26 0.52  Lipid transfer protein LPT IV. extr 0.05 not assigned 

67 Os01t0136100-01 16929 61 0.52  16.9 kDa class I heat shock protein 1. cyto 0.07 stress 

68 Os01t0136200-01 16947 59 0.52  16.9 kDa class I heat shock protein 1. cyto 0.07 stress 

69 Os07t0150200-01 15132 8 0.51  Similar to 40S ribosomal protein S12-1. cyto 0.01 protein 

70 Os07t0229900-01 15112 10 0.51  Ribosomal protein S12e domain containing protein. chlo 0.02 protein 

71 Os09t0553200-01 51821 38 0.51  Similar to UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9) cyto 0 not assigned 

72 Os04t0546500-01 15190 18 0.51  Similar to Oleosin. nucl 0.01 lipid metabolism 

73 Os05t0574400-01 35642 40 0.48  Similar to Malate dehydrogenase. mito 0.12 TCA  
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74 Os08t0104400-01 10597 4 0.47  Conserved hypothetical protein. chlo 0.07 not assigned 

75 Os05t0499100-01 21497 30 0.47  26 kDa globulin (Alpha-globulin). extr 0.45 not assigned 

76 Os01t0728700-01 27724 27 0.45  Protein of unknown function DUF1264 family protein. chlo 0.07 not assigned 

77 Os01t0840100-01 71306 65 0.45  Heat shock protein Hsp70 family protein. cyto 0.19 stress 

78 Os03t0360700-01 15005 8 0.44  Similar to Protein-methionine-S-oxide reductase, PilB family. chlo 0 RNA 

79 Os01t0348900-01 15163 6 0.44  SalT gene product (Salt-induced protein). cyto 0.01 misc 

80 Os03t0177400-01 49604 62 0.44  EF-1 alpha. cyto 0.06 protein 

81 Os05t0323900-01 24982 13 0.43  Manganese-superoxide dismutase precursor (EC 1.15.1.1). mito 0.03 redox 

82 Os03t0663800-01 28776 105 0.43  Globulin 1 (Fragment). vacu 0.63 development 

83 Os12t0626500-00 21879 27 0.41  Similar to late embryogenesis abundant protein D-34. cyto 0.08 not assigned 

84 Os03t0343500-01 14520 7 0.40  Similar to 60S ribosomal protein L22-2. cyto 0.06 protein 

85 Os01t0328400-01 17885 26 0.40  Ubiquitin. nucl 0.51 protein 

86 Os07t0215500-01 17838 12 0.40  Allergenic protein. extr 0.03 stress 

88 Os01t0231700-01 11926 11 0.40  Similar to 60S acidic ribosomal protein P2-B (CaRP2B). nucl 0.01 protein 

87 Os12t0569300-01 23985 31 0.40  Thaumatin, pathogenesis-related family protein. chlo 0.02 not assigned 

89 Os02t0591700-01 24243 16 0.40  Similar to Candida glabrata strain CBS138 chromosome L complete sequence. nucl 0.04 protein 

90 Os02t0115900-01 73573 54 0.39  Endosperm lumenal binding protein. E.R. 0.09 stress 

91 Os02t0453600-01 28808 39 0.39  Similar to Glutelin. chlo 0.48 development 

92 Os03t0245800-02 26705 20 0.39  Similar to Heat shock protein 26. chlo 0.2 stress 

93 Os03t0305600-01 18416 10 0.39  Mitochondrial import inner membrane translocase, subunit Tim17/22 family protein. chlo 0.21 protein 

94 Os08t0559200-01 12061 12 0.39  Similar to Ribosomal protein S25 (40S ribosomal 25S subunit). nucl 0.52 protein 

95 Os01t0649100-01 35667 26 0.38  Malate dehydrogenase. mito 0.18 TCA  

96 Os01t0210500-01 23753 17 0.37  Similar to SOUL-like protein. chlo 0.03 tetrapyrrole synthesis 

97 Os07t0216700-01 17036 13 0.37  Bifunctional trypsin/alpha-amylase inhibitor domain containing protein. chlo 0.02 not assigned 

98 Os01t0276000-01 12584 10 0.37  Similar to 60S ribosomal protein L30. cyto 0.08 protein 

99 Os12t0464400-01 39255 32 0.36  Similar to Oxidoreductase, short chain dehydrogenase/reductase family protein, expressed. chlo 0.1 misc 



5 

 

100 Os02t0249000-01 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 Os11t0453900-01 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 Os08t0117200-00 17874 10 0.35  Similar to 40S ribosomal protein S13 (Fragment). nucl 0.41 protein 

105 Os01t0124200-02 29198 30 0.34  Similar to Bowman Birk trypsin inhibitor. extr 0.21 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 Os03t0821100-01 71666 62 0.33  Similar to Non-cell-autonomous heat shock cognate protein 70. cyto 0.25 stress 

109 Os03t0820500-01 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 0.41 protein 

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

112 Os03t0197300-01 71138 142 0.32  Similar to Cupin family protein, expressed. chlo/nucl 0.75 development 

113 Os04t0510900-01 35414 43 0.32  Similar to Embryo-specific protein 1 (ATS1). chlo 0.05 development 

114 Os02t0804100-01 6927 3 0.31  Similar to predicted protein. nucl 0.38 not assigned 

116 Os01t0938900-01 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 Os02t0478700-01 9864 5 0.31  Ribosomal protein S27. nucl 0.27 not assigned 

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

Xenobiotics 

119 Os03t0699000-01 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 Os01t0916600-01 15537 5 0.30  RNA recognition motif, glycine rich protein domain containing protein. mito 0.01 RNA 

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

123 Os01t0760600-01 50074 22 0.28  Aspartate aminotransferase, cytoplasmic (EC 2.6.1.1) chlo 0.16 amino acid metabolism 

124 Os08t0130500-01 34470 20 0.28  60S acidic ribosomal protein P0. cyto 0.07 protein 
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125 Os03t0780600-01 50417 42 0.28  Tubulin beta-1 chain (Beta-1 tubulin). chlo 0.16 cell 

126 Os01t0866600-01 7831 3 0.26  Similar to bolA-like protein. cyto 0.05 RNA 

127 Os12t0632000-01 16130 7 0.26  Similar to Glycine-rich RNA-binding protein 1 (Fragment). nucl 0.17 RNA 

128 Os06t0221300-01 18450 4 0.26  Similar to Dehydration stress-induced protein. extr 0.02 not assigned 

129 Os07t0246200-01 48450 19 0.25  Similar to Calreticulin (Fragment). vacu 0.08 signaling 

130 Os10t0411700-01 8184 4 0.25  Similar to S28 ribosomal protein (Fragment). cyto 0.1 protein 

131 Os07t0219250-00 16984 16 0.25  Similar to cDNA, clone: J090058L24, full insert sequence. nucl 0.22 not assigned 

132 Os03t0750000-01 8481 2 0.24  Similar to ethylene-responsive protein. cyto 0.02 not assigned 

133 Os09t0568900-01 8449 4 0.24  Similar to predicted protein. nucl 0.04 not assigned 

134 Os04t0445100-01 23271 14 0.24  Similar to 22.7 kDa class IV heat shock protein precursor. extr 0.12 stress 

135 Os03t0341100-01 21118 3 0.24  Similar to 60S ribosomal protein L18. nucl 0.27 protein 

136 Os01t0654400-01 8528 10 0.24  Similar to Salt tolerant correlative protein. mito 0.15 not assigned 

137 Os02t0478600-01 14866 10 0.24  Similar to 40S ribosomal protein S15A. cyto/nucl 0.09 protein 

138 Os01t0205500-01 20978 8 0.23  Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2. cyto 0.28 protein 

140 Os02t0530600-01 93542 30 0.23  Poly(ADP-ribose) polymerase, regulatory region domain containing protein. cyto/nucl 0.21 protein 

139 Os03t0819600-01 23992 5 0.23  Chalcone isomerase (EC 5.5.1.6). cyto 0.54 not assigned 

141 Os03t0758800-01 17762 15 0.23  Similar to Eukaryotic translation initiation factor 5A-2  cysk 0.01 protein 

142 Os08t0327700-01 15154 5 0.23  Late embryogenesis abundant (LEA) group 1 family protein. nucl 0.2 development 

143 Os01t0303300-01 17908 6 0.23  Similar to Stress-inducible membrane pore protein. mito 0.3 protein 

144 Os02t0519900-01 94987 48 0.23  Similar to Elongation factor EF-2 (Fragment). cyto/nucl 0.16 protein 

145 Os01t0184100-01 18133 21 0.23  Similar to 17.5 kDa class II heat shock protein. cyto/nucl 0.05 stress 

146 Os03t0182600-03 12620 10 0.22  Similar to 40S ribosomal protein SA. cyto 0.2 protein 

147 Os05t0519700-01 101062 30 0.22  Heat shock protein 101. cyto 0.42 stress 

148 Os03t0130300-01 9207 7 0.22  Similar to Cp-thionin. extr 0.07 not assigned 

149 Os03t0154700-01 22716 16 0.21  Similar to 40S ribosomal protein S9. nucl 0.37 protein 

150 Os05t0569500-01 29290 20 0.21  Similar to Embryo-specific protein. cyto 0.11 not assigned 
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151 Os11t0247300-01 50390 19 0.20  Alfa-tubulin. cyto /nucl 0.13 cell 

152 Os02t0242600-01 57190 66 0.20  Similar to Glutelin. vacu 0.39 development 

153 Os06t0701100-02 47343 15 0.20  Eukaryotic initiation factor 4A (eIF4A) (eIF-4A). cyto 0.37 DNA 

154 Os03t0756000-01 23829 4 0.20  Similar to 60S ribosomal protein L13a-4. chlo 0.51 protein 

155 Os07t0662500-01 23842 9 0.20  Similar to Elongation factor 1-beta' (EF-1-beta'). cyto /nucl 0.1 protein 

156 Os02t0753300-01 20315 11 0.20  Lipoxygenase, LH2 domain containing protein. chlo 0.01 not assigned 

157 Os05t0349800-01 10159 9 0.19  Embryonic abundant protein 1. nucl 0.39 not assigned 

159 Os05t0155100-01 21355 4 0.19  Similar to 60S ribosomal protein L18. nucl 0.35 protein 

158 Os07t0574800-01 50250 27 0.19  Tubulin alpha-1 chain. cyto 0.13 cell 

160 Os05t0474600-01 35852 19 0.19  Similar to Aldose reductase-related protein (EC 1.1.1.21). E.R. 0.79 development 

161 Os03t0760800-01 10589 3 0.18  Similar to GAST1 protein precursor. extr 0.2 hormone metabolism 

162 Os03t0293500-02 65761 38 0.18  Similar to Pyruvate decarboxylase isozyme 3 (EC 4.1.1.1) (PDC) (Fragment). cyto 0.01 fermentation 

163 Os06t0247500-01 61907 13 0.18  Similar to Pyrophosphate-fructose 6-phosphate 1-phosphotransferase (EC 2.7.1.90) 

(Fragment). 

chlo 0.08 not assigned 

164 Os03t0151800-02 90429 22 0.18  Similar to Cell division control protein 48 homolog A (AtCDC48a). cyto/nucl 0.57 cell 

165 Os03t0351500-01 15356 5 0.17  Similar to Superoxide dismutase. cyto 0.03 redox 

166 Os09t0252100-01 41397 15 0.17  Similar to Acetyl-CoA C-acetyltransferase. chlo 0.01 secondary metabolism 

167 Os03t0157900-01 45302 14 0.17  Phosphoserine aminotransferase, chloroplast precursor (EC 2.6.1.52) (PSAT). chlo 0.05 amino acid metabolism 

168 Os09t0324000-02 15553 4 0.17  Similar to Oleosin. chlo 0 not assigned 

170 Os01t0270100-01 27252 3 0.17  Similar to Cysteine protease inhibitor. chlo 0.06 protein 

169 Os04t0390700-01 39866 18 0.17  Short-chain dehydrogenase/reductase SDR domain containing protein. chlo 0.14 misc 

171 Os05t0350500-01 43570 17 0.17  Peptidase M24, structural domain domain containing protein. cyto 0.29 protein 

172 Os01t0652600-01 59986 12 0.16  Similar to Ketol-acid reductoisomerase, chloroplast precursor (EC 1.1.1.86) chlo 0.15 amino acid metabolism 

173 Os03t0408300-00 16101 10 0.16  Similar to 60S ribosomal protein L27a-3. nucl 0.14 protein 

174 Os08t0189100-01 23811 93 0.16  Similar to Germin-like protein precursor. extr 0 stress 

175 Os04t0402100-01 60920 21 0.16  Similar to Calnexin (Fragment). plas 0.27 signaling 
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176 Os11t0116000-01 11889 6 0.16  Similar to Nonspecific lipid-transfer protein 1 (LTP 1) (Major allergen Pru d 3). extr 0.02 lipid metabolism 

177 Os03t0322900-00 36997 19 0.16  Late embryogenesis abundant protein repeat containing protein. chlo 0.35 development 

180 Os05t0501700-01 28532 8 0.16  Rossmann-like alpha/beta/alpha sandwich fold domain containing protein. chlo 0.21 stress 

179 Os10t0411800-01 16419 5 0.16  Similar to 40S ribosomal protein S17-3. cyto /nucl 0.39 protein 

178 Os11t0582400-01 49179 36 0.16  Similar to Embryo-specific protein. extr 0.73 not assigned 

181 Os02t0760300-01 12192 3 0.16  Similar to Immunophilin. chlo 0 protein 

182 Os01t0267900-01 16878 2 0.15  Similar to Calmodulin NtCaM3  cyto 0.03 signaling 

183 Os03t0718100-01 42014 16 0.15  Actin 1. cysk 0.05 cell 

184 Os06t0133000-01 67004 18 0.15  Granule-bound starch synthase I, chloroplast precursor (EC 2.4.1.21). chlo 0.05 major CHO metabolism 

185 Os02t0489400-01 24928 11 0.15  Similar to 40S ribosomal protein S8. chlo 0.69 protein 

186 Os05t0169100-01 25112 8 0.15  Similar to 60S ribosomal protein L10 (QM protein homolog). chlo 0.16 protein 

188 Os04t0526600-01 21689 9 0.15  Similar to Alpha-amylase/subtilisin inhibitor (RASI). vacu 0.05 stress 

187 Os06t0547400-01 34498 4 0.15  Similar to Peroxidase P7 (EC 1.11.1.7) (TP7). chlo 0.26 misc 

190 Os07t0214600-01 17542 4 0.15  Similar to Seed allergenic protein RA17 precursor. cyto 0.07 stress 

189 Os10t0483000-01 17624 3 0.15  Similar to Transcription factor homolog BTF3-like protein. cyto 0.31 RNA 

192 Os02t0785800-01 12821 3 0.15  Similar to Ribosomal protein L35A. cyto 0.14 protein 

191 Os05t0595400-01 26092 8 0.15  Similar to Nucleoside diphosphate kinase III (EC 2.7.4.6)  chlo 0.03 nucleotide metabolism 

195 Os02t0100300-01 44180 10 0.14  Similar to HSP associated protein like. nucl 0.49 redox 

193 Os03t0757900-01 53435 8 0.14  Similar to UDP-glucose 6-dehydrogenase (EC 1.1.1.22)  extr 0.01 cell wall 

194 Os05t0346300-01 22350 8 0.14  Similar to 40S ribosomal protein S7. cyto/nucl 0.17 protein 

196 Os07t0186000-02 13319 6 0.14  Similar to Thioredoxin h isoform 1. cyto 0 redox 

197 Os08t0156800-01 13669 4 0.14  Similar to 60S ribosomal protein L34. cyto 0.75 protein 

199 Os01t0851700-01 94867 17 0.13  Similar to Cytosolic starch phosphorylase (Fragment). cyto 0.29 major CHO metabolism 

198 Os12t0623900-01 84874 22 0.13  Similar to Ethylene-responsive methionine synthase (Fragment). cyto 0.12 amino acid metabolism 

201 Os02t0130000-01 13826 3 0.13  Similar to SWIb domain-containing protein (Fragment). mito 0.09 RNA 

200 Os03t0390000-02 28269 8 0.13  Similar to Ribosomal protein s6 RPS6-2. nucl 0.88 protein 



9 

 

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

203 Os01t0743500-01 64629 18 0.13  Cytosolic NADP malic enzyme. cyto 0.21 TCA  

204 Os03t0842900-01 39287 5 0.13  Similar to Steroleosin-B. chlo 0.06 misc 

205 Os04t0574200-01 44679 7 0.13  FAS1 domain domain containing protein. plas 0.32 cell wall 

206 Os01t0611000-01 40112 14 0.13  Protein of unknown function DUF642 domain containing protein. chlo 0.04 not assigned 

208 Os01t0823300-00 15381 6 0.12  Similar to Ribosomal protein S26. chlo 0.42 protein 

209 Os02t0622300-00 15435 3 0.12  Ribosomal protein L14 family protein. cyto 0.24 protein 

207 Os11t0451700-00 31233 11 0.12  Similar to Dehydrin DHN1 (M3) (RAB-17 protein). nucl 0.22 not assigned 

210 Os03t0101600-01 36833 5 0.12  Similar to Oxidoreductase, zinc-binding dehydrogenase family protein, expressed. chlo 0.05 misc 

212 Os01t0834500-01 15765 11 0.12  Similar to 40S ribosomal protein S23 (S12). cyto 0.23 not assigned 

213 Os04t0394200-01 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 Os05t0268500-01 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 Os02t0257200-01 32543 7 0.11  Conserved hypothetical protein. plas 0.08 not assigned 

219 Os03t0735300-01 32498 6 0.11  Alba, DNA/RNA-binding protein family protein. nucl 0.25 RNA 

220 Os04t0404400-01 32258 9 0.11  Similar to H0502B11.4 protein. extr 0 stress 

216 Os05t0469600-01 66083 22 0.11  Similar to Pyruvate decarboxylase (Fragment). chlo 0.01 fermentation 

218 Os11t0149200-00 15846 2 0.11  Conserved hypothetical protein. cyto 0.01 not assigned 

221 Os01t0783500-01 27781 5 0.11  Rossmann-like alpha/beta/alpha sandwich fold domain containing protein. chlo 0.14 stress 

223 Os08t0545200-01 39990 6 0.11  Alcohol dehydrogenase superfamily, zinc-containing protein. cyto 0.01 misc 

222 Os09t0501850-01 16394 2 0.11  Similar to FK506-binding protein 2-1 precursor (EC 5.2.1.8) extr 0.09 cell 

224 Os04t0605900-01 28401 11 0.11  Similar to 60S ribosomal protein L7-2. cyto 0.53 not assigned 

225 Os06t0727200-01 57064 9 0.11  Catalase isozyme B (EC 1.11.1.6) (CAT-B). pero 0.13 redox 

226 Os11t0455800-01 51812 4 0.11  Similar to Serine hydroxymethyltransferase. cysk 0.01 C1-metabolism 

230 Os01t0348700-01 17040 6 0.11  Similar to 60S ribosomal protein L23a (L25). cyto 0.36 protein 
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232 Os01t0598600-01 51795 6 0.11  Peptidase A1 domain containing protein. chlo 0.15 RNA 

231 Os05t0156300-01 40429 7 0.11  Similar to protein disulfide isomerase. chlo 0.12 redox 

228 Os05t0584200-01 16706 4 0.11  Similar to Late embryogenesis abundant protein Lea14-A. nucl 0.01 development 

229 Os07t0492000-01 16851 2 0.11  Nucleoside diphosphate kinase I (EC 2.7.4.6) cyto 0.01 nucleotide metabolism 

227 Os10t0390500-01 34639 3 0.11  Similar to Alanine aminotransferase. cyto 0.09 amino acid metabolism 

233 Os07t0188800-01 57666 6 0.11  Similar to Methylmalonate-semialdehyde dehydrogenase (EC 1.2.1.27). chlo 0.02 amino acid metabolism 

234 Os05t0589600-01 41004 7 0.10  Similar to Nuclear RNA binding protein B (Fragment). nucl 0.45 RNA 

236 Os03t0807700-01 41248 7 0.10  Protein of unknown function DUF642 domain containing protein. chlo 0.01 not assigned 

240 Os03t0851000-01 17275 3 0.10  Similar to Transcription factor homolog BTF3-like protein. cyto 0.31 RNA 

235 Os05t0438800-01 41866 5 0.10  Similar to Actin 1. cysk 0.01 cell 

237 Os06t0507200-01 17405 2 0.10  Bifunctional inhibitor/plant lipid transfer protein/seed storage domain containing protein. chlo 0.28 not assigned 

238 Os09t0278000-00 17324 2 0.10  Hypothetical conserved gene. cyto 0.06 not assigned 

239 Os11t0454300-01 17315 20 0.10  Similar to Water-stress inducible protein RAB21. nucl 0.25 not assigned 

241 Os02t0196800-01 47645 7 0.10  Similar to Fumarylacetoacetase (Fragment). cyto 0.07 amino acid metabolism 

242 Os01t0531500-01 30505 5 0.10  Dienelactone hydrolase domain containing protein. chlo 0.14 misc 

243 Os06t0675700-01 96503 24 0.10  Similar to High pI alpha-glucosidase. chlo 0.1 misc 

246 Os03t0794700-01 17709 6 0.10  Similar to 40S ribosomal protein S18. cyto 0.24 protein 

247 Os04t0613600-00 18053 9 0.10  Similar to 40S ribosomal protein S11. cyto/nucl 0.09 protein 

248 Os05t0157200-01 18163 2 0.10  UspA domain containing protein. cyto 0.01 stress 

244 Os05t0576700-01 18145 2 0.10  Oleosin family protein. plas 0.04 lipid metabolism 

245 Os07t0206500-00 17923 4 0.10  13 kDa prolamin precursor. extr 0.25 not assigned 

249 Os09t0505600-01 24608 3 0.10  Proteasome subunit beta type 1 (EC 3.4.25.1) chlo 0.09 protein 

251 Os01t0860300-01 24837 4 0.10  Similar to Ribosomal protein L1. cyto 0.16 protein 

250 Os02t0797500-01 50547 7 0.10  Similar to Plastidic aspartate aminotransferase. chlo 0.03 amino acid metabolism 

252 Os12t0502200-01 25086 4 0.10  Similar to Low temperature-responsive RNA-binding protein. nucl 0.22 RNA 

253 Os06t0662000-01 68711 5 0.10  Similar to Vacuolar H+-ATPase subunit A (Fragment). chlo 0.07 transport 
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255 Os01t0702500-01 19331 8 0.09  Similar to Dehydrin Rab25. nucl 0.34 stress 

254 Os03t0296400-01 38496 7 0.09  Similar to Eukaryotic translation initiation factor 2 subunit 1 cyto 0.25 protein 

256 Os01t0172400-01 85659 14 0.09  Similar to Phospholipase D alpha 1. chlo 0.25 lipid metabolism 

257 Os03t0113700-01 72806 10 0.09  Similar to Heat shock 70 kDa protein, mitochondrial precursor. mito 0.25 stress 

263 Os01t0300200-01 66541 6 0.09  Similar to ATP-citrate lyase subunit B. chlo 0.11 TCA  

258 Os01t0542000-00 33660 4 0.09  Similar to DNA-damage-repair/toleration protein DRT102. cyto 0.01 DNA 

259 Os01t0817700-01 60980 6 0.09  Similar to 2,3-bisphosphoglycerate-independent phosphoglycerate mutase (EC 5.4.2.1)  cyto 0.03 not assigned 

260 Os08t0338700-01 33755 4 0.09  Similar to Chaperone GrpE type 2. chlo 0.63 protein 

262 Os11t0579800-01 20050 2 0.09  Gar1 protein RNA-binding region family protein. nucl 0.15 RNA 

261 Os12t0207600-00 53704 10 0.09  Similar to ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit. cyto 0.16 protein 

264 Os03t0189600-01 41305 3 0.09  Similar to Alcohol dehydrogenase. cyto 0 misc 

266 Os05t0302700-01 41122 9 0.09  Similar to ATP/ADP carrier protein. chlo 0.14 transport 

265 Os06t0232000-01 41752 6 0.09  Similar to Pro-resilin. nucl 0.6 not assigned 

267 Os07t0568700-02 36012 8 0.09  Polygalacturonase inhibitor 1 precursor (Polygalacturonase-inhibiting protein) (Floral organ 

regulator 1). 

chlo 0.25 cell wall 

268 Os10t0177200-02 42732 3 0.09  EF-HAND 2 domain containing protein. cyto 0.3 sitnallint 

269 Os12t0145700-01 57862 8 0.08  Pyruvate kinase family protein. cyto 0.04 lipid metabolism 

270 Os12t0567700-01 28460 5 0.08  Similar to 60S ribosomal protein L2 (Fragment). cyto 0.13 protein 

273 Os01t0752300-01 21500 5 0.08  Similar to 60S ribosomal protein L18a-1. nucl 0.38 protein 

274 Os01t0829800-01 42046 12 0.08  Similar to Malate dehydrogenase precursor (EC 1.1.1.37). chlo 0.03 TCA  

272 Os03t0796000-02 21255 2 0.08  Similar to Ripening-associated protein (Fragment). chlo 0 hormone metabolism 

271 Os06t0264300-01 43107 3 0.08  Similar to RAD23, isoform I. chlo 0.29 DNA 

276 Os03t0212700-01 58829 10 0.08  Similar to Cytochrome C reductase-processing peptidase subunit I, MPP subunit I, P55. mito 0.29 protein 

277 Os09t0482100-01 80435 14 0.08  Similar to Heat shock protein 82. nucl 0.53 stress 

275 Os10t0548100-01 29200 2 0.08  Similar to DM280 protein. chlo 0.06 not assigned 

278 Os08t0345700-01 67910 11 0.08  Similar to Fructose-6-phosphate 1-phosphotransferase (Fragment). cyto 0.12 not assigned 
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279 Os01t0328700-01 53009 10 0.08  FAD-dependent pyridine nucleotide-disulphide oxidoreductase domain containing protein. chlo 0.13 TCA  

280 Os04t0677500-01 55875 6 0.07  Pyruvate kinase (EC 2.7.1.40). cyto 0.01 lipid metabolism 

284 Os02t0774300-01 73081 7 0.07  Similar to Heat shock 70 kDa protein, mitochondrial precursor. mito 0.29 stress 

283 Os03t0695600-01 23634 4 0.07  Proteasome subunit beta type 2 (EC 3.4.25.1)  cyto 0.02 protein 

281 Os06t0708500-01 24167 10 0.07  Similar to Peptidyl-prolyl cis-trans isomerase. mito 0.05 cell 

282 Os11t0104866-00 64410 8 0.07  Similar to Clathrin heavy chain. cyto 0.3 not assigned 

286 Os05t0304400-01 50074 6 0.07  Similar to GDP dissociation inhibitor protein OsGDI2. cyto 0.14 signaling 

285 Os07t0614500-01 24904 3 0.07  Similar to Elongation factor 1 beta 2. cyto 0.05 protein 

287 Os01t0896700-00 34773 14 0.07  Similar to 60S ribosomal protein L5. mito 0.55 not assigned 

290 Os02t0770000-01 26371 7 0.07  Beta 1 subunit of 20S proteasome. cyto 0.02 protein 

291 Os03t0146100-01 25740 2 0.07  Tonoplast intrinsic protein (Tonoplast water channel). vacu 0 transport 

289 Os06t0111500-01 52973 11 0.07  Cytosolic 6-phosphogluconate dehydrogenase. chlo 0.03 OPP 

288 Os07t0609000-01 26540 9 0.07  Stress responsive alpha-beta barrel domain containing protein. chlo 0.03 not assigned 

292 Os04t0650800-01 64153 3 0.06  Similar to Phosphoglycerate dehydrogenase. mito 0.08 amino acid metabolism 

293 Os05t0103200-01 26745 2 0.06  Cyclophilin-like domain containing protein. chlo 0.04 cell 

294 Os10t0492600-01 27496 7 0.06  Similar to Tonoplast membrane integral protein ZmTIP3-1. mito 0.01 transport 

295 Os09t0451500-02 47703 4 0.06  Thioredoxin domain 2 containing protein. chlo 0.01 redox 

296 Os02t0248800-01 56996 32 0.06  Similar to Glutelin type-B 2 precursor. vacu 0.4 development 

299 Os02t0537700-01 28307 5 0.06  Similar to 2-cys peroxiredoxin BAS1, chloroplast precursor (EC 1.11.1.15) chlo 0.04 redox 

300 Os03t0202200-01 29456 15 0.06  Porin-like protein. cyto 0.01 transport 

298 Os03t0851100-01 48564 19 0.06  Similar to Translational elongation factor EF-TuM. mito 0.03 protein 

297 Os04t0610600-01 28848 2 0.06  Similar to Cor14b protein precursor. chlo 0.28 not assigned 

301 Os09t0361400-01 29202 2 0.06  Outer mitochondrial membrane protein porin. cyto 0.12 transport 

303 Os02t0205200-01 39575 5 0.06  Similar to Unidentified precursor. extr 0.09 not assigned 

302 Os10t0155500-01 39620 4 0.06  Similar to Aldose 1-epimerase-like protein. cyto 0.02 minor CHO metabolism 

304 Os07t0410100-01 59248 10 0.06  Similar to Dihydrolipoamide S-acetyltransferase (EC 2.3.1.12). mito 0.42 TCA  
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305 Os02t0187100-00 30010 4 0.06  Similar to cyclase. plas 0 DNA 

306 Os02t0669100-01 30904 2 0.06  Dehydrin family protein. nucl 0.37 not assigned 

307 Os04t0386700-01 29660 2 0.06  Similar to OSIGBa0148P16.6 protein. plas 0.02 RNA 

308 Os06t0486800-01 41543 5 0.06  Similar to Formate dehydrogenase, mitochondrial precursor (EC 1.2.1.2)  mito 0.01 C1-metabolism 

309 Os12t0620400-01 31548 3 0.05  Methyl-CpG DNA binding domain containing protein. nucl 0.57 RNA 

310 Os01t0711000-01 54360 3 0.05  Similar to Vacuolar ATP synthase subunit B isoform 2 (EC 3.6.3.14)  cysk 0.14 mitochondrial electron 

transport  

311 Os01t0937100-01 44500 5 0.05  Similar to Xylanase inhibitor precursor (Xylanase inhibitor TAXI-I). chlo 0.18 protein 

312 Os03t0340500-01 92501 5 0.05  Similar to Sucrose synthase (EC 2.4.1.13). cyto 0.1 major CHO metabolism 

314 Os04t0117900-01 45861 7 0.05  Amidase family protein. cyto 0 protein 

313 Os06t0726400-01 93747 3 0.05  Branching enzyme-I precursor (Starch-branching enzyme I)  chlo 0.17 major CHO metabolism 

315 Os02t0817700-02 47370 3 0.05  Similar to 3-ketoacyl-CoA thiolase (Fragment). chlo 0.05 amino acid metabolism 

316 Os05t0155601-00 59100 8 0.05  Importin alpha-1b subunit. nucl 0.64 protein 

317 Os03t0143400-01 61292 7 0.05  Similar to mitochondrial chaperonin-60 [Oryza sativa (japonica cultivar-group)]. mito 0.06 protein 

318 Os06t0538000-01 61316 3 0.05  Similar to T-complex protein 1, gamma subunit (TCP-1-gamma)  cyto 0.18 protein 

319 Os09t0474300-01 75044 7 0.05  Similar to Heat-shock protein precursor. chlo 0.49 stress 

320 Os02t0575800-01 40366 2 0.04  Aldose-1-epimerase domain containing protein. chlo 0.03 minor CHO metabolism 

322 Os02t0735200-01 39405 4 0.04  Glutamine synthetase shoot isozyme (EC 6.3.1.2)  cyto 0.06 N-metabolism 

325 Os02t0767500-01 39333 2 0.04  Mitochondrial phosphate transporter. extr 0.03 transport 

321 Os04t0390800-01 39547 7 0.04  NAD(P)-binding domain containing protein. chlo 0.01 misc 

324 Os06t0716700-02 93044 4 0.04  Similar to Heat shock protein 90. vacu 0.44 stress 

323 Os07t0622000-01 38913 20 0.04  Serine/threonine-protein kinase SAPK2 (EC 2.7.1.37)  cysk 0.1 protein 

328 Os01t0118000-01 42253 2 0.04  Similar to Fructose-bisphosphate aldolase (EC 4.1.2.13) (Fragment). chlo 0.06 PS 

326 Os02t0815500-01 41652 4 0.04  Alcohol dehydrogenase class III (EC 1.1.1.1)  extr 0.01 misc 

327 Os03t0610650-01 42114 2 0.04  Similar to cDNA clone:002-125-A07, full insert sequence. plas 0.18 not assigned 

329 Os09t0115400-01 71870 2 0.04  Similar to Poly(A)-binding protein. nucl 0.38 RNA 
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331 Os01t0180800-01 93904 6 0.04  Heat shock protein Hsp70 family protein. cyto 0.24 stress 

330 Os10t0470900-01 45593 4 0.04  Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.19 RNA 

332 Os04t0670200-01 50964 7 0.03  Similar to Oryzain beta chain precursor (EC 3.4.22.-). extr 0.05 protein 

333 Os07t0134800-01 69494 3 0.03  Similar to Succinate dehydrogenase [ubiquinone] flavoprotein subunit, (EC 1.3.5.1)  mito 0.1 TCA  

334 Os02t0523500-01 108515 5 0.03  Similar to 110 kDa 4SNc-Tudor domain protein (Fragment). chlo 0.3 RNA 

337 Os08t0440800-01 53963 2 0.03  Glyceraldehyde-3-phosphate dehydrogenase. cyto 0.01 PS 

335 Os09t0440300-01 55208 3 0.03  Similar to Aldehyde dehydrogenase family 7 member A1 (EC 1.2.1.3)  chlo 0.07 fermentation 

336 Os11t0525600-01 114599 4 0.03  Similar to Alpha-mannosidase. chlo 0.22 misc 

338 Os02t0274100-01 79038 8 0.03  Similar to Peroxisomal fatty acid beta-oxidation multifunctional protein (MFP). plas 0.06 lipid metabolism 

341 Os02t0100100-01 62443 2 0.03  Thioredoxin domain domain containing protein. E.R. 0.06 redox 

343 Os02t0644100-01 65159 3 0.03  Similar to Heat shock protein STI (Stress inducible protein) (GmSTI). mito 0.59 stress 

340 Os04t0164900-01 62247 3 0.03  Similar to Starch debranching enzyme. chlo/nucl 0.16 not assigned 

339 Os07t0447800-01 58553 2 0.03  Alpha-D-phosphohexomutase, alpha/beta/alpha I, II and III domain containing protein. chlo 0.06 glycolysis 

342 Os08t0192900-01 60472 2 0.03  Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.68 signaling 

344 Os03t0136900-01 106862 8 0.03  Similar to Aconitate hydratase, cytoplasmic (EC 4.2.1.3)  chlo 0.04 TCA  

345 Os03t0810600-01 72125 4 0.02  Miro-like domain containing protein. plas 0.61 signaling 

346 Os06t0303400-00 90373 10 0.02  Similar to aconitate hydratase, cytoplasmic. cyto 0.08 TCA  

347 Os05t0405000-01 103578 3 0.02  Orthophosphate dikinase precursor (EC 2.7.9.1). chlo 0.11 not assigned 

348 Os01t0226400-01 93590 6 0.02  ATPase, AAA-type, core domain containing protein. vacu 0.76 protein 

349 Os02t0218200-01 98904 7 0.02  Peptidase M1, membrane alanine aminopeptidase family protein. cyto 0.05 protein 

aProtein ID is according to The Rice Annotation Project Database, bM.P. means number of matched peptide, the protein with >2 matched peptides were considered, cMol (%) is the percentage calculated using each emPAI of 

identified protein to divide the total emPAI of total identified proteins, dWoLFPSORT is protein location prediction software, eNucPred 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 3. Nuclear proteins were identified in rice embryos after 24 h of imbibition 

No. Protein IDa Mass(Da) M.P.b Mol (%)c Description WoLFPSORTd NucPrede Functionf 

1 Os05t0445500-01 14419 42 1.83  Similar to Acidic ribosomal protein (Fragment). chlo 0 protein 

2 Os02t0162500-01 16410 29 1.58  Similar to 40S ribosomal protein S14. cyto/nucl 0.3 protein 

3 Os02t0699600-01 17820 50 1.26  Similar to 60S ribosomal protein L12. cyto 0.03 protein 

4 Os10t0411800-01 16419 31 1.25  Similar to 40S ribosomal protein S17-3. cyto /nucl 0.39 protein 

5 Os02t0268100-01 57229 341 1.21  Similar to Glutelin (Fragment). vacu 0.39 development 

6 Os02t0249800-01 56915 361 1.18  Glutelin precursor. chlo/nucl 0.41 development 

7 Os01t0835900-00 11402 67 1.17  Similar to Histone H4. nucl 0.32 DNA 

8 Os07t0546700-01 8144 11 1.12  Similar to 60S ribosomal protein L38. cyto 0.37 not assigned 

9 Os03t0343500-01 14520 23 1.05  Similar to 60S ribosomal protein L22-2. cyto 0.06 protein 

10 Os02t0249600-01 56411 331 1.02  Similar to Glutelin. chlo/nucl 0.43 development 

11 Os10t0400200-01 56841 351 0.98  Glutelin type II precursor. vacu 0.4 development 

12 Os01t0686800-01 36665 82 0.98  Protein containing the WD-40 repeat, Innate immunuty cyto/nucl 0.01 development 

13 Os03t0577000-01 25590 60 0.93  Similar to Ribosomal protein S3 (Fragment). cyto 0.21 protein 

14 Os01t0762500-00 56782 414 0.93  Glutelin subunit mRNA. chlo 0.44 development 

15 Os08t0117200-00 17874 46 0.93  Similar to 40S ribosomal protein S13 (Fragment). nucl 0.41 protein 

16 Os03t0424500-01 16434 34 0.91  Similar to 40S ribosomal protein S19-3. cyto/nucl 0.18 protein 

17 Os03t0182600-03 12620 21 0.90  Similar to 40S ribosomal protein SA. cyto 0.2 protein 

18 Os07t0214300-01 18423 22 0.88  Seed allergenic protein RAG2 precursor. mito 0.04 stress 

20 Os07t0229900-01 15112 37 0.82  Ribosomal protein S12e domain containing protein. chlo 0.02 protein 

19 Os07t0150200-01 15132 29 0.82  Similar to 40S ribosomal protein S12-1. cyto 0.01 protein 

21 Os01t0191100-01 11714 10 0.81  Similar to Acidic ribosomal protein P2a-4 (Fragment). chlo 0.01 protein 

22 Os01t0276000-01 12584 14 0.81  Similar to 60S ribosomal protein L30. cyto 0.08 protein 

23 Os02t0478700-01 9864 21 0.80  Ribosomal protein S27. nucl 0.27 not assigned 

24 Os07t0180900-01 44825 101 0.79  Similar to 60S ribosomal protein L4. cyto /nucl 0.41 protein 
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25 Os03t0427300-01 56550 157 0.79  Glutelin type-A III precursor. chlo 0.37 development 

26 Os02t0814700-01 16392 57 0.77  Similar to Ribosomal Pr 117 (Fragment). cyto 0.1 protein 

28 Os03t0200500-01 29880 83 0.76  40S ribosomal protein S3a (CYC07 protein). cyto/nucl 0.4 protein 

29 Os12t0406200-01 29863 72 0.76  Similar to 40S ribosomal protein S3a (CYC07 protein). cyto/nucl 0.35 protein 

27 Os02t0287000-01 29912 63 0.76  Similar to 40S ribosomal protein S3a (CYC07 protein). cyto/nucl 0.39 protein 

30 Os11t0127900-01 16979 19 0.73  Similar to 40S ribosomal protein S16. chlo 0.29 protein 

31 Os08t0117300-01 17135 46 0.72  Similar to 40S ribosomal protein S13. nucl 0.46 protein 

32 Os05t0490100-01 12581 12 0.72  Similar to 60S ribosomal protein L30. nucl 0.04 protein 

33 Os03t0794700-01 17709 30 0.71  Similar to 40S ribosomal protein S18. cyto 0.24 protein 

34 Os07t0616600-02 33122 37 0.71  Similar to 40S ribosomal protein SA (p40) (Laminin receptor homolog). cyto 0.19 protein 

35 Os08t0326400-01 29457 59 0.70  60S ribosomal protein L7a. chlo/nucl 0.4 protein 

36 Os03t0327600-01 39254 97 0.69  Ricin B-related lectin domain containing protein. cyto/nucl 0.01 not assigned 

37 Os11t0482000-01 22307 50 0.68  Similar to 40S ribosomal protein S5. cysk/nucl 0.19 protein 

38 Os02t0249000-01 55226 103 0.67  Glutelin, Seed strage protein E.R. 0.37 development 

39 Os02t0591700-01 24243 51 0.65  Similar to Candida glabrata strain CBS138 chromosome L complete sequence. nucl 0.04 protein 

40 Os07t0674200-01 14465 18 0.64  Similar to 60S ribosomal protein L22-2. cyto 0.05 protein 

41 Os05t0499100-01 21497 48 0.64  26 kDa globulin (Alpha-globulin). extr 0.45 not assigned 

42 Os01t0752300-01 21500 28 0.64  Similar to 60S ribosomal protein L18a-1. nucl 0.38 protein 

43 Os05t0565000-01 21559 28 0.64  Similar to 60S ribosomal protein L18a-1. cyto/nucl 0.41 protein 

44 Os03t0756000-01 23829 30 0.62  Similar to 60S ribosomal protein L13a-4. chlo 0.51 protein 

46 Os09t0502000-01 15779 26 0.62  Similar to Ribosomal L32. chlo 0.66 protein 

45 Os02t0284600-01 15740 15 0.62  Similar to 60S ribosomal protein L27. chlo/nucl 0.02 protein 

47 Os09t0501200-01 15835 23 0.61  Similar to Ribosomal L32. chlo 0.68 protein 

48 Os06t0115500-01 24096 30 0.61  Similar to 60S ribosomal protein L13 (BBC1 protein homolog). chlo 0.65 protein 

49 Os03t0408300-00 16101 24 0.60  Similar to 60S ribosomal protein L27a-3. nucl 0.14 protein 

50 Os02t0549600-01 20307 48 0.59  Similar to 40S ribosomal protein S10-1. nucl 0.19 protein 



3 

 

51 Os03t0336100-01 36974 231 0.59  11-S plant seed storage protein family protein. chlo 0.3 development 

52 Os08t0559200-01 12061 24 0.58  Similar to Ribosomal protein S25 (40S ribosomal 25S subunit). nucl 0.52 protein 

53 Os01t0205500-01 20978 31 0.57  Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2. cyto 0.28 protein 

54 Os07t0608500-01 26154 25 0.57  Similar to Ribosomal protein S3 (Fragment). cyto 0.27 protein 

55 Os01t0896700-00 34773 59 0.57  Similar to 60S ribosomal protein L5. mito 0.55 not assigned 

56 Os03t0576700-01 24056 22 0.57  Similar to 60S ribosomal protein L13 (BBC1 protein homolog). chlo 0.65 protein 

57 Os01t0896800-01 37754 59 0.55  Ribosomal protein L18/L5 domain containing protein. mito 0.53 protein 

58 Os03t0807800-01 30185 70 0.55  Similar to 40S ribosomal protein S2 (Fragment). cyto 0.04 protein 

59 Os03t0793700-01 52436 152 0.54  RmlC-like jelly roll fold domain containing protein. mito 0.38 development 

60 Os03t0154700-01 22716 53 0.54  Similar to 40S ribosomal protein S9. nucl 0.37 protein 

61 Os08t0428800-00 18660 26 0.54  Similar to High mobility group I/Y-2. plas/nucl 0.12 DNA 

62 Os07t0638300-01 24198 20 0.53  Similar to 1-Cys peroxiredoxin. cyto /nucl 0.03 redox 

63 Os03t0663800-01 28776 189 0.53  Globulin 1 (Fragment). vacu 0.63 development 

64 Os02t0235600-01 20994 25 0.52  Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2. cyto/nucl 0.29 protein 

65 Os01t0823300-00 15381 20 0.52  Similar to Ribosomal protein S26. chlo 0.42 protein 

66 Os05t0477300-03 15551 14 0.52  Ribosomal protein S26e domain containing protein. chlo/nucl 0.36 protein 

67 Os02t0821800-02 26896 47 0.51  Similar to Fibrillarin-2. cyto/nucl 0.18 RNA 

68 Os08t0116500-01 11133 26 0.51  Similar to 60S acidic ribosomal protein P1 (L12). chlo /nucl 0 protein 

69 Os02t0489400-01 24928 40 0.51  Similar to 40S ribosomal protein S8. chlo 0.69 protein 

70 Os04t0349500-01 25027 39 0.51  Similar to 40S ribosomal protein S8. chlo/nucl 0.79 protein 

71 Os01t0328400-01 17885 16 0.51  Ubiquitin. nucl 0.51 protein 

72 Os07t0213800-01 17829 8 0.51  Similar to Allergenic protein. chlo 0.03 stress 

73 Os01t0358400-01 29903 42 0.50  Similar to 40S ribosomal protein S4. chlo 0.12 protein 

74 Os02t0126700-01 10336 6 0.49  Similar to Small nuclear ribonucleoprotein homolog. chlo 0.06 RNA 

75 Os03t0796501-00 44632 47 0.49  Similar to 60S ribosomal protein L4 (L1). cyto/nucl 0.21 protein 

76 Os11t0168200-01 44862 61 0.48  60S ribosomal protein L3. chlo 0.46 protein 
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77 Os04t0473400-01 24613 16 0.48  Similar to 60S ribosomal protein L6-B (L17) (YL16) (RP18). mito/nucl 0.09 protein 

78 Os02t0234800-01 31980 11 0.48  Similar to U2 small nuclear ribonucleoprotein A' (U2 snRNP-A'). cyto_nucl 0.29 RNA 

79 Os08t0129200-02 19024 17 0.47  Similar to Cold shock protein-1. mito /nucl 0.08 stress 

80 Os02t0453600-01 28808 80 0.46  Similar to Glutelin. chlo 0.48 development 

81 Os03t0162200-01 14547 33 0.45  Similar to Histone H2A. nucl 0.13 DNA 

82 Os05t0155100-01 21355 19 0.44  Similar to 60S ribosomal protein L18. nucl 0.35 protein 

83 Os08t0156800-01 13669 14 0.43  Similar to 60S ribosomal protein L34. cyto 0.75 protein 

84 Os03t0266300-01 17899 14 0.43  Class I low-molecular-weight heat shock protein 17.9. cyto 0.03 stress 

85 Os03t0352300-01 61579 45 0.43  Similar to Nucleolar protein. nucl 0.41 RNA 

86 Os09t0402100-01 21739 6 0.43  PF1 protein. nucl 0.32 DNA 

87 Os05t0350500-01 43570 51 0.43  Peptidase M24, structural domain domain containing protein. cyto 0.29 protein 

88 Os05t0160200-01 17900 13 0.42  Ubiquitin. nucl 0.5 protein 

89 Os08t0530200-01 19585 25 0.41  Similar to 60S ribosomal protein L17. chlo/nucl 0.56 protein 

90 Os03t0350100-01 61141 45 0.41  SAR DNA-binding protein-2. cyto/nucl 0.59 RNA 

91 Os02t0242600-01 57190 103 0.41  Similar to Glutelin. vacu 0.39 development 

92 Os10t0564300-01 15633 13 0.40  Similar to 60S ribosomal protein L27. chlo 0.02 protein 

93 Os02t0229000-01 15796 30 0.40  Similar to 40S ribosomal protein S19-like. nucl 0.25 protein 

94 Os07t0613200-00 16007 14 0.39  Similar to 60S ribosomal protein L27a-3. nucl 0.15 protein 

95 Os05t0346300-01 22350 28 0.37  Similar to 40S ribosomal protein S7. cyto/nucl 0.17 protein 

96 Os03t0390000-02 28269 24 0.37  Similar to Ribosomal protein s6 RPS6-2. nucl 0.88 protein 

97 Os08t0234000-01 28493 22 0.37  Similar to 60S ribosomal protein L7-2. cyto/nucl 0.62 protein 

98 Os01t0348700-01 17040 12 0.37  Similar to 60S ribosomal protein L23a (L25). cyto 0.36 protein 

99 Os07t0622100-01 28683 25 0.36  Similar to Ribosomal protein s6 RPS6-2. nucl 0.84 protein 

100 Os02t0519900-01 94987 111 0.36  Similar to Elongation factor EF-2 (Fragment). cyto/nucl 0.16 protein 

101 Os02t0478600-01 14866 11 0.36  Similar to 40S ribosomal protein S15A. cyto/nucl 0.09 protein 

102 Os01t0834500-01 15765 24 0.36  Similar to 40S ribosomal protein S23 (S12). cyto 0.23 not assigned 
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103 Os06t0507200-01 17405 9 0.35  Bifunctional inhibitor/plant lipid transfer protein/seed storage domain containing protein. chlo 0.28 not assigned 

104 Os03t0350300-01 62764 37 0.35  Similar to SAR DNA-binding protein-like protein. cyto/nucl 0.62 RNA 

105 Os12t0567700-01 28460 23 0.34  Similar to 60S ribosomal protein L2 (Fragment). cyto 0.13 protein 

106 Os11t0115400-00 11766 4 0.34  Lipid transfer protein LPT IV. extr 0.05 not assigned 

107 Os07t0215500-01 17838 15 0.34  Allergenic protein. extr 0.03 stress 

108 Os01t0231700-01 11926 13 0.33  Similar to 60S acidic ribosomal protein P2-B (CaRP2B). nucl 0.01 protein 

109 Os08t0130500-01 34470 33 0.33  60S acidic ribosomal protein P0. cyto 0.07 protein 

110 Os06t0221300-01 18450 12 0.33  Similar to Dehydration stress-induced protein. extr 0.02 not assigned 

112 Os07t0545400-01 13968 48 0.32  Protein H2A. nucl 0.07 DNA 

111 Os07t0545300-01 14036 27 0.32  Similar to Histone H2A. nucl 0.08 DNA 

113 Os06t0134000-01 14151 10 0.32  Similar to 40S ribosomal protein S20. cyto 0.01 protein 

114 Os02t0503400-01 14235 12 0.32  Similar to 60S ribosomal protein L35. nucl 0.63 protein 

115 Os12t0530000-01 14331 59 0.31  Similar to Histone H2A. nucl 0.07 DNA 

116 Os01t0723200-01 15766 22 0.31  Similar to 40S ribosomal protein S19-like. nucl 0.23 protein 

117 Os07t0109500-01 23885 17 0.31  Ribosomal protein L13 family protein. chlo 0.52 protein 

118 Os02t0115900-01 73573 29 0.31  Endosperm lumenal binding protein. E.R. 0.09 stress 

119 Os08t0558800-01 17796 10 0.30  Similar to Ribosomal protein. cyto/nucl 0.09 protein 

120 Os02t0205200-01 39575 13 0.30  Similar to Unidentified precursor. extr 0.09 not assigned 

121 Os03t0197300-01 71138 232 0.30  Similar to Cupin family protein, expressed. chlo/nucl 0.75 development 

122 Os08t0558000-01 17942 10 0.30  Similar to Ribosomal protein. cyto/nucl 0.11 protein 

123 Os05t0169100-01 25112 22 0.29  Similar to 60S ribosomal protein L10 (QM protein homolog). chlo 0.16 protein 

124 Os11t0579800-01 20050 16 0.29  Gar1 protein RNA-binding region family protein. nucl 0.15 RNA 

125 Os03t0241200-00 14037 6 0.28  Similar to NHP2-like protein 1 (High mobility group-like nuclear protein 2 homolog 1). cyto 0.05 protein 

126 Os01t0860300-01 24837 15 0.27  Similar to Ribosomal protein L1. cyto 0.16 protein 

127 Os07t0639800-01 26828 10 0.27  Similar to Eukaryotic translation initiation factor 6 (Fragment). cyto 0.01 protein 

128 Os05t0597100-01 32698 22 0.27  Similar to Nucleolar histone deacetylase HD2-p39. nucl 0.43 RNA 
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129 Os02t0804100-01 6927 6 0.26  Similar to predicted protein. nucl 0.38 not assigned 

130 Os03t0141000-01 9205 12 0.26  60S ribosomal protein L21. cyto/nucl 0.27 protein 

131 Os05t0268500-01 54131 24 0.25  Similar to Serine carboxypeptidase 2. chlo 0.05 protein 

132 Os02t0753300-01 20315 17 0.25  Lipoxygenase, LH2 domain containing protein. chlo 0.01 not assigned 

133 Os05t0368300-01 29758 26 0.25  Similar to 40S ribosomal protein S4, X isoform (Single copy abundant mRNA protein. chlo 0.14 protein 

134 Os02t0232400-01 54777 13 0.25  Similar to Citrate synthase. cyto 0.39 gluconeotenese 

136 Os12t0133050-00 34559 27 0.25  Similar to 60S acidic ribosomal protein P0. cyto 0.07 protein 

135 Os02t0785800-01 12821 7 0.25  Similar to Ribosomal protein L35A. cyto 0.14 protein 

137 Os12t0569300-01 23985 15 0.25  Thaumatin, pathogenesis-related family protein. chlo 0.02 not assigned 

138 Os01t0949060-01 43964 11 0.24  Hypothetical conserved gene. chlo 0.31 not assigned 

139 Os06t0149400-01 42726 15 0.24  Similar to Chitinase A. cyto/nucl 0.4 DNA 

140 Os03t0758800-01 17762 12 0.24  Similar to Eukaryotic translation initiation factor 5A-2 (eIF-5A-2) (eIF-4D). cysk 0.01 protein 

141 Os08t0557100-01 21376 4 0.24  Similar to Nucleic acid-binding protein precursor. chlo 0.05 RNA 

142 Os07t0636000-01 66168 22 0.23  Similar to H/ACA ribonucleoprotein complex subunit 4 (EC 5.4.99.-) cyto/nucl 0.48 DNA 

143 Os04t0613600-00 18053 23 0.23  Similar to 40S ribosomal protein S11. cyto/nucl 0.09 protein 

144 Os05t0459900-01 12727 11 0.22  Similar to 60S ribosomal protein L36-1. cyto 0.56 protein 

145 Os01t0679700-02 10464 8 0.22  Similar to 60S ribosomal protein L37a. cyto/nucl 0.18 protein 

146 Os06t0319700-01 14282 5 0.22  Similar to 60S ribosomal protein L31. cyto/nucl 0.28 protein 

147 Os05t0140800-01 39249 14 0.21  Similar to Dormancy related protein (Fragment). mito 0.3 misc 

148 Os04t0683100-01 23410 9 0.21  Similar to Cleavage and polyadenylation specificity factor 5. cyto/nucl 0.16 not assigned 

149 Os10t0411700-01 8184 13 0.21  Similar to S28 ribosomal protein (Fragment). cyto 0.1 protein 

150 Os12t0569200-01 17071 5 0.21  Conserved hypothetical protein. extr 0.02 not assigned 

151 Os05t0552300-02 36828 16 0.21  Similar to Guanine nucleotide-binding protein beta subunit-like protein (GPB-LR) (RWD). nucl 0.01 signaling 

152 Os04t0164900-01 62247 25 0.21  Similar to Starch debranching enzyme. chlo/nucl 0.16 not assigned 

153 Os01t0937100-01 44500 18 0.20  Similar to Xylanase inhibitor precursor (Xylanase inhibitor TAXI-I). chlo 0.18 protein 

154 Os05t0589600-01 41004 15 0.20  Similar to Nuclear RNA binding protein B (Fragment). nucl 0.45 RNA 
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155 Os03t0733400-01 81551 19 0.20  Zinc finger, BED-type predicted domain containing protein. nucl 0.62 DNA 

156 Os07t0262200-02 31935 13 0.20  Similar to Prohibitin. chlo 0.2 mitochondrial electron transport  

157 Os01t0502700-00 27401 82 0.20  Similar to Histone H2A. nucl 0.18 DNA 

158 Os03t0854400-01 18181 4 0.20  Ribonuclease III domain containing protein. chlo 0.07 not assigned 

159 Os01t0184100-01 18133 8 0.20  Similar to 17.5 kDa class II heat shock protein. cyto/nucl 0.05 stress 

160 Os06t0726400-01 93747 33 0.19  Branching enzyme-I precursor (Starch-branching enzyme I). chlo 0.17 major CHO metabolism 

161 Os01t0598600-01 51795 16 0.19  Peptidase A1 domain containing protein. chlo 0.15 RNA 

162 Os02t0288200-01 61601 21 0.19  Protein of unknown function DUF573 domain containing protein. nucl 0.65 not assigned 

163 Os11t0220800-01 25729 14 0.19  Similar to 60S ribosomal protein L10 (QM protein homolog). chlo_mito 0.14 protein 

164 Os06t0701100-02 47343 12 0.19  Eukaryotic initiation factor 4A (eIF4A) (eIF-4A). cyto 0.37 DNA 

165 Os03t0337800-01 24183 19 0.19  Similar to 60S ribosomal protein L19 (Fragment). nucl 0.62 protein 

167 Os03t0130300-01 9207 5 0.19  Similar to Cp-thionin. extr 0.07 not assigned 

166 Os01t0252300-01 9253 2 0.19  Conserved hypothetical protein. extr 0.06 not assigned 

168 Os03t0177400-01 49604 32 0.19  EF-1 alpha. cyto 0.06 protein 

169 Os02t0121100-01 23393 3 0.19  Zinc finger, CCHC-type domain containing protein. nucl 0.11 stress 

170 Os08t0430500-01 28979 7 0.19  Similar to 14-3-3-like protein S94. plas/nucl 0.02 signaling 

171 Os01t0710000-01 50593 16 0.18  Similar to WD-repeat protein RBAP1. nucl 0.05 development 

172 Os03t0345200-01 9305 4 0.18  40S ribosomal protein S21. nucl 0.42 not assigned 

173 Os01t0924900-01 56347 13 0.18  GTP-binding signal recognition particle SRP54, G-domain containing protein. nucl 0.92 not assigned 

174 Os07t0216700-01 17036 4 0.18  Bifunctional trypsin/alpha-amylase inhibitor domain containing protein. chlo 0.02 not assigned 

175 Os01t0136100-01 16929 4 0.18  16.9 kDa class I heat shock protein 1. cyto 0.07 stress 

176 Os06t0662000-01 68711 14 0.18  Similar to Vacuolar H+-ATPase subunit A (Fragment). chlo 0.07 transport 

177 Os06t0104400-01 48186 99 0.17  Similar to IQ calmodulin-binding motif family protein. nucl 0.74 not assigned 

178 Os03t0799000-01 29612 40 0.17  Similar to Histone H1. nucl 0.35 DNA 

179 Os08t0473600-01 49190 6 0.17  Alpha-amylase isozyme 3E precursor (EC 3.2.1.1) (1,4-alpha-D-glucan glucanohydrolase). pero 0.01 major CHO metabolism 

180 Os07t0112800-01 17983 14 0.17  Similar to Eukaryotic translation initiation factor 5A-4 (eIF-5A-4). cysk/nucl 0.01 protein 
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181 Os05t0468800-01 18234 3 0.17  Phosphatidylethanolamine-binding protein PEBP domain containing protein. cyto 0.02 not assigned 

182 Os02t0622300-00 15435 5 0.17  Ribosomal protein L14 family protein. cyto 0.24 protein 

183 Os03t0341100-01 21118 18 0.16  Similar to 60S ribosomal protein L18. nucl 0.27 protein 

184 Os01t0663400-01 56473 13 0.16  Similar to Aspartic proteinase oryzasin 1 precursor (EC 3.4.23.-). chlo/nucl 0.09 protein 

185 Os02t0715400-00 10420 3 0.16  Conserved hypothetical protein. chlo/nucl 0.05 not assigned 

186 Os02t0601300-01 36716 11 0.16  Similar to Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC 1.2.1.12). cyto 0 glycolysis 

187 Os12t0632000-01 16130 4 0.16  Similar to Glycine-rich RNA-binding protein 1 (Fragment). nucl 0.17 RNA 

188 Os11t0104050-01 10740 3 0.16  Preprotein translocase Sec, Sec61-beta subunit, eukarya domain containing protein. chlo 0.38 protein 

189 Os03t0297100-01 22226 19 0.15  40S ribosomal protein S7. cyto/nucl 0.19 protein 

190 Os03t0836200-01 22038 3 0.15  Similar to RNA-binding protein RZ-1. nucl 0.15 RNA 

191 Os05t0567100-01 54723 8 0.15  Aspartic proteinase oryzasin 1 precursor (EC 3.4.23.-). chlo 0.07 protein 

193 Os05t0541900-01 14989 6 0.15  Similar to 60S ribosomal protein l28. nucl 0.29 protein 

192 Os04t0623700-01 15000 4 0.15  Similar to Signal recognition particle 14 kDa protein (SRP14). nucl 0.39 protein 

194 Os04t0661300-01 40460 19 0.15  Similar to H0112G12.10 protein. mito/nucl 0.46 not assigned 

195 Os04t0445100-01 23271 10 0.15  Similar to 22.7 kDa class IV heat shock protein precursor. extr 0.12 stress 

196 Os02t0137400-01 96565 12 0.14  Similar to Spliceosomal-like protein. plas/nucl 0.34 RNA 

197 Os11t0602200-01 90242 20 0.14  Similar to SET domain protein SDG111. nucl 0.89 RNA 

198 Os03t0579300-00 24163 13 0.14  60S ribosomal protein L19. nucl 0.66 protein 

199 Os10t0466300-01 58236 11 0.14  Similar to Yarrowia lipolytica chromosome C of strain CLIB99 of Yarrowia lipolytica. nucl 0.27 RNA 

200 Os05t0490700-01 74829 15 0.14  Similar to SET domain protein SDG111. nucl 0.43 RNA 

201 Os04t0173800-01 24718 3 0.14  Lectin precursor (Agglutinin). chlo 0.22 stress 

202 Os12t0502200-01 25086 4 0.14  Similar to Low temperature-responsive RNA-binding protein. nucl 0.22 RNA 

203 Os04t0462900-01 30840 4 0.13  Similar to prohibitin2. cyto 0.01 mitochondrial electron transport  

204 Os03t0799600-01 25545 6 0.13  Similar to ES43 like protein. nucl 0.36 RNA 

205 Os06t0342200-01 16500 5 0.13  Similar to Eukaryotic translation initiation factor 1A (EIF-1A) (EIF-4C). nucl 0.16 protein 

206 Os05t0595400-01 26092 6 0.13  Similar to Nucleoside diphosphate kinase III (EC 2.7.4.6) (NDK III) (NDP kinase III). chlo 0.03 nucleotide metabolism 
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207 Os05t0555800-00 12811 3 0.13  Similar to 60S ribosomal protein L35a-3. cyto/nucl 0.18 protein 

208 Os10t0572900-02 26261 3 0.13  Protein of unknown function DUF296 domain containing protein. nucl 0.67 RNA 

209 Os06t0675700-01 96503 21 0.12  Similar to High pI alpha-glucosidase. chlo 0.1 misc 

210 Os04t0510900-01 35414 6 0.12  Similar to Embryo-specific protein 1 (ATS1). chlo 0.05 development 

211 Os03t0370500-02 65110 16 0.12  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). 

cyto/nucl 0.47 DNA 

212 Os04t0376500-01 39644 5 0.12  Similar to Eukaryotic translation initiation factor 3 subunit 3 (eIF-3 gamma). chlo/nucl 0.6 protein 

214 Os07t0661800-01 35030 14 0.12  Similar to Nucleolar protein Nop56. cyto 0 RNA 

213 Os07t0202100-01 67302 12 0.12  Similar to ATP-dependent RNA helicase ded1. mito/nucl 0.32 RNA 

215 Os08t0189100-01 23811 3 0.12  Similar to Germin-like protein precursor. extr 0 stress 

216 Os01t0303300-01 17908 5 0.12  Similar to Stress-inducible membrane pore protein. mito 0.3 protein 

217 Os02t0248800-01 56996 72 0.12  Similar to Glutelin type-B 2 precursor. vacu 0.4 development 

218 Os03t0598800-02 24432 14 0.12  Similar to 60S ribosomal protein L15. nucl 0.6 protein 

219 Os11t0105400-01 26650 3 0.12  Ribosomal protein L10 family protein. nucl 0.23 protein 

220 Os05t0302700-01 41122 18 0.12  Similar to ATP/ADP carrier protein. chlo 0.14 transport 

221 Os02t0121300-01 18634 10 0.11  Cyclophilin 2. cyto 0.01 cell 

222 Os02t0102700-01 14386 7 0.11  Similar to AGL157Cp. cyto 0.07 RNA 

223 Os06t0724600-01 18720 3 0.11  Similar to Transformer-SR ribonucleoprotein (Fragment). extr/nucl 0.46 RNA 

224 Os09t0361400-01 29202 4 0.11  Outer mitochondrial membrane protein porin. cyto 0.12 transport 

225 Os08t0137200-01 48806 7 0.11  Actin/actin-like family protein. cyto/nucl 0.24 cell 

226 Os03t0735300-01 32498 5 0.11  Alba, DNA/RNA-binding protein family protein. nucl 0.25 RNA 

227 Os08t0549300-01 14645 2 0.11  Similar to Acyl carrier protein III, chloroplast precursor (ACP III). chlo 0 lipid metabolism 

228 Os06t0232000-01 41752 6 0.11  Similar to Pro-resilin. nucl 0.6 not assigned 

229 Os11t0247300-01 50390 13 0.11  Alfa-tubulin. cyto /nucl 0.13 cell 

230 Os01t0172400-01 85659 10 0.11  Similar to Phospholipase D alpha 1. chlo 0.25 lipid metabolism 

231 Os03t0761000-01 15085 2 0.11  SWIB/MDM2 domain containing protein. chlo 0.33 RNA 
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232 Os03t0202200-01 29456 22 0.11  Porin-like protein. cyto 0.01 transport 

233 Os01t0905800-01 39141 4 0.10  Aldolase C-1. cyto 0.05 PS 

234 Os02t0788400-01 32160 2 0.10  Similar to Eukaryotic translation initiation factor 3 subunit-like protein. cyto/nucl 0.1 protein 

235 Os02t0257200-01 32543 10 0.10  Conserved hypothetical protein. plas 0.08 not assigned 

236 Os04t0405800-01 32574 3 0.10  Similar to OSIGBa0142C11.1 protein. cyto/nucl 0.13 nucleotide metabolism 

237 Os10t0321700-01 32282 3 0.10  Similar to Ribonucleoprotein like protein. chlo/nucl 0.19 RNA 

238 Os04t0404400-01 32258 4 0.10  Similar to H0502B11.4 protein. extr 0 stress 

239 Os06t0668200-01 42310 8 0.10  Similar to Phosphoglycerate kinase, cytosolic (EC 2.7.2.3). chlo 0.01 PS 

240 Os01t0851700-01 94867 15 0.10  Similar to Cytosolic starch phosphorylase (Fragment). cyto 0.29 major CHO metabolism 

241 Os09t0570850-00 16773 4 0.10  Similar to Histone H2B. cyto/nucl 0.67 DNA 

242 Os07t0600400-01 48200 2 0.09  WD40/YVTN repeat-like domain containing protein. nucl 0.37 not assigned 

243 Os02t0537700-01 28307 4 0.09  Similar to 2-cys peroxiredoxin BAS1, chloroplast precursor (EC 1.11.1.15). chlo 0.04 redox 

244 Os10t0478200-01 35888 4 0.09  Cytoplasmic malate dehydrogenase. cyto 0.08 TCA  

245 Os02t0771200-01 34494 8 0.09  Protein of unknown function DUF573 domain containing protein. chlo/nucl 0.69 not assigned 

246 Os02t0530600-01 93542 16 0.09  Poly(ADP-ribose) polymerase, regulatory region domain containing protein. cyto/nucl 0.21 protein 

247 Os07t0662500-01 23842 6 0.09  Similar to Elongation factor 1-beta' (EF-1-beta'). cyto /nucl 0.1 protein 

248 Os09t0529900-01 37030 6 0.09  Pyruvate/Phosphoenolpyruvate kinase, catalytic core domain containing protein. chlo 0.18 hormone metabolism 

249 Os07t0422100-01 18333 2 0.09  AWPM-19-like family protein. vacu 0 transport 

250 Os06t0186900-01 52096 6 0.09  TIP49, C-terminal domain containing protein. chlo 0.35 DNA 

251 Os03t0812000-01 48808 6 0.09  DNA topoisomerase, type IIA, subunit A or C-terminal domain containing protein. chlo 0.51 not assigned 

252 Os02t0714600-01 36468 2 0.09  Ribose-phosphate pyrophosphokinase 4 (EC 2.7.6.1). cyto/nucl 0.07 nucleotide metabolism 

253 Os02t0782500-01 18706 3 0.08  Similar to Small heat stress protein class CIII. cyto 0.39 stress 

254 Os03t0212700-01 58829 11 0.08  Similar to Cytochrome C reductase-processing peptidase subunit I, MPP subunit I, P55. mito 0.29 protein 

255 Os03t0296400-01 38496 11 0.08  Similar to Eukaryotic translation initiation factor 2 subunit 1. cyto 0.25 protein 

256 Os02t0274100-01 79038 11 0.08  Similar to Peroxisomal fatty acid beta-oxidation multifunctional protein (MFP). plas 0.06 lipid metabolism 

257 Os07t0683600-00 39637 9 0.08  Similar to Osr40c1 protein. nucl 0.03 not assigned 
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259 Os04t0446500-01 39476 3 0.08  Similar to OSIGBa0140O07.15 protein. nucl 0.72 protein 

258 Os03t0333300-01 30815 2 0.08  Similar to Eukaryotic translation initiation factor 2 beta subunit (eIF-2-beta) (P38). nucl 0.45 protein 

260 Os01t0837500-01 49866 5 0.08  Similar to Ruvbl1 protein. cyto 0.17 development 

261 Os03t0313000-01 19672 2 0.08  Similar to NADH-ubiquinone oxidoreductase (Fragment). mito/nucl 0.03 mitochondrial electron transport  

262 Os09t0463700-01 39985 4 0.08  Similar to AHM1. mito 0.53 not assigned 

263 Os04t0103200-01 46904 7 0.08  Proteasome component region PCI domain containing protein. cyto 0.12 protein 

264 Os05t0227700-01 61803 7 0.08  Similar to Eukaryotic translation initiation factor 3 subunit 6-interacting protein. cyto/nucl 0.27 not assigned 

265 Os05t0126200-01 21440 2 0.07  Conserved hypothetical protein. chlo 0.87 not assigned 

266 Os06t0234100-01 68328 17 0.07  Peptidase S1C, HrtA/DegP2/Q/S family protein. nucl 0.55 protein 

267 Os05t0104800-01 31276 7 0.07  Similar to Eukaryotic translation initiation factor 3 subunit 5 (eIF-3 epsilon). cyto 0.02 protein 

268 Os01t0633100-01 58279 12 0.07  Similar to ADP-glucose pyrophosphorylase subunit SH2. cyto/nucl 0.14 major CHO metabolism 

269 Os03t0596900-01 77956 9 0.07  GTP-binding signal recognition particle SRP54, G-domain containing protein. nucl 0.86 not assigned 

271 Os09t0115400-01 71870 4 0.07  Similar to Poly(A)-binding protein. nucl 0.38 RNA 

270 Os05t0140500-01 22091 3 0.07  RNA binding motif protein 8 family protein. nucl 0.57 RNA 

272 Os06t0220000-01 28974 2 0.07  Similar to Phi-1 protein. chlo 0.01 signaling 

274 Os08t0512400-01 29716 3 0.07  Protein of unknown function DUF296 domain containing protein. nucl 0.34 RNA 

273 Os02t0221500-01 40241 2 0.07  Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.26 RNA 

275 Os05t0566500-01 65325 6 0.07  Similar to Initiation factor 3d (Fragment). cysk/nucl 0.37 protein 

276 Os08t0127900-01 58352 5 0.07  Similar to Globulin 1 (Fragment). vacu/nucl 0.64 development 

277 Os09t0565500-01 70370 4 0.07  Conserved hypothetical protein. plas 0.23 not assigned 

278 Os07t0209000-01 48417 4 0.07  Similar to Dolichyl-di-phosphooligosaccharide-protein glycotransferase 

(Oligosaccharyltransferase). 

chlo 0.04 protein 

279 Os01t0611000-01 40112 9 0.06  Protein of unknown function DUF642 domain containing protein. chlo 0.04 not assigned 

280 Os05t0155601-00 59100 4 0.06  Importin alpha-1b subunit. nucl 0.64 protein 

281 Os02t0158400-01 25239 4 0.06  ssDNA-binding transcriptional regulator family protein. nucl 0.36 DNA 

282 Os04t0434400-01 36870 8 0.06  Similar to H0823A09.7 protein. extr 0.34 not assigned 
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283 Os12t0170700-01 57733 6 0.06  Conserved hypothetical protein. cyto/nucl 0.86 not assigned 

284 Os01t0975900-01 25361 4 0.06  Similar to Tonoplast membrane integral protein ZmTIP1-2. vacu 0.01 transport 

285 Os06t0336200-01 25169 3 0.06  Delta-tonoplast intrinsic protein. plas 0 transport 

286 Os07t0186400-01 25476 4 0.06  Similar to SHL1. nucl 0.43 RNA 

287 Os03t0146100-01 25740 6 0.06  Tonoplast intrinsic protein (Tonoplast water channel). vacu 0 transport 

288 Os04t0685200-01 34289 5 0.06  Peptidase aspartic, catalytic domain containing protein. chlo 0.19 protein 

289 Os03t0681900-01 34244 5 0.06  Similar to RGP-3 (Fragment). nucl 0.25 RNA 

290 Os12t0176800-01 51145 8 0.06  Similar to Heterochromatin protein (Fragment). cyto/nucl 0.04 protein 

291 Os06t0653800-01 38519 2 0.06  Similar to WD-repeat protein 57 (Prp8-binding protein) (hPRP8BP). chlo 0.14 development 

292 Os09t0551300-01 74352 9 0.06  Similar to predicted protein. chlo/nucl 0.9 DNA 

293 Os06t0715500-01 27445 2 0.06  Similar to Translocon-associated protein alpha subunit precursor (TRAP-alpha). chlo 0.12 not assigned 

294 Os01t0810000-01 27495 2 0.06  Utp11 family protein. nucl 0.94 RNA 

297 Os10t0492600-01 27496 8 0.06  Similar to Tonoplast membrane integral protein ZmTIP3-1. mito 0.01 transport 

296 Os02t0802500-01 80370 5 0.06  Similar to H(+)-translocating (Pyrophosphate-ENERGIZED) inorganic pyrophosphatase beta-1 

polypeptide (EC 3.6.1.1) (Fragment). 

vacu 0.02 transport 

295 Os01t0659200-01 26784 2 0.06  Similar to Vacuolar ATP synthase subunit E (EC 3.6.3.14). cyto 0.34 transport 

298 Os06t0608300-01 111112 12 0.06  Similar to Small nuclear ribonucleoprotein component. cyto/nucl 0.33 protein 

299 Os08t0320100-01 36716 3 0.06  Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.16 RNA 

300 Os01t0639100-01 45912 6 0.05  Similar to Eukaryotic initiation factor 4A-3 (eIF4A-3) (eIF-4A-3). cyto/nucl 0.45 DNA 

301 Os04t0620700-01 75266 4 0.05  Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.59 signaling 

302 Os06t0718100-01 28475 5 0.05  Similar to Alpha-expansin precursor. chlo 0.07 cell wall 

303 Os02t0106966-00 30489 6 0.05  Similar to emb1507 (embryo defective 1507); ATP binding  cyto 0.75 not assigned 

304 Os07t0603200-01 61920 3 0.05  WD40 repeat-like domain containing protein. nucl 0.71 not assigned 

305 Os05t0536200-01 29584 3 0.05  Voltage-dependent anion channel. cyto 0.01 transport 

306 Os03t0711400-01 137435 7 0.05  Similar to Coatomer alpha subunit. mito/nucl 0.28 cell 

307 Os03t0807700-01 41248 5 0.05  Protein of unknown function DUF642 domain containing protein. chlo 0.01 not assigned 
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308 Os01t0907600-00 41150 5 0.05  Cysteine endopeptidase. vacu 0.11 protein 

309 Os05t0539700-01 41829 7 0.05  Similar to Nucleosome assembly protein 1. cyto/nucl 0.38 DNA 

310 Os05t0586700-00 32586 2 0.05  Conserved hypothetical protein. plas 0.16 not assigned 

311 Os08t0542100-01 31828 4 0.05  Similar to 60S ribosomal protein L7. cyto/nucl 0.61 protein 

312 Os07t0475800-01 33417 4 0.05  Eukaryotic rRNA processing family protein. nucl 0.8 protein 

313 Os11t0582400-01 49179 9 0.04  Similar to Embryo-specific protein. extr 0.73 not assigned 

314 Os05t0556100-01 69040 9 0.04  Similar to SDL5A. cyto 0.68 misc 

315 Os01t0120800-01 114224 7 0.04  Similar to Eukaryotic translation initiation factor 3 subunit 10 (eIF-3 theta). cyto/nucl 0.91 protein 

316 Os05t0564200-01 35070 2 0.04  U2 snRNP auxiliary factor, small subunit. nucl 0.52 RNA 

317 Os02t0756800-01 34675 2 0.04  Phosphate-induced protein 1 conserved region family protein. chlo 0.03 signaling 

318 Os10t0569200-01 83300 12 0.04  Six-bladed beta-propeller, TolB-like domain containing protein. nucl 0.36 protein 

319 Os03t0383800-02 78241 6 0.04  Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.83 RNA 

320 Os12t0288600-01 62680 6 0.04  Conserved hypothetical protein. nucl 0.94 not assigned 

321 Os03t0735100-01 89743 2 0.04  Quinoprotein amine dehydrogenase, beta chain-like domain containing protein. chlo/nucl 0.28 signaling 

322 Os03t0802700-01 67065 2 0.04  RH27 helicase (Fragment). chlo/nucl 0.84 DNA 

323 Os12t0609800-01 87650 8 0.04  WD40/YVTN repeat-like domain containing protein. chlo/nucl 0.33 not assigned 

324 Os01t0104800-01 73415 3 0.04  Sas10/Utp3 family protein. cyto/nucl 0.85 not assigned 

325 Os09t0482100-01 80435 7 0.04  Similar to Heat shock protein 82. nucl 0.53 stress 

326 Os09t0509000-01 43021 3 0.04  Similar to DAG protein. chlo 0.46 development 

328 Os07t0557500-01 76187 4 0.03  WRC domain containing protein. nucl 0.87 protein 

327 Os05t0558000-01 45670 2 0.03  Ribosomal protein L1 family protein. cyto/nucl 0.64 protein 

329 Os06t0693500-01 45807 5 0.03  Zinc finger, C2H2-like domain containing protein. cysk/nucl 0.43 RNA 

330 Os10t0470900-01 45593 3 0.03  Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.19 RNA 

331 Os02t0105500-01 45245 2 0.03  IQ calmodulin-binding region domain containing protein. cyto/nucl 0.74 signaling 

332 Os10t0573900-01 59418 4 0.03  NMD3 family protein. chlo 0.37 not assigned 

333 Os09t0553200-01 51821 3 0.03  Similar to UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9). cyto 0 not assigned 
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334 Os01t0889000-01 73870 2 0.03  Tetratricopeptide-like helical domain containing protein. nucl 0.91 protein 

335 Os03t0854300-01 48374 6 0.03  Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.86 RNA 

336 Os08t0543900-00 49767 2 0.03  Similar to Transcription factor RF2b. nucl 0.8 RNA 

337 Os02t0523500-01 108515 7 0.03  Similar to 110 kDa 4SNc-Tudor domain protein (Fragment). chlo 0.3 RNA 

338 Os05t0519700-01 101062 5 0.03  Heat shock protein 101. cyto 0.42 stress 

339 Os08t0390000-01 69555 8 0.03  Moesin domain containing protein. cyto/nucl 0.91 transport 

340 Os01t0911200-01 75331 5 0.03  Ribophorin II family protein. cyto/nucl 0.03 not assigned 

341 Os06t0167000-02 131363 7 0.03  Similar to PRP8 protein (Fragment). pero/nucl 0.57 RNA 

342 Os01t0739000-01 54365 3 0.03  Similar to Mitochondrial processing peptidase. mito 0.24 protein 

343 Os11t0199200-01 57047 6 0.03  Similar to Protein disulfide isomerase (Fragment). E.R. 0 redox 

344 Os07t0224900-02 58295 2 0.03  WD40 repeat-like domain containing protein. chlo/nucl 0.57 RNA 

345 Os01t0183100-01 60637 2 0.03  Cytochrome cd1-nitrite reductase-like, C-terminal haem d1 domain containing protein. cyto/nucl 0.54 development 

346 Os05t0524400-01 63028 4 0.03  Phosphofructokinase family protein. cysk 0.22 glycolysis 

347 Os06t0644600-01 101847 2 0.03  Similar to predicted protein. chlo/nucl 0.47 not assigned 

348 Os01t0147200-01 59240 4 0.03  IWS1, C-terminal family protein. nucl 0.91 RNA 

349 Os08t0192900-01 60472 4 0.03  Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.68 signaling 

351 Os02t0612800-01 81708 6 0.02  AT hook, DNA-binding, conserved site domain containing protein. nucl 0.75 not assigned 

350 Os02t0103900-01 79132 5 0.02  U3 small nucleolar RNA-associated protein 6 domain containing protein. nucl 0.85 not assigned 

352 Os07t0124500-01 106606 3 0.02  Similar to Eukaryotic translation initiation factor 3 subunit 8 (eIF3 p110) (eIF3c). nucl 0.83 protein 

353 Os01t0275600-01 101545 2 0.02  Similar to Argonaute 4 protein. nucl 0.72 RNA 

354 Os02t0644100-01 65159 6 0.02  Similar to Heat shock protein STI (Stress inducible protein) (GmSTI). mito 0.59 stress 

355 Os03t0151800-02 90429 9 0.02  Similar to Cell division control protein 48 homolog A (AtCDC48a). cyto/nucl 0.57 cell 

356 Os05t0592600-01 135123 6 0.02  Translation initiation factor 2 related domain containing protein. cyto/nucl 0.62 protein 

357 Os06t0286351-01 176483 10 0.02  Armadillo-type fold domain containing protein. nucl 0.82 not assigned 

358 Os06t0305200-01 162656 7 0.01  Nucleoporin, non-repetitive/WGA-negative domain containing protein. nucl 0.66 protein 

359 Os09t0567700-01 107599 3 0.01  WD40 repeat-like domain containing protein. nucl 0.51 development 
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360 Os05t0117864-01 127907 7 0.01  Conserved hypothetical protein. chlo/nucl 0.93 RNA 

361 Os05t0592400-01 122944 6 0.01  UV-damaged DNA binding protein. chlo/nucl 0.12 stress 

362 Os03t0743800-00 243940 6 0.01  Similar to predicted protein. cyto 0.77 DNA 

aProtein ID is according to The Rice Annotation Project Database, bM.P. means number of matched peptide, the protein with >2 matched peptides were considered, cMol (%) is the percentage calculated using each emPAI of 

identified protein to divide the total emPAI of total identified proteins, dWoLFPSORT is protein location prediction software, eNucPred 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. 



Supplemental Table 4 -The probabilities of phosphorylation site assignment for nuclear phosphopeptides in rice embryos after 24 h of imbibition 

Accession

Confidence

Level Protein Descriptions Sequence

Modification

s

phosphoRS

Isoform

Probability phosphoRS Site Probabilities

phosphoR

S Binomial

Peptide

q-

Value

IonScor

e

Os01t0104800-01 High Sas10/Utp3 family protein. LSMQDFGLEDGEsDEEDR S13(Phospho) 1 S(2): 0.0; S(13): 100.0 97 0 39

High NLETEVLQSQQVSsPAQSK S14(Phospho) 0.453 T(4): 0.0; S(9): 0.0; S(13): 45.3; S(14): 45.3; S(18): 9.252 0 14

Middle sDtyALGmVmLQLLTAR S1(Phospho)T3(Phospho)Y4(Phospho)1 S(1): 100.0; T(3): 100.0; Y(4): 100.0; T(15): 0.075 0.015 18

Low LDFsGIVFGDWDyDDLD S4(Phospho)Y13(Phospho)1 S(4): 100.0; Y(13): 100.0 25 11

Low VmLGIPLLEGNsPAScFPR S12(Phospho) 0.729 S(12): 72.9; S(15): 27.1 16 0.287 13

Os01t0128400-01 High

Protein of unknown function DUF2359,

TMEM214 domain containing protein. IAAATAsAYSDDDDDSDEAQATRPEGEVKS7(Phospho) 0.031 T(5): 0.2; S(7): 3.1; Y(9): 78.7; S(10): 15.0; S(16): 3.1; T(22): 0.063 0.005 28

High IAAATASAYsDDDDDSDEAQATRPEGEVKS10(Phospho) 0.864 T(5): 0.0; S(7): 0.1; Y(9): 13.5; S(10): 86.4; S(16): 0.0; T(22): 0.0106 0 79

Low ALsDQsEmLLRtmLEAGVLPDTASYR S3(Phospho)S6(Phospho)T12(Phospho)1 S(3): 100.0; S(6): 100.0; T(12): 100.0; T(22): 0.0; S(24): 0.0; Y(25): 0.057 11

Low AmGyNNPYDSSGtDDDLPPtQNRGLR Y4(Phospho)T13(Phospho)T20(Phospho)0.022 Y(4): 66.3; Y(8): 66.3; S(10): 46.0; S(11): 46.5; T(13): 46.5; T(20): 28.51 0.568 12

Low ARSLPtAVLsGcAIALTsVLLDVtGmK T6(Phospho)S10(Phospho)S18(Phospho)T24(Phospho)0.042 S(3): 74.5; T(6): 31.4; S(10): 40.3; T(17): 78.5; S(18): 78.6; T(24): 96.718 0.804 10

Low AsMMAAttVSPNtIcmAVEVtGARPK S2(Phospho)T7(Phospho)T8(Phospho)T13(Phospho)T21(Phospho)0.51 S(2): 98.1; T(7): 85.8; T(8): 85.8; S(10): 49.0; T(13): 85.8; T(21): 95.320 11

Low AtEsAStPIyNEyGEVEGRGIHMAK T2(Phospho)S4(Phospho)T7(Phospho)Y10(Phospho)Y13(Phospho)0.167 T(2): 83.3; S(4): 83.3; S(6): 83.3; T(7): 83.3; Y(10): 83.3; Y(13): 83.31 0.792 12

Low DDGIEMtHEDVESVmtKmGPDFDHGK T7(Phospho)T16(Phospho)0.674 T(7): 76.5; S(13): 32.6; T(16): 90.8 21 0.568 23

Low EALPGPSKPTILDDDSSSDEssDDDVARS21(Phospho)S22(Phospho)0.142 S(7): 19.3; T(10): 19.3; S(16): 26.0; S(17): 31.7; S(18): 33.4; S(21): 35.1; S(22): 35.18 16

Low MEGGGGGGTDMNAVPDGVVQHVLSmLsNVRS27(Phospho) 0.763 T(9): 0.1; S(24): 23.6; S(27): 76.3 33 0.3 11

Low mLEPsFGQPGEcFALQGSSGYVEIKLR S5(Phospho) 0.646 S(5): 64.6; S(18): 15.7; S(19): 9.8; Y(21): 9.810 0.694 12

Low QGPsPGEQGsSTPAADVKAEGGPTAGAStVKS4(Phospho)S10(Phospho)T29(Phospho)0.018 S(4): 77.6; S(10): 15.0; S(11): 15.0; T(12): 15.3; T(24): 72.7; S(28): 37.1; T(29): 67.48 0.491 11

Low RNsDTLSGScLTGTLsGsGLDPssWR S3(Phospho)S16(Phospho)S18(Phospho)S23(Phospho)S24(Phospho)Too many isoforms 0.754 10

Low VSIGcELKDtMMmGADQYETEEETSK T10(Phospho) 0.146 S(2): 68.4; T(10): 14.6; Y(18): 4.3; T(20): 4.3; T(24): 4.3; S(25): 4.36 13

Low YRAVIVASALYLLSLGMLTAsSSSMAAQRS21(Phospho) 0.084 Y(1): 1.0; S(8): 1.7; Y(11): 2.6; S(14): 4.4; T(19): 4.4; S(21): 8.4; S(22): 17.9; S(23): 17.9; S(24): 41.810 0.618 10

Os01t0136000-00 Low

Similar to Cytosolic class I small heat-

shock protein HSP17.5. LIWstVKGLLDPK S4(Phospho)T5(Phospho)1 S(4): 100.0; T(5): 100.0 57 0.39 10

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



Os01t0191100-01 High

Similar to Acidic ribosomal protein

(Fragment).|Similar to Acidic

ribosomal protein P2a-4 (Fragment). EEsDDDMGFSLFD S3(Phospho) 1 S(3): 100.0; S(10): 0.0 65 0 25

High VEEKEEsDDDMGFSLFD S7(Phospho) 1 S(7): 100.0; S(14): 0.0 199 0 74

Os01t0205500-01 High

Similar to 60S ribosomal protein L11-2

(L16). Splice isoform 2. VLEQLSGQsPVFSK S9(Phospho) 0.994 S(6): 0.5; S(9): 99.4; S(13): 0.1 61 0.001 32

Low IADVsKLR S5(Phospho) 1 S(5): 100.0 53 14

Low IALRsSVR S5(Phospho) 0.907 S(5): 90.7; S(6): 9.3 56 11

Low IQASKAAtALHGAAAAGAmLsQR T8(Phospho)S21(Phospho)0.943 S(4): 5.7; T(8): 96.1; S(21): 98.2 23 0.391 11

Low IQtSLALR T3(Phospho) 0.974 T(3): 97.4; S(4): 2.6 36 11

Low LARLVsSR S6(Phospho) 0.5 S(6): 50.0; S(7): 50.0 31 12

Low LAsVRSLR S3(Phospho) 0.983 S(3): 98.3; S(6): 1.7 51 12

Low RGLtVSLR T4(Phospho) 0.998 T(4): 99.8; S(6): 0.2 56 13

Low SKAQsQATALASIDK S5(Phospho) 0.737 S(1): 4.5; S(5): 73.7; T(8): 17.3; S(12): 4.540 13

Low tIQLTLGR T1(Phospho) 0.998 T(1): 99.8; T(5): 0.2 50 10

Low tLSKPLSR T1(Phospho) 0.449 T(1): 44.9; S(3): 10.3; S(7): 44.9 20 11

Low yHVmQAAKTLVNK Y1(Phospho) 0.945 Y(1): 94.5; T(9): 5.5 35 13

Os01t0231700-01 High

Similar to 60S acidic ribosomal protein

P2-B (CaRP2B). SLSFLsLR S6(Phospho) 0.496 S(1): 0.7; S(3): 49.6; S(6): 49.6 26 0.007 12

Low cVEWIPFKSsFR S10(Phospho) 0.871 S(9): 12.9; S(10): 87.1 46 0.803 12

Low EQsRPVEAIVDRR S3(Phospho) 1 S(3): 100.0 69 11

Low ISLsLRELtSLSR S4(Phospho)T9(Phospho)0 S(2): 99.9; S(4): 99.9; T(9): 0.1; S(10): 0.0; S(12): 0.019 15

Low mAVGVGATtPIDKER T9(Phospho) 0.955 T(8): 4.5; T(9): 95.5 42 0.732 13

Low NsDVESGMNFySK S2(Phospho)Y11(Phospho)0.14 S(2): 48.1; S(6): 48.1; Y(11): 41.9; S(12): 61.92 12

Low SAGAAAGPtAAAAAAAVQK T9(Phospho) 0.996 S(1): 0.4; T(9): 99.6 53 13

Low scSGYLGGGGSSSSsK S1(Phospho)S15(Phospho)0.007 S(1): 1.3; S(3): 0.6; Y(5): 1.3; S(11): 10.9; S(12): 42.8; S(13): 42.8; S(14): 21.1; S(15): 79.112 0.531 13

Os01t0243100-01 Middle Similar to Kinesin. NLNLEVGQTDEPsSSAKLEK S13(Phospho) 0.481 T(9): 1.9; S(13): 48.1; S(14): 48.1; S(15): 1.950 0.027 26

Low APESAGHPSGGIRyPHQIER Y14(Phospho) 0.484 S(4): 3.1; S(9): 48.4; Y(14): 48.4 49 0.682 12

Low ASMRWSNVAVmLGFVVGyR Y18(Phospho) 0.998 S(2): 0.1; S(6): 0.1; Y(18): 99.8 35 0.763 11

Low ATSTVGAPPPSSLVPHtHDcK T17(Phospho) 1 T(2): 0.0; S(3): 0.0; T(4): 0.0; S(11): 0.0; S(12): 0.0; T(17): 100.064 0.698 19

Low ctVIGINLGTTYSWVGVYR T2(Phospho) 0.042 T(2): 4.2; T(10): 5.2; T(11): 5.2; Y(12): 5.2; S(13): 10.1; Y(18): 70.00 0.691 13

Low DGEMVVPtELDWAIRGTNR T8(Phospho) 0.998 T(8): 99.8; T(17): 0.2 45 0.764 14

Low FNPFsGFQNPmYILKSPR S5(Phospho) 1 S(5): 100.0; Y(12): 0.0; S(16): 0.0 63 0.566 14

Low GIQmSYAAAVKTAGPsHEAVR S16(Phospho) 0.493 S(5): 0.7; Y(6): 0.7; T(12): 49.3; S(16): 49.330 0.467 17



Low GItPTAAAFRTLAsGLcLSGK T3(Phospho)S14(Phospho)0.249 T(3): 64.3; T(5): 32.8; T(11): 40.4; S(14): 40.7; S(19): 21.813 0.747 13

Low GLQRQSTSMVSHISSPSNsR S19(Phospho) 0.627 S(6): 0.3; T(7): 0.3; S(8): 0.3; S(11): 2.8; S(14): 7.0; S(15): 7.0; S(17): 19.8; S(19): 62.725 0.766 15

Low GPLGQsAVSNGFTVtKIQmK S6(Phospho)T15(Phospho)0.103 S(6): 13.6; S(9): 48.5; T(13): 51.5; T(15): 86.429 0.773 13

Low GWGcGWRNIQmLSsHLLK S14(Phospho) 0.967 S(13): 3.3; S(14): 96.7 65 0.768 18

Low KLAEDNNVPLSSVmGtGPDGR T16(Phospho) 0.992 S(11): 0.2; S(12): 0.6; T(16): 99.2 43 0.707 13

Low LPVIGHmHLVGsNPHVsLR S12(Phospho)S17(Phospho)1 S(12): 100.0; S(17): 100.0 13 0.44 17

Low mFAWPVPPRGWTVsPTTGR S14(Phospho) 0.62 T(12): 21.5; S(14): 62.0; T(16): 8.3; T(17): 8.322 10

Low NLAVSNtIDDQLAGVRAMDR T7(Phospho) 0.5 S(5): 50.0; T(7): 50.0 79 0.083 16

Low NQVtEEGPYGFKILsQIR T4(Phospho)S15(Phospho)0.984 T(4): 99.2; Y(9): 1.6; S(15): 99.2 38 11

Low QALYASKIcsYAQGMNIIK S10(Phospho) 0.488 Y(4): 0.7; S(6): 1.8; S(10): 48.8; Y(11): 48.829 11

Low QGVISsSGTETGYLQDLIYK S6(Phospho) 0.035 S(5): 0.9; S(6): 3.5; S(7): 3.5; T(9): 8.2; T(11): 21.0; Y(13): 59.4; Y(19): 3.513 11

Low QQELNYTQLQTPGAIDPsR S18(Phospho) 0.747 Y(6): 10.3; T(7): 10.3; T(11): 4.6; S(18): 74.720 10

Low QQREsAEASLDLLSVDLER S5(Phospho) 0.486 S(5): 48.6; S(9): 2.8; S(14): 48.6 22 12

Low RAGIGGGAGcLGGVAAPEtFGAGR T19(Phospho) 1 T(19): 100.0 23 11

Low RLSSDDDVVAAVELSAATsPR S19(Phospho) 0.567 S(3): 5.6; S(4): 5.6; S(15): 5.6; T(18): 26.5; S(19): 56.712 13

Low sAANsRILNIsSQLGLLNK S1(Phospho)S5(Phospho)S11(Phospho)0.358 S(1): 85.8; S(5): 64.2; S(11): 85.8; S(12): 64.217 13

Low SGGGEAAEAGVGERAtAAVVSASR T16(Phospho) 0.001 S(1): 99.9; T(16): 0.1; S(21): 0.0; S(23): 0.016 0.776 12

Low sHSSKALTNIGGQALEESSSR S1(Phospho) 0.825 S(1): 82.5; S(3): 7.5; S(4): 7.5; T(8): 1.0; S(18): 1.0; S(19): 0.4; S(20): 0.235 0.365 14

Low SQTSQSFNHHIEmIsKLR S15(Phospho) 0.78 S(1): 2.5; T(3): 4.6; S(4): 4.6; S(6): 10.2; S(15): 78.018 0.359 13

Low VESLPPPRPPLAFLssESR S15(Phospho)S16(Phospho)0.659 S(3): 1.2; S(15): 90.1; S(16): 75.5; S(18): 33.126 12

Low yMATIImDsPKVVVLDIR Y1(Phospho)S9(Phospho)0.665 Y(1): 83.3; T(4): 33.5; S(9): 83.3 30 12

Os01t0328400-01 Low Ubiquitin. AGHPEVPVAEGsAEPLK S12(Phospho) 1 S(12): 100.0 34 0.43 11

Low AIEAtVDDmPWEMIGSsR T5(Phospho)S17(Phospho)0.068 T(5): 20.6; S(16): 93.2; S(17): 86.3 7 11

Low LTVQHRMNDsIAsWAsK S10(Phospho)S13(Phospho)S16(Phospho)0.21 T(2): 79.0; S(10): 89.3; S(13): 79.0; S(16): 52.68 11

Low RPsAPTGGELLVPLRSSVLR S3(Phospho) 0.985 S(3): 98.5; T(6): 1.5; S(16): 0.0; S(17): 0.055 0.145 12

Low YGHRGAmmGGGGVSDGYEGsK S20(Phospho) 0.082 Y(1): 0.1; S(14): 22.9; Y(17): 68.8; S(20): 8.223 0.722 15

Os01t0348700-01 Low

Similar to 60S ribosomal protein L23a

(L25). DFIIFSLsRTR S8(Phospho) 0.438 S(6): 12.5; S(8): 43.8; T(10): 43.8 19 0.741 12

Low GGIARMLsQK S8(Phospho) 1 S(8): 100.0 14 12

Low LAFLsYAATAAAGK S5(Phospho) 0.798 S(5): 79.8; Y(6): 19.9; T(9): 0.3 32 0.613 11

Low LKNHESDsLALK S8(Phospho) 0.964 S(6): 3.6; S(8): 96.4 40 11

Os01t0358400-01 Low Similar to 40S ribosomal protein S4. AHAtSPIHSLRLR T4(Phospho) 0.838 T(4): 83.8; S(5): 15.9; S(9): 0.2 44 14

Low DsDKIMLAK S2(Phospho) 1 S(2): 100.0 29 0.792 16

Low GLPVMKWtTR T8(Phospho) 0.863 T(8): 86.3; T(9): 13.7 35 10

Low LEKQSNTTsLIPK S9(Phospho) 0.425 S(5): 42.5; T(7): 7.5; T(8): 7.5; S(9): 42.540 12

Low LMGLItYHSR T6(Phospho) 0.907 T(6): 90.7; Y(7): 6.7; S(9): 2.5 22 0.318 10

Low QLVAADtFR T7(Phospho) 1 T(7): 100.0 23 12

Os01t0588700-01 Low

Protein of unknown function DUF572

family protein. ALVVMQRQLyTHNSPGAFDALK Y10(Phospho) 0.992 Y(10): 99.2; T(11): 0.6; S(14): 0.2 42 0.683 10

Low DDAsPIAGmVSESQHSQAPNAVTK S4(Phospho) 0.006 S(4): 0.6; S(11): 1.8; S(13): 24.5; S(16): 71.4; T(23): 1.84 14



Low ItALmDHLAmITVQSENLsEK T2(Phospho)S19(Phospho)0.887 T(2): 100.0; T(12): 5.6; S(15): 5.6; S(19): 88.752 17

Low MGLTcSTtmMRTLISLSSHASR T8(Phospho) 0.118 T(4): 33.6; S(6): 33.6; T(7): 11.8; T(8): 11.8; T(12): 4.6; S(15): 1.0; S(17): 1.0; S(18): 0.6; S(21): 2.018 0.799 10

Low RSAGTPVIVmVADcADFDGsFPK S20(Phospho) 1 S(2): 0.0; T(5): 0.0; S(20): 100.0 63 16

Low SLLsRAcVGVSSTAVAVSyHGVR S4(Phospho)Y19(Phospho)0.187 S(1): 72.5; S(4): 20.8; S(11): 2.4; S(12): 2.4; T(13): 2.6; S(18): 8.5; Y(19): 90.835 0.682 11

Os01t0679700-03 Low Similar to 60S ribosomal protein L37a. sSGGGRPPAAQHIVR S1(Phospho) 0.5 S(1): 50.0; S(2): 50.0 31 13

Os01t0686800-01 High

Protein containing the WD-40 repeat,

Innate immunuty VVLFRWAPVNGGAAGGGGGsGDGDEsAAVAAtRS20(Phospho)S26(Phospho)T32(Phospho)1 S(20): 100.0; S(26): 100.0; T(32): 100.061 0 17

Middle GSSyMGSIYDARPTFEsYGVAHGSPDLVKY4(Phospho)S17(Phospho)0.028 S(2): 22.4; S(3): 22.4; Y(4): 22.4; S(7): 22.4; Y(9): 22.4; T(14): 22.4; S(17): 22.4; Y(18): 22.4; S(24): 21.10 0.021 13

Low AEGIQLQHGDcESEsTAPLLLAPHESyR S15(Phospho)Y27(Phospho)0.435 S(13): 20.7; S(15): 58.7; T(16): 20.7; S(26): 26.2; Y(27): 73.733 0.774 15

Low AISIDMFEAGtDtSHLVLEyAmVELTR T11(Phospho)T13(Phospho)Y20(Phospho)0.024 S(3): 91.0; T(11): 81.8; T(13): 21.4; S(14): 32.3; Y(20): 71.2; T(26): 2.318 0.403 13

Low ALEPILDmNDyLQIGtFVFTVVVEDNK Y11(Phospho)T16(Phospho)0.81 Y(11): 98.7; T(16): 82.3; T(20): 19.0 32 0.084 18

Low AtIsSPSATVEtmLDGFsRIGGVyR T2(Phospho)S4(Phospho)T12(Phospho)S18(Phospho)Y24(Phospho)0.099 T(2): 49.0; S(4): 49.0; S(5): 49.0; S(7): 49.0; T(9): 35.0; T(12): 78.8; S(18): 92.2; Y(24): 98.123 10

Low cRAAAGAAATTtTTTGGGGGGGALVLEGSGAGAVAVRT12(Phospho) 0.303 T(10): 5.9; T(11): 5.9; T(12): 30.3; T(13): 30.3; T(14): 13.0; T(15): 13.0; S(29): 1.524 0.233 13

Low cSPSyLATPSVSPSASTSALAAAATTtsSKRY5(Phospho)T27(Phospho)S28(Phospho)Too many isoforms 0.737 17

Low cyFLLImLFtMLHyINKItESQR Y2(Phospho)T10(Phospho)Y14(Phospho)T19(Phospho)0.997 Y(2): 100.0; T(10): 100.0; Y(14): 100.0; T(19): 99.7; S(21): 0.359 0.71 19

Low DELPtmVPASSGNLDDGVHGQAAEAASTRT5(Phospho) 0.77 T(5): 77.0; S(10): 11.1; S(11): 11.1; S(27): 0.4; T(28): 0.425 0.394 16

Low DEttNAVDEAGNGTssSNQEAAIQEK T3(Phospho)T4(Phospho)S15(Phospho)S16(Phospho)0.428 T(3): 99.7; T(4): 99.7; T(14): 3.3; S(15): 86.9; S(16): 55.2; S(17): 55.251 0.081 14

Low DGSTtAstsGtDDAYVYPLPHHPSK T5(Phospho)S7(Phospho)T8(Phospho)S9(Phospho)T11(Phospho)Too many isoforms 0.601 11

Low DmcDEAILGTLLGscmtHNEVEVGR S14(Phospho)T17(Phospho)0.759 T(10): 24.1; S(14): 76.5; T(17): 99.4 28 11

Low ELAGLVFGsR S9(Phospho) 1 S(9): 100.0 43 0.786 14

Low EQNmNASSSsDFLEDDRGVLssGAVK S10(Phospho)S21(Phospho)S22(Phospho)0.596 S(7): 13.5; S(8): 13.5; S(9): 13.5; S(10): 59.6; S(21): 100.0; S(22): 100.054 0.589 12

Low ESTILETyKSLMmQDttGMPEDVR Y8(Phospho)T16(Phospho)T17(Phospho)0.083 S(2): 35.1; T(3): 35.1; T(7): 39.8; Y(8): 44.0; S(10): 44.0; T(16): 51.0; T(17): 51.07 11

Low EtGKmmAHGVDGEsTINELGKPSNSDINKT2(Phospho)S14(Phospho)0.475 T(2): 98.2; S(14): 49.0; T(15): 49.0; S(23): 3.0; S(25): 0.829 0.354 15

Low GDcAAGLAsGEPVAAGIGSVPKPFDGVtLTERS9(Phospho)T28(Phospho)0.074 S(9): 24.7; S(19): 22.6; T(28): 76.3; T(30): 76.31 14

Low GMAPmHPsIATPVRPStAERRPtsK S8(Phospho)T17(Phospho)T23(Phospho)S24(Phospho)0.14 S(8): 72.8; T(11): 54.0; S(16): 62.2; T(17): 62.2; T(23): 74.4; S(24): 74.47 0.778 10

Low GPLLtRGIMASAAAEAPAPSPSPTAAANsRPRT5(Phospho)S29(Phospho)0.377 T(5): 96.6; S(11): 4.9; S(20): 39.0; S(22): 5.9; T(24): 14.5; S(29): 39.131 0.718 10

Low GQLEGyALmNAsEQyGmKRPSSADR Y6(Phospho)S12(Phospho)Y15(Phospho)0.054 Y(6): 38.9; S(12): 54.1; Y(15): 54.1; S(21): 76.5; S(22): 76.50 0.184 12

Low GVEEsSLVTK S5(Phospho) 0.82 S(5): 82.0; S(6): 14.8; T(9): 3.2 32 0.679 10

Low HGAAQVAAMSSPGQLHPtSSSFPQDcSTcRT18(Phospho) 0.341 S(10): 1.6; S(11): 4.1; T(18): 34.1; S(19): 11.4; S(20): 11.4; S(21): 34.1; S(27): 1.6; T(28): 1.630 0.792 11

Low IMALQQIMSPFGKTDtASVLLEtITYIK T16(Phospho)T23(Phospho)0.121 S(9): 13.2; T(14): 30.7; T(16): 30.7; S(18): 30.7; T(23): 48.9; T(25): 22.9; Y(26): 22.913 0.708 11

Low LAEMVEGLDLsHVRSLTAAGTELsDFK S11(Phospho)S24(Phospho)0.518 S(11): 70.4; S(15): 22.8; T(17): 10.1; T(21): 23.5; S(24): 73.329 0.355 16

Low LAsIAmDIsAEQKGGFIGAtIASSLmR S3(Phospho)S9(Phospho)T20(Phospho)0.629 S(3): 100.0; S(9): 100.0; T(20): 63.0; S(23): 18.6; S(24): 18.643 0.646 10

Low LGAAPLPPsAAAEVEPtGSPSSSSSAAADmISRS9(Phospho)T17(Phospho)0.059 S(9): 27.3; T(17): 27.3; S(19): 27.3; S(21): 22.4; S(22): 19.5; S(23): 19.5; S(24): 19.5; S(25): 19.5; S(32): 17.64 0.524 23

Low LLFWGILLQGGYsHAPDDLSYGVDmK S13(Phospho) 0.026 Y(12): 2.6; S(13): 2.6; S(20): 47.4; Y(21): 47.42 0.718 12

Low LPPAAPPPSGtsMEVEAAWPAsGLAALVsRT11(Phospho)S12(Phospho)S22(Phospho)S29(Phospho)0.64 S(9): 36.0; T(11): 75.0; S(12): 89.5; S(22): 99.7; S(29): 99.826 0.163 12

Low LPSMTHRWAVDQWLAIDEAPHMLtAERT24(Phospho) 0.798 S(3): 10.1; T(5): 10.1; T(24): 79.8 22 0.672 10

Low LtSYEVmSEVHsNIALGNAIGGEsDK T2(Phospho)S12(Phospho)S24(Phospho)0.391 T(2): 54.6; S(3): 25.3; Y(4): 25.3; S(8): 21.5; S(12): 78.3; S(24): 95.020 0.702 12

Low LVGAAmLALLYMVASFQGASGAAAGGSPssGGGRS29(Phospho)S30(Phospho)0.479 Y(11): 4.7; S(15): 6.1; S(20): 6.5; S(27): 42.2; S(29): 70.2; S(30): 70.219 0.128 10

Low mAHKAAALVLLLVSVsVAAAASGDQESDRS16(Phospho) 0.474 S(14): 47.4; S(16): 47.4; S(22): 4.5; S(27): 0.632 0.511 13

Low mAsssKALLLLAVLLASAVLLAAAADQPHGKS3(Phospho)S4(Phospho)S5(Phospho)0.992 S(3): 99.7; S(4): 99.7; S(5): 99.8; S(17): 0.832 0.79 15

Low mAVIHTEDTTGTGLVmRDSNNEASGtSLTRT26(Phospho) 0.1 T(6): 6.4; T(9): 6.4; T(10): 10.0; T(12): 10.0; S(19): 18.7; S(24): 18.7; T(26): 10.0; S(27): 10.0; T(29): 10.03 0.766 14

Low MAVITTSDDYDsPLAVRDSNDLADSMTMRS12(Phospho) 0.549 T(5): 0.4; T(6): 2.3; S(7): 6.2; Y(10): 17.9; S(12): 54.9; S(19): 17.9; S(25): 0.2; T(27): 0.136 13



Low mDsGycRSALDyLELQPDLSALVR S3(Phospho)Y5(Phospho)Y12(Phospho)0.038 S(3): 54.6; Y(5): 54.6; S(8): 31.0; Y(12): 83.2; S(20): 76.63 12

Low MFVADGGELLMAQsyAKNMGLyGER S14(Phospho)Y15(Phospho)Y22(Phospho)1 S(14): 100.0; Y(15): 100.0; Y(22): 100.017 0.708 11

Low mKGGQLtILGNGPNSSVscsVHVQQR T7(Phospho)S18(Phospho)S20(Phospho)0.497 T(7): 99.8; S(15): 28.1; S(16): 28.1; S(18): 61.5; S(20): 82.633 0.805 10

Low mKmsILMGVTQmNLGIVLsyFDAK S4(Phospho)S19(Phospho)Y20(Phospho)0.263 S(4): 45.4; T(10): 73.7; S(19): 90.5; Y(20): 90.56 11

Low mmLLGSPSSGGYGGKFAGASPAGGttTmAPSAKT25(Phospho)T26(Phospho)0.005 S(6): 43.2; S(8): 43.2; S(9): 43.2; Y(12): 42.4; S(20): 7.6; T(25): 5.1; T(26): 5.1; T(27): 5.1; S(31): 5.10 0.62 11

Low MSPGAASNmDSSTEAFAASPAAGNAtNAVQtRT26(Phospho)T31(Phospho)0.35 S(2): 6.0; S(7): 9.2; S(11): 9.2; S(12): 12.6; T(13): 18.6; S(19): 30.1; T(26): 46.1; T(31): 68.217 0.271 11

Low MSSFGLVsSQTQYFLARMLsDEEFIGR S8(Phospho)S20(Phospho)0.064 S(2): 26.9; S(3): 26.9; S(8): 26.9; S(9): 26.9; T(11): 26.9; Y(13): 26.9; S(20): 38.53 0.473 11

Low mtVTQLAAAGAAGGAsGGAAGAGGAPAADVsLRT2(Phospho)S16(Phospho)S31(Phospho)0.483 T(2): 51.7; T(4): 51.7; S(16): 96.6; S(31): 100.051 0.698 11

Low mVAAtTTTTATAATVAAmTTmmmTsGGRT5(Phospho)S25(Phospho)0.047 T(5): 17.1; T(6): 17.1; T(7): 17.1; T(8): 17.1; T(9): 17.1; T(11): 17.1; T(14): 10.4; T(19): 7.7; T(20): 15.6; T(24): 31.9; S(25): 31.911 0.776 16

Low NALGctGVADRIPGTSALAMAsAsAIPQAEKT6(Phospho)S22(Phospho)S24(Phospho)0.979 T(6): 98.4; T(15): 0.9; S(16): 1.1; S(22): 99.6; S(24): 100.051 0.123 13

Low NFFPGsGAINEIGAGAGEHYsVNVPLDAGVRS6(Phospho)S21(Phospho)0.108 S(6): 95.0; Y(20): 89.2; S(21): 15.8 8 11

Low NFKQAIDcytQFVDVGtMVSPTVYAR Y9(Phospho)T10(Phospho)T17(Phospho)0.797 Y(9): 94.4; T(10): 94.4; T(17): 80.5; S(20): 10.0; T(22): 10.4; Y(24): 10.449 0.726 16

Low NSSNSVDFQWSPFPIEMsGVSAVIPSPSGRS18(Phospho) 0.371 S(2): 0.3; S(3): 0.3; S(5): 0.3; S(11): 3.5; S(18): 37.1; S(21): 37.1; S(26): 10.7; S(28): 10.726 13

Low NyGLFYPDGTPVYDVGLRGYLPPmDESKY2(Phospho) 0.92 Y(2): 92.0; Y(6): 6.4; T(10): 0.7; Y(13): 0.7; Y(20): 0.1; S(27): 0.131 0.729 15

Low QGLAPLDRtNTGVGmVFLPQDENSmEEAKT9(Phospho) 0.853 T(9): 85.3; T(11): 7.3; S(24): 7.3 25 0.318 11

Low QHSVEYWmMASLQGGGGGGNGssSEEGRS22(Phospho)S23(Phospho)0.433 S(3): 0.1; Y(6): 0.1; S(11): 4.5; S(22): 87.2; S(23): 54.0; S(24): 54.034 0.511 11

Low QLAGADFLcDGVGGGGsER S17(Phospho) 1 S(17): 100.0 38 12

Low QLFGWAAmLKDmtINFcHsITESMAR T13(Phospho)S19(Phospho)0.022 T(13): 81.9; S(19): 20.2; T(21): 49.0; S(23): 49.033 12

Low SAHSLPPLAsVPLPGQQYAREAEssPsRS10(Phospho)S24(Phospho)S25(Phospho)S27(Phospho)0.017 S(1): 23.3; S(4): 22.9; S(10): 23.4; Y(18): 81.7; S(24): 82.4; S(25): 83.2; S(27): 83.25 0.729 18

Low sEAEPSAmAGIDKSLFLELAMsAmDELVKS1(Phospho)S22(Phospho)0.118 S(1): 54.9; S(6): 54.9; S(14): 54.9; S(22): 35.32 0.446 12

Low sGKPWKAFK S1(Phospho) 1 S(1): 100.0 26 0.759 17

Low SmSTVstPPLAsAsAAAPPAGPPPTTATRS6(Phospho)T7(Phospho)S12(Phospho)S14(Phospho)Too many isoforms 0.335 17

Low ssTETEILSGDSQHVSKSsAGIAsLLAQK S1(Phospho)S2(Phospho)S19(Phospho)S24(Phospho)Too many isoforms 11

Low TEAcRyAsLHDDmGSTDVLWSMLR Y6(Phospho)S8(Phospho)0.148 T(1): 26.8; Y(6): 37.0; S(8): 39.8; S(15): 32.1; T(16): 32.1; S(21): 32.16 0.749 10

Low tsKAtPLtDVFAFGtFILEVTcGR T1(Phospho)S2(Phospho)T5(Phospho)T8(Phospho)T15(Phospho)0.14 T(1): 86.0; S(2): 86.0; T(5): 86.0; T(8): 69.9; T(15): 86.0; T(21): 86.04 0.435 11

Low VAREMLQLGFGLsVASmEIMINGLcR S13(Phospho) 0.712 S(13): 71.2; S(16): 28.8 26 10

Low VEDELHSIEAcISsPsTTIEVVSDGLRR S14(Phospho)S16(Phospho)0.098 S(7): 1.5; S(13): 39.6; S(14): 39.6; S(16): 39.6; T(17): 39.6; T(18): 39.6; S(23): 0.326 10

Low VGGAAsEASGVGVVVGGGGGSSSsDLtELmKS6(Phospho)S24(Phospho)T27(Phospho)0.067 S(6): 56.8; S(9): 37.7; S(21): 26.8; S(22): 33.8; S(23): 46.8; S(24): 41.3; T(27): 56.98 0.705 15

Low VLRALEPVsmGAGVIPAAcGGGEGDVMymRS9(Phospho)Y28(Phospho)1 S(9): 100.0; Y(28): 100.0 19 0.622 10

Low VssKIHcAmAALLLAILLPVsHAsGR S2(Phospho)S3(Phospho)S21(Phospho)S24(Phospho)1 S(2): 100.0; S(3): 100.0; S(21): 100.0; S(24): 100.010 0.501 10

Low VTIDVAsPEAGVIEKFIAsEGDtVTPGtK S7(Phospho)S19(Phospho)T23(Phospho)T28(Phospho)0.657 T(2): 10.0; S(7): 93.1; S(19): 92.3; T(23): 88.1; T(25): 27.6; T(28): 88.929 14

Low WAADAGHNLTAGDDFFTsSVVKSYyK S18(Phospho)Y25(Phospho)0.434 T(10): 0.4; T(17): 3.5; S(18): 47.4; S(19): 47.4; S(23): 3.0; Y(24): 6.9; Y(25): 91.450 0.66 13

Low WGTWHRAMGDGAPGAGSALGGAGSAmEDGGGtART32(Phospho) 0.307 T(3): 7.9; S(17): 30.7; S(24): 30.7; T(32): 30.79 0.302 13

Os01t0723200-01 Low

Similar to 40S ribosomal protein S19-

like. MGtTVATNALLERK T3(Phospho) 0.138 T(3): 13.8; T(4): 13.8; T(7): 72.4 44 11

Low sFLVLIRGTHSmK S1(Phospho) 0.719 S(1): 71.9; T(9): 20.8; S(11): 7.2 19 11

Os01t0752300-01 Low

Similar to 60S ribosomal protein L18a-

1. AIPRIsPR S6(Phospho) 1 S(6): 100.0 30 11

Low LPtLPGRR T3(Phospho) 1 T(3): 100.0 39 0.718 17

Os01t0762500-00 Middle Glutelin subunit mRNA. EGMEsDEEIGRVPELGLEPGGASTSGRS5(Phospho) 0.945 S(5): 94.5; S(23): 1.8; T(24): 1.8; S(25): 1.832 0.027 12

Middle EtLNIFPsQPmDGEPtPTPKASMsAPPIAGFsRT2(Phospho)S8(Phospho)T16(Phospho)S24(Phospho)S32(Phospho)0.048 T(2): 71.4; S(8): 71.4; T(16): 71.4; T(18): 71.4; S(22): 71.4; S(24): 71.4; S(32): 71.40 0.036 12



Middle GVFVstsAGNDGPDPGFLHNGtPWtLTVASGTGDRS5(Phospho)T6(Phospho)S7(Phospho)T22(Phospho)T25(Phospho)0.018 S(5): 62.5; T(6): 62.5; S(7): 62.5; T(22): 62.5; T(25): 62.5; T(27): 62.5; S(30): 62.5; T(32): 62.50 0.014 12

Middle QAVGIVGcIIMPHNVFLHsALVQSR S19(Phospho) 1 S(19): 100.0; S(24): 0.0 52 0.048 15

Low AAAAtAAGDEELESLLRNFHR T5(Phospho) 1 T(5): 100.0; S(14): 0.0 48 0.642 15

Low AAGLTRtAHALR T7(Phospho) 0.5 T(5): 50.0; T(7): 50.0 5 0.415 16

Low AEFFyERGNFLASFLSAPAAAAtDAASGSGcPVMGGNY5(Phospho)T23(Phospho)0.314 Y(5): 62.9; S(13): 24.5; S(16): 22.6; T(23): 50.4; S(27): 19.8; S(29): 19.813 12

Low AESLcGAWVAsAEAAAAmAIASEVtEV S11(Phospho)T25(Phospho)0.447 S(3): 10.3; S(11): 89.3; S(22): 50.2; T(25): 50.234 0.052 11

Low AGSGNSSDILSDSttQEVLPEAVKPGGRINAcLAVGKT14(Phospho)T15(Phospho)0.221 S(3): 13.7; S(6): 19.9; S(7): 19.9; S(11): 23.2; S(13): 33.1; T(14): 45.1; T(15): 45.113 0.26 23

Low AHRENDAMMLFQNILQsGssPSLsIYNsmMRS17(Phospho)S19(Phospho)S20(Phospho)S24(Phospho)S28(Phospho)0.043 S(17): 66.9; S(19): 71.7; S(20): 74.0; S(22): 74.4; S(24): 74.4; Y(26): 69.3; S(28): 69.31 10

Low AIRtLSLSFTK T4(Phospho) 0.979 T(4): 97.9; S(6): 0.4; S(8): 0.4; T(10): 1.333 0.381 11

Low ALAKLGPAAtPAR T10(Phospho) 1 T(10): 100.0 58 13

Low APPsVAAAYPAFKPLIDGAsSNDVMLSTPLDTMVTRS4(Phospho)S20(Phospho)0.053 S(4): 70.7; Y(9): 61.4; S(20): 14.7; S(21): 14.7; S(27): 11.4; T(28): 10.2; T(32): 9.1; T(35): 7.87 0.55 10

Low AQEEVDsTIVIVGTGRWmAmGQAGFGGSSDHNGLLRS7(Phospho) 0.652 S(7): 65.2; T(8): 32.1; T(14): 1.5; S(28): 0.6; S(29): 0.621 0.527 12

Low AsLGSFLAGR S2(Phospho) 0.842 S(2): 84.2; S(5): 15.8 31 10

Low ATGIIALSDSsLK S11(Phospho) 0.759 T(2): 0.7; S(8): 5.1; S(10): 18.3; S(11): 75.928 10

Low ATSSsLTRR S5(Phospho) 0.466 T(2): 0.0; S(3): 0.2; S(4): 6.6; S(5): 46.6; T(7): 46.646 0.668 11

Low cIGDGDGFTAyVPTtDPRESANVPLEVHELVIARY11(Phospho)T15(Phospho)0.232 T(9): 22.9; Y(11): 56.3; T(14): 30.8; T(15): 45.0; S(20): 45.018 10

Low DDGTsMGKTyELGGPEIyTVHELAELMYETIRS5(Phospho)Y10(Phospho)Y18(Phospho)0.013 T(4): 28.6; S(5): 51.8; T(9): 51.8; Y(10): 51.8; Y(18): 14.5; T(19): 14.6; Y(28): 71.1; T(30): 15.814 0.092 20

Low DMDDTVmKTAIGVLGDLADTLGVHAGPLINQSIssKS34(Phospho)S35(Phospho)0.139 T(5): 0.2; T(9): 0.3; T(20): 13.9; S(32): 74.4; S(34): 55.6; S(35): 55.628 0.751 15

Low DmPPtPLPPETANTSPAPNGAtAGIRVENcyVFKT5(Phospho)T22(Phospho)Y31(Phospho)0.034 T(5): 43.8; T(11): 43.8; T(14): 49.7; S(15): 61.1; T(22): 63.1; Y(31): 38.42 0.754 17

Low DPsVVTALIYmYAKcGMLDssVsLLyGVAEVRS3(Phospho)S20(Phospho)S21(Phospho)S23(Phospho)Y26(Phospho)0.091 S(3): 51.6; T(6): 51.6; Y(10): 51.6; Y(12): 51.6; S(20): 68.3; S(21): 68.3; S(23): 78.6; Y(26): 78.612 0.778 10

Low EAVTLGVLMNtK T11(Phospho) 1 T(4): 0.0; T(11): 100.0 45 17

Low EEFMHTLQYLTDLtmDNLsQssDLDNFLcKT14(Phospho)S19(Phospho)S21(Phospho)S22(Phospho)0.019 T(6): 66.1; Y(9): 55.9; T(11): 55.9; T(14): 52.3; S(19): 60.4; S(21): 60.4; S(22): 48.92 10

Low ETEVFLSLGATAAAsAGcGGGFPEAKSKS15(Phospho) 0.242 T(2): 47.4; S(7): 13.7; T(11): 8.6; S(15): 24.2; S(27): 6.08 12

Low EWAETWFISTLDDTSEPEGEAKNIVFPsAAsAGRS28(Phospho)S31(Phospho)0.819 T(5): 0.5; S(9): 1.2; T(10): 1.2; T(14): 9.3; S(15): 9.3; S(28): 92.0; S(31): 86.533 12

Low FGHLtTSIVNLGLDGSPIDGVPHDYK T5(Phospho) 0.617 T(5): 61.7; T(6): 18.7; S(7): 18.7; S(16): 0.8; Y(25): 0.139 0.727 11

Low FIAsLtRDPVVASTmGSScILISmLSsGFILsRS4(Phospho)T6(Phospho)S27(Phospho)S32(Phospho)Too many isoforms 0.792 12

Low FLsVVAEMGLPGFGVKDLEEGSmssIVEcLLALKS3(Phospho)S24(Phospho)S25(Phospho)0.15 S(3): 100.0; S(22): 85.0; S(24): 57.5; S(25): 57.529 0.766 11

Low FmTPsGTAEQILNLGALGyRAPELANTAKPmPsFKS5(Phospho)Y19(Phospho)S33(Phospho)0.04 T(3): 50.0; S(5): 30.2; T(7): 30.2; Y(19): 66.6; T(27): 78.6; S(33): 44.48 0.766 21

Low FNNTtPKPPPPPPPPEPPTGPVSARR T5(Phospho) 0.74 T(4): 24.3; T(5): 74.0; T(19): 1.3; S(23): 0.335 0.399 11

Low FstAAAAAAAscPtsPcVTPRLAR S2(Phospho)T3(Phospho)S11(Phospho)T14(Phospho)S15(Phospho)0.142 S(2): 82.8; T(3): 82.8; S(11): 82.8; T(14): 82.8; S(15): 82.8; T(19): 85.80 0.803 10

Low FSVMAIVAHAVVAsMLGP S14(Phospho) 1 S(2): 0.0; S(14): 100.0 58 0.388 11

Low FtAENGVIK T2(Phospho) 1 T(2): 100.0 49 12

Low GAIGFGVGGsGGGEDGGAGGLPVGAGEGGGARRS10(Phospho) 1 S(10): 100.0 58 17

Low GcEVDAVDISGLSPNLAENLASPtLGVDDGDVVymRT24(Phospho)Y34(Phospho)0.348 S(10): 20.5; S(13): 22.4; S(22): 37.5; T(24): 52.0; Y(34): 67.58 13

Low GFGIKHQVDSHLFESDQGALmAVLVGYsGAPIHVVKS28(Phospho) 0.497 S(10): 0.2; S(15): 0.3; Y(27): 49.7; S(28): 49.726 0.774 11

Low GHDGFQmVASAmSQDSVDGPQVSGcsAtsLGQPKSKS26(Phospho)T28(Phospho)S29(Phospho)0.033 S(10): 24.7; S(13): 27.9; S(16): 30.5; S(23): 45.4; S(26): 38.3; T(28): 44.4; S(29): 44.4; S(35): 44.45 11

Low GPAAAAAsPsPASPSPVSSPSsEEDEEEEAAADAGRsRS8(Phospho)S10(Phospho)S22(Phospho)S37(Phospho)0.059 S(8): 55.0; S(10): 44.0; S(13): 40.5; S(15): 40.5; S(18): 29.9; S(19): 29.9; S(21): 38.3; S(22): 38.3; S(37): 83.515 0.804 11

Low GQQDFPcLQELAISNcLsLNsLSLYNmVALKRS18(Phospho)S21(Phospho)0.219 S(14): 29.4; S(18): 51.1; S(21): 51.1; S(23): 34.2; Y(25): 34.212 11

Low GQQQQTTTtNAAVATAEQEDAAPARDGTGLGySEDRT9(Phospho)Y32(Phospho)0.099 T(6): 17.4; T(7): 17.4; T(8): 29.7; T(9): 29.3; T(15): 14.2; T(28): 35.5; Y(32): 35.9; S(33): 20.613 11

Low GRPRGAtASSAHSAPPPPQQQQQPTtsAPAItAQRT7(Phospho)T26(Phospho)S27(Phospho)T32(Phospho)0.041 T(7): 25.4; S(9): 25.4; S(10): 25.4; S(13): 27.4; T(25): 61.8; T(26): 72.7; S(27): 76.7; T(32): 85.310 0.727 13

Low GSGSSKAGASSASSSssASASASASGGDEASKS16(Phospho)S17(Phospho)0.006 S(2): 0.8; S(4): 0.8; S(5): 0.8; S(10): 1.3; S(11): 0.8; S(13): 1.2; S(14): 4.0; S(15): 4.0; S(16): 21.4; S(17): 57.6; S(19): 13.3; S(21): 19.4; S(23): 18.4; S(25): 49.0; S(31): 7.315 0.756 11

Low GtPKLIEHFLtLSFNPVsVAAGtWHAAALGDDGRT2(Phospho)T11(Phospho)S18(Phospho)T23(Phospho)0.458 T(2): 95.9; T(11): 54.2; S(13): 54.2; S(18): 95.9; T(23): 99.942 0.804 12

Low GtQTLAmLK T2(Phospho) 0.976 T(2): 97.6; T(4): 2.4 45 10

Low IIsDcEsALTFLNNSLSILSTSVAREQGETLNSQS3(Phospho)S7(Phospho)0.05 S(3): 9.8; S(7): 9.8; T(10): 9.1; S(15): 41.1; S(17): 49.2; S(20): 34.4; T(21): 25.0; S(22): 15.2; T(30): 3.1; S(33): 3.119 10

Low IVAQPYIQEsK S10(Phospho) 0.998 Y(6): 0.2; S(10): 99.8 37 0.671 12

Low IVVAGTRPNSAtADPAVAAsQLAFtsVsAAImIVRT12(Phospho)S20(Phospho)T25(Phospho)S26(Phospho)S28(Phospho)0.038 T(6): 80.6; S(10): 79.6; T(12): 78.9; S(20): 60.8; T(25): 64.9; S(26): 67.6; S(28): 67.61 12

Low KsIAHIVK S2(Phospho) 1 S(2): 100.0 45 0.776 11



Low LAtAIMmLcyPNGEyKLVGNLPELFGDDySKT3(Phospho)Y10(Phospho)Y15(Phospho)Y29(Phospho)0.497 T(3): 99.9; Y(10): 99.7; Y(15): 99.7; Y(29): 50.3; S(30): 50.331 0.806 14

Low LAVAAVVVFALLLsLR S14(Phospho) 1 S(14): 100.0 67 0.149 15

Low LLAGSVHVQSFDWVSPsVYGsGGKR S17(Phospho)S21(Phospho)0.83 S(5): 0.0; S(10): 0.0; S(15): 1.2; S(17): 91.0; Y(19): 15.9; S(21): 91.945 11

Low LLDDSmNsMHDAAtNFstELSSLEAMISEKEKS8(Phospho)T14(Phospho)S17(Phospho)T18(Phospho)0.006 S(5): 80.8; S(8): 22.5; T(14): 64.6; S(17): 37.1; T(18): 41.9; S(21): 67.0; S(22): 67.0; S(28): 19.110 0.282 13

Low LLPmLymLLmASTEYAQAFsNETDLDALLAFRY6(Phospho)S20(Phospho)0.166 Y(6): 84.4; S(12): 16.2; T(13): 22.9; Y(15): 39.9; S(20): 22.4; T(23): 14.212 0.617 14

Low LmGLMLDQAtLDDLLVsGDDGGVYDVNLVMRLVRT10(Phospho)S17(Phospho)0.721 T(10): 98.2; S(17): 73.9; Y(24): 27.9 33 0.519 13

Low LNmtPtPsGTmPSTDWMAMVAGDGGGDtWPKGVART4(Phospho)T6(Phospho)S8(Phospho)T28(Phospho)0.031 T(4): 38.1; T(6): 63.7; S(8): 64.1; T(10): 49.2; S(13): 37.2; T(14): 54.6; T(28): 93.014 0.799 12

Low LPAAttALVLAR T5(Phospho)T6(Phospho)1 T(5): 100.0; T(6): 100.0 15 0.766 10

Low LPQLLKEMAAmELKPDsVtystmIyAyAR S17(Phospho)T19(Phospho)Y20(Phospho)S21(Phospho)T22(Phospho)Y25(Phospho)Y27(Phospho)1 S(17): 100.0; T(19): 100.0; Y(20): 100.0; S(21): 100.0; T(22): 100.0; Y(25): 100.0; Y(27): 100.01 12

Low LsLLsmTVGLQNGGPmYEWAGAGITSVKISGMENRS2(Phospho)S5(Phospho)0.787 S(2): 89.2; S(5): 89.2; T(7): 21.1; Y(17): 0.2; T(25): 0.1; S(26): 0.1; S(30): 0.137 0.155 11

Low LsQSSILVVGAGGLGsPVAMyLAAcGVGcLGIVDGDRS2(Phospho)S16(Phospho)Y21(Phospho)0.252 S(2): 41.9; S(4): 41.9; S(5): 41.9; S(16): 91.0; Y(21): 83.422 0.457 10

Low LVAsGVPR S4(Phospho) 1 S(4): 100.0 10 0.804 14

Low LVFHFDGGADLDLPAENYmVLDGGsGALcLtVMGSRS25(Phospho)T31(Phospho)0.106 Y(18): 50.1; S(25): 37.9; T(31): 56.0; S(35): 56.05 0.735 12

Low MAGNDWINSyLEAILDAGGAAGEISAAAGGGGDGAAATGEKY10(Phospho) 0.793 S(9): 16.2; Y(10): 79.3; S(25): 4.1; T(38): 0.327 0.731 15

Low mARPsPVEASGGPVmGDITGGGGELRVQIAANsGGQGGKS5(Phospho)S33(Phospho)0.39 S(5): 48.4; S(10): 48.4; T(19): 18.2; S(33): 85.111 0.766 15

Low mDLSPNPDSPPSGGGNGGGGGSSSsNsSPSmGAGAPQSPSRS25(Phospho)S27(Phospho)0.02 S(4): 11.7; S(9): 11.7; S(12): 13.4; S(22): 16.3; S(23): 16.3; S(24): 16.3; S(25): 19.6; S(27): 19.6; S(28): 20.7; S(30): 20.7; S(38): 16.8; S(40): 16.83 0.507 10

Low mEGVAAQFAGPILTIVAAAAVtFyAVsFmELRDKT22(Phospho)Y24(Phospho)S27(Phospho)0.068 T(14): 93.2; T(22): 63.8; Y(24): 79.3; S(27): 63.82 0.715 18

Low mmAEADADGDGFIsLDEFAALNATASGDAAAVEEDLRS14(Phospho) 0.892 S(14): 89.2; T(24): 5.4; S(26): 5.4 31 0.412 12

Low MPVPTyGPPVASSEGQHSSSTGISSSsLtQTSITPRY6(Phospho)S27(Phospho)T29(Phospho)Too many isoforms 0.792 13

Low MPVPtYGPPVASSEGQHSSSTGISSSSLTQTsItPRT5(Phospho)S32(Phospho)T34(Phospho)Too many isoforms 0.653 13

Low mQNEYGLAFIIFLGLPsFSSVIPWTsEKttRS17(Phospho)S26(Phospho)T29(Phospho)T30(Phospho)0.234 Y(5): 1.1; S(17): 71.1; S(19): 25.1; S(20): 16.7; T(25): 59.0; S(26): 59.0; T(29): 84.0; T(30): 84.032 13

Low MTsAmAMSFLSTTAASSSQPPLPARR S3(Phospho) 0.122 T(2): 6.3; S(3): 12.2; S(8): 12.2; S(11): 6.3; T(12): 6.3; T(13): 6.3; S(16): 12.2; S(17): 12.2; S(18): 26.011 10

Low NDSVMALyNLSTVTDNLQTILsVQPIPSLIELLKY8(Phospho)S22(Phospho)0.061 S(3): 56.6; Y(8): 26.3; S(11): 10.9; T(12): 8.8; T(14): 11.1; T(19): 54.6; S(22): 24.9; S(28): 6.915 0.502 14

Low NDtFVAALK T3(Phospho) 1 T(3): 100.0 39 10

Low NEVFcFGFEFVAVSVIQIFSITEGmEVHEssRS30(Phospho)S31(Phospho)0.83 S(14): 1.2; S(20): 5.5; T(22): 11.1; S(30): 91.1; S(31): 91.127 0.803 12

Low NISADTFVADAASVPPSGFWAPssLLPRLsSLDPRS23(Phospho)S24(Phospho)S30(Phospho)0.021 S(3): 24.2; T(6): 24.2; S(13): 41.4; S(17): 50.8; S(23): 51.4; S(24): 45.4; S(30): 35.1; S(31): 27.44 10

Low NtFGDHNVGLLtGDsAINKDAQILIMttEILRT2(Phospho)T12(Phospho)S15(Phospho)T27(Phospho)T28(Phospho)1 T(2): 100.0; T(12): 100.0; S(15): 100.0; T(27): 100.0; T(28): 100.016 0.65 16

Low QGGmQGQVAMDRLAAGAMPVQYGMPmAsAyGGyyS28(Phospho)Y30(Phospho)Y33(Phospho)Y34(Phospho)0.51 Y(22): 49.0; S(28): 87.8; Y(30): 87.8; Y(33): 87.8; Y(34): 87.814 0.806 10

Low RALEALtGAVFQRPPLISAVK T7(Phospho) 0.999 T(7): 99.9; S(18): 0.1 61 13

Low RAVVtVR T5(Phospho) 1 T(5): 100.0 34 11

Low RGLLsPR S5(Phospho) 1 S(5): 100.0 26 11

Low RGLVsLR S5(Phospho) 1 S(5): 100.0 18 0.785 13

Low RIASEVVAtILQALHmsETPLHFDFNSEIEERT9(Phospho)S17(Phospho)0.176 S(4): 55.1; T(9): 66.2; S(17): 46.2; T(19): 24.1; S(27): 8.416 0.702 10

Low RsAHDFGPGVALGFDPAPsctNDGGYILcHATLRS2(Phospho)S19(Phospho)T21(Phospho)0.842 S(2): 99.3; S(19): 91.6; T(21): 91.6; Y(26): 12.9; T(32): 4.627 0.795 12

Low SAMAtLVAAAFPSR T5(Phospho) 0.482 S(1): 48.2; T(5): 48.2; S(13): 3.6 24 11

Low scsRSNDmIyLPSVTQyVAPLTLTTPQAtHRS1(Phospho)S3(Phospho)Y10(Phospho)Y17(Phospho)T29(Phospho)Too many isoforms 0.803 14

Low SGGMLLGRTLsVLItmtLGTAmAAR S11(Phospho)T15(Phospho)T17(Phospho)0.17 S(1): 0.1; T(9): 5.3; S(11): 94.9; T(15): 99.3; T(17): 18.4; T(20): 81.957 14

Low sIsLLEAIKccVstAIIcIGFTVLVDSILWR S1(Phospho)S3(Phospho)S13(Phospho)T14(Phospho)0.118 S(1): 98.3; S(3): 98.6; S(13): 54.2; T(14): 54.2; T(22): 64.2; S(27): 30.619 10

Low sLQELDLGMGtIESYENFGMDFGMEVGKLTELRS1(Phospho)T11(Phospho)0.034 S(1): 12.3; T(11): 31.4; S(14): 49.9; Y(15): 63.0; T(30): 43.44 0.301 10

Low SMTFtARPAVRR T5(Phospho) 0.972 S(1): 0.4; T(3): 2.3; T(5): 97.2 51 12

Low sSASAPAPAKGGNASGAAVTK S1(Phospho) 0.475 S(1): 47.5; S(2): 47.5; S(4): 4.7; S(15): 0.2; T(20): 0.231 0.753 11

Low SSTAVVmSSPDscItLSTQVEGNDcELDLQVHIRS12(Phospho)T15(Phospho)0.047 S(1): 26.3; S(2): 26.3; T(3): 19.4; S(8): 24.2; S(9): 24.2; S(12): 24.2; T(15): 24.2; S(17): 15.7; T(18): 15.719 0.276 15

Low STLSNSINLSTPIAVAASRTSsVFPAR S22(Phospho) 0.146 S(1): 0.0; T(2): 0.0; S(4): 0.0; S(6): 0.1; S(10): 0.1; T(11): 0.1; S(18): 14.6; T(20): 14.6; S(21): 55.9; S(22): 14.639 0.168 11

Low SVTPTNDVVmtGPVAGAGDVQAAEtFRVFVGYDsRT11(Phospho)T25(Phospho)S34(Phospho)0.041 S(1): 54.1; T(3): 54.1; T(5): 44.7; T(11): 33.6; T(25): 14.8; Y(32): 31.4; S(34): 67.414 0.776 19

Low TcGLGPAMPFAHRLLLQtDsEEVLGLVPcAVGGTRT18(Phospho)S20(Phospho)0.278 T(1): 16.6; T(18): 61.1; S(20): 61.1; T(34): 61.17 10

Low TELSKsELIQK S6(Phospho) 0.132 T(1): 13.2; S(4): 73.6; S(6): 13.2 32 10

Low TKTPLSPTVAGsEPHPFsmsHGLGGSSVQLmESSRS12(Phospho)S18(Phospho)S20(Phospho)0 T(1): 46.3; T(3): 46.3; S(6): 49.1; T(8): 23.9; S(12): 24.0; S(18): 8.7; S(20): 8.8; S(26): 45.6; S(27): 45.6; S(33): 1.1; S(34): 0.78 0.731 16



Low TLVmPYWVLcIALcIGTNSsAWLGtAALVTNMRS20(Phospho)T25(Phospho)0.139 T(1): 26.6; Y(6): 18.4; T(17): 13.3; S(19): 43.3; S(20): 27.8; T(25): 60.7; T(30): 10.018 10

Low TPGTTPsscGASTLSVLGTILESGTDGEKQcSTEDRS7(Phospho)S8(Phospho)0.187 T(1): 6.1; T(4): 12.5; T(5): 12.5; S(7): 43.3; S(8): 43.3; S(12): 27.7; T(13): 27.7; S(15): 15.5; T(19): 8.3; S(23): 1.3; T(25): 1.3; S(32): 0.2; T(33): 0.232 0.708 10

Low TsHNNsGcPsQPLLVLVQNPsPKVstAAtASRS2(Phospho)S6(Phospho)S10(Phospho)S21(Phospho)S25(Phospho)T26(Phospho)T29(Phospho)0.242 T(1): 60.8; S(2): 60.8; S(6): 89.2; S(10): 89.2; S(21): 99.8; S(25): 95.1; T(26): 83.3; T(29): 83.3; S(31): 38.548 0.782 14

Low VAAAAAAWSccEGGctARVAEAVVGESLctQsPtRT16(Phospho)T30(Phospho)S32(Phospho)T34(Phospho)0.104 S(9): 48.5; T(16): 66.4; S(27): 73.6; T(30): 63.0; S(32): 74.3; T(34): 74.37 0.761 10

Low VLHPIIccALSADLAAVAyGYLsR Y19(Phospho)S23(Phospho)0.167 S(11): 0.0; Y(19): 99.8; Y(21): 83.3; S(23): 16.962 10

Low VMIIDYKLtYPSGtAtAVLINGFHtPHGDAmAKT9(Phospho)T14(Phospho)T16(Phospho)T25(Phospho)0.129 Y(6): 9.1; T(9): 45.8; Y(10): 28.4; S(12): 61.2; T(14): 62.6; T(16): 93.1; T(25): 99.831 10

Low VTAAAIFDSVARHGVTHmGGAPtVLsmIVNATADERT23(Phospho)S26(Phospho)0.847 T(2): 0.4; S(9): 7.9; T(16): 7.8; T(23): 91.4; S(26): 91.4; T(32): 1.135 16

Low VTAAAIFDsVARHGVTHmGGAPTVLsmIVNATADERS9(Phospho)S26(Phospho)0.101 T(2): 6.6; S(9): 82.4; T(16): 30.4; T(23): 56.3; S(26): 15.4; T(32): 8.918 11

Low VttGEmLVGPANAFFmDEISTGLDSSttFQIVKT2(Phospho)T3(Phospho)T27(Phospho)T28(Phospho)0.012 T(2): 40.9; T(3): 39.5; S(20): 46.2; T(21): 51.6; S(25): 54.2; S(26): 53.2; T(27): 57.2; T(28): 57.21 0.782 12

Low VVEKPGIMSsTK S10(Phospho) 0.333 S(9): 33.3; S(10): 33.3; T(11): 33.3 15 0.46 13

Low VVVTtISIRLAPSPPSSSPTSTTAPFPTPAASAAAASGTRT5(Phospho) 0.365 T(4): 16.2; T(5): 36.5; S(7): 36.5; S(13): 4.0; S(16): 0.8; S(17): 0.8; S(18): 1.3; T(20): 0.8; S(21): 0.6; T(22): 0.6; T(23): 0.6; T(28): 0.4; S(32): 0.3; S(37): 0.3; T(39): 0.321 11

Low WLDVGLYTSRIFmAVPGcstMVGPmNtEVLPRS19(Phospho)T20(Phospho)T27(Phospho)0.014 Y(7): 28.0; T(8): 43.2; S(9): 43.2; S(19): 68.2; T(20): 68.2; T(27): 49.21 0.802 10

Low WNcGWHIcSNcQKPAFHmcYTctysLcK T23(Phospho)Y24(Phospho)S25(Phospho)0.069 S(9): 49.0; Y(20): 49.0; T(21): 49.0; T(23): 51.0; Y(24): 51.0; S(25): 51.03 0.806 13

Low YARPsIRAAMTVLQSNGPLPVLPsK S5(Phospho)S24(Phospho)0.169 Y(1): 10.1; S(5): 24.2; T(11): 63.6; S(15): 29.3; S(24): 72.823 0.733 15

Low YNEEWVDPsSPPVRNQSNTVLESISETDEDTGAVKS9(Phospho) 0.169 Y(1): 3.8; S(9): 16.9; S(10): 9.5; S(17): 32.4; T(19): 16.9; S(23): 9.5; S(25): 5.7; T(27): 2.7; T(31): 2.711 0.788 18

Os01t0815800-01 Low

Similar to 60S ribosomal protein L24-A

(L30A) (RP29) (YL21). tLEVKIAtPK T1(Phospho)T8(Phospho)1 T(1): 100.0; T(8): 100.0 48 0.695 13

Os01t0823300-00 Low Similar to Ribosomal protein S26. AYLAATsSSVLVLDLK S7(Phospho) 0.091 Y(2): 0.7; T(6): 9.1; S(7): 9.1; S(8): 40.6; S(9): 40.630 0.421 10

Low DIDLVmTQAsVSRAK S10(Phospho) 0.398 T(7): 20.4; S(10): 39.8; S(12): 39.8 6 12

Low DPLLGDGALVLVPsGAR S14(Phospho) 1 S(14): 100.0 30 0.157 14

Low GEAGtGNVVEAVRHVR T5(Phospho) 1 T(5): 100.0 20 0.754 13

Low ISQPPsKILQSQAPR S6(Phospho) 0.998 S(2): 0.2; S(6): 99.8; S(11): 0.0 53 0.714 10

Low MISPsLILmMSPGTR S5(Phospho) 0.758 S(3): 20.6; S(5): 75.8; S(11): 2.5; T(14): 1.123 13

Low MVSIAGFGGLGKtTLAK T13(Phospho) 0.5 S(3): 0.0; T(13): 50.0; T(14): 50.0 39 0.337 14

Low NNLVGNVPDsLGLIPK S10(Phospho) 1 S(10): 100.0 8 0.727 11

Low RSPSSPPPGLDVAAGsR S16(Phospho) 0.652 S(2): 5.2; S(4): 5.2; S(5): 24.5; S(16): 65.217 0.799 12

Low SLLMLPAsGPKANGsK S8(Phospho)S15(Phospho)0.982 S(1): 1.8; S(8): 98.3; S(15): 99.9 35 0.803 12

Low VcVtGAGGFIGSWLVK T4(Phospho) 1 T(4): 100.0; S(12): 0.0 43 0.22 18

Os01t0835900-00 Middle Similar to Histone H4. ILGVLATsR S8(Phospho) 0.978 T(7): 2.2; S(8): 97.8 50 0.046 12

Low AAIPtIQYLIK T5(Phospho) 0.862 T(5): 86.2; Y(8): 13.8 50 13

Low ARALSVsPK S7(Phospho) 0.878 S(5): 12.2; S(7): 87.8 39 0.744 10

Low FIATLPSLtRK T9(Phospho) 0.12 T(4): 44.0; S(7): 44.0; T(9): 12.0 12 0.632 12

Low KVVNGAtIK T7(Phospho) 1 T(7): 100.0 42 10

Low LILtNLSR T4(Phospho) 0 T(4): 0.0; S(7): 100.0 33 0.11 12

Low LKSQIASLEsR S10(Phospho) 1 S(3): 0.0; S(7): 0.0; S(10): 100.0 46 0.674 15

Low LVLFsKSLPSR S5(Phospho) 0.843 S(5): 84.3; S(7): 15.6; S(10): 0.1 38 0.792 11

Low NAISsLGDELSK S5(Phospho) 0.496 S(4): 49.6; S(5): 49.6; S(11): 0.8 33 0.524 13



Os01t0839500-00 Low

Histone-fold domain containing

protein. AAAISVsNK S7(Phospho) 0.937 S(5): 6.3; S(7): 93.7 17 0.477 12

Low VmRmVSEtSLLSPAK T8(Phospho) 0.934 S(6): 3.0; T(8): 93.4; S(9): 3.0; S(12): 0.663 0.574 10

Os01t0851700-01 Low

Similar to Cytosolic starch

phosphorylase (Fragment). AVVIGVGSNtAmGSIRDAMLR T10(Phospho) 0.87 S(8): 10.8; T(10): 87.0; S(14): 2.1 24 0.713 11

Low FSGDVFPKtDPGIVLAVTDR T9(Phospho) 0.955 S(2): 1.3; T(9): 95.5; T(18): 3.2 28 0.713 14

Low FtGAVGPHLVSLSHLPSSDGR T2(Phospho) 0.998 T(2): 99.8; S(11): 0.1; S(13): 0.1; S(17): 0.0; S(18): 0.036 0.574 14

Low HHHPLmTIVsNKPPTPSPK S10(Phospho) 0.919 T(7): 7.0; S(10): 91.9; T(15): 0.8; S(17): 0.336 0.573 22

Low IPVssPQLAKHALEAHVTR S4(Phospho)S5(Phospho)0.985 S(4): 99.2; S(5): 99.2; T(18): 1.5 24 0.756 12

Low KtLQsFDLLGmNVAFLLK T2(Phospho)S5(Phospho)1 T(2): 100.0; S(5): 100.0 79 0.784 11

Low LLNGNRSILPATMTITmAsN S19(Phospho) 0.935 S(7): 0.0; T(12): 2.1; T(14): 2.1; T(16): 2.1; S(19): 93.537 11

Low LPTHPPSSSVLTPMAVtRSR T17(Phospho) 0.5 T(3): 0.0; S(7): 0.0; S(8): 0.0; S(9): 0.0; T(12): 0.0; T(17): 50.0; S(19): 50.047 0.577 12

Low mNIsLRtLFPPIFTFLK S4(Phospho)T7(Phospho)1 S(4): 100.0; T(7): 100.0; T(14): 0.0 46 0.803 14

Low mRPEtRLDSAVFQLTPTR T5(Phospho) 0.986 T(5): 98.6; S(9): 0.5; T(15): 0.5; T(17): 0.527 15

Low MSLIPLPGMVGLIPsGsKEK S15(Phospho)S17(Phospho)0.997 S(2): 0.3; S(15): 99.9; S(17): 99.9 36 0.763 16

Low QQtAEAIVScIISSHFSKK T3(Phospho) 0.2 T(3): 20.0; S(9): 20.0; S(13): 20.0; S(14): 20.0; S(17): 20.01 0.804 12

Low tVVGTMREVVAEEGLMGLSR T1(Phospho) 0.379 T(1): 37.9; T(5): 37.9; S(19): 24.2 2 0.702 12

Low VAVQLNDtHPTLAIPELmR T8(Phospho) 0.994 T(8): 99.4; T(11): 0.6 44 0.743 12

Os01t0896700-00 Low Similar to 60S ribosomal protein L5. AAPTKLyITPNLVscNILLK Y7(Phospho)S14(Phospho)0.204 T(4): 72.8; Y(7): 21.2; T(9): 7.8; S(14): 98.325 10

Low AGLSDPNRPIASFMFMGPtGVGK T19(Phospho) 0.12 S(4): 12.0; S(12): 76.0; T(19): 12.0 12 0.804 14

Low AsNILLDSDFNTKLsDFGLAK S2(Phospho)S15(Phospho)0.489 S(2): 98.4; S(8): 2.0; T(12): 49.8; S(15): 49.836 0.792 13

Low AtQVVFHELRAPySFPFPR T2(Phospho)Y13(Phospho)0.833 T(2): 99.7; Y(13): 83.6; S(14): 16.7 41 10

Low DFsGGGGGGGGATLsEmYQSARR S3(Phospho)S15(Phospho)0.44 S(3): 88.7; T(13): 55.2; S(15): 55.1; Y(18): 0.5; S(20): 0.541 0.752 14

Low FVVAAAVVAVSLAMAAAAAAHDYGEALsKS28(Phospho) 0.879 S(11): 0.3; Y(23): 11.9; S(28): 87.9 27 0.365 12

Low HEIIsDGMHIPLPLDMDILR S5(Phospho) 1 S(5): 100.0 33 0.793 12

Low ITIGStPGAIEALVELLQSGSPR T6(Phospho) 0.603 T(2): 18.8; S(5): 18.8; T(6): 60.3; S(19): 1.1; S(21): 1.128 0.225 10

Low KSHtPSAIVIGSGFAGIAAANALR T4(Phospho) 0.447 S(2): 10.6; T(4): 44.7; S(6): 44.7; S(12): 0.051 13

Low LAEKTESLTVAETGEPsFTGmK S17(Phospho) 0.189 T(5): 0.0; S(7): 0.0; T(9): 0.1; T(13): 0.1; S(17): 18.9; T(19): 80.937 0.556 14

Low mAtmFAAVPSVVAmSLRNELR T3(Phospho) 0.958 T(3): 95.8; S(10): 3.9; S(15): 0.3 25 0.755 11

Low mmLKLFtItNELsLVLQR T7(Phospho)T9(Phospho)S13(Phospho)1 T(7): 100.0; T(9): 100.0; S(13): 100.0 17 0.805 14

Low MSPTtTWALPPsPPPLSVRAR T5(Phospho)S12(Phospho)0.129 S(2): 13.7; T(4): 70.1; T(5): 14.3; T(6): 6.6; S(12): 95.3; S(17): 0.055 0.48 14

Low MSPtTTWALPPsPPPLSVRAR T4(Phospho)S12(Phospho)0.726 S(2): 12.3; T(4): 73.4; T(5): 2.7; T(6): 12.6; S(12): 99.0; S(17): 0.084 0.117 12

Low RSSsVNPVMLSSmAASPAANGAVK S4(Phospho) 0.514 S(2): 18.8; S(3): 18.8; S(4): 51.4; S(11): 3.7; S(12): 3.7; S(16): 3.718 0.806 10

Low stAPTGDPPVRVAVASGGGGmGLGK S1(Phospho)T2(Phospho)0.99 S(1): 99.5; T(2): 99.5; T(5): 1.0; S(16): 0.054 0.522 14

Low TPMtVtAPmQmAMtPSLANK T4(Phospho)T6(Phospho)T14(Phospho)0.879 T(1): 6.6; T(4): 94.0; T(6): 99.4; T(14): 93.9; S(16): 6.149 0.744 15

Low VcVIAAAAAAKPVRVHssMyAsLR S17(Phospho)S18(Phospho)Y20(Phospho)S22(Phospho)1 S(17): 100.0; S(18): 100.0; Y(20): 100.0; S(22): 100.026 14

Low VESAVtQLtQLVsNLLAMHK T6(Phospho)T9(Phospho)S13(Phospho)0.976 S(3): 2.4; T(6): 98.2; T(9): 99.4; S(13): 100.042 12

Low VLDFtYGHGTANTALIYHHGK T5(Phospho) 0.8 T(5): 80.0; Y(6): 19.4; T(10): 0.3; T(13): 0.3; Y(17): 0.131 0.776 13

Low YEEsGRAYmLSGLSSHSWQR S4(Phospho) 0.618 Y(1): 17.1; S(4): 61.8; Y(8): 6.1; S(11): 6.1; S(14): 3.0; S(15): 3.0; S(17): 3.015 0.786 10

Low YEstEEDVNNmKMVMK S3(Phospho)T4(Phospho)0.793 Y(1): 20.7; S(3): 89.6; T(4): 89.6 78 15



Low yEsTEEDVNNmKMVMK Y1(Phospho)S3(Phospho)0.47 Y(1): 53.0; S(3): 94.1; T(4): 53.0 88 17

Os01t0896800-01 High

Ribosomal protein L18/L5 domain

containing protein. AEsEGEAEGTTETHDVEGGISLPLSER S3(Phospho) 0.998 S(3): 99.8; T(10): 0.1; T(11): 0.1; T(13): 0.0; S(21): 0.0; S(25): 0.078 0 20

Low AAPTKLyITPNLVscNILLK Y7(Phospho)S14(Phospho)0.204 T(4): 72.8; Y(7): 21.2; T(9): 7.8; S(14): 98.325 10

Low AGLSDPNRPIASFMFMGPtGVGK T19(Phospho) 0.12 S(4): 12.0; S(12): 76.0; T(19): 12.0 12 0.804 14

Low AsNILLDSDFNTKLsDFGLAK S2(Phospho)S15(Phospho)0.489 S(2): 98.4; S(8): 2.0; T(12): 49.8; S(15): 49.836 0.792 13

Low AsTAAFLSTLAGSTSLGGATPASGGGSGRsKS2(Phospho)S30(Phospho)0.223 S(2): 49.0; T(3): 16.6; S(8): 16.6; T(9): 16.5; S(13): 1.5; T(14): 0.9; S(15): 0.6; T(20): 2.5; S(23): 5.8; S(27): 45.0; S(30): 45.034 11

Low AtQVVFHELRAPySFPFPR T2(Phospho)Y13(Phospho)0.833 T(2): 99.7; Y(13): 83.6; S(14): 16.7 41 10

Low DDGSEARIPAsGGAcmRPGEIDIISSK S11(Phospho) 0.262 S(4): 73.3; S(11): 26.2; S(25): 0.3; S(26): 0.322 0.563 18

Low DFsGGGGGGGGATLsEmYQSARR S3(Phospho)S15(Phospho)0.44 S(3): 88.7; T(13): 55.2; S(15): 55.1; Y(18): 0.5; S(20): 0.541 0.752 14

Low DGELKHGEQQAcsVLTLAcDSVNGGR S13(Phospho) 0.927 S(13): 92.7; T(16): 6.6; S(21): 0.6 54 0.25 10

Low HEIIsDGMHIPLPLDMDILR S5(Phospho) 1 S(5): 100.0 33 0.793 12

Low IGLscSmPLPK S4(Phospho) 0.985 S(4): 98.5; S(6): 1.5 72 10

Low IQNAGTEVVEAKAGAGsAtLSmAYAAARS17(Phospho)T19(Phospho)0.588 T(6): 4.9; S(17): 85.2; T(19): 70.8; S(21): 28.1; Y(24): 11.129 0.279 14

Low ITIGStPGAIEALVELLQSGSPR T6(Phospho) 0.603 T(2): 18.8; S(5): 18.8; T(6): 60.3; S(19): 1.1; S(21): 1.128 0.225 10

Low KSHtPSAIVIGSGFAGIAAANALR T4(Phospho) 0.447 S(2): 10.6; T(4): 44.7; S(6): 44.7; S(12): 0.051 13

Low LAEKTESLTVAETGEPsFTGmK S17(Phospho) 0.189 T(5): 0.0; S(7): 0.0; T(9): 0.1; T(13): 0.1; S(17): 18.9; T(19): 80.937 0.556 14

Low LGVNEKETsGGK S9(Phospho) 0.951 T(8): 4.9; S(9): 95.1 39 12

Low mAPPPPPPTAtK T11(Phospho) 0.827 T(9): 17.3; T(11): 82.7 29 0.773 18

Low mAtmFAAVPSVVAmSLRNELR T3(Phospho) 0.958 T(3): 95.8; S(10): 3.9; S(15): 0.3 25 0.755 11

Low mDSAALsLTcAGLGGAEEDDGGAVVGYAKS7(Phospho) 0.204 S(3): 26.6; S(7): 20.4; T(9): 15.1; Y(27): 37.92 0.784 11

Low mGSEmNVVmQtILVHMyIKcmR T11(Phospho)Y17(Phospho)0.738 S(3): 26.2; T(11): 83.6; Y(17): 90.2 11 0.802 12

Low mmLKLFtItNELsLVLQR T7(Phospho)T9(Phospho)S13(Phospho)1 T(7): 100.0; T(9): 100.0; S(13): 100.0 17 0.805 14

Low MSPTtTWALPPsPPPLSVRAR T5(Phospho)S12(Phospho)0.129 S(2): 13.7; T(4): 70.1; T(5): 14.3; T(6): 6.6; S(12): 95.3; S(17): 0.055 0.48 14

Low MSPtTTWALPPsPPPLSVRAR T4(Phospho)S12(Phospho)0.726 S(2): 12.3; T(4): 73.4; T(5): 2.7; T(6): 12.6; S(12): 99.0; S(17): 0.084 0.117 12

Low NGLAVPMSNStK T11(Phospho) 0.488 S(8): 2.4; S(10): 48.8; T(11): 48.8 38 15

Low RSSsVNPVMLSSmAASPAANGAVK S4(Phospho) 0.514 S(2): 18.8; S(3): 18.8; S(4): 51.4; S(11): 3.7; S(12): 3.7; S(16): 3.718 0.806 10

Low stAPTGDPPVRVAVASGGGGmGLGK S1(Phospho)T2(Phospho)0.99 S(1): 99.5; T(2): 99.5; T(5): 1.0; S(16): 0.054 0.522 14

Low TPMtVtAPmQmAMtPSLANK T4(Phospho)T6(Phospho)T14(Phospho)0.879 T(1): 6.6; T(4): 94.0; T(6): 99.4; T(14): 93.9; S(16): 6.149 0.744 15

Low VESAVtQLtQLVsNLLAMHK T6(Phospho)T9(Phospho)S13(Phospho)0.976 S(3): 2.4; T(6): 98.2; T(9): 99.4; S(13): 100.042 12

Low VLDFtYGHGTANTALIYHHGK T5(Phospho) 0.8 T(5): 80.0; Y(6): 19.4; T(10): 0.3; T(13): 0.3; Y(17): 0.131 0.776 13

Low VVKyNImSGTSmScPHVSAtAVLLK Y4(Phospho)T20(Phospho)0.64 Y(4): 90.0; S(8): 13.2; T(10): 5.9; S(11): 5.9; S(13): 10.0; S(18): 4.4; T(20): 70.730 0.742 12

Low YEEsGRAYmLSGLSSHSWQR S4(Phospho) 0.618 Y(1): 17.1; S(4): 61.8; Y(8): 6.1; S(11): 6.1; S(14): 3.0; S(15): 3.0; S(17): 3.015 0.786 10

Low YEstEEDVNNmKMVMK S3(Phospho)T4(Phospho)0.793 Y(1): 20.7; S(3): 89.6; T(4): 89.6 78 15

Low yEsTEEDVNNmKMVMK Y1(Phospho)S3(Phospho)0.47 Y(1): 53.0; S(3): 94.1; T(4): 53.0 88 17

Os01t0924900-01 High

GTP-binding signal recognition particle

SRP54, G-domain containing protein. ASDAKPDsPPAGVDPPPPKEEAK S8(Phospho) 1 S(2): 0.0; S(8): 100.0 116 0 52



High GVSKPSQDtEEDDEPEVELESK T9(Phospho) 0.497 S(3): 0.6; S(6): 49.7; T(9): 49.7; S(21): 0.0153 0 41

High GVSKPsQDTEEDDEPEVELESK S6(Phospho) 0.903 S(3): 0.1; S(6): 90.3; T(9): 9.6; S(21): 0.0167 0 39

High KILTDLVHADYFQNmVyyK Y17(Phospho)Y18(Phospho)1 T(4): 0.0; Y(11): 0.0; Y(17): 100.0; Y(18): 100.0111 0.005 21

Middle GEWVVSGmAQPMLATFLVtcR T19(Phospho) 0.5 S(6): 0.0; T(15): 50.0; T(19): 50.0 62 0.047 12

Middle GVSKPSQDtEEDDEPEVELESKK T9(Phospho) 0.447 S(3): 10.7; S(6): 44.7; T(9): 44.7; S(21): 0.053 0.048 14

Low AIPtILGsLKLtPSPPsATPVR T4(Phospho)S8(Phospho)T12(Phospho)S17(Phospho)0.055 T(4): 100.0; S(8): 99.5; T(12): 12.1; S(14): 93.9; S(17): 88.4; T(19): 6.145 0.546 14

Low AIPtILGsLKLTPsPPsATPVR T4(Phospho)S8(Phospho)S14(Phospho)S17(Phospho)0.819 T(4): 100.0; S(8): 100.0; T(12): 15.4; S(14): 85.1; S(17): 96.3; T(19): 3.284 0.098 20

Low ALPLLPPAAPTssPPPsQRSR S12(Phospho)S13(Phospho)S17(Phospho)0.675 T(11): 26.8; S(12): 79.6; S(13): 93.7; S(17): 91.7; S(20): 8.237 0.804 10

Low ASAAmStLNLsSSPLTKQQLR T7(Phospho)S11(Phospho)0.017 S(2): 7.7; S(6): 10.4; T(7): 10.4; S(11): 26.5; S(12): 42.6; S(13): 42.6; T(16): 59.91 11

Low ESSQGDPATGSSGVQNGTVNALyK Y23(Phospho) 0.946 S(2): 0.0; S(3): 0.0; T(9): 0.0; S(11): 0.0; S(12): 0.0; T(18): 5.3; Y(23): 94.670 11

Low ESSQGDPATGSSGVQNGtVNALYK T18(Phospho) 0.307 S(2): 0.0; S(3): 0.0; T(9): 0.0; S(11): 7.8; S(12): 30.7; T(18): 30.7; Y(23): 30.752 23

Low IGNmTRFADtLsDTSPSSPAQR T10(Phospho)S12(Phospho)0.967 T(5): 3.1; T(10): 97.0; S(12): 99.7; T(14): 0.1; S(15): 0.2; S(17): 0.0; S(18): 0.073 0.761 10

Low KLsPPAsADmPQALPENDGEQR S3(Phospho)S7(Phospho)1 S(3): 100.0; S(7): 100.0 71 11

Low LRLIFILLyYSSVsYyK Y9(Phospho)S14(Phospho)Y16(Phospho)0.111 Y(9): 77.9; Y(10): 21.1; S(11): 3.0; S(12): 13.3; S(14): 33.7; Y(15): 75.5; Y(16): 75.527 0.789 11

Low mAALLmNTGAVsmPFPTTRTAAR S12(Phospho) 0.576 T(8): 25.1; S(12): 57.6; T(17): 6.6; T(18): 6.6; T(20): 4.115 0.714 12

Low mASLASASAstsLVFSTSSSKPR S10(Phospho)T11(Phospho)S12(Phospho)0.002 S(3): 3.4; S(6): 6.7; S(8): 5.7; S(10): 75.8; T(11): 75.8; S(12): 32.9; S(16): 41.4; T(17): 12.0; S(18): 41.4; S(19): 3.8; S(20): 1.325 0.76 12

Low mQVtsAAAGmTVKVSTTPIFSK T4(Phospho)S5(Phospho)0 T(4): 6.8; S(5): 92.9; T(11): 1.0; S(15): 32.8; T(16): 32.8; T(17): 32.8; S(21): 0.83 18

Low MVNDGEQALTIAPAAAADSsAEPAR S20(Phospho) 0.934 T(10): 0.1; S(19): 6.5; S(20): 93.4 43 0.219 12

Low RPPSVAPNDDAsGPSPATARAVsR S12(Phospho)S23(Phospho)0.088 S(4): 1.8; S(12): 94.3; S(15): 7.2; T(18): 86.9; S(23): 9.825 0.803 19

Low RSGISSIcYVLNVIySLLtGR Y15(Phospho)T19(Phospho)0.206 S(2): 0.1; S(5): 0.1; S(6): 0.1; Y(9): 0.1; Y(15): 21.3; S(16): 79.2; T(19): 99.233 0.451 11

Low tsSSNAAVLPRDSHSSSQRPHR T1(Phospho)S2(Phospho)0.906 T(1): 93.9; S(2): 93.9; S(3): 8.3; S(4): 3.9; S(13): 0.0; S(15): 0.0; S(16): 0.0; S(17): 0.077 0.417 14

Low VGTstENVLLQSTSFGHADAPR S4(Phospho)T5(Phospho)0.333 T(3): 66.6; S(4): 66.6; T(5): 66.6; S(12): 0.1; T(13): 0.0; S(14): 0.043 11

Os01t0949060-01 Low Hypothetical conserved gene. GLISGmVmGmVVGVALmAGWsR S21(Phospho) 0.136 S(4): 86.4; S(21): 13.6 4 11

Low HSSEDLSsLtINNLRINHR S8(Phospho)T10(Phospho)0.032 S(2): 90.4; S(3): 3.2; S(7): 3.3; S(8): 3.3; T(10): 99.959 0.412 14

Low RELtEAGGAGQHYGGAQGGALTGK T4(Phospho) 0.687 T(4): 68.7; Y(13): 2.3; T(22): 29.0 19 11

Low WDNGAVsILPEYmHAYYIK S7(Phospho) 0.988 S(7): 98.8; Y(12): 0.3; Y(16): 0.4; Y(17): 0.427 0.532 11

Os02t0105900-01 Low Similar to 40S ribosomal protein S4. LsLGGGmAARLK S2(Phospho) 1 S(2): 100.0 22 0.732 16

Low mDtVAAAIILR T3(Phospho) 1 T(3): 100.0 41 0.089 12

Os02t0115900-01 Low Endosperm lumenal binding protein. AGGETPVLmSGAGHDAmAMARLtK T23(Phospho) 0.971 T(5): 0.6; S(10): 2.3; T(23): 97.1 23 0.558 17

Low APPASAPSSSTSSASGSSTsATTLHR S20(Phospho) 0.676 S(5): 0.1; S(8): 0.2; S(9): 0.2; S(10): 0.2; T(11): 0.5; S(12): 0.2; S(13): 0.2; S(15): 0.5; S(17): 1.5; S(18): 4.9; T(19): 17.6; S(20): 67.6; T(22): 4.9; T(23): 1.544 14

Low DNSSFKKPAQSSGNtIFIK T15(Phospho) 0.1 S(3): 2.9; S(4): 38.5; S(11): 38.5; S(12): 10.0; T(15): 10.026 0.569 10

Low GTAAALAIDTPPsWGR S13(Phospho) 0.999 T(2): 0.0; T(10): 0.1; S(13): 99.9 54 0.3 15

Low LFstMQGFISVsGIER S3(Phospho)T4(Phospho)S12(Phospho)0.912 S(3): 99.1; T(4): 96.1; S(10): 8.8; S(12): 96.150 10

Low mWASNSLNRLtPAssLPILR T11(Phospho)S14(Phospho)S15(Phospho)0.054 S(4): 71.7; S(6): 71.7; T(11): 71.7; S(14): 52.5; S(15): 32.47 11

Low mWAsNsLNRLtPASSLPILR S4(Phospho)S6(Phospho)T11(Phospho)0.869 S(4): 94.2; S(6): 94.2; T(11): 94.2; S(14): 8.7; S(15): 8.725 12

Low QANRASNFDTsILEMNTHVQK S11(Phospho) 0.447 S(6): 10.5; T(10): 44.7; S(11): 44.7; T(17): 0.046 11

Low RAsMLNmLGIsAGVAVAAYGEAR S3(Phospho)S11(Phospho)0.033 S(3): 11.8; S(11): 91.5; Y(19): 96.7 2 16

Low SHFLHTASTTtPRK T11(Phospho) 0.973 S(1): 0.0; T(6): 0.0; S(8): 0.0; T(9): 0.0; T(10): 2.7; T(11): 97.363 0.602 12

Low sQFVTEVATIssVQHRNLVK S1(Phospho)S11(Phospho)S12(Phospho)0.837 S(1): 99.9; T(5): 9.8; T(9): 9.8; S(11): 90.3; S(12): 90.356 10

Low SSPSISTtVPFAPHR T8(Phospho) 0.673 S(1): 0.1; S(2): 0.1; S(4): 1.3; S(6): 15.6; T(7): 15.6; T(8): 67.332 0.329 12



Low SSPSIStTVPFAPHR T7(Phospho) 0.438 S(1): 0.2; S(2): 0.2; S(4): 0.5; S(6): 11.6; T(7): 43.8; T(8): 43.826 0.272 10

Low VVWTISsLIAAStR S7(Phospho)T13(Phospho)0.695 T(4): 0.3; S(6): 14.8; S(7): 70.4; S(12): 15.7; T(13): 98.947 0.649 15

Os02t0130000-01 Low

Similar to SWIb domain-containing

protein (Fragment). LALtAAPPTQPRR T4(Phospho) 0.967 T(4): 96.7; T(9): 3.3 26 0.743 14

Os02t0161200-01 High

Zinc finger, CCCH-type domain

containing protein. GANEEGSSVNEDLNERsPNTAATK S17(Phospho) 0.965 S(7): 0.0; S(8): 0.1; S(17): 96.5; T(20): 3.3; T(23): 0.090 0.001 31

High GANEEGSSVNEDLNERSPNtAATK T20(Phospho) 0.14 S(7): 0.0; S(8): 0.1; S(17): 85.4; T(20): 14.0; T(23): 0.585 0 36

Low AADPSSPGmAGAAVAAYGLRGsGmLGKS22(Phospho) 0.997 S(5): 0.0; S(6): 0.0; Y(17): 0.3; S(22): 99.764 0.596 12

Low AAtNNFNsKNILGEGGYGIVyK T3(Phospho)S8(Phospho)Y21(Phospho)0.96 T(3): 99.7; S(8): 99.7; Y(17): 4.0; Y(21): 96.633 13

Low EQILsSTNEKMTTSVPQGASSsK S5(Phospho)S22(Phospho)0.044 S(5): 13.1; S(6): 13.1; T(7): 57.4; T(12): 13.1; T(13): 3.2; S(14): 0.3; S(20): 33.3; S(21): 33.3; S(22): 33.352 14

Low LAGMAPsPSLNRStFFSQPcSR S7(Phospho)T14(Phospho)0.383 S(7): 78.0; S(9): 21.1; S(13): 49.5; T(14): 49.5; S(17): 1.5; S(21): 0.343 0.603 11

Low LLtALVsEYLEWAQLSHtmK T3(Phospho)S7(Phospho)T18(Phospho)0.005 T(3): 60.9; S(7): 21.4; Y(9): 21.4; S(16): 98.2; T(18): 98.22 0.773 13

Low MPSILPLARQLAsFLAPsPSVAR S13(Phospho)S18(Phospho)0.83 S(3): 3.0; S(13): 97.0; S(18): 85.6; S(20): 14.470 0.226 17

Low NASIsHEKVGSTQyTSAGSSSGAGK S5(Phospho)Y14(Phospho)0.07 S(3): 47.1; S(5): 47.1; S(11): 15.8; T(12): 15.8; Y(14): 15.8; T(15): 38.7; S(16): 7.3; S(19): 4.1; S(20): 4.1; S(21): 4.116 0.701 11

Low tTRIAYDQFTVTSGYETtNRP T1(Phospho)T18(Phospho)0.016 T(1): 12.0; T(2): 12.0; Y(6): 11.5; T(10): 10.9; T(12): 16.9; S(13): 23.0; Y(15): 30.5; T(17): 41.7; T(18): 41.75 0.76 12

Os02t0162500-01 Low Similar to 40S ribosomal protein S14. DGKIYVVDIAtR T11(Phospho) 0.998 Y(5): 0.2; T(11): 99.8 33 10

Low DGLLLLcsTFNDRmsIPR S8(Phospho)S15(Phospho)0.927 S(8): 96.3; T(9): 7.3; S(15): 96.3 49 0.612 10

Low GEtTGsyyVANPAtFRR T3(Phospho)S6(Phospho)Y7(Phospho)Y8(Phospho)T14(Phospho)0.124 T(3): 87.6; T(4): 87.6; S(6): 40.0; Y(7): 87.6; Y(8): 97.1; T(14): 100.032 0.067 10

Low GLHIyDLPGVTcLPESmQR Y5(Phospho) 0.996 Y(5): 99.6; T(11): 0.2; S(16): 0.3 34 0.439 11

Low LSmGNItGALADAEEATKIAPK T7(Phospho) 0.657 S(2): 6.9; T(7): 65.7; T(17): 27.4 15 13

Low LtPDPTTVFYTSAIHAHSSR T2(Phospho) 0.886 T(2): 88.6; T(6): 0.2; T(7): 0.1; Y(10): 0.1; T(11): 0.1; S(12): 0.1; S(18): 2.8; S(19): 8.033 11

Low MAASttALSMKLLVDTNAQR T5(Phospho)T6(Phospho)0.74 S(4): 25.0; T(5): 86.9; T(6): 86.9; S(9): 1.1; T(16): 0.173 0.726 12

Low MAAstTALSMKLLVDTNAQR S4(Phospho)T5(Phospho)0.078 S(4): 52.7; T(5): 52.7; T(6): 75.7; S(9): 18.0; T(16): 0.835 0.622 19

Low MADGANEDGGGsAAGERPMVAIK S12(Phospho) 1 S(12): 100.0 51 0.479 10

Low MEHtPLtPEITLEQALANK T4(Phospho)T7(Phospho)0.333 T(4): 66.7; T(7): 66.7; T(11): 66.7 14 0.65 13

Low MGDHTDIHGPAAGAsTVHGSASK S15(Phospho) 0.592 T(5): 0.7; S(15): 59.2; T(16): 17.3; S(20): 17.3; S(22): 5.534 0.617 12

Low RNFEALLtDTVEHSDGIQR T8(Phospho) 0.163 T(8): 16.3; T(10): 80.0; S(14): 3.7 39 10

Low sPVLSSPVVAADAAEGYERER S1(Phospho) 0.66 S(1): 66.0; S(5): 16.9; S(6): 16.9; Y(17): 0.242 0.775 11

Low TTGPGRPPSVSGGRTASVcsDR S20(Phospho) 0.929 T(1): 0.0; T(2): 0.0; S(9): 0.0; S(11): 0.0; T(15): 0.1; S(17): 6.9; S(20): 92.943 10

Os02t0175600-01 Low

Similar to 60S ribosomal protein L27a

(Fragment). ALcATVsASLR S7(Phospho) 0.5 T(5): 0.0; S(7): 50.0; S(9): 50.0 48 11

Low tTAYVPQLQK T1(Phospho) 0.333 T(1): 33.3; T(2): 33.3; Y(4): 33.3 87 18

Os02t0235600-01 Low

Similar to 60S ribosomal protein L11-2

(L16). Splice isoform 2. AtALDmAASGAHPAR T2(Phospho) 0.201 T(2): 20.1; S(9): 79.9 24 0.691 11



Low IALRsSVR S5(Phospho) 0.907 S(5): 90.7; S(6): 9.3 56 11

Low IQtSLALR T3(Phospho) 0.974 T(3): 97.4; S(4): 2.6 36 11

Low KyNPATSScDTLV Y2(Phospho) 1 Y(2): 100.0; T(6): 0.0; S(7): 0.0; S(8): 0.0; T(11): 0.066 0.741 11

Low LAsVRSLR S3(Phospho) 1 S(3): 100.0; S(6): 0.0 62 12

Low LVEHPsKtPTLR S6(Phospho)T8(Phospho)0.995 S(6): 99.8; T(8): 99.8; T(10): 0.5 67 0.732 16

Low tIQLTLGR T1(Phospho) 0.998 T(1): 99.8; T(5): 0.2 50 10

Low tLSKPLSR T1(Phospho) 0.449 T(1): 44.9; S(3): 10.3; S(7): 44.9 20 11

Os02t0242600-01 High Similar to Glutelin. AAsFNIIPSSTGAAK S3(Phospho) 0.997 S(3): 99.7; S(9): 0.2; S(10): 0.1; T(11): 0.138 0.006 19

Low ALLSssFVLPLR S5(Phospho)S6(Phospho)0.333 S(4): 66.7; S(5): 66.7; S(6): 66.7 49 0.661 13

Low AQDSSSIVsPIR S9(Phospho) 0.925 S(4): 0.3; S(5): 3.6; S(6): 3.6; S(9): 92.539 0.776 13

Low AsLSGGSVGAGAGGGR S2(Phospho) 0.779 S(2): 77.9; S(4): 17.6; S(7): 4.5 36 0.629 12

Low ATAQtISTVPDR T5(Phospho) 0.45 T(2): 45.0; T(5): 45.0; S(7): 1.8; T(8): 8.335 0.77 12

Low DGSsLGGIRELR S4(Phospho) 0.987 S(3): 1.3; S(4): 98.7 77 0.539 10

Low ERGETALsQIR S8(Phospho) 0.5 T(5): 50.0; S(8): 50.0 24 12

Low FsAHKcVLAAR S2(Phospho) 1 S(2): 100.0 9 0.56 11

Low GETGQRsLQIFAK S7(Phospho) 0.809 T(3): 19.1; S(7): 80.9 29 11

Low GGGGGsRATTGWELLLR S6(Phospho) 0.978 S(6): 97.8; T(9): 1.5; T(10): 0.7 29 10

Low GVDLmPQsKIR S8(Phospho) 1 S(8): 100.0 34 11

Low IHDRySSILR Y5(Phospho) 0.983 Y(5): 98.3; S(6): 1.5; S(7): 0.2 67 0.604 11

Low IQEDLTsGQLR S7(Phospho) 0.84 T(6): 16.0; S(7): 84.0 37 0.555 12

Low ISVAMAEKsAPR S9(Phospho) 0.5 S(2): 50.0; S(9): 50.0 14 0.436 12

Low KmmLLVAAPFtK T11(Phospho) 1 T(11): 100.0 37 0.446 13

Low KsIAHIVK S2(Phospho) 1 S(2): 100.0 45 0.776 11

Low LATFsGVDIPSFK S5(Phospho) 0.937 T(3): 6.0; S(5): 93.7; S(11): 0.2 36 0.673 17

Low LSQSPGsSVKNR S7(Phospho) 0.035 S(2): 0.1; S(4): 0.8; S(7): 3.5; S(8): 95.732 0.788 10

Low QGDAIEtGSIIR T7(Phospho) 0.985 T(7): 98.5; S(9): 1.5 73 0.45 12

Low QGDAIETGsIIR S9(Phospho) 0.122 T(7): 87.8; S(9): 12.2 60 0.531 13

Low SDAPLKGPLsVR S10(Phospho) 0.992 S(1): 0.8; S(10): 99.2 44 11

Low sIELAFLDHSK S1(Phospho) 1 S(1): 100.0; S(10): 0.0 53 0.806 10

Low SSGTTALtALVFGR T8(Phospho) 0.9 S(1): 0.4; S(2): 0.4; T(4): 4.6; T(5): 4.6; T(8): 90.040 14

Low SSILRsIQLR S6(Phospho) 0.987 S(1): 0.6; S(2): 0.6; S(6): 98.7 46 0.285 11

Low sSSNVLLLALR S1(Phospho) 0.098 S(1): 9.8; S(2): 9.8; S(3): 80.3 52 10

Low THPAHLGtAyLK T8(Phospho)Y10(Phospho)0.992 T(1): 0.8; T(8): 99.6; Y(10): 99.6 24 0.789 11

Low TSSSPPLSAVAsR S12(Phospho) 0.206 T(1): 4.1; S(2): 4.1; S(3): 4.1; S(4): 8.5; S(8): 58.6; S(12): 20.612 0.744 13

Low TSVDsGLSPAGLR S5(Phospho) 0.987 T(1): 0.6; S(2): 0.6; S(5): 98.7; S(8): 0.160 0.551 16

Low TsVNVSVNGRAR S2(Phospho) 0.446 T(1): 44.6; S(2): 44.6; S(6): 10.9 28 11

Low VTSLKyLsLR Y6(Phospho)S8(Phospho)0.01 T(2): 49.5; S(3): 49.5; Y(6): 1.3; S(8): 99.740 0.726 17

Os02t0248800-01 Low Similar to Glutelin type-B 2 precursor. AsAKLTLLHSmLK S2(Phospho) 0.999 S(2): 99.9; T(6): 0.1; S(10): 0.0 66 0.802 12

Os02t0249000-01 Low Glutelin, Seed strage protein AAmAADGVSRFDLVPANVTAFEASAAEIQGPVVSGVGLGsGEyFSRS40(Phospho)Y43(Phospho)0.07 S(9): 22.4; T(19): 22.4; S(24): 24.4; S(34): 31.8; S(40): 33.0; Y(43): 33.0; S(45): 33.03 0.668 11

Low ARWVTGTLLMLLsNVTWSLWIVLMSPLLNEyPcKS13(Phospho)Y31(Phospho)0.033 T(5): 24.1; T(7): 70.2; S(13): 3.6; T(16): 0.9; S(18): 1.6; S(25): 1.2; Y(31): 98.423 10

Low DTAFPMtERDR T7(Phospho) 1 T(2): 0.0; T(7): 100.0 53 11

Low DyAGFSPILIK Y2(Phospho) 1 Y(2): 100.0; S(6): 0.0 78 0.537 11



Low GAAAASSPVEALFtAGIHHPPQPsSScSSSKPAAAAASSGSPERT14(Phospho)S24(Phospho)0.011 S(6): 13.5; S(7): 13.5; T(14): 12.4; S(24): 15.7; S(25): 15.7; S(26): 15.7; S(28): 14.7; S(29): 18.6; S(30): 18.6; S(38): 19.8; S(39): 20.9; S(41): 20.90 0.164 11

Low IELTPGGVFLSVtK T13(Phospho) 0.997 T(4): 0.1; S(11): 0.2; T(13): 99.7 47 0.513 10

Low KsIAHIVK S2(Phospho) 1 S(2): 100.0 45 0.776 11

Low KVsYGDILK S3(Phospho) 0.5 S(3): 50.0; Y(4): 50.0 40 13

Low LSGELPAsLGELR S8(Phospho) 0.958 S(2): 4.2; S(8): 95.8 40 0.54 11

Low LSGMTVAGNPLSVSSSAYSSLPTIIDsGtVItRLPtSVYSALSKS27(Phospho)T29(Phospho)T32(Phospho)T36(Phospho)Too many isoforms 0.49 22

Low LtVVGADAcYtKPyKTDVVVVSPGQtVDALmVAsAAVGRT2(Phospho)T11(Phospho)Y14(Phospho)T26(Phospho)S34(Phospho)0.018 T(2): 60.7; Y(10): 60.7; T(11): 61.7; Y(14): 62.5; T(16): 63.3; S(22): 61.7; T(26): 64.4; S(34): 65.00 0.796 11

Low LVQtLGNDLR T4(Phospho) 1 T(4): 100.0 16 11

Low MFsPDVLSK S3(Phospho) 1 S(3): 100.0; S(8): 0.0 80 0.373 11

Low mGsIGVLTGNAGTIR S3(Phospho) 0.821 S(3): 82.1; T(8): 8.9; T(13): 8.9 22 0.246 17

Low mLsPEtEKALK S3(Phospho)T6(Phospho)1 S(3): 100.0; T(6): 100.0 21 0.805 12

Low NAsPFPALHNQISNTSSLSEVAHAVAVKSIFHIYyNPSctHRS3(Phospho)Y35(Phospho)T40(Phospho)0.006 S(3): 27.3; S(13): 27.3; T(15): 27.3; S(16): 27.3; S(17): 27.3; S(19): 27.3; S(29): 27.3; Y(34): 27.3; Y(35): 27.3; S(38): 27.3; T(40): 27.30 0.115 13

Low RADAVAAATAVGEPGVPDAAAASVVGDEyEcsVEAAAAGVPSLSKY29(Phospho)S32(Phospho)0.362 T(9): 12.5; S(23): 26.1; Y(29): 58.1; S(32): 58.5; S(42): 22.4; S(44): 22.413 0.742 10

Low RDAFYLcAAFLAFHGLSLALLFAAsVsAsAVSPPAEQRS25(Phospho)S27(Phospho)S29(Phospho)0.06 Y(5): 43.7; S(17): 53.7; S(25): 56.0; S(27): 50.6; S(29): 50.6; S(32): 45.42 0.804 11

Low RmGIGsHIsER S6(Phospho)S9(Phospho)1 S(6): 100.0; S(9): 100.0 68 14

Low sKYPLIDQGSSLR S1(Phospho) 0.974 S(1): 97.4; Y(3): 2.6; S(10): 0.0; S(11): 0.060 0.696 11

Low sPAEWGAAAAEmEAEPAPSELNTTNSSGLFAVVSTDRmSVRS1(Phospho) 0.377 S(1): 37.7; S(19): 6.1; T(23): 10.6; T(24): 8.2; S(26): 8.2; S(27): 8.2; S(34): 8.2; T(35): 6.8; S(39): 6.18 14

Low tLIQPPSsMER T1(Phospho)S8(Phospho)0.863 T(1): 100.0; S(7): 13.7; S(8): 86.3 51 12

Low VKEtFVTVPATLR T4(Phospho) 0.985 T(4): 98.5; T(7): 0.8; T(11): 0.8 53 0.629 12

Low yLSILNHLR Y1(Phospho) 0.857 Y(1): 85.7; S(3): 14.3 30 13

Os02t0249600-01 Middle Similar to Glutelin. sVDcVHGFLIyYAWtVScGQGTAVVIATGRS1(Phospho)Y11(Phospho)T15(Phospho)0.107 S(1): 72.2; Y(11): 72.2; Y(12): 41.5; T(15): 33.7; S(17): 79.5; T(22): 0.8; T(28): 0.139 0.042 12

Low AAAAAAGGAsPDGADGAKRPAPAAASsSLGAALVGFARS10(Phospho)S27(Phospho)0.362 S(10): 87.3; S(26): 45.8; S(27): 45.8; S(28): 21.127 11

Low AcVPSIKLssVDAIIIYcsDWNPtNDLR S9(Phospho)S10(Phospho)S19(Phospho)T24(Phospho)0.062 S(5): 21.5; S(9): 62.2; S(10): 26.9; Y(17): 90.4; S(19): 99.4; T(24): 99.623 0.805 13

Low AGNAtIAMPQsGNtItVSTATPVTALVDSVYRT5(Phospho)S11(Phospho)T14(Phospho)T16(Phospho)Too many isoforms 0.729 11

Low AGRLAEAEGmMQMMPIQPSVTMWGsMMNGcKS25(Phospho) 0.719 S(19): 26.1; T(21): 2.0; S(25): 71.9 28 0.72 11

Low AGyLTSSLKK Y3(Phospho) 0.676 Y(3): 67.6; T(5): 10.8; S(6): 10.8; S(7): 10.839 12

Low AKNLtLYSIAR T5(Phospho) 0.829 T(5): 82.9; Y(7): 8.5; S(8): 8.5 18 0.43 10

Low APSEVPEYFSGNmSGNLRTItyFDyATLKT21(Phospho)Y22(Phospho)Y25(Phospho)0.004 S(3): 19.1; Y(8): 38.5; S(10): 38.1; S(14): 11.5; T(19): 22.8; T(21): 36.7; Y(22): 52.1; Y(25): 40.6; T(27): 40.64 0.49 13

Low AsAKLTLLHSmLK S2(Phospho) 0.999 S(2): 99.9; T(6): 0.1; S(10): 0.0 66 0.802 12

Low AyEEEQERIK Y2(Phospho) 1 Y(2): 100.0 40 14

Low cEmTGVVVDVGDGAtHIVPVADGyVIGssIRT15(Phospho)Y24(Phospho)S28(Phospho)S29(Phospho)0.133 T(4): 86.7; T(15): 83.5; Y(24): 76.6; S(28): 76.6; S(29): 76.61 0.581 15

Low cLDtmtsKGLLPNTFTYNTVmTAYANVGRT4(Phospho)T6(Phospho)S7(Phospho)0.891 T(4): 95.6; T(6): 95.6; S(7): 96.0; T(14): 9.0; T(16): 2.2; Y(17): 0.6; T(19): 0.8; T(22): 0.1; Y(24): 0.146 0.67 21

Low cTDTVWPGVLSNAGsARLAttGFELPPGVARS15(Phospho)T20(Phospho)T21(Phospho)0.162 T(2): 38.0; T(4): 40.7; S(11): 48.7; S(15): 54.5; T(20): 57.4; T(21): 60.67 15

Low DAWAAGGGGsVVDtmDPRLEEYSGEEAELVLKS10(Phospho)T14(Phospho)0.421 S(10): 58.7; T(14): 58.7; Y(22): 41.3; S(23): 41.39 0.797 10

Low DGSmSQEIDIPGPVHSISMDVVGsLVTSASLSES24(Phospho) 0.448 S(3): 2.6; S(5): 2.6; S(16): 1.6; S(18): 2.6; S(24): 44.8; T(27): 8.9; S(28): 8.9; S(30): 8.9; S(32): 19.118 11

Low DTTSWNSmVSGSLFNGLAEIsAYYFKEmVRS21(Phospho) 0.136 T(2): 9.0; T(3): 10.0; S(4): 10.0; S(7): 10.0; S(10): 10.0; S(12): 10.0; S(21): 13.6; Y(23): 13.6; Y(24): 13.62 0.231 11

Low DVAAGNyEyIDVVVTAVTAAGAGAAKsAAHGAERY7(Phospho)Y9(Phospho)S27(Phospho)0.617 Y(7): 93.2; Y(9): 93.2; T(15): 16.4; T(18): 25.9; S(27): 71.222 0.063 11

Low EDGIGVsEGEEDIsERALHSPSItmVFIVRS7(Phospho)S14(Phospho)T24(Phospho)0.307 S(7): 99.2; S(14): 72.9; S(20): 34.2; S(22): 46.9; T(24): 46.929 0.233 10

Low EDyFYFsAtLELEPVGNLESVSPSPSPRRY3(Phospho)S7(Phospho)T9(Phospho)0.258 Y(3): 66.9; Y(5): 66.9; S(7): 66.9; T(9): 81.6; S(20): 7.6; S(22): 4.5; S(24): 3.2; S(26): 2.425 0.75 14

Low EEGQtmAPNQVAGEILsFFtRNNFTISDRT5(Phospho)S17(Phospho)T20(Phospho)0.618 T(5): 99.7; S(17): 77.2; T(20): 77.2; T(25): 23.0; S(27): 23.031 0.433 10

Low EEVtSSEmLVETMMRTGDNDDANPTTTTTVRT4(Phospho) 0.288 T(4): 28.8; S(5): 28.8; S(6): 28.8; T(12): 4.3; T(16): 4.3; T(25): 0.6; T(26): 0.6; T(27): 0.6; T(28): 1.0; T(29): 2.020 0.515 11

Low EGPRMHDTNGLmSIsEtLsEYmLYLLVR S15(Phospho)T17(Phospho)S19(Phospho)0.565 T(8): 0.4; S(13): 14.8; S(15): 86.6; T(17): 78.3; S(19): 87.5; Y(21): 30.1; Y(24): 2.245 0.156 12

Low EMsDAKIsPNAVTFVGLLSAYsNAGLmEEARS3(Phospho)S8(Phospho)S22(Phospho)0.027 S(3): 32.5; S(8): 72.0; T(13): 38.9; S(19): 52.2; Y(21): 52.2; S(22): 52.23 0.804 17

Low EPSsPIPQAKALLPtSmAAGDMLGFFKPPHKS4(Phospho)T15(Phospho)0.523 S(3): 28.1; S(4): 73.5; T(15): 71.9; S(16): 26.531 0.776 12

Low ETFNHLAsWLEDARQHANANmtVmLIGNKS8(Phospho)T22(Phospho)0.774 T(2): 22.6; S(8): 77.9; T(22): 99.5 29 0.519 14

Low ETVGLEGsANGQWWIDNIGKALDEGtsFHRS8(Phospho)T26(Phospho)S27(Phospho)0.437 T(2): 56.3; S(8): 75.2; T(26): 84.2; S(27): 84.28 0.771 12



Low GEMGIQYVVLDMGAVGsIDTSGtsmLDELRKS17(Phospho)T23(Phospho)S24(Phospho)0.046 Y(7): 54.7; S(17): 50.5; T(20): 49.7; S(21): 48.4; T(23): 48.4; S(24): 48.40 0.38 10

Low GGAPsMQASTHMFRFITPLGGSHHNSSSTTmtS5(Phospho)T32(Phospho)0.046 S(5): 28.6; S(9): 28.6; T(10): 28.6; T(17): 12.2; S(22): 4.2; S(26): 16.3; S(27): 16.3; S(28): 16.3; T(29): 16.3; T(30): 16.3; T(32): 16.316 14

Low GLGsNDIFDsQWIAPVQFEGLDDSEEEQLKS4(Phospho)S10(Phospho)0.952 S(4): 99.6; S(10): 95.5; S(24): 4.8 37 0.606 11

Low GRAGDAtLIK T7(Phospho) 1 T(7): 100.0 23 11

Low GRtEQAVLK T3(Phospho) 1 T(3): 100.0 33 10

Low HAGDEAGMTYEEYmNSmASLFsRmVDPERS22(Phospho) 0.166 T(9): 16.6; Y(10): 30.2; Y(13): 16.6; S(16): 10.0; S(19): 10.0; S(22): 16.68 0.782 11

Low HAPNGTKsFcNAcGLmWANsKPIDLVQtRS8(Phospho)S20(Phospho)T28(Phospho)0.413 T(6): 58.7; S(8): 58.7; S(20): 86.8; T(28): 95.810 0.758 11

Low HIEsLNsIDNFHDVGPSVVmASPGGLQSGLSRS4(Phospho)S7(Phospho)0.971 S(4): 98.4; S(7): 98.4; S(17): 2.6; S(22): 0.2; S(28): 0.2; S(31): 0.235 0.115 12

Low IQATAIIyFKR Y8(Phospho) 0.946 T(4): 5.4; Y(8): 94.6 30 12

Low IsSsVYstRPVAVyEVDRVLLPmQIFR S2(Phospho)S4(Phospho)S7(Phospho)T8(Phospho)Y14(Phospho)0.179 S(2): 54.9; S(3): 54.9; S(4): 83.1; Y(6): 58.8; S(7): 58.8; T(8): 90.4; Y(14): 99.128 10

Low KLVMEILsHINK S8(Phospho) 1 S(8): 100.0 5 0.778 10

Low KsIAHIVK S2(Phospho) 1 S(2): 100.0 45 0.776 11

Low LEtVDLRR T3(Phospho) 1 T(3): 100.0 43 11

Low LGsGPASTALK S3(Phospho) 0.333 S(3): 33.3; S(7): 33.3; T(8): 33.3 32 12

Low LLVtVQPK T4(Phospho) 1 T(4): 100.0 32 10

Low MAAEDNItGsGSGNGSSSNDDHAPPPPQQLAVART8(Phospho)S10(Phospho)0.496 T(8): 66.6; S(10): 66.6; S(12): 24.9; S(16): 16.4; S(17): 16.4; S(18): 9.322 0.271 10

Low MALIAtGAtATATAAPVASPAASsmAsELmAQGRT6(Phospho)T9(Phospho)S24(Phospho)S27(Phospho)0.202 T(6): 94.1; T(9): 63.7; T(11): 30.1; T(13): 16.3; S(19): 34.7; S(23): 35.1; S(24): 63.1; S(27): 63.129 0.462 19

Low mASSGGAAISAGPTPPsAAAASSSVDWHLRPPNPKS17(Phospho) 0.294 S(3): 1.6; S(4): 1.6; S(10): 29.4; T(14): 29.4; S(17): 29.4; S(22): 3.9; S(23): 3.9; S(24): 0.826 0.229 13

Low mAtmNSTNPTLHLcSPAAGANVSGGGGSSSVFtRT3(Phospho)T33(Phospho)0.136 T(3): 25.5; S(6): 25.5; T(7): 25.5; T(10): 14.6; S(15): 7.3; S(23): 5.9; S(28): 10.4; S(29): 16.1; S(30): 16.1; T(33): 52.917 10

Low mEmGsLLPHAASLFAVSmASLmIAADVSASAARS5(Phospho) 0.051 S(5): 5.1; S(12): 90.9; S(17): 2.3; S(20): 0.4; S(28): 0.6; S(30): 0.616 0.102 24

Low mEPKEAPPPPPPQsPSSTEEEGMLSVtAAmARS14(Phospho)T27(Phospho)0.066 S(14): 34.1; S(16): 34.1; S(17): 32.9; T(18): 32.9; S(25): 32.9; T(27): 32.90 0.626 20

Low mHsLVHDLAIsVSQNEHAIVGcENFTATERS3(Phospho)S11(Phospho)0.105 S(3): 38.2; S(11): 38.2; S(13): 38.2; T(26): 42.6; T(28): 42.61 14

Low MLYAGcGIQmFQQITGIDATVYySPTIFRY23(Phospho) 0.109 Y(3): 19.0; T(15): 19.0; T(20): 13.4; Y(22): 13.4; Y(23): 10.9; S(24): 10.9; T(26): 13.41 0.302 20

Low MRNNyGIAVPQGNGmPNLAQNmPtFDPEMKY5(Phospho)T24(Phospho)1 Y(5): 100.0; T(24): 100.0 6 0.741 13

Low MSVIPSGSIRmMEEDGGAGAPSSEDtVGGSGSGSGRT26(Phospho) 0.173 S(2): 5.4; S(6): 4.8; S(8): 4.8; S(22): 8.5; S(23): 8.5; T(26): 17.3; S(30): 27.5; S(32): 11.7; S(34): 11.76 0.247 16

Low mtAssLAAAASDGASSSSGSASAIVAGTVNGHHVLKT2(Phospho)S4(Phospho)S5(Phospho)0.018 T(2): 28.6; S(4): 28.6; S(5): 28.6; S(11): 27.6; S(15): 27.2; S(16): 28.0; S(17): 29.3; S(18): 29.3; S(20): 25.6; S(22): 23.7; T(28): 23.55 0.79 13

Low mtPFsPHLVAAAAALLGVLAtAVAGGGtGAyTRT2(Phospho)S5(Phospho)T21(Phospho)T28(Phospho)Y31(Phospho)0.44 T(2): 99.4; S(5): 99.4; T(21): 92.6; T(28): 96.6; Y(31): 56.0; T(32): 56.025 0.37 11

Low mTQImFETFNAPAmyVAIQAVLsLYAsGRY15(Phospho)S23(Phospho)S27(Phospho)0.034 T(2): 61.3; T(8): 61.3; Y(15): 45.1; S(23): 39.8; Y(25): 46.2; S(27): 46.20 11

Low MtttTmPAAARTSAPGGFLEGESGISPSVYGART2(Phospho)T3(Phospho)T4(Phospho)0.244 T(2): 74.2; T(3): 74.2; T(4): 74.2; T(5): 74.2; T(12): 1.1; S(13): 1.1; S(23): 0.3; S(26): 0.2; S(28): 0.2; Y(30): 0.239 0.347 11

Low mVAGAEVmHQVVPLLEAsFHRR S18(Phospho) 1 S(18): 100.0 9 0.415 16

Low mVRyWVFmGAsWMGFAsSMVMTLSLLVRY4(Phospho)S11(Phospho)S17(Phospho)0.036 Y(4): 38.9; S(11): 48.5; S(17): 54.7; S(18): 54.7; T(22): 55.8; S(24): 47.40 0.771 13

Low NALQtAVAyNAEADAWVPLPDMAtERDEART5(Phospho)Y9(Phospho)T24(Phospho)1 T(5): 100.0; Y(9): 100.0; T(24): 100.0 30 0.552 12

Low NGKPAAIQyGtGSIAGFFsEDsVtVGDLVVKY9(Phospho)T11(Phospho)S19(Phospho)S22(Phospho)T24(Phospho)0.125 Y(9): 87.5; T(11): 62.1; S(13): 87.5; S(19): 79.1; S(22): 91.9; T(24): 91.96 13

Low NsLVVQVTQTTNLQSQLDAAsRELFEsERS2(Phospho)S21(Phospho)S27(Phospho)0.009 S(2): 80.0; T(8): 41.9; T(10): 39.7; T(11): 22.6; S(15): 22.6; S(21): 46.7; S(27): 46.73 10

Low NSPMmLLFPEGTttNGDYLLPFKTGAFLAKT13(Phospho)T14(Phospho)0.233 S(2): 0.4; T(12): 26.2; T(13): 56.7; T(14): 56.7; Y(18): 55.9; T(24): 4.129 0.476 10

Low NTAtPNVmGFVK T4(Phospho) 0.98 T(2): 2.0; T(4): 98.0 24 0.737 18

Low QAHRTISEAFPNQmPSmSEDSPSsGQDVEPRS24(Phospho) 0.72 T(5): 0.0; S(7): 0.0; S(16): 0.0; S(18): 0.3; S(21): 6.6; S(23): 21.1; S(24): 72.051 0.272 15

Low READDLHSVVsyFtEQEyNIIGLVGHSK S11(Phospho)Y12(Phospho)T14(Phospho)Y18(Phospho)0.899 S(8): 1.9; S(11): 99.6; Y(12): 99.6; T(14): 98.9; Y(18): 91.6; S(27): 8.451 0.094 11

Low RmVyLMIK Y4(Phospho) 1 Y(4): 100.0 19 0.792 12

Low RPsQLPKAASLR S3(Phospho) 1 S(3): 100.0; S(10): 0.0 52 15

Low RSLETcGVLAGtLK T12(Phospho) 0.955 S(2): 0.0; T(5): 4.5; T(12): 95.5 47 11

Low SAKDNttQLEmVPGSSTTFDATYyGLVAERT6(Phospho)T7(Phospho)Y24(Phospho)0 S(1): 1.5; T(6): 2.7; T(7): 5.5; S(15): 23.6; S(16): 23.6; T(17): 66.6; T(18): 64.8; T(22): 57.4; Y(23): 27.1; Y(24): 27.12 0.804 12

Low sEYLGSTQTDISVSGQAEKGAFDVLymTPEKS1(Phospho)Y26(Phospho)0.019 S(1): 24.7; Y(3): 20.0; S(6): 24.2; T(7): 20.5; T(9): 23.7; S(12): 28.2; S(14): 28.3; Y(26): 15.2; T(28): 15.21 0.805 13

Low SFVIPLANySVDTTAsPVsFFEVsNAGQIKY9(Phospho)S16(Phospho)S19(Phospho)S24(Phospho)0.072 S(1): 80.0; Y(9): 10.5; S(10): 10.5; T(13): 6.1; T(14): 13.1; S(16): 84.8; S(19): 97.5; S(24): 97.529 0.508 10

Low sGLLVFVPSPmLSR S1(Phospho) 0.744 S(1): 74.4; S(9): 15.8; S(13): 9.8 10 13

Low SNNQLEGVAMHAsISSGKVASFPDMDPGMctKS13(Phospho)T31(Phospho)0.169 S(1): 6.5; S(13): 22.7; S(15): 22.7; S(16): 22.7; S(21): 38.8; T(31): 86.512 0.792 14

Low sQLEAAGEFLsPRDFDGHGTHVASTAAGsVVRS1(Phospho)S11(Phospho)S29(Phospho)0.604 S(1): 99.5; S(11): 98.0; T(20): 3.7; S(24): 18.5; T(25): 18.5; S(29): 61.833 0.169 12



Low ssPMPsPLQLsGcSLQELLLmSPPPGSARRS1(Phospho)S2(Phospho)S6(Phospho)S11(Phospho)0.712 S(1): 96.9; S(2): 96.9; S(6): 97.3; S(11): 76.2; S(14): 26.8; S(22): 3.6; S(27): 2.235 0.62 11

Low SSSNsSNIFWQSFDyPTDTLFAGAKIGWDKS5(Phospho)Y15(Phospho)0.082 S(1): 25.8; S(2): 25.8; S(3): 25.8; S(5): 25.8; S(6): 25.8; S(12): 17.4; Y(15): 42.8; T(17): 7.4; T(19): 3.622 0.792 16

Low sSVQVATKEAmLPK S1(Phospho) 0.872 S(1): 87.2; S(2): 11.2; T(7): 1.6 74 11

Low StPmPPHQNQstVAPLHGHFQSSTGSVGPLRT2(Phospho)S11(Phospho)T12(Phospho)0.005 S(1): 98.6; T(2): 98.6; S(11): 75.5; T(12): 25.3; S(22): 0.7; S(23): 0.5; T(24): 0.6; S(26): 0.223 0.375 21

Low sWQDIIDsLASDLEVPDYNmGAAESQQPDRS1(Phospho)S8(Phospho)0.923 S(1): 96.0; S(8): 96.0; S(11): 6.9; Y(18): 0.4; S(25): 0.738 0.805 12

Low tDGGPQsKAsAAPVIEDVEPSEmSLEEIEEKT1(Phospho)S7(Phospho)S10(Phospho)0.534 T(1): 84.6; S(7): 69.8; S(10): 64.9; S(21): 44.0; S(24): 36.628 0.805 16

Low tPFFTPLPIImDSGGGGGDHAsHsAAAVAAPFRT1(Phospho)S22(Phospho)S24(Phospho)0.156 T(1): 57.2; T(5): 57.2; S(13): 46.1; S(22): 62.8; S(24): 76.77 11

Low tsNsLAVVAVLVAtVAFSAtFNVPGGYGDDGKT1(Phospho)S2(Phospho)S4(Phospho)T14(Phospho)T20(Phospho)0.018 T(1): 41.5; S(2): 60.3; S(4): 43.4; T(14): 87.0; S(18): 89.1; T(20): 89.5; Y(27): 89.10 0.77 10

Low TTGFSFAVSSNMLFTFLIAQAFLsMMcsMKS24(Phospho)S28(Phospho)0.912 T(1): 2.0; T(2): 2.0; S(5): 2.2; S(9): 2.2; S(10): 2.2; T(15): 2.5; S(24): 93.0; S(28): 94.025 0.211 12

Low VAssAVATVLLNPAQSRLtsmsPPIAALIRS3(Phospho)S4(Phospho)T19(Phospho)S20(Phospho)S22(Phospho)0.095 S(3): 93.1; S(4): 93.1; T(8): 18.1; S(16): 85.8; T(19): 70.2; S(20): 69.8; S(22): 69.819 10

Low VGLVAVsAAGEVAmAyNtTGmFRAcAtEGGRS7(Phospho)Y16(Phospho)T18(Phospho)T27(Phospho)0.297 S(7): 90.0; Y(16): 70.3; T(18): 70.3; T(19): 70.3; T(27): 99.220 0.417 13

Low VLDEtIRR T5(Phospho) 1 T(5): 100.0 30 11

Low VPLyGAGGGLMLsssGGAVPLtLDFDLtsRY4(Phospho)S13(Phospho)S14(Phospho)S15(Phospho)T22(Phospho)T28(Phospho)S29(Phospho)1 Y(4): 100.0; S(13): 100.0; S(14): 100.0; S(15): 100.0; T(22): 100.0; T(28): 100.0; S(29): 100.01 0.429 12

Low WHVYsASSSASSSDADGAARLTAEVcmTELDRS5(Phospho) 0.455 Y(4): 45.5; S(5): 45.5; S(7): 4.4; S(8): 1.5; S(9): 0.5; S(11): 0.5; S(12): 0.5; S(13): 1.5; T(22): 0.0; T(28): 0.048 0.752 11

Low yLHKEALK Y1(Phospho) 1 Y(1): 100.0 34 0.792 10

Low YLsLTSKQK S3(Phospho) 0.456 Y(1): 1.4; S(3): 45.6; T(5): 45.6; S(6): 7.445 11

Low YSAWSSALSVGAAGKEtAGDAAcDR T17(Phospho) 0.409 Y(1): 0.6; S(2): 1.4; S(5): 4.0; S(6): 12.2; S(9): 40.9; T(17): 40.934 0.531 18

Low YScmLPVsTPASVAVWDDDGGGGGDAGGATFTRRS8(Phospho) 0.15 Y(1): 15.0; S(2): 15.0; S(8): 15.0; T(9): 15.0; S(12): 37.1; T(30): 1.5; T(32): 1.521 0.792 13

Os02t0249800-01 Middle Glutelin precursor. sVDcVHGFLIyYAWtVScGQGTAVVIATGRS1(Phospho)Y11(Phospho)T15(Phospho)0.107 S(1): 72.2; Y(11): 72.2; Y(12): 41.5; T(15): 33.7; S(17): 79.5; T(22): 0.8; T(28): 0.139 0.042 12

Low AAAAAAGGAsPDGADGAKRPAPAAASsSLGAALVGFARS10(Phospho)S27(Phospho)0.362 S(10): 87.3; S(26): 45.8; S(27): 45.8; S(28): 21.127 11

Low AcVPSIKLssVDAIIIYcsDWNPtNDLR S9(Phospho)S10(Phospho)S19(Phospho)T24(Phospho)0.062 S(5): 21.5; S(9): 62.2; S(10): 26.9; Y(17): 90.4; S(19): 99.4; T(24): 99.623 0.805 13

Low AGNAtIAMPQsGNtItVSTATPVTALVDSVYRT5(Phospho)S11(Phospho)T14(Phospho)T16(Phospho)Too many isoforms 0.729 11

Low AGRLAEAEGmMQMMPIQPSVTMWGsMMNGcKS25(Phospho) 0.719 S(19): 26.1; T(21): 2.0; S(25): 71.9 28 0.72 11

Low AGyLTSSLKK Y3(Phospho) 0.676 Y(3): 67.6; T(5): 10.8; S(6): 10.8; S(7): 10.839 12

Low AKNLtLYSIAR T5(Phospho) 0.829 T(5): 82.9; Y(7): 8.5; S(8): 8.5 18 0.43 10

Low APSEVPEYFSGNmSGNLRTItyFDyATLKT21(Phospho)Y22(Phospho)Y25(Phospho)0.004 S(3): 19.1; Y(8): 38.5; S(10): 38.1; S(14): 11.5; T(19): 22.8; T(21): 36.7; Y(22): 52.1; Y(25): 40.6; T(27): 40.64 0.49 13

Low AsAKLTLLHSmLK S2(Phospho) 0.999 S(2): 99.9; T(6): 0.1; S(10): 0.0 66 0.802 12

Low AyEEEQERIK Y2(Phospho) 1 Y(2): 100.0 40 14

Low cEmTGVVVDVGDGAtHIVPVADGyVIGssIRT15(Phospho)Y24(Phospho)S28(Phospho)S29(Phospho)0.133 T(4): 86.7; T(15): 83.5; Y(24): 76.6; S(28): 76.6; S(29): 76.61 0.581 15

Low cLDtmtsKGLLPNTFTYNTVmTAYANVGRT4(Phospho)T6(Phospho)S7(Phospho)0.891 T(4): 95.6; T(6): 95.6; S(7): 96.0; T(14): 9.0; T(16): 2.2; Y(17): 0.6; T(19): 0.8; T(22): 0.1; Y(24): 0.146 0.67 21

Low cTDTVWPGVLSNAGsARLAttGFELPPGVARS15(Phospho)T20(Phospho)T21(Phospho)0.162 T(2): 38.0; T(4): 40.7; S(11): 48.7; S(15): 54.5; T(20): 57.4; T(21): 60.67 15

Low DAWAAGGGGsVVDtmDPRLEEYSGEEAELVLKS10(Phospho)T14(Phospho)0.421 S(10): 58.7; T(14): 58.7; Y(22): 41.3; S(23): 41.39 0.797 10

Low DGSmSQEIDIPGPVHSISMDVVGsLVTSASLSES24(Phospho) 0.448 S(3): 2.6; S(5): 2.6; S(16): 1.6; S(18): 2.6; S(24): 44.8; T(27): 8.9; S(28): 8.9; S(30): 8.9; S(32): 19.118 11

Low DTTSWNSmVSGSLFNGLAEIsAYYFKEmVRS21(Phospho) 0.136 T(2): 9.0; T(3): 10.0; S(4): 10.0; S(7): 10.0; S(10): 10.0; S(12): 10.0; S(21): 13.6; Y(23): 13.6; Y(24): 13.62 0.231 11

Low DVAAGNyEyIDVVVTAVTAAGAGAAKsAAHGAERY7(Phospho)Y9(Phospho)S27(Phospho)0.617 Y(7): 93.2; Y(9): 93.2; T(15): 16.4; T(18): 25.9; S(27): 71.222 0.063 11

Low EDGIGVsEGEEDIsERALHSPSItmVFIVRS7(Phospho)S14(Phospho)T24(Phospho)0.307 S(7): 99.2; S(14): 72.9; S(20): 34.2; S(22): 46.9; T(24): 46.929 0.233 10

Low EDyFYFsAtLELEPVGNLESVSPSPSPRRY3(Phospho)S7(Phospho)T9(Phospho)0.258 Y(3): 66.9; Y(5): 66.9; S(7): 66.9; T(9): 81.6; S(20): 7.6; S(22): 4.5; S(24): 3.2; S(26): 2.425 0.75 14

Low EEGQtmAPNQVAGEILsFFtRNNFTISDRT5(Phospho)S17(Phospho)T20(Phospho)0.618 T(5): 99.7; S(17): 77.2; T(20): 77.2; T(25): 23.0; S(27): 23.031 0.433 10

Low EEVtSSEmLVETMMRTGDNDDANPTTTTTVRT4(Phospho) 0.288 T(4): 28.8; S(5): 28.8; S(6): 28.8; T(12): 4.3; T(16): 4.3; T(25): 0.6; T(26): 0.6; T(27): 0.6; T(28): 1.0; T(29): 2.020 0.515 11

Low EGPRMHDTNGLmSIsEtLsEYmLYLLVR S15(Phospho)T17(Phospho)S19(Phospho)0.565 T(8): 0.4; S(13): 14.8; S(15): 86.6; T(17): 78.3; S(19): 87.5; Y(21): 30.1; Y(24): 2.245 0.156 12

Low EMsDAKIsPNAVTFVGLLSAYsNAGLmEEARS3(Phospho)S8(Phospho)S22(Phospho)0.027 S(3): 32.5; S(8): 72.0; T(13): 38.9; S(19): 52.2; Y(21): 52.2; S(22): 52.23 0.804 17

Low EPSsPIPQAKALLPtSmAAGDMLGFFKPPHKS4(Phospho)T15(Phospho)0.523 S(3): 28.1; S(4): 73.5; T(15): 71.9; S(16): 26.531 0.776 12

Low ETFNHLAsWLEDARQHANANmtVmLIGNKS8(Phospho)T22(Phospho)0.774 T(2): 22.6; S(8): 77.9; T(22): 99.5 29 0.519 14

Low ETVGLEGsANGQWWIDNIGKALDEGtsFHRS8(Phospho)T26(Phospho)S27(Phospho)0.437 T(2): 56.3; S(8): 75.2; T(26): 84.2; S(27): 84.28 0.771 12

Low GEMGIQYVVLDMGAVGsIDTSGtsmLDELRKS17(Phospho)T23(Phospho)S24(Phospho)0.046 Y(7): 54.7; S(17): 50.5; T(20): 49.7; S(21): 48.4; T(23): 48.4; S(24): 48.40 0.38 10

Low GGAPsMQASTHMFRFITPLGGSHHNSSSTTmtS5(Phospho)T32(Phospho)0.046 S(5): 28.6; S(9): 28.6; T(10): 28.6; T(17): 12.2; S(22): 4.2; S(26): 16.3; S(27): 16.3; S(28): 16.3; T(29): 16.3; T(30): 16.3; T(32): 16.316 14



Low GLGsNDIFDsQWIAPVQFEGLDDSEEEQLKS4(Phospho)S10(Phospho)0.952 S(4): 99.6; S(10): 95.5; S(24): 4.8 37 0.606 11

Low GRAGDAtLIK T7(Phospho) 1 T(7): 100.0 23 11

Low GRtEQAVLK T3(Phospho) 1 T(3): 100.0 33 10

Low HAGDEAGMTYEEYmNSmASLFsRmVDPERS22(Phospho) 0.166 T(9): 16.6; Y(10): 30.2; Y(13): 16.6; S(16): 10.0; S(19): 10.0; S(22): 16.68 0.782 11

Low HAPNGTKsFcNAcGLmWANsKPIDLVQtRS8(Phospho)S20(Phospho)T28(Phospho)0.413 T(6): 58.7; S(8): 58.7; S(20): 86.8; T(28): 95.810 0.758 11

Low HIEsLNsIDNFHDVGPSVVmASPGGLQSGLSRS4(Phospho)S7(Phospho)0.971 S(4): 98.4; S(7): 98.4; S(17): 2.6; S(22): 0.2; S(28): 0.2; S(31): 0.235 0.115 12

Low IQATAIIyFKR Y8(Phospho) 0.946 T(4): 5.4; Y(8): 94.6 30 12

Low IsSsVYstRPVAVyEVDRVLLPmQIFR S2(Phospho)S4(Phospho)S7(Phospho)T8(Phospho)Y14(Phospho)0.179 S(2): 54.9; S(3): 54.9; S(4): 83.1; Y(6): 58.8; S(7): 58.8; T(8): 90.4; Y(14): 99.128 10

Low KLVMEILsHINK S8(Phospho) 1 S(8): 100.0 5 0.778 10

Low KsIAHIVK S2(Phospho) 1 S(2): 100.0 45 0.776 11

Low LEtVDLRR T3(Phospho) 1 T(3): 100.0 43 11

Low LGsGPASTALK S3(Phospho) 0.333 S(3): 33.3; S(7): 33.3; T(8): 33.3 32 12

Low LLVtVQPK T4(Phospho) 1 T(4): 100.0 32 10

Low MAAEDNItGsGSGNGSSSNDDHAPPPPQQLAVART8(Phospho)S10(Phospho)0.496 T(8): 66.6; S(10): 66.6; S(12): 24.9; S(16): 16.4; S(17): 16.4; S(18): 9.322 0.271 10

Low MALIAtGAtATATAAPVASPAASsmAsELmAQGRT6(Phospho)T9(Phospho)S24(Phospho)S27(Phospho)0.202 T(6): 94.1; T(9): 63.7; T(11): 30.1; T(13): 16.3; S(19): 34.7; S(23): 35.1; S(24): 63.1; S(27): 63.129 0.462 19

Low mASSGGAAISAGPTPPsAAAASSSVDWHLRPPNPKS17(Phospho) 0.294 S(3): 1.6; S(4): 1.6; S(10): 29.4; T(14): 29.4; S(17): 29.4; S(22): 3.9; S(23): 3.9; S(24): 0.826 0.229 13

Low mAtmNSTNPTLHLcSPAAGANVSGGGGSSSVFtRT3(Phospho)T33(Phospho)0.136 T(3): 25.5; S(6): 25.5; T(7): 25.5; T(10): 14.6; S(15): 7.3; S(23): 5.9; S(28): 10.4; S(29): 16.1; S(30): 16.1; T(33): 52.917 10

Low mDsTAcTtIVVFLLLLPR S3(Phospho)T8(Phospho)0.554 S(3): 63.8; T(4): 24.7; T(7): 20.9; T(8): 90.630 0.76 11

Low mEmGsLLPHAASLFAVSmASLmIAADVSASAARS5(Phospho) 0.051 S(5): 5.1; S(12): 90.9; S(17): 2.3; S(20): 0.4; S(28): 0.6; S(30): 0.616 0.102 24

Low mEPKEAPPPPPPQsPSSTEEEGMLSVtAAmARS14(Phospho)T27(Phospho)0.066 S(14): 34.1; S(16): 34.1; S(17): 32.9; T(18): 32.9; S(25): 32.9; T(27): 32.90 0.626 20

Low mHsLVHDLAIsVSQNEHAIVGcENFTATERS3(Phospho)S11(Phospho)0.105 S(3): 38.2; S(11): 38.2; S(13): 38.2; T(26): 42.6; T(28): 42.61 14

Low MLYAGcGIQmFQQITGIDATVYySPTIFRY23(Phospho) 0.109 Y(3): 19.0; T(15): 19.0; T(20): 13.4; Y(22): 13.4; Y(23): 10.9; S(24): 10.9; T(26): 13.41 0.302 20

Low MRNNyGIAVPQGNGmPNLAQNmPtFDPEMKY5(Phospho)T24(Phospho)1 Y(5): 100.0; T(24): 100.0 6 0.741 13

Low mRVGALAWNSsLLssGsR S11(Phospho)S14(Phospho)S15(Phospho)S17(Phospho)0.822 S(10): 17.8; S(11): 82.6; S(14): 99.7; S(15): 99.9; S(17): 100.047 0.752 18

Low MSVIPSGSIRmMEEDGGAGAPSSEDtVGGSGSGSGRT26(Phospho) 0.173 S(2): 5.4; S(6): 4.8; S(8): 4.8; S(22): 8.5; S(23): 8.5; T(26): 17.3; S(30): 27.5; S(32): 11.7; S(34): 11.76 0.247 16

Low mtAssLAAAASDGASSSSGSASAIVAGTVNGHHVLKT2(Phospho)S4(Phospho)S5(Phospho)0.018 T(2): 28.6; S(4): 28.6; S(5): 28.6; S(11): 27.6; S(15): 27.2; S(16): 28.0; S(17): 29.3; S(18): 29.3; S(20): 25.6; S(22): 23.7; T(28): 23.55 0.79 13

Low mtPFsPHLVAAAAALLGVLAtAVAGGGtGAyTRT2(Phospho)S5(Phospho)T21(Phospho)T28(Phospho)Y31(Phospho)0.44 T(2): 99.4; S(5): 99.4; T(21): 92.6; T(28): 96.6; Y(31): 56.0; T(32): 56.025 0.37 11

Low mTQImFETFNAPAmyVAIQAVLsLYAsGRY15(Phospho)S23(Phospho)S27(Phospho)0.034 T(2): 61.3; T(8): 61.3; Y(15): 45.1; S(23): 39.8; Y(25): 46.2; S(27): 46.20 11

Low MtttTmPAAARTSAPGGFLEGESGISPSVYGART2(Phospho)T3(Phospho)T4(Phospho)0.244 T(2): 74.2; T(3): 74.2; T(4): 74.2; T(5): 74.2; T(12): 1.1; S(13): 1.1; S(23): 0.3; S(26): 0.2; S(28): 0.2; Y(30): 0.239 0.347 11

Low mVAGAEVmHQVVPLLEAsFHRR S18(Phospho) 1 S(18): 100.0 9 0.415 16

Low mVRyWVFmGAsWMGFAsSMVMTLSLLVRY4(Phospho)S11(Phospho)S17(Phospho)0.036 Y(4): 38.9; S(11): 48.5; S(17): 54.7; S(18): 54.7; T(22): 55.8; S(24): 47.40 0.771 13

Low NALQtAVAyNAEADAWVPLPDMAtERDEART5(Phospho)Y9(Phospho)T24(Phospho)1 T(5): 100.0; Y(9): 100.0; T(24): 100.0 30 0.552 12

Low NGKPAAIQyGtGSIAGFFsEDsVtVGDLVVKY9(Phospho)T11(Phospho)S19(Phospho)S22(Phospho)T24(Phospho)0.125 Y(9): 87.5; T(11): 62.1; S(13): 87.5; S(19): 79.1; S(22): 91.9; T(24): 91.96 13

Low NsLVVQVTQTTNLQSQLDAAsRELFEsERS2(Phospho)S21(Phospho)S27(Phospho)0.009 S(2): 80.0; T(8): 41.9; T(10): 39.7; T(11): 22.6; S(15): 22.6; S(21): 46.7; S(27): 46.73 10

Low NSPMmLLFPEGTttNGDYLLPFKTGAFLAKT13(Phospho)T14(Phospho)0.233 S(2): 0.4; T(12): 26.2; T(13): 56.7; T(14): 56.7; Y(18): 55.9; T(24): 4.129 0.476 10

Low NTAtPNVmGFVK T4(Phospho) 0.98 T(2): 2.0; T(4): 98.0 24 0.737 18

Low QAHRTISEAFPNQmPSmSEDSPSsGQDVEPRS24(Phospho) 0.72 T(5): 0.0; S(7): 0.0; S(16): 0.0; S(18): 0.3; S(21): 6.6; S(23): 21.1; S(24): 72.051 0.272 15

Low READDLHSVVsyFtEQEyNIIGLVGHSK S11(Phospho)Y12(Phospho)T14(Phospho)Y18(Phospho)0.899 S(8): 1.9; S(11): 99.6; Y(12): 99.6; T(14): 98.9; Y(18): 91.6; S(27): 8.451 0.094 11

Low RmVyLMIK Y4(Phospho) 1 Y(4): 100.0 19 0.792 12

Low RPsQLPKAASLR S3(Phospho) 1 S(3): 100.0; S(10): 0.0 52 15

Low RSLETcGVLAGtLK T12(Phospho) 0.955 S(2): 0.0; T(5): 4.5; T(12): 95.5 47 11

Low SAKDNttQLEmVPGSSTTFDATYyGLVAERT6(Phospho)T7(Phospho)Y24(Phospho)0 S(1): 1.5; T(6): 2.7; T(7): 5.5; S(15): 23.6; S(16): 23.6; T(17): 66.6; T(18): 64.8; T(22): 57.4; Y(23): 27.1; Y(24): 27.12 0.804 12

Low sEYLGSTQTDISVSGQAEKGAFDVLymTPEKS1(Phospho)Y26(Phospho)0.019 S(1): 24.7; Y(3): 20.0; S(6): 24.2; T(7): 20.5; T(9): 23.7; S(12): 28.2; S(14): 28.3; Y(26): 15.2; T(28): 15.21 0.805 13

Low SFVIPLANySVDTTAsPVsFFEVsNAGQIKY9(Phospho)S16(Phospho)S19(Phospho)S24(Phospho)0.072 S(1): 80.0; Y(9): 10.5; S(10): 10.5; T(13): 6.1; T(14): 13.1; S(16): 84.8; S(19): 97.5; S(24): 97.529 0.508 10

Low sGLLVFVPSPmLSR S1(Phospho) 0.744 S(1): 74.4; S(9): 15.8; S(13): 9.8 10 13

Low SNNQLEGVAMHAsISSGKVASFPDMDPGMctKS13(Phospho)T31(Phospho)0.169 S(1): 6.5; S(13): 22.7; S(15): 22.7; S(16): 22.7; S(21): 38.8; T(31): 86.512 0.792 14

Low sQLEAAGEFLsPRDFDGHGTHVASTAAGsVVRS1(Phospho)S11(Phospho)S29(Phospho)0.604 S(1): 99.5; S(11): 98.0; T(20): 3.7; S(24): 18.5; T(25): 18.5; S(29): 61.833 0.169 12



Low ssPMPsPLQLsGcSLQELLLmSPPPGSARRS1(Phospho)S2(Phospho)S6(Phospho)S11(Phospho)0.712 S(1): 96.9; S(2): 96.9; S(6): 97.3; S(11): 76.2; S(14): 26.8; S(22): 3.6; S(27): 2.235 0.62 11

Low SSSNsSNIFWQSFDyPTDTLFAGAKIGWDKS5(Phospho)Y15(Phospho)0.082 S(1): 25.8; S(2): 25.8; S(3): 25.8; S(5): 25.8; S(6): 25.8; S(12): 17.4; Y(15): 42.8; T(17): 7.4; T(19): 3.622 0.792 16

Low sSVQVATKEAmLPK S1(Phospho) 0.872 S(1): 87.2; S(2): 11.2; T(7): 1.6 74 11

Low StPmPPHQNQstVAPLHGHFQSSTGSVGPLRT2(Phospho)S11(Phospho)T12(Phospho)0.005 S(1): 98.6; T(2): 98.6; S(11): 75.5; T(12): 25.3; S(22): 0.7; S(23): 0.5; T(24): 0.6; S(26): 0.223 0.375 21

Low sWQDIIDsLASDLEVPDYNmGAAESQQPDRS1(Phospho)S8(Phospho)0.923 S(1): 96.0; S(8): 96.0; S(11): 6.9; Y(18): 0.4; S(25): 0.738 0.805 12

Low tDGGPQsKAsAAPVIEDVEPSEmSLEEIEEKT1(Phospho)S7(Phospho)S10(Phospho)0.534 T(1): 84.6; S(7): 69.8; S(10): 64.9; S(21): 44.0; S(24): 36.628 0.805 16

Low tPFFTPLPIImDSGGGGGDHAsHsAAAVAAPFRT1(Phospho)S22(Phospho)S24(Phospho)0.156 T(1): 57.2; T(5): 57.2; S(13): 46.1; S(22): 62.8; S(24): 76.77 11

Low tsNsLAVVAVLVAtVAFSAtFNVPGGYGDDGKT1(Phospho)S2(Phospho)S4(Phospho)T14(Phospho)T20(Phospho)0.018 T(1): 41.5; S(2): 60.3; S(4): 43.4; T(14): 87.0; S(18): 89.1; T(20): 89.5; Y(27): 89.10 0.77 10

Low TTGFSFAVSSNMLFTFLIAQAFLsMMcsMKS24(Phospho)S28(Phospho)0.912 T(1): 2.0; T(2): 2.0; S(5): 2.2; S(9): 2.2; S(10): 2.2; T(15): 2.5; S(24): 93.0; S(28): 94.025 0.211 12

Low VAssAVATVLLNPAQSRLtsmsPPIAALIRS3(Phospho)S4(Phospho)T19(Phospho)S20(Phospho)S22(Phospho)0.095 S(3): 93.1; S(4): 93.1; T(8): 18.1; S(16): 85.8; T(19): 70.2; S(20): 69.8; S(22): 69.819 10

Low VGLVAVsAAGEVAmAyNtTGmFRAcAtEGGRS7(Phospho)Y16(Phospho)T18(Phospho)T27(Phospho)0.297 S(7): 90.0; Y(16): 70.3; T(18): 70.3; T(19): 70.3; T(27): 99.220 0.417 13

Low VLDEtIRR T5(Phospho) 1 T(5): 100.0 30 11

Low VPLyGAGGGLMLsssGGAVPLtLDFDLtsRY4(Phospho)S13(Phospho)S14(Phospho)S15(Phospho)T22(Phospho)T28(Phospho)S29(Phospho)1 Y(4): 100.0; S(13): 100.0; S(14): 100.0; S(15): 100.0; T(22): 100.0; T(28): 100.0; S(29): 100.01 0.429 12

Low WHVYsASSSASSSDADGAARLTAEVcmTELDRS5(Phospho) 0.455 Y(4): 45.5; S(5): 45.5; S(7): 4.4; S(8): 1.5; S(9): 0.5; S(11): 0.5; S(12): 0.5; S(13): 1.5; T(22): 0.0; T(28): 0.048 0.752 11

Low yLHKEALK Y1(Phospho) 1 Y(1): 100.0 34 0.792 10

Low YLsLTSKQK S3(Phospho) 0.456 Y(1): 1.4; S(3): 45.6; T(5): 45.6; S(6): 7.445 11

Low YSAWSSALSVGAAGKEtAGDAAcDR T17(Phospho) 0.409 Y(1): 0.6; S(2): 1.4; S(5): 4.0; S(6): 12.2; S(9): 40.9; T(17): 40.934 0.531 18

Low YScmLPVsTPASVAVWDDDGGGGGDAGGATFTRRS8(Phospho) 0.15 Y(1): 15.0; S(2): 15.0; S(8): 15.0; T(9): 15.0; S(12): 37.1; T(30): 1.5; T(32): 1.521 0.792 13

Os02t0257200-01 Middle Conserved hypothetical protein. TPAPVSGQVPPPPAGsYK S16(Phospho) 0.462 T(1): 5.4; S(6): 2.2; S(16): 46.2; Y(17): 46.224 0.018 16

Middle TPAPVSGQVPPPPAGsYK S16(Phospho) 0.172 T(1): 0.0; S(6): 0.0; S(16): 17.2; Y(17): 82.842 0.025 21

Middle TPAPVSGQVPPPPAGsYK S16(Phospho) 0.442 T(1): 10.7; S(6): 0.9; S(16): 44.2; Y(17): 44.234 0.025 16

Low VtKLsAAPPVVVALtK T2(Phospho)S5(Phospho)T15(Phospho)1 T(2): 100.0; S(5): 100.0; T(15): 100.0 38 0.761 11

Os02t0268100-01 High Similar to Glutelin (Fragment). EsLAEAVSAVIGILGMQPcEGtDVVPsNSRS2(Phospho)T22(Phospho)S27(Phospho)0.403 S(2): 92.0; S(8): 8.0; T(22): 87.5; S(27): 56.2; S(29): 56.243 0.007 11

High VSsPPPEPAPAVR S3(Phospho) 0.882 S(2): 11.8; S(3): 88.2 67 0.001 12

Middle QFGDIVVLNNALtEGPDAGSARVGtAQGFGVRT13(Phospho)T25(Phospho)0.995 T(13): 99.9; S(20): 0.5; T(25): 99.7 55 0.017 17

Low AAAVVmVVVVVLGMVSTSSAHVFVGAYNTTcPNAEDIVyKY39(Phospho) 0.928 S(16): 0.4; T(17): 0.4; S(18): 0.4; S(19): 0.4; Y(27): 1.9; T(29): 1.9; T(30): 1.9; Y(39): 92.836 0.708 11

Low AEAAAAASGsAVRmLLmDATAAMVAR S10(Phospho) 0.475 S(8): 47.5; S(10): 47.5; T(20): 4.9 19 11

Low AEEYAPVIFAQDAYKHVVSIDmLsGAEDRS24(Phospho) 0.485 Y(4): 0.2; Y(14): 2.8; S(19): 48.5; S(24): 48.531 0.663 12

Low AGyLTSSLKK Y3(Phospho) 0.676 Y(3): 67.6; T(5): 10.8; S(6): 10.8; S(7): 10.839 12

Low ALLSssFVLPLR S5(Phospho)S6(Phospho)0.333 S(4): 66.7; S(5): 66.7; S(6): 66.7 49 0.661 13

Low AmAsTRMmIVR S4(Phospho) 0.5 S(4): 50.0; T(5): 50.0 19 0.768 12

Low AmVAAtmttTATAAtttsVGAsAQELyAVtAAsEsAtRT6(Phospho)T8(Phospho)T9(Phospho)T15(Phospho)T16(Phospho)T17(Phospho)S18(Phospho)S22(Phospho)Y27(Phospho)T30(Phospho)S33(Phospho)S35(Phospho)Too many NL-allowing PTMs 0.74 11

Low APAAEVsssSAETTGSsAGsAPstAAAAAtstsHssyRRS7(Phospho)S8(Phospho)S9(Phospho)S17(Phospho)S20(Phospho)S23(Phospho)T24(Phospho)T30(Phospho)S31(Phospho)T32(Phospho)S33(Phospho)S35(Phospho)S36(Phospho)Y37(Phospho)Too many NL-allowing PTMs 0.652 13

Low AQDSSSIVsPIR S9(Phospho) 0.925 S(4): 0.3; S(5): 3.6; S(6): 3.6; S(9): 92.539 0.776 13

Low ARPLMSDVVETLEPLQGSGGSDGAVQsVLGsGLPsyRVNRS27(Phospho)S31(Phospho)S35(Phospho)Y36(Phospho)0.013 S(6): 38.3; T(11): 41.8; S(18): 52.9; S(21): 49.3; S(27): 56.9; S(31): 57.8; S(35): 51.5; Y(36): 51.52 0.615 12

Low AsFYLIYNATKTSLSMIPLLPSYcSPSFTmRPLPmRS2(Phospho) 0.734 S(2): 73.4; Y(4): 19.3; Y(7): 5.4; T(10): 1.6; T(12): 0.2; S(13): 0.0; S(15): 0.0; S(22): 0.0; Y(23): 0.0; S(25): 0.0; S(27): 0.0; T(29): 0.050 0.083 22

Low AsLSGGSVGAGAGGGR S2(Phospho) 0.779 S(2): 77.9; S(4): 17.6; S(7): 4.5 36 0.629 12

Low ATAQtISTVPDR T5(Phospho) 0.45 T(2): 45.0; T(5): 45.0; S(7): 1.8; T(8): 8.335 0.77 12

Low AtELKAGGVmFLVcLGRPsLHAcPTNQGRT2(Phospho)S19(Phospho)0.965 T(2): 98.9; S(19): 97.6; T(25): 3.5 20 0.611 15

Low ATtMtRMIGMAsATTATAVLIAmAAmPAIRT3(Phospho)T5(Phospho)S12(Phospho)0.046 T(2): 69.5; T(3): 52.1; T(5): 57.8; S(12): 41.4; T(14): 32.3; T(15): 32.3; T(17): 14.710 0.624 20

Low AyEEEQERIK Y2(Phospho) 1 Y(2): 100.0 40 14

Low cFSVSSsVGLSPLSPTTVELAAAVVDDAGSSARS7(Phospho) 0.154 S(3): 35.3; S(5): 15.4; S(6): 15.4; S(7): 15.4; S(11): 3.8; S(14): 7.3; T(16): 2.2; T(17): 2.2; S(30): 1.4; S(31): 1.414 0.56 15

Low cVLRLLPVWASGIIFAAAYTQMTttFVLQGDtLDPRT24(Phospho)T25(Phospho)T32(Phospho)0.033 S(11): 40.5; Y(19): 50.4; T(20): 50.4; T(23): 45.1; T(24): 38.7; T(25): 40.9; T(32): 34.04 0.776 12



Low DGSsLGGIRELR S4(Phospho) 0.987 S(3): 1.3; S(4): 98.7 77 0.539 10

Low DLASPLGTLTANAQSAysANIcsQWGSFARY17(Phospho)S18(Phospho)S23(Phospho)0.159 S(4): 2.0; T(8): 4.3; T(10): 13.9; S(15): 25.4; Y(17): 75.1; S(18): 76.5; S(23): 31.8; S(27): 71.025 11

Low DLELAmTtGIFIIPMTANIPVcMLDQcR T8(Phospho) 0.758 T(7): 19.1; T(8): 75.8; T(16): 5.1 58 0.549 13

Low DsGGGGGASHKAASGSAPSGAAAANPTAmLsALMsKS2(Phospho)S31(Phospho)S35(Phospho)0.009 S(2): 65.9; S(9): 33.3; S(14): 52.5; S(16): 39.5; S(19): 48.7; T(27): 24.3; S(31): 19.4; S(35): 16.42 0.776 12

Low DsVtDGVIFmGALFFsVmmImFNGLsELPLtIFKLPVFFKS2(Phospho)T4(Phospho)S16(Phospho)S26(Phospho)T31(Phospho)1 S(2): 100.0; T(4): 100.0; S(16): 100.0; S(26): 100.0; T(31): 100.00 0.588 11

Low EEDQmsLSVGIVGAPNAGKSSLTNtmVGtKS6(Phospho)T25(Phospho)T29(Phospho)0.006 S(6): 61.2; S(8): 64.7; S(20): 37.9; S(21): 37.8; T(23): 44.6; T(25): 26.9; T(29): 26.92 0.79 18

Low EGGGLQFPLDmDsIKLIIADLFsGGGETVAtLLVWAmAELIRS13(Phospho)S23(Phospho)T31(Phospho)0.236 S(13): 71.3; S(23): 71.3; T(28): 76.4; T(31): 81.01 10

Low EGGtPVPVtDEIIVVLLFDmFTGASETSPtVLIWILAELmRT4(Phospho)T9(Phospho)T30(Phospho)0.029 T(4): 43.2; T(9): 43.0; T(22): 42.8; S(25): 42.8; T(27): 42.8; S(28): 42.8; T(30): 42.80 0.067 13

Low ERGETALsQIR S8(Phospho) 0.5 T(5): 50.0; S(8): 50.0 24 12

Low EVPPVEATAPPAETSQLAtPPAETSQLATPPAETSQLEDGRT19(Phospho) 0.073 T(8): 8.2; T(14): 7.3; S(15): 6.9; T(19): 7.3; T(24): 8.2; S(25): 9.6; T(29): 12.1; T(34): 16.4; S(35): 23.90 0.589 11

Low FADTLSDTsPsSPAQRFVSEDGVINSRPRS9(Phospho)S11(Phospho)0.038 T(4): 80.1; S(6): 11.6; T(8): 19.8; S(9): 19.8; S(11): 52.0; S(12): 16.4; S(19): 0.3; S(26): 0.037 12

Low FcRLAVAsPLSSGR S8(Phospho) 0.981 S(8): 98.1; S(11): 1.0; S(12): 1.0 42 0.165 16

Low FISTIFPsAMMAADGGPLLGEWmSATASAPPRS8(Phospho) 0.127 S(3): 4.0; T(4): 6.8; S(8): 12.7; S(24): 25.5; T(26): 25.5; S(28): 25.512 0.647 15

Low FLLIFSsPQLSRTLPSPLScGGR S7(Phospho) 0.147 S(6): 4.8; S(7): 14.7; S(11): 49.5; T(13): 14.7; S(16): 14.7; S(19): 1.728 0.121 10

Low FsAHKcVLAAR S2(Phospho) 1 S(2): 100.0 9 0.56 11

Low GGTTNQYANNAVNGyVQRSmSEmVVPAsSRY15(Phospho)S28(Phospho)0.095 T(3): 11.3; T(4): 11.3; Y(7): 11.3; Y(15): 48.9; S(19): 39.0; S(21): 21.3; S(28): 28.5; S(29): 28.59 0.406 10

Low GRmLPEDtFAVRPR T8(Phospho) 1 T(8): 100.0 27 0.803 14

Low GSASHENIVAADFGPMPtHFLSSNQPLEKRT18(Phospho) 0.098 S(2): 23.8; S(4): 63.0; T(18): 9.8; S(22): 2.2; S(23): 1.215 0.669 10

Low GsVHAcAVAARPAsAmVSSRQAVEsKPEGGRS2(Phospho)S14(Phospho)S25(Phospho)0.546 S(2): 99.7; S(14): 93.1; S(18): 23.3; S(19): 23.3; S(25): 60.536 0.568 11

Low GTPVTNTSSSAPTLSLTNSSNLVLsDADGRVRS25(Phospho) 0.11 T(2): 7.2; T(5): 5.2; T(7): 7.2; S(8): 7.2; S(9): 7.2; S(10): 7.2; T(13): 11.0; S(15): 11.0; T(17): 11.0; S(19): 7.2; S(20): 7.2; S(25): 11.06 0.792 10

Low GTVGyLAPEWISGVAItPKVDVysYGmVLLEIIsGmRY5(Phospho)T17(Phospho)Y23(Phospho)S24(Phospho)S34(Phospho)0.026 T(2): 59.7; Y(5): 59.7; S(12): 54.6; T(17): 60.7; Y(23): 65.6; S(24): 65.6; Y(25): 65.6; S(34): 68.63 0.764 13

Low GVDLmPQsKIR S8(Phospho) 1 S(8): 100.0 34 11

Low GVGHGDmPIVVGEVGWPTDGDKHAtATYAQRT25(Phospho) 0.231 T(18): 14.8; T(25): 23.1; T(27): 23.1; Y(28): 39.16 11

Low HAVFEsDDGEDLNPMGIVEtVSSYVASDRGGAARPTMYVAsHARS6(Phospho)T20(Phospho)S41(Phospho)0.011 S(6): 31.4; T(20): 33.2; S(22): 33.2; S(23): 33.2; Y(24): 33.2; S(27): 33.2; T(36): 33.2; Y(38): 34.7; S(41): 34.70 0.191 10

Low HKLLFILEmLDPFIDPSVsVmtDAMAFGDVsVVHLEKS19(Phospho)T22(Phospho)S31(Phospho)0.148 S(17): 85.2; S(19): 85.2; T(22): 50.3; S(31): 79.43 0.475 12

Low HLRttFDEVVAVTGDGtNDAPALHEADIGLAmGIAGTEVAKT4(Phospho)T5(Phospho)T17(Phospho)0.05 T(4): 43.5; T(5): 43.5; T(13): 54.6; T(17): 78.4; T(37): 80.00 11

Low HYNEILRScNALDyHDFINSSITLLTK Y14(Phospho) 0.563 Y(2): 0.3; S(8): 1.2; Y(14): 56.3; S(20): 18.4; S(21): 18.4; T(23): 2.7; T(26): 2.727 11

Low IHDRySSILR Y5(Phospho) 0.983 Y(5): 98.3; S(6): 1.5; S(7): 0.2 67 0.604 11

Low ILAAGYAIFVAsSSGSGSSsLAmLPAAsWLMFVVGVVKYGERS12(Phospho)S20(Phospho)S28(Phospho)0.023 Y(6): 11.8; S(12): 31.7; S(13): 31.7; S(14): 31.7; S(16): 31.1; S(18): 31.1; S(19): 31.1; S(20): 31.1; S(28): 54.1; Y(39): 14.610 0.779 13

Low IQATAIIyFKR Y8(Phospho) 0.946 T(4): 5.4; Y(8): 94.6 30 12

Low IQEDLTsGQLR S7(Phospho) 0.84 T(6): 16.0; S(7): 84.0 37 0.555 12

Low ISVAMAEKsAPR S9(Phospho) 0.5 S(2): 50.0; S(9): 50.0 14 0.436 12

Low KmmLLVAAPFtK T11(Phospho) 1 T(11): 100.0 37 0.446 13

Low KPISSAPPHSVPSNsR S15(Phospho) 0.994 S(4): 0.0; S(5): 0.0; S(10): 0.1; S(13): 0.5; S(15): 99.459 10

Low KsIAHIVK S2(Phospho) 1 S(2): 100.0 45 0.776 11

Low KVLIFVNsIDsAFK S8(Phospho)S11(Phospho)1 S(8): 100.0; S(11): 100.0 75 14

Low KyGEVVQGLTR Y2(Phospho) 1 Y(2): 100.0; T(10): 0.0 50 15

Low LAmsAALIGDFANTFAIAGVTSYLLAASPsEKS4(Phospho)S30(Phospho)0 S(4): 5.3; T(14): 90.8; T(21): 23.0; S(22): 59.1; Y(23): 20.9; S(28): 0.4; S(30): 0.45 0.111 17

Low LATFsGVDIPSFK S5(Phospho) 0.937 T(3): 6.0; S(5): 93.7; S(11): 0.2 36 0.673 17

Low LFPstTSLHQELIcFELPSLHSTFLDLLSATIKGMRS4(Phospho)T5(Phospho)0.016 S(4): 23.8; T(5): 23.8; T(6): 23.3; S(7): 23.3; S(19): 16.6; S(22): 21.2; T(23): 34.0; S(29): 20.7; T(31): 13.45 12

Low LGYATEQLALYTGPtIGGLLNATFGNATEMIISLyALKNGmIRT15(Phospho)Y35(Phospho)0.057 Y(3): 19.9; T(5): 14.3; Y(11): 19.5; T(12): 19.5; T(15): 30.1; T(23): 25.8; T(28): 23.6; S(33): 23.6; Y(35): 23.66 10

Low LLEDMTDKGLPVSsR S14(Phospho) 0.909 T(6): 2.4; S(13): 6.7; S(14): 90.9 25 12

Low LLSLEPGPQKTAPmLLGFSEEHNVAFVcTYIGVsMIHLEsKS34(Phospho)S40(Phospho)0.059 S(3): 22.5; T(11): 22.5; S(19): 26.6; T(29): 29.9; Y(30): 34.3; S(34): 32.1; S(40): 32.12 0.689 11

Low LLTYADHTASGRsLR S13(Phospho) 0.943 T(3): 0.4; Y(4): 0.4; T(8): 0.4; S(10): 4.5; S(13): 94.336 14

Low LNmAmPNPASERMEIDLAtmIGIVSLLYRT19(Phospho) 0.15 S(10): 0.6; T(19): 15.0; S(25): 42.2; Y(28): 42.223 0.489 11

Low LPEILTQLsVPAGsR S9(Phospho)S14(Phospho)0.5 T(6): 50.0; S(9): 50.0; S(14): 100.0 59 10

Low LPSAVYMVQRPLSATGEVVQQAsssLAAVVLtLcsLLASS23(Phospho)S24(Phospho)S25(Phospho)T32(Phospho)S35(Phospho)Too many isoforms 0.627 10



Low LPSSsAAsAAsAQPQPPPPsVVVVGAGGGGAEAAGLsPTTPLRS5(Phospho)S8(Phospho)S11(Phospho)S20(Phospho)S37(Phospho)0.006 S(3): 39.1; S(4): 46.6; S(5): 54.1; S(8): 50.5; S(11): 65.8; S(20): 64.0; S(37): 67.5; T(39): 62.3; T(40): 50.03 0.711 10

Low LRFEyLR Y5(Phospho) 1 Y(5): 100.0 41 12

Low LRVLsHGDPAGK S5(Phospho) 1 S(5): 100.0 42 12

Low LSQSPGsSVKNR S7(Phospho) 0.035 S(2): 0.1; S(4): 0.8; S(7): 3.5; S(8): 95.732 0.788 10

Low LssLQEDISLKEQSLLSELENIFQEHK S2(Phospho)S3(Phospho)0.983 S(2): 99.0; S(3): 99.0; S(9): 1.4; S(14): 0.4; S(17): 0.346 11

Low LTAYKSFSDLSPVLQFANFtVtQALLDEIAsTTAScIRT20(Phospho)T22(Phospho)S31(Phospho)0 T(2): 42.9; Y(4): 42.9; S(6): 28.3; S(8): 76.3; S(11): 71.8; T(20): 17.9; T(22): 10.5; S(31): 2.3; T(32): 2.3; T(33): 2.4; S(35): 2.41 0.691 15

Low LTLsLtsLSTDALFIIAQLPVLFSLAFSVSAASQDHGVmEILTKS4(Phospho)T6(Phospho)S7(Phospho)0.004 T(2): 17.2; S(4): 32.0; T(6): 32.0; S(7): 24.9; S(9): 24.9; T(10): 24.9; S(24): 24.9; S(28): 24.9; S(30): 24.9; S(33): 24.9; T(43): 44.31 0.379 10

Low LVGDNLALNVQTVStVIsGFtIAmVANWKT15(Phospho)S18(Phospho)T21(Phospho)0.179 T(12): 71.5; S(14): 28.4; T(15): 38.4; S(18): 74.3; T(21): 87.519 0.711 13

Low LYAPSASPLEQctsFEALAAHVWRAWVRT13(Phospho)S14(Phospho)0.977 Y(2): 0.1; S(5): 1.5; S(7): 1.5; T(13): 97.9; S(14): 99.155 12

Low mAASPAAGAAAATVSSFVSPSsFsSVKASKPDRS22(Phospho)S24(Phospho)0.017 S(4): 0.4; T(13): 5.4; S(15): 11.2; S(16): 10.8; S(19): 63.0; S(21): 14.7; S(22): 20.1; S(24): 48.1; S(25): 18.5; S(29): 7.719 11

Low MAFIKVVFsVLLPVVVSmLVATTTmADHRS9(Phospho) 0.417 S(9): 41.7; S(17): 41.7; T(22): 5.5; T(23): 5.5; T(24): 5.513 0.78 11

Low mAPTVLmVAEKPsIALsIAsALSGGRMSTRS13(Phospho)S17(Phospho)S20(Phospho)0.017 T(4): 11.0; S(13): 19.4; S(17): 31.2; S(20): 33.5; S(23): 64.3; S(28): 70.3; T(29): 70.34 0.775 12

Low MASPLPTmEtAHAtVLAIGTANPAKcVAQEEYVDWYFRT10(Phospho)T14(Phospho)0.052 S(3): 42.0; T(7): 63.7; T(10): 59.2; T(14): 21.9; T(20): 5.8; Y(32): 4.1; Y(36): 3.210 11

Low MAsSRVmAAAAASSSSSPPPPPPAAAAAGGAADLARS3(Phospho) 0.494 S(3): 49.4; S(4): 49.4; S(13): 0.3; S(14): 0.3; S(15): 0.2; S(16): 0.2; S(17): 0.130 0.353 12

Low mASTTTTtAAAAARFTcLAPATRPASASASAGRT8(Phospho) 0.185 S(3): 1.8; T(4): 1.8; T(5): 3.5; T(6): 3.5; T(7): 7.7; T(8): 18.5; T(16): 49.0; T(22): 3.5; S(26): 3.5; S(28): 3.5; S(30): 3.518 0.441 10

Low mDTIMSPNSPRLAVMSsQLTDGGGEEDEDLRPDDTTLLSRS17(Phospho) 0.444 T(3): 0.5; S(6): 0.5; S(9): 2.6; S(16): 44.4; S(17): 44.4; T(20): 6.4; T(35): 0.5; T(36): 0.5; S(39): 0.137 0.446 13

Low mEDQLQSQAQGQGQGQtEAIKyGHVFAVTGELAGQPIAPRT17(Phospho)Y22(Phospho)0.325 S(7): 20.5; T(17): 55.3; Y(22): 71.8; T(29): 52.48 0.576 12

Low mEGVLVsAAtGVmNSVLAKLtAFLGEEyKS7(Phospho)T10(Phospho)T21(Phospho)Y28(Phospho)0.178 S(7): 82.2; T(10): 36.5; S(15): 82.2; T(21): 99.2; Y(28): 99.924 0.615 10

Low mEISTVLGAILAEYAVtLVAMAVGFLVVGyLyEPyWKT17(Phospho)Y30(Phospho)Y32(Phospho)Y35(Phospho)0.528 S(4): 14.8; T(5): 14.8; Y(14): 34.9; T(17): 65.3; Y(30): 88.6; Y(32): 90.8; Y(35): 90.820 0.778 11

Low mFcIAEPSYDKSLQQLQSFLsGLVSDEKS21(Phospho) 0.521 S(8): 12.2; Y(9): 12.2; S(12): 6.9; S(18): 12.2; S(21): 52.1; S(25): 4.414 11

Low mFVVtVGGssVMDLVVVVQDGFVVDGHASSPRVVADmVLKT5(Phospho)S9(Phospho)S10(Phospho)0.397 T(5): 73.8; S(9): 73.8; S(10): 72.1; S(29): 40.9; S(30): 39.48 0.638 10

Low mSIADVLQASLEDELMVARESGLLAGSSGsSRS30(Phospho) 0.475 S(2): 0.2; S(10): 0.2; S(21): 2.3; S(27): 9.2; S(28): 20.3; S(30): 47.5; S(31): 20.325 0.683 12

Low mTILVISDsTAQPK S9(Phospho) 0.624 T(2): 12.5; S(7): 12.5; S(9): 62.4; T(10): 12.540 11

Low NLDTNMSGSNGHLIKLPSsSYFR S19(Phospho) 0.129 T(4): 2.4; S(7): 1.2; S(9): 0.7; S(18): 12.9; S(19): 12.9; S(20): 34.9; Y(21): 34.917 14

Low NmYAFGcAtLASmTTILMGYNLALMSGGQLFVREDmALRT9(Phospho) 0.415 Y(3): 41.5; T(9): 41.5; S(12): 16.1; T(14): 0.3; T(15): 0.2; Y(20): 0.3; S(26): 0.136 12

Low NPLTcLsLLAAFLLLsFsctsmVFAILKYytRS7(Phospho)S16(Phospho)S18(Phospho)T20(Phospho)S21(Phospho)Y30(Phospho)T31(Phospho)0.052 T(4): 70.7; S(7): 77.8; S(16): 83.4; S(18): 81.4; T(20): 81.4; S(21): 81.4; Y(29): 77.2; Y(30): 69.6; T(31): 77.35 0.776 12

Low NTAtPNVmGFVK T4(Phospho) 0.98 T(2): 2.0; T(4): 98.0 24 0.737 18

Low NTMIGPAPSPAAAAAAAVSPScyAsPAAsSVRRY23(Phospho)S25(Phospho)S29(Phospho)0.016 T(2): 26.2; S(9): 63.0; S(19): 57.9; S(21): 16.3; Y(23): 16.3; S(25): 28.9; S(29): 64.4; S(30): 27.115 0.732 17

Low QDmPEPPLLPQVPQEEVQtsIPAEQtKN T19(Phospho)S20(Phospho)T26(Phospho)1 T(19): 100.0; S(20): 100.0; T(26): 100.0 52 0.446 13

Low QGDAIEtGSIIR T7(Phospho) 0.985 T(7): 98.5; S(9): 1.5 73 0.45 12

Low QGDAIETGsIIR S9(Phospho) 0.122 T(7): 87.8; S(9): 12.2 60 0.531 13

Low QLFsGLSINYLKVVPSVAIGFTVyDsMK S4(Phospho)Y24(Phospho)S26(Phospho)0.38 S(4): 40.1; S(7): 12.4; Y(10): 40.0; S(16): 5.4; T(22): 7.4; Y(24): 95.2; S(26): 99.438 0.561 13

Low QLKGSNLTQSDVQsR S14(Phospho) 0.984 S(5): 0.7; T(8): 0.3; S(10): 0.7; S(14): 98.430 12

Low QLQSTGVHVLsNLPcLIDLDLTAQAtPEDDIEIyTHRS11(Phospho)T26(Phospho)Y34(Phospho)0.25 S(4): 10.3; T(5): 10.3; S(11): 80.0; T(22): 32.0; T(26): 65.0; Y(34): 51.2; T(35): 51.223 0.148 10

Low RADAVAAATAVGEPGVPDAAAASVVGDEYEcSVEAAAAGVPsLsKS42(Phospho)S44(Phospho)0.46 T(9): 0.5; S(23): 8.0; Y(29): 28.6; S(32): 29.7; S(42): 66.6; S(44): 66.628 0.474 15

Low RMsPEELMAFGTGLmAVQAAVSAR S3(Phospho) 0.988 S(3): 98.8; T(12): 1.1; S(22): 0.1 37 0.675 11

Low RmVyLMIK Y4(Phospho) 1 Y(4): 100.0 19 0.792 12

Low RNTVLALVSWLmLLALFITtATAsLPcR T20(Phospho)S24(Phospho)0.108 T(3): 13.7; S(9): 16.9; T(19): 34.3; T(20): 51.0; T(22): 51.0; S(24): 33.06 0.661 13

Low RPPPPPRPTGSSSTPYASPSPSSSLSDtGVGSKT28(Phospho) 0.343 T(9): 0.0; S(11): 0.0; S(12): 0.0; S(13): 0.0; T(14): 0.0; Y(16): 0.2; S(18): 0.7; S(20): 0.7; S(22): 2.5; S(23): 9.0; S(24): 34.3; S(26): 9.0; T(28): 34.3; S(32): 9.054 0.385 14

Low RPsQLPKAASLR S3(Phospho) 1 S(3): 100.0; S(10): 0.0 52 15

Low SAmVGYEFsDADsIRESDIGIAVADATDSTKS9(Phospho)S13(Phospho)0.689 S(1): 1.5; Y(6): 26.1; S(9): 75.0; S(13): 92.3; S(17): 4.2; T(27): 0.3; S(29): 0.3; T(30): 0.541 0.773 13

Low sAtsFYttYIRItYsstPFttsSmPSsPctPR S1(Phospho)T3(Phospho)S4(Phospho)T7(Phospho)T8(Phospho)T13(Phospho)S15(Phospho)S16(Phospho)T17(Phospho)T20(Phospho)T21(Phospho)S22(Phospho)S27(Phospho)T30(Phospho)Too many NL-allowing PTMs 0.756 12

Low ScEDGTTLAVEDmDWDALtVKGTcQEIEKT19(Phospho) 0.201 S(1): 7.8; T(6): 7.8; T(7): 7.8; T(19): 20.1; T(23): 56.422 0.768 10

Low SDAPLKGPLsVR S10(Phospho) 0.992 S(1): 0.8; S(10): 99.2 44 11

Low sDKIASFGTTQPHK S1(Phospho) 0.997 S(1): 99.7; S(6): 0.2; T(9): 0.2; T(10): 0.053 10

Low SEKPPGTsVLYVDK S8(Phospho) 0.831 S(1): 0.2; T(7): 15.9; S(8): 83.1; Y(11): 0.851 0.628 11

Low sFGGLFLITGVVtsAMLLIyLAVFFYR S1(Phospho)T13(Phospho)S14(Phospho)Y20(Phospho)0.584 S(1): 100.0; T(9): 40.6; T(13): 82.2; S(14): 82.3; Y(20): 93.4; Y(26): 1.646 0.719 12



Low sFGGLFLITGVVtsAMLLIYLAVFFyR S1(Phospho)T13(Phospho)S14(Phospho)Y26(Phospho)0.079 S(1): 99.7; T(9): 20.0; T(13): 87.6; S(14): 89.3; Y(20): 88.3; Y(26): 15.026 0.714 13

Low SFHDcRPAFmQTGPTTAAsGsAYAEFGKTKS19(Phospho)S21(Phospho)0.238 S(1): 1.8; T(12): 2.3; T(15): 10.9; T(16): 24.0; S(19): 56.8; S(21): 47.3; Y(23): 47.3; T(29): 9.721 0.349 11

Low sGGGDATPAEGDQVIVHcTTRTIDGIIVNSTRS1(Phospho) 0.885 S(1): 88.5; T(7): 4.1; T(19): 1.7; T(20): 1.7; T(22): 4.1; S(30): 0.0; T(31): 0.038 0.331 15

Low SHTmPsPMRsSASATAAAASDGEQVQcGAPRS6(Phospho)S10(Phospho)0.091 S(1): 3.0; T(3): 7.1; S(6): 53.2; S(10): 25.8; S(11): 25.8; S(13): 16.9; T(15): 60.2; S(20): 8.026 0.805 10

Low sIELAFLDHSK S1(Phospho) 1 S(1): 100.0; S(10): 0.0 53 0.806 10

Low SKPKStsVAtENIDPtAmssQILASLSSSmAIVPLQQVAAPVAKT6(Phospho)S7(Phospho)T10(Phospho)T16(Phospho)S19(Phospho)S20(Phospho)Too many isoforms 0.588 11

Low smGAVTSLLYGAEDSSIAGMVLDSAFtNLYGLMmELVDVyKIRS1(Phospho)T27(Phospho)Y40(Phospho)0.008 S(1): 30.4; T(6): 30.4; S(7): 30.4; Y(10): 29.6; S(15): 29.1; S(16): 29.1; S(24): 30.8; T(27): 30.0; Y(30): 30.0; Y(40): 30.00 0.229 13

Low SMPyVIGNETFEKLGTIGTtANLLVYLttVYHLPSVRY4(Phospho)T20(Phospho)T28(Phospho)T29(Phospho)Too many isoforms 0.218 18

Low SNsLESSSTGAAAAPTVLTTSASTASVSASGQNVKS3(Phospho) 0.422 S(1): 42.2; S(3): 42.2; S(6): 7.1; S(7): 1.6; S(8): 1.6; T(9): 1.6; T(16): 0.3; T(19): 0.3; T(20): 0.2; S(21): 0.2; S(23): 0.5; T(24): 0.5; S(26): 0.5; S(28): 0.3; S(30): 0.525 0.566 12

Low sQsNNTQQQGDEIcTTASGVRPVGFDASLNSRLLSPAPPRS1(Phospho)S3(Phospho)0.242 S(1): 43.8; S(3): 43.8; T(6): 25.5; T(15): 21.0; T(16): 18.0; S(18): 14.1; S(28): 11.3; S(31): 11.4; S(35): 11.212 12

Low sSGAVSSTPSmRGTVcYVAPEYGGGGPLsERS1(Phospho)S29(Phospho)0.477 S(1): 48.0; S(2): 48.0; S(6): 1.7; S(7): 1.7; T(8): 0.6; S(10): 0.1; T(14): 0.1; Y(17): 0.1; Y(22): 0.5; S(29): 99.343 0.549 11

Low SSGTTALtALVFGR T8(Phospho) 0.9 S(1): 0.4; S(2): 0.4; T(4): 4.6; T(5): 4.6; T(8): 90.040 14

Low sSIYDETIDMWALGcImAQLLGGQLLFR S1(Phospho) 0.173 S(1): 17.3; S(2): 17.3; Y(4): 32.7; T(7): 32.77 0.687 10

Low sTYEQAAGLASVPMVWVGEPQSLLINGRsRS1(Phospho)S29(Phospho)0.242 S(1): 33.3; T(2): 33.3; Y(3): 33.3; S(11): 0.9; S(22): 26.4; S(29): 72.931 12

Low tcPLPQAAtsGTR T1(Phospho)T9(Phospho)S10(Phospho)0.731 T(1): 97.3; T(9): 94.1; S(10): 81.8; T(12): 26.916 0.791 12

Low tEMPLHAyWtGGGLLPGRDAmADGAEtRT1(Phospho)Y8(Phospho)T10(Phospho)T27(Phospho)1 T(1): 100.0; Y(8): 100.0; T(10): 100.0; T(27): 100.03 0.776 11

Low TEsNKNAGNAILYEcVETImGIEAtsGLR S3(Phospho)T25(Phospho)S26(Phospho)0.607 T(1): 20.1; S(3): 79.7; Y(13): 0.2; T(18): 24.1; T(25): 80.9; S(26): 94.966 0.708 11

Low tETVEAERISLDHTcPVVsDVSVPPLVGKT1(Phospho)S19(Phospho)0.084 T(1): 47.9; T(3): 47.9; S(10): 5.9; T(14): 63.0; S(19): 17.7; S(22): 17.732 0.617 11

Low tGLtHMPAsVAHScFRSPATLSLLAAFmSYDPHAAcPRT1(Phospho)T4(Phospho)S9(Phospho)0.01 T(1): 35.7; T(4): 35.7; S(9): 34.0; S(13): 38.0; S(17): 31.6; T(20): 33.3; S(22): 33.3; S(29): 30.1; Y(30): 28.20 0.804 10

Low THPAHLGtAyLK T8(Phospho)Y10(Phospho)0.992 T(1): 0.8; T(8): 99.6; Y(10): 99.6 24 0.789 11

Low TIEHLtEVHSRGLELHAtAESK T6(Phospho)T18(Phospho)0.043 T(1): 65.7; T(6): 65.7; S(10): 25.8; T(18): 21.4; S(21): 21.41 14

Low TLANAAFYcAQGASSyLATAVVNVVNARtRY16(Phospho)T29(Phospho)0.4 T(1): 1.8; Y(8): 8.1; S(14): 17.5; S(15): 17.5; Y(16): 42.1; T(19): 18.3; T(29): 94.823 0.792 10

Low tMsPAAAATGLALGVGGVAGAAAVGtGQHFRGVRT1(Phospho)S3(Phospho)T26(Phospho)0.567 T(1): 85.6; S(3): 72.3; T(9): 43.3; T(26): 98.819 0.716 13

Low TmTTLSssALLLtsssVQLRssPVLLLQPPSMGPLILRPRS7(Phospho)S8(Phospho)T13(Phospho)S14(Phospho)S15(Phospho)S16(Phospho)S21(Phospho)S22(Phospho)Too many isoforms 0.67 13

Low TPAPGSPPPPHNPILDASSMsPsHGSSFPLRS21(Phospho)S23(Phospho)0.861 T(1): 0.0; S(6): 0.0; S(18): 2.2; S(19): 7.4; S(21): 91.1; S(23): 94.0; S(26): 2.6; S(27): 2.653 0.105 16

Low TPAPGSPPPPHNPILDASSMSPsHGsSFPLRS23(Phospho)S26(Phospho)0.038 T(1): 0.6; S(6): 0.6; S(18): 28.0; S(19): 28.0; S(21): 46.7; S(23): 51.0; S(26): 22.5; S(27): 22.518 0.089 14

Low tQVLALPAPDGSmQNVGGDPFAASLSFPPPSYVQMAEmEKKT1(Phospho) 0.388 T(1): 38.8; S(12): 11.5; S(24): 8.7; S(26): 8.7; S(31): 16.1; Y(32): 16.19 0.179 10

Low TSSSPPLSAVAsR S12(Phospho) 0.206 T(1): 4.1; S(2): 4.1; S(3): 4.1; S(4): 8.5; S(8): 58.6; S(12): 20.612 0.744 13

Low TSVDsGLSPAGLR S5(Phospho) 0.987 T(1): 0.6; S(2): 0.6; S(5): 98.7; S(8): 0.160 0.551 16

Low TsVNVSVNGRAR S2(Phospho) 0.446 T(1): 44.6; S(2): 44.6; S(6): 10.9 28 11

Low TVANQVASsLsRAGNAmMPsGFASGIAGAPAHLSPGNVPAHMKS9(Phospho)S11(Phospho)S20(Phospho)0.056 T(1): 12.0; S(8): 28.9; S(9): 68.3; S(11): 80.5; S(20): 20.2; S(24): 89.9; S(34): 0.139 10

Low VAtARLGGEPSPR T3(Phospho) 0.996 T(3): 99.6; S(11): 0.4 37 0.748 12

Low VcNEPPItALLVYLSPRHTSSSSSPAmPTAPSLPTASSSRT8(Phospho) 0.066 T(8): 6.6; Y(13): 5.2; S(15): 5.2; T(19): 5.2; S(20): 5.2; S(21): 5.2; S(22): 5.2; S(23): 5.2; S(24): 5.2; T(29): 5.8; S(32): 6.6; T(35): 8.0; S(37): 10.4; S(38): 10.4; S(39): 10.41 10

Low VLELAPctVGAsFQLPtKIsTSEETTAAR T8(Phospho)S12(Phospho)T17(Phospho)S20(Phospho)0.054 T(8): 65.8; S(12): 65.8; T(17): 30.9; S(20): 72.5; T(21): 72.5; S(22): 72.5; T(25): 10.0; T(26): 10.020 0.286 12

Low VsETGWPSAGDANETGATPQNAARyNGNVmRS2(Phospho)Y25(Phospho)0.845 S(2): 89.8; T(4): 10.0; S(8): 1.1; T(15): 1.5; T(18): 3.7; Y(25): 93.944 0.727 13

Low VsSPPPEPAPAVR S2(Phospho) 0.87 S(2): 87.0; S(3): 13.0 65 0.05 16

Low VTSLKyLsLR Y6(Phospho)S8(Phospho)0.01 T(2): 49.5; S(3): 49.5; Y(6): 1.3; S(8): 99.740 0.726 17

Low VVHGNtLtAAVILNEIPQGTTEVFmTGATSKT6(Phospho)T8(Phospho)0.991 T(6): 99.9; T(8): 99.1; T(20): 0.6; T(21): 0.3; T(26): 0.1; T(29): 0.1; S(30): 0.144 0.571 13

Low WAALAIVAtQALSLLLATILRSmLSTPSADYDSDEDFVVIRT9(Phospho) 0.876 T(9): 87.6; S(13): 8.3; T(18): 1.3; S(22): 0.8; S(25): 0.5; T(26): 0.5; S(28): 0.4; Y(31): 0.2; S(33): 0.227 0.177 14

Low WcGVSVAEEDEDDAAVSATtTPPLPPLQKRT20(Phospho) 0.626 S(5): 0.3; S(17): 7.8; T(19): 7.8; T(20): 62.6; T(21): 21.434 0.55 10

Low yGEVGLAEVAGRALFEIEPENAGNFVsLANIYSGMGMHDKY1(Phospho)S27(Phospho)0.457 Y(1): 89.3; S(27): 53.3; Y(32): 34.0; S(33): 23.512 0.657 15

Low YGNPTMFLsENGMDDPGNVTIAQGVHDTtRS9(Phospho)T29(Phospho)0.406 Y(1): 16.0; T(5): 16.0; S(9): 67.3; T(20): 14.8; T(28): 27.3; T(29): 58.618 0.735 10

Low YLsLTSKQK S3(Phospho) 0.456 Y(1): 1.4; S(3): 45.6; T(5): 45.6; S(6): 7.445 11

Low yLTGGmATPVHTLGSGIGPmQGLVMEIILTFSLLFVVYATILDPRY1(Phospho) 0.089 Y(1): 8.9; T(3): 8.9; T(8): 11.7; T(12): 11.7; S(15): 11.7; T(30): 11.7; S(32): 11.7; Y(38): 11.7; T(40): 11.70 0.803 10

Low YQNLHVPVTLmEcFLRVAEANtANNLEtcGILAGtLKT22(Phospho)T28(Phospho)T35(Phospho)0.123 Y(1): 64.7; T(9): 64.7; T(22): 54.7; T(28): 54.7; T(35): 61.23 0.638 15

Low YVAKLAsEGTLR S7(Phospho) 0.974 Y(1): 1.3; S(7): 97.4; T(10): 1.3 40 0.304 15



Os02t0274100-01 Middle

Similar to Peroxisomal fatty acid beta-

oxidation multifunctional protein

(MFP). ItGADFYHVMTAmVPLyVAMILAyGsVK T2(Phospho)Y17(Phospho)Y24(Phospho)S26(Phospho)0.067 T(2): 66.7; Y(7): 66.7; T(11): 66.7; Y(17): 66.7; Y(24): 66.7; S(26): 66.70 0.046 10

Low AEEVLQMmQDAGVRPKQTTycLVADAWKY20(Phospho) 0.749 T(18): 5.5; T(19): 19.6; Y(20): 74.9 44 0.341 15

Low AQGtAPsAGGGAAVPTPSAAAAVSTTTTtPPGtPRT4(Phospho)S7(Phospho)T29(Phospho)T33(Phospho)Too many isoforms 0.594 10

Low DtVALLmNmNFVFQSGRyNGStVAImGRT2(Phospho)Y18(Phospho)T22(Phospho)0.046 T(2): 30.0; S(15): 59.4; Y(18): 69.3; S(21): 70.6; T(22): 70.61 11

Low GAcTtAPAsRPPPyPLsPSDLDAVSALLPRT5(Phospho)S9(Phospho)Y14(Phospho)S17(Phospho)0.592 T(4): 18.2; T(5): 86.4; S(9): 94.1; Y(14): 87.6; S(17): 78.5; S(19): 21.9; S(25): 13.430 0.695 13

Low GNAGGsEcMsAIAGSyGYIAPEyAytLK S6(Phospho)S10(Phospho)Y16(Phospho)Y23(Phospho)Y25(Phospho)T26(Phospho)0.035 S(6): 99.8; S(10): 99.7; S(15): 89.1; Y(16): 69.3; Y(18): 79.2; Y(23): 79.2; Y(25): 51.8; T(26): 31.923 0.805 11

Low IcTYVQcTFLyVHyLHVsLYFDAAR Y11(Phospho)Y14(Phospho)S18(Phospho)0.015 T(3): 59.8; Y(4): 59.8; T(8): 39.3; Y(11): 31.5; Y(14): 25.1; S(18): 34.3; Y(20): 50.00 0.796 15

Low KLEsLPMmVQGLYsDDSSMQLESTTQFRS4(Phospho)S14(Phospho)0.012 S(4): 99.9; Y(13): 0.2; S(14): 1.3; S(17): 17.9; S(18): 74.5; S(23): 4.6; T(24): 1.3; T(25): 0.443 0.792 12

Low MDSmAIMVQHSGDDyLTAAmGSSPPRPQmKY15(Phospho) 0.075 S(3): 0.6; S(11): 0.9; Y(15): 7.5; T(17): 19.0; S(22): 19.0; S(23): 53.114 0.668 12

Low NGSAVLYmAHGGTNFGFYNGANtGQNESDYKT23(Phospho) 0.112 S(3): 0.7; Y(7): 0.7; T(13): 1.1; Y(18): 5.2; T(23): 11.2; S(28): 11.2; Y(30): 70.012 0.485 12

Low NTMIGPAPSPAAAAAAAVSPscYAsPAAsSVRRS21(Phospho)S25(Phospho)S29(Phospho)0.648 T(2): 0.0; S(9): 0.7; S(19): 6.7; S(21): 87.8; Y(23): 24.9; S(25): 80.0; S(29): 93.0; S(30): 7.062 0.688 11

Low SDVysYGmLILHmVGERENINASTESGSKY4(Phospho)S5(Phospho)0.002 S(1): 1.4; Y(4): 1.4; S(5): 1.7; Y(6): 1.7; S(23): 48.5; T(24): 48.5; S(26): 48.5; S(28): 48.50 0.78 17

Low sGySLSRtAsMAALmAPMAGAFFLLLDPRS1(Phospho)Y3(Phospho)T8(Phospho)S10(Phospho)0.097 S(1): 45.6; Y(3): 45.6; S(4): 65.8; S(6): 65.8; T(8): 84.4; S(10): 92.718 0.29 12

Low SSGTNAAssVtDSLLSSLVLNLSSSEAEDTAKS8(Phospho)S9(Phospho)T11(Phospho)Too many isoforms 11

Low SVDLASELtHAWESTAmTLSDMVTMGVIDKT9(Phospho) 0.103 S(1): 34.9; S(6): 34.9; T(9): 10.3; S(14): 3.9; T(15): 4.8; T(18): 3.9; S(20): 3.9; T(24): 3.55 11

Low TSRGTGVyASLFGVGAPEALVIGVVALLVFGPKY8(Phospho) 0.678 T(1): 3.1; S(2): 3.1; T(5): 3.1; Y(8): 67.8; S(10): 22.836 13

Low TVGGGSTyFDVQFcLDALGSVGAGAGARsyRY8(Phospho)S29(Phospho)Y30(Phospho)0.023 T(1): 72.7; S(6): 72.7; T(7): 72.7; Y(8): 47.3; S(20): 7.5; S(29): 13.6; Y(30): 13.610 0.732 10

Os02t0284600-01 Low Similar to 60S ribosomal protein L27. GADtAKFLAEK T4(Phospho) 1 T(4): 100.0 36 0.378 24

Os02t0287000-01 Low

Similar to 40S ribosomal protein S3a

(CYC07 protein). DSSQHSsNDLQEELKK S7(Phospho) 0.743 S(2): 11.8; S(3): 11.8; S(6): 2.1; S(7): 74.364 0.663 12

Low IyGSLGTALPcPSEVAAK Y2(Phospho) 0.841 Y(2): 84.1; S(4): 5.3; T(7): 5.3; S(13): 5.342 13

Low LLLPAsGR S6(Phospho) 1 S(6): 100.0 18 0.21 11

Low mAVTAEVEsSPAATGKLR S9(Phospho) 0.139 T(4): 72.1; S(9): 13.9; S(10): 13.9; T(14): 0.144 10

Os02t0288200-01 High

Protein of unknown function DUF573

domain containing protein. EATTTAAsDDGTLVGSK S8(Phospho) 0.805 T(3): 0.0; T(4): 0.1; T(5): 0.4; S(8): 80.5; T(12): 18.6; S(16): 0.448 0 32

High VTSTIAtDDDDGTLGGSKR T7(Phospho) 0.986 T(2): 0.1; S(3): 0.6; T(4): 0.6; T(7): 98.6; T(13): 0.0; S(17): 0.074 0 17

High YNLAPEPSPsSK S10(Phospho) 0.096 Y(1): 0.0; S(8): 89.3; S(10): 9.6; S(11): 1.180 0.002 29

High YNLAPEPsPSSK S8(Phospho) 0.948 Y(1): 0.0; S(8): 94.8; S(10): 2.6; S(11): 2.655 0.001 15

Middle YNLAPEPSPSsK S11(Phospho) 0.12 Y(1): 0.0; S(8): 75.9; S(10): 12.0; S(11): 12.053 0.016 25

Low DYFIGSLLSGGGsVPR S13(Phospho) 0.174 Y(2): 1.1; S(6): 1.1; S(9): 80.3; S(13): 17.436 0.062 12



Low NVLsLWFDGLK S4(Phospho) 1 S(4): 100.0 17 0.556 10

Low TFGAQGSSsTRGRPPK S9(Phospho) 0.177 T(1): 0.0; S(7): 0.1; S(8): 0.4; S(9): 17.7; T(10): 81.834 0.792 16

Low VTSTIATDDDDGTLGGsKR S17(Phospho) 0 T(2): 0.0; S(3): 0.0; T(4): 0.0; T(7): 99.8; T(13): 0.1; S(17): 0.036 0.093 13

Low yFASFRGASQR Y1(Phospho) 0.986 Y(1): 98.6; S(4): 0.3; S(9): 1.1 34 11

Low YGGIVKIASssK S10(Phospho)S11(Phospho)0.791 Y(1): 9.5; S(9): 17.1; S(10): 86.7; S(11): 86.729 11

Os02t0453600-01 High Similar to Glutelin. TASPFSSSsGSLAAATK S9(Phospho) 0.689 T(1): 0.1; S(3): 0.1; S(6): 2.0; S(7): 2.0; S(8): 2.0; S(9): 68.9; S(11): 19.2; T(16): 5.837 0.005 19

Middle SAyMFLAPLQLIcTPR Y3(Phospho) 0.87 S(1): 13.0; Y(3): 87.0; T(14): 0.0 63 0.044 10

Low AAAAIGGMLAsAAIKEtTR S11(Phospho)T17(Phospho)0.816 S(11): 99.6; T(17): 82.0; T(18): 18.4 34 0.792 10

Low AEVVLAMQIDVtRR T12(Phospho) 1 T(12): 100.0 20 15

Low ALVsAsSSTTAVAALPGAAR S4(Phospho)S6(Phospho)0.455 S(4): 77.3; S(6): 58.0; S(7): 27.6; S(8): 12.4; T(9): 12.4; T(10): 12.424 0.793 14

Low AmIPEGARHMsLLAFGR S11(Phospho) 1 S(11): 100.0 46 14

Low EQQQAAAAGVGVRsPGSGSK S14(Phospho) 0.027 S(14): 2.7; S(17): 21.9; S(19): 75.4 11 0.76 10

Low ETAFNSELtALARANHK T9(Phospho) 0.781 T(2): 0.3; S(6): 21.6; T(9): 78.1 27 11

Low EyEAFIVGRTEQK Y2(Phospho) 0.994 Y(2): 99.4; T(10): 0.6 24 10

Low FGERELSINVyDK Y11(Phospho) 0.973 S(7): 2.7; Y(11): 97.3 26 10

Low FIQVscLGASASSSR S5(Phospho) 0.999 S(5): 99.9; S(10): 0.1; S(12): 0.0; S(13): 0.0; S(14): 0.047 11

Low GssGGALLGRPHGPAR S2(Phospho)S3(Phospho)1 S(2): 100.0; S(3): 100.0 45 12

Low GVMNSAGGRLRPsTAGTQL S13(Phospho) 0.777 S(5): 4.1; S(13): 77.7; T(14): 17.1; T(17): 1.151 12

Low IALsLEAEsGGILVSVDK S4(Phospho)S9(Phospho)0.496 S(4): 99.1; S(9): 50.4; S(15): 50.4 22 0.448 17

Low LASRVTNsDQQILR S8(Phospho) 0.922 S(3): 1.0; T(6): 6.8; S(8): 92.2 24 12

Low LRycDGGsFAGDSELR Y3(Phospho)S8(Phospho)0.946 Y(3): 99.7; S(8): 94.9; S(13): 5.4 28 0.617 11

Low LVVtEGLGMQPVDtITK T4(Phospho)T14(Phospho)0.5 T(4): 99.9; T(14): 50.0; T(16): 50.0 36 0.764 10

Low QPIGFKIDtNSNIK T9(Phospho) 0.966 T(9): 96.6; S(11): 3.4 48 0.774 15

Low QVVSEGANGLtIEKR T11(Phospho) 0.5 S(4): 50.0; T(11): 50.0 20 10

Low sFDFKMAVLPQLsGVR S1(Phospho)S13(Phospho)1 S(1): 100.0; S(13): 100.0 66 0.654 10

Low sLSTTKDDsLFsN S1(Phospho)S9(Phospho)S12(Phospho)0.117 S(1): 89.8; S(3): 56.8; T(4): 20.7; T(5): 20.7; S(9): 23.7; S(12): 88.315 0.743 11

Low SMDLGAGtLSVVRLR T8(Phospho) 0.828 S(1): 0.9; T(8): 82.8; S(10): 16.2 37 11

Low SSLAAPGAVTSGRsLAR S14(Phospho) 0.99 S(1): 0.0; S(2): 0.0; T(10): 0.5; S(11): 0.5; S(14): 99.039 14

Low VERSSGtLIGsSIATIQK T7(Phospho)S11(Phospho)0.134 S(4): 3.8; S(5): 84.2; T(7): 82.0; S(11): 27.6; S(12): 2.1; T(15): 0.246 0.64 14

Low VSTILNLELLEsNR S12(Phospho) 0.99 S(2): 0.5; T(3): 0.5; S(12): 99.0 23 11

Low WSLQGKtALVTGGTR T7(Phospho) 0.333 S(2): 0.0; T(7): 33.3; T(11): 33.3; T(14): 33.331 0.535 15

Os02t0478600-01 Low

Similar to 40S ribosomal protein

S15A. AtAAPAARR T2(Phospho) 1 T(2): 100.0 29 0.772 12

Low ELALGAsGFSGmLPsSIGKLK S7(Phospho)S15(Phospho)0.292 S(7): 63.8; S(10): 29.6; S(15): 53.3; S(16): 53.321 0.438 14

Low HAVtSPRPcRGLTLVsDGR T4(Phospho)S16(Phospho)0.802 T(4): 95.9; S(5): 4.1; T(13): 16.4; S(16): 83.657 0.703 14

Low ItNFTMR T2(Phospho) 0.11 T(2): 11.0; T(5): 89.0 27 0.651 14

Low LARssIR S4(Phospho)S5(Phospho)1 S(4): 100.0; S(5): 100.0 70 12

Low LAsRsLR S3(Phospho)S5(Phospho)1 S(3): 100.0; S(5): 100.0 60 12

Low LSAYSsVR S6(Phospho) 0.975 S(2): 0.3; Y(4): 0.3; S(5): 1.8; S(6): 97.545 11

Low LVsNYMR S3(Phospho) 0.891 S(3): 89.1; Y(5): 10.9 41 13

Low SWsHPIWVLmEPVFQMR S3(Phospho) 0.829 S(1): 17.1; S(3): 82.9 36 0.683 32

Low WIDsVQISSGAYIGNIsIR S4(Phospho)S17(Phospho)0.907 S(4): 93.9; S(8): 3.2; S(9): 3.2; Y(12): 3.4; S(17): 96.435 0.376 15

Os02t0478700-01 Low Ribosomal protein S27. ALRVDAsAAADmTVLER S7(Phospho) 0.122 S(7): 12.2; T(13): 87.8 4 0.776 14

Low DsVVALGGPTWtVPLGR S2(Phospho)T12(Phospho)0.445 S(2): 88.9; T(10): 55.5; T(12): 55.5 9 0.803 13



Low DVIGAGGFGsVYHGVLPR S10(Phospho) 0.928 S(10): 92.8; Y(12): 7.2 40 0.262 11

Low GGGGGGGASSVVVSAAAAAsRR S20(Phospho) 0.475 S(9): 2.5; S(10): 2.5; S(14): 47.5; S(20): 47.525 0.777 11

Low GSVAAsGKHPVsFLAAAR S6(Phospho)S12(Phospho)0.219 S(2): 78.1; S(6): 69.8; S(12): 52.1 1 0.743 13

Low IVVDGEsEVDLmVQTR S7(Phospho) 0.217 S(7): 21.7; T(15): 78.3 17 11

Low LLsAQGANGQVFVK S3(Phospho) 1 S(3): 100.0 56 10

Low LPSGKQIIALtLtyK T11(Phospho)T13(Phospho)Y14(Phospho)1 S(3): 0.0; T(11): 100.0; T(13): 100.0; Y(14): 100.062 0.792 18

Low MMLPPMGSsVVATRVPK S9(Phospho) 0.499 S(8): 49.9; S(9): 49.9; T(13): 0.1 39 0.46 12

Low NAGFRGPTPsFPLGNLR S10(Phospho) 0.5 T(8): 50.0; S(10): 50.0 28 0.587 12

Low sATSLTSLPTRAAR S1(Phospho) 0.462 S(1): 46.2; T(3): 46.2; S(4): 7.6; T(6): 0.0; S(7): 0.0; T(10): 0.054 12

Low SSHLLALGGHPPsPsLR S13(Phospho)S15(Phospho)0.978 S(1): 1.2; S(2): 1.2; S(13): 98.0; S(15): 99.631 11

Low VIDVELtEAELEERR T7(Phospho) 1 T(7): 100.0 24 0.806 10

Low VNGsLNLARAIGDMELK S4(Phospho) 1 S(4): 100.0 30 0.788 11

Os02t0489400-01 Low Similar to 40S ribosomal protein S8. AtsGAAVLVSRTLPR T2(Phospho)S3(Phospho)0.994 T(2): 99.5; S(3): 99.5; S(10): 0.5; T(12): 0.540 0.774 11

Low EPQAsARSQHIVPR S5(Phospho) 0.5 S(5): 50.0; S(8): 50.0 33 0.625 11

Low ItNFTMR T2(Phospho) 0.5 T(2): 50.0; T(5): 50.0 37 0.665 25

Low LAsRsLR S3(Phospho)S5(Phospho)1 S(3): 100.0; S(5): 100.0 50 0.535 11

Low LLMGsSVADASAAARR S5(Phospho) 0.189 S(5): 18.9; S(6): 12.2; S(11): 68.9 4 0.778 14

Low LLPYGtNTSmLPKK T6(Phospho) 0.167 Y(4): 83.2; T(6): 16.7; T(8): 0.0; S(9): 0.033 0.723 14

Low LLYctGR T5(Phospho) 0.121 Y(3): 87.9; T(5): 12.1 25 10

Low LSAYSsVR S6(Phospho) 0.98 S(2): 0.3; Y(4): 0.3; S(5): 1.5; S(6): 98.048 10

Low LVSNyMR Y5(Phospho) 0.879 S(3): 12.1; Y(5): 87.9 42 20

Low mIAAVATsDKVVVEK S8(Phospho) 0.263 T(7): 73.7; S(8): 26.3 10 0.447 11

Low NLLAsLPWsTRLK S5(Phospho)S9(Phospho)0.486 S(5): 97.1; S(9): 51.4; T(10): 51.4 32 0.774 11

Low RALtsVR T4(Phospho)S5(Phospho)1 T(4): 100.0; S(5): 100.0 44 10

Low SIVDAIEtGsNGRLK T8(Phospho)S10(Phospho)0.983 S(1): 1.7; T(8): 99.6; S(10): 98.7 36 0.762 12

Low WsRLTPVGEPPSPR S2(Phospho) 0.046 S(2): 4.6; T(5): 90.9; S(12): 4.6 22 10

Os02t0503400-01 Low Similar to 60S ribosomal protein L35. GALAIsAK S6(Phospho) 1 S(6): 100.0 25 0.434 11

Low IIStIGK T4(Phospho) 0.883 S(3): 11.7; T(4): 88.3 39 0.752 16

Low IIsTIGK S3(Phospho) 0.5 S(3): 50.0; T(4): 50.0 31 13

Low IsTLLGK S2(Phospho) 0.5 S(2): 50.0; T(3): 50.0 26 11

Low LEtLKK T3(Phospho) 1 T(3): 100.0 29 13

Low RLItVK T4(Phospho) 1 T(4): 100.0 42 0.776 11

Low RLLsLK S4(Phospho) 1 S(4): 100.0 56 10

Low RLVtIK T4(Phospho) 1 T(4): 100.0 47 10

Low sLLTLGK S1(Phospho) 0.5 S(1): 50.0; T(4): 50.0 26 11

Os02t0519900-01 High

Similar to Elongation factor EF-2

(Fragment). EQMTPLsDFEDKL S7(Phospho) 1 T(4): 0.0; S(7): 100.0 81 0.001 41

Low AIVEYATSNAITDIVVGAStRNtFIR T20(Phospho)T23(Phospho)0.411 Y(5): 8.0; T(7): 11.0; S(8): 15.7; T(12): 12.6; S(19): 30.4; T(20): 54.9; T(23): 67.517 0.732 10

Low DNSEDLSsTSSALSPSPAKNSGYGYADKS8(Phospho) 0.306 S(3): 30.6; S(7): 30.6; S(8): 30.6; T(9): 5.1; S(10): 1.2; S(11): 1.2; S(14): 0.2; S(16): 0.2; S(21): 0.1; Y(23): 0.1; Y(25): 0.127 11

Low EQSTAGIDVISGGVGDmEKLGIsEsFK S23(Phospho)S25(Phospho)0.867 S(3): 6.1; T(4): 6.1; S(11): 4.5; S(23): 88.7; S(25): 94.723 0.792 10

Low FGLPFPNLEcGLQVsPSEIMKGASER S15(Phospho) 0.422 S(15): 42.2; S(17): 42.2; S(24): 15.5 4 0.391 13



Low GHtKVVSALAVDHTGSR T3(Phospho) 0.947 T(3): 94.7; S(7): 5.3; T(14): 0.0; S(16): 0.044 0.742 15

Low HsPSmESPLEFQYSIVcNFKYGVK S2(Phospho) 0.466 S(2): 46.6; S(4): 46.6; S(7): 5.0; Y(13): 0.8; S(14): 0.8; Y(21): 0.223 0.276 13

Low LAEKTESLTVAETGEPSFtGmK T19(Phospho) 0.831 T(5): 0.0; S(7): 0.0; T(9): 0.0; T(13): 0.1; S(17): 16.8; T(19): 83.162 11

Low LPEAGGGssVsLEAVEQcSGGWRSLR S8(Phospho)S9(Phospho)S11(Phospho)0.129 S(8): 52.3; S(9): 70.9; S(11): 70.9; S(19): 70.9; S(24): 35.08 0.8 11

Low LtsDSGKVLVANNVIPASWKPGVTYR T2(Phospho)S3(Phospho)0.671 T(2): 77.9; S(3): 77.9; S(5): 20.3; S(18): 9.8; T(24): 7.1; Y(25): 7.126 11

Low LyQAsSISQNNLPTIRsIDmVsR Y2(Phospho)S5(Phospho)S17(Phospho)S22(Phospho)0.762 Y(2): 98.1; S(5): 79.3; S(6): 20.3; S(8): 2.0; T(14): 2.5; S(17): 97.9; S(22): 100.051 0.735 11

Low mGAKGGmATAAGTAVLVYLVLsGR S22(Phospho) 0.028 T(9): 47.2; T(13): 2.8; Y(18): 47.2; S(22): 2.813 10

Low NYITYAtTLLQDK T7(Phospho) 0.667 Y(2): 0.1; T(4): 11.1; Y(5): 11.1; T(7): 66.7; T(8): 11.150 0.731 10

Low QRLYNQsGNGmADYTLDVSYAAQLR S7(Phospho) 0.979 Y(4): 2.0; S(7): 97.9; Y(14): 0.0; T(15): 0.0; S(19): 0.0; Y(20): 0.050 0.405 11

Low RAVLLSAAPDSSsASAGAAsLFGR S13(Phospho)S20(Phospho)0.664 S(6): 0.0; S(11): 3.5; S(12): 14.8; S(13): 67.2; S(15): 15.7; S(20): 98.856 0.604 13

Low RPstGAAAAISGDLDFLPTyTTYGSR S3(Phospho)T4(Phospho)Y20(Phospho)0.507 S(3): 94.6; T(4): 96.0; S(11): 5.4; T(19): 8.5; Y(20): 53.7; T(21): 19.1; T(22): 7.6; Y(23): 7.6; S(25): 7.635 0.551 19

Low ScAStsGNK T5(Phospho)S6(Phospho)0.431 S(1): 4.2; S(4): 53.5; T(5): 53.5; S(6): 88.827 0.618 10

Low sKPsALVGWFDKK S1(Phospho)S4(Phospho)1 S(1): 100.0; S(4): 100.0 66 11

Low SLITNEIsIQNtNVsPLDPK S8(Phospho)T12(Phospho)S15(Phospho)0.777 S(1): 11.9; T(4): 20.7; S(8): 82.7; T(12): 89.2; S(15): 95.533 0.459 12

Low SSGTLIGssIATIQK S8(Phospho)S9(Phospho)0.815 S(1): 16.5; S(2): 15.0; T(4): 1.1; S(8): 83.1; S(9): 83.1; T(12): 1.357 11

Low SVALQGVAAPPsGGSTmGsLRFR S12(Phospho)S19(Phospho)0.917 S(1): 0.2; S(12): 99.1; S(15): 2.2; T(16): 6.0; S(19): 92.552 0.759 12

Low TcILmEVLHLHLIVVRQLDtcHK T20(Phospho) 1 T(1): 0.0; T(20): 100.0 36 10

Low tEIIGLKGR T1(Phospho) 1 T(1): 100.0 68 0.467 13

Low tmYSQSSQFHGGLTQSLGLRK T1(Phospho) 0.719 T(1): 71.9; Y(3): 20.8; S(4): 6.5; S(6): 0.4; S(7): 0.4; T(14): 0.0; S(16): 0.037 14

Low TVILAVSLsVGIVAmAMIVTcSyLVR S9(Phospho)Y23(Phospho)0.195 T(1): 15.3; S(7): 15.3; S(9): 61.6; T(20): 35.9; S(22): 35.9; Y(23): 35.911 0.474 13

Low YLIDVGEEKDtAcAAILSmAR T11(Phospho) 0.744 Y(1): 24.0; T(11): 74.4; S(18): 1.6 25 11

Low YmYFVERyLSVLK Y8(Phospho) 0.434 Y(1): 2.8; Y(3): 43.4; Y(8): 43.4; S(10): 10.433 11

Os02t0523500-02 High Similar to RNA binding protein Rp120. LQIWQYGDVEsDEEEQAPAAR S11(Phospho) 0.87 Y(6): 13.0; S(11): 87.0 96 0 30

Low FGITSAGDGALQGTsSGGETKQGDGH S15(Phospho) 0.289 T(4): 2.6; S(5): 2.6; T(14): 28.9; S(15): 28.9; S(16): 28.9; T(20): 8.338 0.206 10

Low SSAAsRSWFDDLAVLGLHMyK S5(Phospho)Y20(Phospho)0.709 S(1): 5.3; S(2): 5.3; S(5): 71.0; S(7): 18.6; Y(20): 99.837 11

Low VAAsLPLSIGtPPVAGcFISSTGR S4(Phospho)T11(Phospho)0.086 S(4): 28.5; S(8): 43.0; T(11): 38.1; S(20): 33.4; S(21): 33.4; T(22): 23.67 12

Low WRsLWYLLPELDFVSTADAR S3(Phospho) 0.915 S(3): 91.5; Y(6): 8.4; S(15): 0.1; T(16): 0.132 0.801 13

Os02t0549600-01 High

Similar to 40S ribosomal protein S10-

1. GGAPAEFQPsFR S10(Phospho) 1 S(10): 100.0 88 0 36

Low AVDMFKPSyK Y9(Phospho) 0.979 S(8): 2.1; Y(9): 97.9 48 12

Low EAIVsAPAGGGEK S5(Phospho) 1 S(5): 100.0 28 0.786 12

Low HSFHDSsKLK S7(Phospho) 0.461 S(2): 7.9; S(6): 46.1; S(7): 46.1 9 0.469 13

Low IKMIDLGstK S8(Phospho)T9(Phospho)1 S(8): 100.0; T(9): 100.0 45 0.792 12

Low MILLsTLTFTKR S5(Phospho) 0.734 S(5): 73.4; T(6): 12.1; T(8): 12.1; T(10): 2.342 0.792 14

Low MsQLGAQGTGNSESTK S2(Phospho) 0.934 S(2): 93.4; T(9): 4.9; S(12): 1.4; S(14): 0.2; T(15): 0.235 0.744 13

Low NKFsGAESAFK S4(Phospho) 0.846 S(4): 84.6; S(8): 15.4 32 0.777 12

Low NKFSGAEsAFK S8(Phospho) 0.995 S(4): 0.5; S(8): 99.5 46 0.801 24

Low QFtYEELKK T3(Phospho) 0.757 T(3): 75.7; Y(4): 24.3 12 0.591 13

Low QFtYKELEK T3(Phospho) 0.832 T(3): 83.2; Y(4): 16.8 29 0.495 13

Low SASsVGLPLSLR S4(Phospho) 0.748 S(1): 12.6; S(3): 12.6; S(4): 74.8; S(10): 0.049 0.589 16

Low SPAPQVDRVsK S10(Phospho) 0.731 S(1): 26.9; S(10): 73.1 9 11

Low SSGDsPLQLGPK S5(Phospho) 0.724 S(1): 6.9; S(2): 20.7; S(5): 72.4 23 0.176 17



Low SSGHGRLtNTR T8(Phospho) 0.158 S(1): 4.4; S(2): 4.4; T(8): 15.8; T(10): 75.412 0.806 12

Low SSSGSVPRsPmR S9(Phospho) 0.544 S(1): 4.2; S(2): 13.8; S(3): 13.8; S(5): 13.8; S(9): 54.421 11

Low SSSGsVPRSPmR S5(Phospho) 0.184 S(1): 6.8; S(2): 6.8; S(3): 6.8; S(5): 18.4; S(9): 61.210 13

Low SsSGSVPRSPmR S2(Phospho) 0.229 S(1): 22.9; S(2): 22.9; S(3): 22.9; S(5): 22.9; S(9): 8.211 12

Low tTAEPEPGLLR T1(Phospho) 0.5 T(1): 50.0; T(2): 50.0 38 12

Low VSHQAGSSsFTR S9(Phospho) 0.523 S(2): 11.9; S(7): 11.9; S(8): 11.9; S(9): 52.3; T(11): 11.927 10

Low VSSLTNGHQsR S10(Phospho) 0.759 S(2): 1.5; S(3): 4.8; T(5): 17.8; S(10): 75.931 0.792 11

Os02t0591700-01 Low

Similar to Candida glabrata strain

CBS138 chromosome L complete

sequence. ANGKADtASKPR T7(Phospho) 0.969 T(7): 96.9; S(9): 3.1 42 10

Low EGGRtVGAGVVSK T5(Phospho) 0.084 T(5): 8.4; S(12): 91.6 9 0.802 17

Low ELGAGsARELK S6(Phospho) 1 S(6): 100.0 37 0.779 14

Low LAsNPAAFLRR S3(Phospho) 1 S(3): 100.0 66 0.737 10

Low QGsNVTGKALIK S3(Phospho) 0.5 S(3): 50.0; T(6): 50.0 15 0.803 11

Low RSSsAASDPPLK S4(Phospho) 0.067 S(2): 2.5; S(3): 6.7; S(4): 6.7; S(7): 84.012 10

Low sFLSAAIYKK S1(Phospho) 0.998 S(1): 99.8; S(4): 0.2; Y(8): 0.0 39 0.576 11

Low sKHNLtVIPK S1(Phospho)T6(Phospho)1 S(1): 100.0; T(6): 100.0 47 0.582 11

Low SsQVDRPTLK S2(Phospho) 0.487 S(1): 48.7; S(2): 48.7; T(8): 2.6 31 0.251 11

Low sSQVDRPTLK S1(Phospho) 0.852 S(1): 85.2; S(2): 14.8; T(8): 0.0 47 0.318 14

Low VIDAIMPtLR T8(Phospho) 1 T(8): 100.0 41 0.629 11

Os02t0699600-01 Low Similar to 60S ribosomal protein L12. AAELKyGTLLsLQK Y6(Phospho)S11(Phospho)0.448 Y(6): 55.2; T(8): 55.2; S(11): 89.6 40 16

Low ELQAPtRPILK T6(Phospho) 1 T(6): 100.0 4 0.347 10

Low GRLyEFSNVNsTR Y4(Phospho)S11(Phospho)0.603 Y(4): 81.3; S(7): 34.0; S(11): 77.1; T(12): 7.525 0.607 11

Low LSLLGVGSFENSPsSR S14(Phospho) 0.445 S(2): 0.0; S(8): 0.3; S(12): 44.5; S(14): 44.5; S(15): 10.741 16

Low RLHIPLPsSR S8(Phospho) 0.5 S(8): 50.0; S(9): 50.0 33 0.792 13

Low SLEVNRNGtDVLGLK T9(Phospho) 0.775 S(1): 22.5; T(9): 77.5 16 10

Low SSLPVtPVGDHR T6(Phospho) 0.333 S(1): 33.3; S(2): 33.3; T(6): 33.3 14 0.663 12

Low VGDKtFDAWLDQVR T5(Phospho) 1 T(5): 100.0 34 11

Os02t0788400-01 High

Similar to Eukaryotic translation

initiation factor 3 subunit-like protein. DLAPQTEAFVDRPPtADGSGPPGGAVKT15(Phospho) 0.996 T(6): 0.0; T(15): 99.6; S(19): 0.4 102 0 46

Low DDPTTYLVtFDDDGAKYLPLPtK T9(Phospho)T22(Phospho)0.467 T(4): 17.6; T(5): 17.6; Y(6): 17.6; T(9): 51.4; Y(17): 8.8; T(22): 86.834 0.617 16

Low DIKVPEALyGGTGNYAsALFLTAAK Y9(Phospho)S17(Phospho)0.304 Y(9): 46.7; T(12): 46.7; Y(15): 15.6; S(17): 65.8; T(22): 25.125 12

Low ELLIWVSISEIVLsPsGTKLVFR S14(Phospho)S16(Phospho)0.068 S(7): 10.6; S(9): 63.2; S(14): 25.4; S(16): 29.5; T(18): 71.214 0.638 10

Low FEVDsLGNTSSTVMYGPADGAYEPR S5(Phospho) 0.056 S(5): 5.6; T(9): 40.3; S(10): 14.3; S(11): 14.3; T(12): 14.3; Y(15): 5.6; Y(22): 5.614 0.785 11

Low GmFGNTVVmDDVLTEGPAATSsVLGR S22(Phospho) 0.333 T(6): 0.0; T(14): 0.0; T(20): 33.3; S(21): 33.3; S(22): 33.354 0.76 13



Low LGDNsLATLDLSRPtmSPERPER S5(Phospho)T15(Phospho)0.276 S(5): 68.2; T(8): 29.5; S(12): 19.7; T(15): 41.3; S(17): 41.316 0.723 15

Low LQILRSITHsHALSNTSILmDASK S10(Phospho) 0.052 S(6): 0.5; T(8): 0.2; S(10): 5.2; S(14): 0.5; T(16): 73.3; S(17): 18.8; S(23): 1.633 0.55 13

Low MAAAAVmVssASGLLAMLQEPAAELK S9(Phospho)S10(Phospho)0.944 S(9): 97.2; S(10): 97.2; S(12): 5.6 44 0.434 15

Low MAGLRPVDVEIEPGttMHIWVPK T15(Phospho)T16(Phospho)1 T(15): 100.0; T(16): 100.0 27 0.562 12

Low mAIPTLVLLPtWGTGHLmSLLDAGK T11(Phospho) 0.362 T(5): 36.2; T(11): 36.2; T(14): 13.8; S(19): 13.823 0.747 13

Low mAMLLASLLSPSPLPTTTTssTSPR S20(Phospho)S21(Phospho)0.356 S(7): 0.0; S(10): 0.2; S(12): 0.2; T(16): 2.2; T(17): 2.2; T(18): 4.7; T(19): 50.5; S(20): 50.5; S(21): 76.5; T(22): 6.5; S(23): 6.549 0.292 12

Low mmNLQtLDLKGTYVSQLPsGITK T6(Phospho)S19(Phospho)0.632 T(6): 98.2; T(12): 2.2; Y(13): 2.2; S(15): 16.6; S(19): 64.2; T(22): 16.540 13

Low mPLASmSNLTSIcGTPRGAGGIPsSR S24(Phospho) 0.467 S(5): 0.7; S(7): 0.7; T(10): 0.5; S(11): 0.5; T(15): 4.3; S(24): 46.7; S(25): 46.720 15

Low mTTIQtLsGIEIsGSLATFAGIIR T6(Phospho)S8(Phospho)S13(Phospho)0.051 T(2): 35.5; T(3): 35.5; T(6): 35.5; S(8): 93.4; S(13): 16.7; S(15): 66.8; T(18): 16.648 0.566 14

Low NEPDSAKVTmQTESVAQPNEADsAK S23(Phospho) 0.998 S(5): 0.0; T(9): 0.1; T(12): 0.1; S(14): 0.1; S(23): 99.841 13

Low PSSTIRsISITASDDDAAAAGAPSAAPR S7(Phospho) 0.181 S(2): 2.3; S(3): 2.3; T(4): 2.3; S(7): 18.1; S(9): 56.1; T(11): 18.1; S(13): 0.4; S(24): 0.433 11

Low QLNGsWPAGLPANGsLAVStRHNR S5(Phospho)S15(Phospho)T20(Phospho)0.002 S(5): 0.8; S(15): 99.8; S(19): 99.8; T(20): 99.63 11

Low RPsGGGTLPSAGSSGRGAGcGSVAPSPsIS3(Phospho)S28(Phospho)0.333 S(3): 45.7; T(7): 45.7; S(10): 5.6; S(13): 0.9; S(14): 2.2; S(22): 3.3; S(26): 24.2; S(28): 72.537 0.265 12

Low SASPDELERHVsPsNNGHGPPVDGK S12(Phospho)S14(Phospho)0.991 S(1): 0.3; S(3): 0.7; S(12): 99.5; S(14): 99.539 10

Low sEKEAAAAAGELDAAAAAEVNAAADAAARS1(Phospho) 1 S(1): 100.0 60 0.393 12

Low TImQLmsVDGLtRENVAsHLQK S7(Phospho)T12(Phospho)S18(Phospho)0.189 T(1): 81.1; S(7): 65.4; T(12): 88.1; S(18): 65.45 0.8 13

Low TSSSTVNGGGISSGAADSTtLARsTAAR T20(Phospho)S24(Phospho)0.001 T(1): 26.6; S(2): 26.6; S(3): 26.6; S(4): 10.1; T(5): 10.1; S(12): 7.8; S(13): 3.3; S(18): 3.3; T(19): 3.5; T(20): 3.5; S(24): 20.4; T(25): 58.18 0.792 15

Low VPPPATPPPAALPDsLTAQDALSAAAARS15(Phospho) 0.698 T(6): 7.7; S(15): 69.8; T(17): 22.3; S(23): 0.235 0.659 14

Low yGAAsAQYALLEYASGAPVQFSYR Y1(Phospho)S5(Phospho)0.67 Y(1): 89.4; S(5): 75.3; Y(8): 29.9; Y(13): 1.9; S(15): 1.9; S(22): 0.9; Y(23): 0.927 0.478 11

Os02t0821800-01 Low Similar to Fibrillarin-2. AsEAAALAmRR S2(Phospho) 1 S(2): 100.0 11 0.806 13

Low AttADAGGSNINDPLLPLHHPmDEIVtLLKT2(Phospho)T3(Phospho)T27(Phospho)0.889 T(2): 95.0; T(3): 95.0; S(9): 11.1; T(27): 98.928 0.77 11

Low EHVLIsIFANAGcAFGNGNAyAVmIVDIIRS6(Phospho)Y21(Phospho)1 S(6): 100.0; Y(21): 100.0 47 0.348 10

Low ETAAYLSmLAItsEVImyPATTTQTGRGRT12(Phospho)S13(Phospho)Y18(Phospho)0.007 T(2): 25.2; Y(5): 32.3; S(7): 32.3; T(12): 27.7; S(13): 27.7; Y(18): 27.7; T(21): 31.8; T(22): 31.8; T(23): 31.8; T(25): 31.80 0.683 13

Low FLFLQIVmKFAsIPsVsVssSIIVLLR S12(Phospho)S15(Phospho)S17(Phospho)S19(Phospho)S20(Phospho)0.241 S(12): 92.4; S(15): 92.4; S(17): 87.4; S(19): 75.9; S(20): 75.9; S(21): 75.98 0.806 12

Low FWyYAHGGmLNPVDGSLVFSDQIREAANRY3(Phospho) 0.756 Y(3): 75.6; Y(4): 17.0; S(16): 5.2; S(20): 2.219 0.532 14

Low KYASFSPSSSSSTmAASPSPISAAAAAADAPAVtRT34(Phospho) 0.937 Y(2): 0.2; S(4): 0.2; S(6): 0.3; S(8): 0.3; S(9): 0.3; S(10): 0.4; S(11): 0.4; S(12): 0.4; T(13): 0.4; S(17): 0.5; S(19): 0.5; S(22): 2.2; T(34): 93.726 13

Low LtSEQKSEIK T2(Phospho) 0.968 T(2): 96.8; S(3): 3.0; S(7): 0.2 48 0.787 11

Low mtAPPMWLPFGWAELREtAVAELEPHVRT2(Phospho)T18(Phospho)1 T(2): 100.0; T(18): 100.0 1 0.804 10

Low mVLSGEGSDELLGGyLYFHFAPNKEEFHKY15(Phospho) 0.202 S(4): 0.1; S(8): 1.7; Y(15): 20.2; Y(17): 78.039 0.093 12

Low NYMKQAFVsLtSIEELTISGSFLTYLsK S9(Phospho)T11(Phospho)S27(Phospho)0.003 Y(2): 2.2; S(9): 9.5; T(11): 22.1; S(12): 54.6; T(17): 71.7; S(19): 20.5; S(21): 20.5; T(24): 33.0; Y(25): 33.0; S(27): 33.016 10

Low NYYItAIAGATNGSSLVVmSKGTPYTQQSYKT5(Phospho) 0.234 Y(2): 23.4; Y(3): 23.4; T(5): 23.4; T(11): 8.1; S(14): 3.9; S(15): 3.9; S(20): 2.5; T(23): 2.5; Y(25): 2.5; T(26): 2.0; S(29): 2.2; Y(30): 2.211 0.806 13

Low QPAWPMADGTPWGGTSGHPFTTtGLPSSLPRKT23(Phospho) 0.65 T(10): 2.4; T(15): 2.4; S(16): 2.4; T(21): 6.7; T(22): 20.3; T(23): 65.0; S(27): 0.4; S(28): 0.440 10

Low stQPsSPSTSPcSSPSVPSDANTmPLVHRRS1(Phospho)T2(Phospho)S5(Phospho)Too many isoforms 0.585 12

Low tARGGATSAGSAR T1(Phospho) 0.983 T(1): 98.3; T(7): 0.7; S(8): 0.7; S(11): 0.229 0.752 11

Low TGEPsQHPLPAAQAERGQPsSVTPTASFSSARS5(Phospho)S20(Phospho)0.131 T(1): 75.7; S(5): 24.1; S(20): 56.1; S(21): 17.4; T(23): 17.4; T(25): 5.9; S(27): 2.1; S(29): 0.9; S(30): 0.432 0.803 13

Low TTPttGASSAGESVGKAASVAmVIVSAAFAmLYAT4(Phospho)T5(Phospho)0.013 T(1): 19.7; T(2): 19.7; T(4): 19.7; T(5): 19.7; S(8): 15.9; S(9): 15.9; S(13): 15.9; S(19): 16.8; S(26): 16.8; Y(33): 39.81 0.674 21

Low tVGVVDLGGGSVQMAyAmLSNTAANAPKVPEGKT1(Phospho)Y16(Phospho)0.039 T(1): 26.7; S(11): 51.3; Y(16): 31.3; S(20): 31.3; T(22): 59.48 0.802 12

Low VHsAITNGSTVGATVDSIDVAmQNFsEIRGRS3(Phospho)S26(Phospho)0.273 S(3): 36.3; T(6): 36.3; S(9): 15.2; T(10): 14.6; T(14): 10.0; S(17): 12.4; S(26): 75.214 0.806 10

Low VIAtTLLLsVISHGAYPAmGSAWEEEDFART4(Phospho)S9(Phospho)0.025 T(4): 22.2; T(5): 22.2; S(9): 44.7; S(12): 21.1; Y(16): 28.3; S(21): 61.59 0.803 12

Low VVsEQWVDDsLDLGEmADADRVLYRPVRS3(Phospho)S10(Phospho)0.989 S(3): 100.0; S(10): 99.0; Y(24): 1.1 42 0.806 10

Low YLsMLPVDPK S3(Phospho) 0.5 Y(1): 50.0; S(3): 50.0 46 0.743 14

Low YMVFYVsNsIsFMASIAVIMLLLSKSVR S7(Phospho)S9(Phospho)S11(Phospho)0.342 Y(1): 32.1; Y(5): 32.1; S(7): 83.8; S(9): 77.1; S(11): 51.3; S(15): 23.7; S(24): 0.0; S(26): 0.052 14

Os03t0154700-01 Low Similar to 40S ribosomal protein S9. KLEAMAVGYRPsALR S12(Phospho) 0.768 Y(9): 23.2; S(12): 76.8 22 0.742 11

Low LKsLHTLR S3(Phospho) 0.974 S(3): 97.4; T(6): 2.6 37 13



Low RsPLGTR S2(Phospho) 0.999 S(2): 99.9; T(6): 0.1 46 0.806 16

Low sGLSADLLAK S1(Phospho) 0.967 S(1): 96.7; S(4): 3.3 41 0.263 13

Low SGLsADLLAK S4(Phospho) 0.097 S(1): 90.3; S(4): 9.7 61 0.163 29

Low SLsPARR S3(Phospho) 0.148 S(1): 85.2; S(3): 14.8 21 0.745 15

Low VKNTEsGLGSSSDLLR S6(Phospho) 0.758 T(4): 15.9; S(6): 75.8; S(10): 3.7; S(11): 1.0; S(12): 3.742 0.639 12

Low VLPELNGKLtGmAFR T10(Phospho) 1 T(10): 100.0 40 11

Os03t0177400-01 Low EF-1 alpha. LGGsDVAVTK S4(Phospho) 0.812 S(4): 81.2; T(9): 18.8 26 0.786 12

Os03t0182600-02 Low Similar to 40S ribosomal protein SA. DVTSTKPQsTNGDGRQQSmPK S9(Phospho) 0.468 T(3): 1.2; S(4): 3.7; T(5): 1.2; S(9): 46.8; T(10): 46.8; S(18): 0.229 0.806 17

Low EEVSTALsQLVPTIFSMsMK S8(Phospho)S18(Phospho)0.007 S(4): 0.5; T(5): 0.8; S(8): 1.3; T(13): 7.2; S(16): 92.0; S(18): 98.210 13

Low EySNSWTEPLTPSTNQK Y2(Phospho) 0.843 Y(2): 84.3; S(3): 15.3; S(5): 0.2; T(7): 0.2; T(11): 0.0; S(13): 0.0; T(14): 0.047 0.59 15

Low FLQTKFGVAGsK S11(Phospho) 0.774 T(4): 22.6; S(11): 77.4 23 0.805 11

Low GQAWVVFsEITAATNAFR S8(Phospho) 0.277 S(8): 27.7; T(11): 27.7; T(14): 44.6 2 15

Low GtSSLcDASAAATSGLtGIR T2(Phospho)T17(Phospho)0.106 T(2): 15.4; S(3): 15.4; S(4): 15.2; S(9): 53.4; T(13): 20.5; S(14): 7.4; T(17): 72.729 0.486 15

Low KmWDEEEEVQsPLAFK S11(Phospho) 1 S(11): 100.0 61 0.7 15

Low LTHLNLsSNSItGELQDDLK S7(Phospho)T12(Phospho)0.337 T(2): 3.8; S(7): 78.2; S(8): 18.8; S(10): 49.6; T(12): 49.625 11

Low LtNIGETGGmKEsAEVLK T2(Phospho)S13(Phospho)0.993 T(2): 99.3; T(7): 0.7; S(13): 100.0 62 0.079 18

Low mKPRLLSDSGAsScNSGAK S12(Phospho) 0.497 S(7): 0.0; S(9): 0.1; S(12): 49.7; S(13): 49.7; S(16): 0.558 0.722 10

Low SAAPVDPAVAQVEVLPsAGERGR S17(Phospho) 0.325 S(1): 67.5; S(17): 32.5 7 14

Os03t0197300-01 Low

Similar to Cupin family protein,

expressed. AAAAsGMGARLR S5(Phospho) 1 S(5): 100.0 57 10

Low AMVLsPNIMR S5(Phospho) 1 S(5): 100.0 36 0.47 12

Low AQALPtAFLAELLKPIATGmTSFGGK T6(Phospho) 1 T(6): 100.0; T(18): 0.0; T(21): 0.0; S(22): 0.051 11

Low ATSEGDLmAAVsARPR S12(Phospho) 0.647 T(2): 17.6; S(3): 17.6; S(12): 64.7 27 0.628 12

Low DGGtYIEAILPGAAADQTGK T4(Phospho) 0.5 T(4): 50.0; Y(5): 50.0; T(18): 0.1 31 11

Low DLAAVHGPLmMLQLGETPLVVVSsR S24(Phospho) 0.485 T(17): 2.9; S(23): 48.5; S(24): 48.5 17 0.615 11

Low DPNANIImLATGTGIAPFRsFLWK S20(Phospho) 1 T(11): 0.0; T(13): 0.0; S(20): 100.0 50 13

Low EASLELNsLR S8(Phospho) 0.5 S(3): 50.0; S(8): 50.0 32 11

Low ELVtPRAmAVAVVLSVVIcFVGmR T4(Phospho) 0.922 T(4): 92.2; S(15): 7.8 19 12

Low EREsVIIMR S4(Phospho) 1 S(4): 100.0 36 0.3 11

Low ESFsAAVDAALELLGGDGAR S4(Phospho) 0.948 S(2): 5.2; S(4): 94.8 43 0.786 13

Low EVAAMARVSGtHHVLGVPHLLGELR T11(Phospho) 0.853 S(9): 14.7; T(11): 85.3 20 11

Low FIVANPsWKLAHMK S7(Phospho) 1 S(7): 100.0 50 10

Low GNVEtGSVREIIVQSGLPATR T5(Phospho) 0.661 T(5): 66.1; S(7): 3.5; S(15): 3.5; T(20): 26.918 18

Low GTAAALAIDTPPsWGR S13(Phospho) 0.842 T(2): 0.0; T(10): 15.8; S(13): 84.2 46 0.364 12

Low IADVsVVSLGTAAAIAVLADELtTLR S5(Phospho)T23(Phospho)0.008 S(5): 5.1; S(8): 31.8; T(11): 37.7; T(23): 62.7; T(24): 62.71 14

Low IADVSVVSLGTAAAIAVLADELttLR T23(Phospho)T24(Phospho)0.982 S(5): 0.1; S(8): 0.7; T(11): 1.3; T(23): 99.0; T(24): 99.039 16

Low KIVLIPAsTDDENVK S8(Phospho) 0.5 S(8): 50.0; T(9): 50.0 53 0.138 21

Low KIVLIPAStDDENVK T9(Phospho) 0.5 S(8): 50.0; T(9): 50.0 31 0.759 12

Low LAsSTVGFPPR S3(Phospho) 0.467 S(3): 46.7; S(4): 46.7; T(5): 6.7 51 11

Low LEVVDLSsNR S8(Phospho) 0.857 S(7): 14.3; S(8): 85.7 38 10

Low LGmTPPSRtR T9(Phospho) 0.154 T(4): 3.4; S(7): 81.2; T(9): 15.4 30 0.628 13

Low LQIADVEtVAAGDIVK T8(Phospho) 1 T(8): 100.0 36 11

Low LsVSMGSMELPSQGADVIK S2(Phospho) 0.015 S(2): 1.5; S(4): 3.6; S(7): 13.9; S(12): 81.03 0.068 11



Low MALSWPsAIR S7(Phospho) 0.988 S(4): 1.2; S(7): 98.8 33 12

Low mAtVPEPLIWEIVK T3(Phospho) 1 T(3): 100.0 52 10

Low MGPTGNtGLKR T7(Phospho) 0.153 T(4): 84.7; T(7): 15.3 32 12

Low MRINPsQTKPIQTK S6(Phospho) 0.951 S(6): 95.1; T(8): 3.4; T(13): 1.6 22 11

Low MRPsPLmKR S4(Phospho) 1 S(4): 100.0 28 11

Low MRsSDGLPIR S3(Phospho) 0.5 S(3): 50.0; S(4): 50.0 40 0.656 12

Low MRSsDGLPIR S4(Phospho) 0.136 S(3): 86.4; S(4): 13.6 35 0.509 15

Low NFsFMPENETVMVQHR S3(Phospho) 0.5 S(3): 50.0; T(10): 50.0 55 0.659 10

Low NLMtRsIAIVPSLIVSIIGGSSGAGR T4(Phospho)S6(Phospho)0.918 T(4): 99.1; S(6): 92.6; S(12): 7.8; S(16): 0.4; S(21): 0.0; S(22): 0.045 11

Low QMDNmPAVAsPTMNKR S10(Phospho) 0.971 S(10): 97.1; T(12): 2.9 68 11

Low RAmPSPPPHGPmsLmASR S13(Phospho) 0.987 S(5): 0.7; S(13): 98.7; S(17): 0.7 40 0.628 11

Low RDPVPSPRPSPGMILsPR S16(Phospho) 0.959 S(6): 0.1; S(10): 4.0; S(16): 95.9 48 10

Low RLLStSVAAVAAETPR T5(Phospho) 0.853 S(4): 14.6; T(5): 85.3; S(6): 0.1; T(14): 0.049 10

Low RsQDGSLTLR S2(Phospho) 0.442 S(2): 44.2; S(6): 44.2; T(8): 11.7 23 0.313 11

Low sAIcNAVVAAR S1(Phospho) 1 S(1): 100.0 33 11

Low SILDAVsGSVPTASMDSRR S7(Phospho) 0.793 S(1): 1.2; S(7): 79.3; S(9): 18.0; T(12): 1.2; S(14): 0.3; S(17): 0.050 0.171 12

Low SsmRHSVLDPGILR S2(Phospho) 0.489 S(1): 48.9; S(2): 48.9; S(6): 2.2 48 0.378 11

Low SSPSISTtVPFAPHR T8(Phospho) 0.748 S(1): 0.0; S(2): 0.0; S(4): 0.1; S(6): 12.5; T(7): 12.5; T(8): 74.846 0.312 14

Low TAAAAAAsQLTR S8(Phospho) 0.018 T(1): 97.9; S(8): 1.8; T(11): 0.3 12 0.737 11

Low tAtPMLLQPISGAGAGARR T1(Phospho)T3(Phospho)0.196 T(1): 39.3; T(3): 80.4; S(11): 80.4 20 13

Low TLALsKmAANPALMSQHAALK S5(Phospho) 0.777 T(1): 14.6; S(5): 77.7; S(15): 7.7 15 15

Low TLIRcyFSPVYSTGQR Y6(Phospho) 0.463 T(1): 2.9; Y(6): 46.3; S(8): 46.3; Y(11): 2.9; S(12): 0.9; T(13): 0.937 12

Low tLVVAHGAGyVFDDVPGGSSR T1(Phospho)Y10(Phospho)0.872 T(1): 98.2; Y(10): 88.1; S(19): 6.9; S(20): 6.923 0.652 17

Low VDVYsyGVVLLELVSGR S5(Phospho)Y6(Phospho)0.977 Y(4): 2.3; S(5): 97.7; Y(6): 99.9; S(15): 0.076 17

Low VDVySYGVVLLELVsGR Y4(Phospho)S15(Phospho)0.078 Y(4): 50.6; S(5): 50.6; Y(6): 82.8; S(15): 16.038 11

Low VIDPGNtEVGRItNNIR T7(Phospho)T13(Phospho)1 T(7): 100.0; T(13): 100.0 53 14

Low VPVVAGGDPDGKSAAIPtR T18(Phospho) 0.5 S(13): 50.0; T(18): 50.0 36 0.641 18

Low VRFGAVsyNMVLDALGR S7(Phospho)Y8(Phospho)1 S(7): 100.0; Y(8): 100.0 80 16

Low VVsLAAsLmKLGScsLR S3(Phospho)S7(Phospho)S15(Phospho)0.123 S(3): 37.0; S(7): 87.7; S(13): 87.7; S(15): 87.74 0.754 12

Low YHRSLGVQVVIGGtR T14(Phospho) 0.999 Y(1): 0.0; S(4): 0.1; T(14): 99.9 39 11

Low YKPDLsEGKTQEGK S6(Phospho) 0.26 Y(1): 69.2; S(6): 26.0; T(10): 4.8 8 0.57 14

Low YPSmRSLLNVymDDSK Y11(Phospho) 0.818 Y(1): 0.0; S(3): 0.0; S(6): 0.0; Y(11): 81.8; S(15): 18.242 0.215 12

Os03t0200500-02 Low Similar to 40S ribosomal protein S3a. GtRYVItAAADTGIK T2(Phospho)T7(Phospho)0.428 T(2): 55.7; Y(4): 55.7; T(7): 85.8; T(12): 2.829 12

Low HQASsSSGAAASASPPSPPAK S5(Phospho) 0.348 S(4): 12.5; S(5): 34.8; S(6): 34.8; S(7): 12.5; S(12): 2.2; S(14): 2.2; S(17): 1.025 10

Low LLLPAsGR S6(Phospho) 1 S(6): 100.0 18 0.21 11

Os03t0219300-01 High

Similar to Tubulin alpha-2 chain

(Alpha-2 tubulin). TVQFVDWcPtGFK T10(Phospho) 1 T(1): 0.0; T(10): 100.0 106 0 62

Os03t0249900-01 High Conserved hypothetical protein. ASSDtDDDDDDFIVSK T5(Phospho) 0.727 S(2): 13.7; S(3): 13.7; T(5): 72.7; S(15): 0.055 0 20

Low AstLTNVGLSTPAAAASSLVRPVAGAGRS2(Phospho)T3(Phospho)0.014 S(2): 8.9; T(3): 4.2; T(5): 7.6; S(10): 20.8; T(11): 54.2; S(17): 31.4; S(18): 72.924 0.726 11

Low EsTScSARPLGSLISVLMNVVTTLR S2(Phospho) 0.466 S(2): 46.6; T(3): 46.6; S(4): 3.4; S(6): 3.4; S(12): 0.1; S(15): 0.1; T(22): 0.0; T(23): 0.042 0.719 15



Low EWLNVAFIDVGHASMQVsIVGYKK S18(Phospho) 0.988 S(14): 0.2; S(18): 98.8; Y(22): 1.0 58 0.734 16

Low GtQHAQSVGsARIGEGQTLIGAGHNR T2(Phospho)S10(Phospho)0.846 T(2): 92.3; S(7): 15.4; S(10): 92.3; T(18): 0.047 0.776 12

Low HQItVGsTVSINLPVVNQVFSSNR T4(Phospho)S7(Phospho)0.134 T(4): 32.1; S(7): 73.7; T(8): 63.4; S(10): 24.4; S(21): 4.5; S(22): 1.928 0.806 13

Low HQITVGstVSINLPVVNQVFSSNR S7(Phospho)T8(Phospho)0.072 T(4): 72.0; S(7): 54.6; T(8): 31.8; S(10): 31.8; S(21): 4.9; S(22): 4.99 0.796 12

Low IQsALGYmAPEFtcRtVNVTEK S3(Phospho)T13(Phospho)T16(Phospho)0.081 S(3): 51.6; Y(7): 52.7; T(13): 67.0; T(16): 65.1; T(20): 63.60 0.511 12

Low LVVYEYVATGSFsAMLHGIKGIAEK S13(Phospho) 0.709 Y(4): 0.3; Y(6): 0.4; T(9): 3.8; S(11): 24.6; S(13): 70.929 0.802 12

Low mDHyPGVGHGESLALcATTKDyR Y4(Phospho)Y22(Phospho)0.842 Y(4): 94.7; S(12): 3.5; T(18): 3.9; T(19): 9.1; Y(22): 88.737 10

Low NmHDQVDHSKPFSsGSPPPGsTLR S14(Phospho)S21(Phospho)0.208 S(9): 0.9; S(13): 36.6; S(14): 36.6; S(16): 36.6; S(21): 68.1; T(22): 21.048 11

Low NmHDQVDHSKPFsSGSPPPGStLR S13(Phospho)T22(Phospho)0.019 S(9): 2.4; S(13): 6.6; S(14): 6.6; S(16): 4.9; S(21): 89.8; T(22): 89.828 11

Low SAAISGAsLVLSsPPAPGARPQPRPAR S8(Phospho)S13(Phospho)0.3 S(1): 11.9; S(5): 25.6; S(8): 61.6; S(12): 50.4; S(13): 50.422 0.792 12

Low sEDGSEEAAAVLPKPLAAIVTGARsR S1(Phospho)S25(Phospho)0.407 S(1): 68.7; S(5): 37.4; T(21): 31.3; S(25): 62.615 0.743 12

Low SLSPKVLtLVEmESNTNTAPFPQR T8(Phospho) 0.048 S(1): 41.3; S(3): 41.3; T(8): 4.8; S(14): 4.8; T(16): 4.8; T(18): 3.06 0.806 13

Low SMAWYAKTNtQVPEVVLVPsGsR T10(Phospho)S20(Phospho)S22(Phospho)0.02 S(1): 13.7; Y(5): 42.5; T(8): 69.9; T(10): 70.9; S(20): 29.8; S(22): 73.212 0.577 12

Low TALRLsEVGNAAVVVNPsTmQIIAK S6(Phospho)S18(Phospho)0.323 T(1): 48.7; S(6): 48.7; S(18): 68.9; T(19): 33.814 0.739 10

Low TAPAPMPLPPAQAPVWsPAPAPAATQRS17(Phospho) 0.987 T(1): 0.4; S(17): 98.7; T(25): 0.9 36 15

Low TLVAVGLmLGmILGFLSGSVFFsYK S23(Phospho) 0.249 T(1): 0.3; S(17): 24.9; S(19): 24.9; S(23): 24.9; Y(24): 24.920 0.652 11

Low TSILGDtIGyVKELmDR T7(Phospho)Y10(Phospho)0.158 T(1): 68.3; S(2): 16.1; T(7): 16.4; Y(10): 99.329 11

Low VAEEmRPPPPPPPARAEQHGTGtVR T23(Phospho) 0.251 T(21): 74.9; T(23): 25.1 23 10

Low WKHLILNtTPTTPIEPcEWLNK T8(Phospho) 0.393 T(8): 39.3; T(9): 39.3; T(11): 10.7; T(12): 10.726 0.776 10

Low yWSSMVTcLVGVFQtALVGIILR Y1(Phospho)T15(Phospho)0.347 Y(1): 38.8; S(3): 38.8; S(4): 15.3; T(7): 15.3; T(15): 91.823 0.321 13

Os03t0277300-01 Low Heat shock protein 70. GTAAALAIDTPPsWGR S13(Phospho) 0.967 T(2): 0.0; T(10): 3.3; S(13): 96.7 52 0.298 14

Low SHFLHTASTTtPRK T11(Phospho) 0.973 S(1): 0.0; T(6): 0.0; S(8): 0.0; T(9): 0.0; T(10): 2.7; T(11): 97.363 0.602 12

Low SSPSIStTVPFAPHR T7(Phospho) 0.438 S(1): 0.2; S(2): 0.2; S(4): 0.5; S(6): 11.6; T(7): 43.8; T(8): 43.826 0.272 10

Os03t0327600-01 High

Ricin B-related lectin domain

containing protein. ILPWGDEAYAGGsANAPR S13(Phospho) 1 Y(9): 0.0; S(13): 100.0 136 0 34

Low AIsGEQLRELAAGLEtSGHR S3(Phospho)T16(Phospho)0.086 S(3): 31.4; T(16): 77.2; S(17): 91.4 11 0.715 15

Low ALQHsKVK S5(Phospho) 1 S(5): 100.0 40 12

Low AMEGQAsALHEmSAQLR S7(Phospho) 0.924 S(7): 92.4; S(13): 7.6 28 10

Low APEHHDHELTLTAGKEsFR S17(Phospho) 0.782 T(10): 9.3; T(12): 12.5; S(17): 78.2 10 11

Low ATIPAMATPMsGGRcAPR S11(Phospho) 0.839 T(2): 11.2; T(8): 4.9; S(11): 83.9 21 11

Low DVPVVLADEAAPSGtAPR T15(Phospho) 0.814 S(13): 18.6; T(15): 81.4 41 10

Low GRSQAIAsPPLPEtGQR S8(Phospho)T14(Phospho)0.856 S(3): 14.4; S(8): 87.6; T(14): 98.0 18 15

Low HAIsGDQIAVIVGtVTDDKR S4(Phospho)T14(Phospho)0.469 S(4): 93.8; T(14): 53.1; T(16): 53.1 23 0.691 11

Low HITASREAIISVVEsPEtR S15(Phospho)T18(Phospho)0.868 T(3): 5.0; S(5): 5.0; S(11): 6.5; S(15): 91.7; T(18): 91.732 0.709 11

Low IELLALsHANKAER S7(Phospho) 1 S(7): 100.0 16 12

Low ILPtPELK T4(Phospho) 1 T(4): 100.0 38 10

Low mEIKDEETtAEVAMVVQSR T9(Phospho) 0.99 T(8): 0.9; T(9): 99.0; S(18): 0.1 49 0.682 11

Low mStNQGVQLR T3(Phospho) 0.916 S(2): 8.4; T(3): 91.6 82 0.771 13

Low NcPFSLcINIcPNtIVPR T14(Phospho) 1 S(5): 0.0; T(14): 100.0 61 0.762 20

Low NRmASQPATNAsKPATVQMR S12(Phospho) 0.231 S(5): 3.7; T(9): 3.7; S(12): 23.1; T(16): 69.517 0.054 16

Low NSALmIsRTLAMAYVmDQK S7(Phospho) 0.152 S(2): 25.4; S(7): 15.2; T(9): 10.5; Y(14): 48.93 0.602 12

Low RDPSEMVStK T9(Phospho) 0.854 S(4): 0.0; S(8): 14.6; T(9): 85.4 47 10

Low RHGAASGGStTGTRPFSTPSSR T10(Phospho) 0.736 S(6): 0.0; S(9): 0.5; T(10): 73.6; T(11): 13.0; T(13): 13.0; S(17): 0.0; T(18): 0.0; S(20): 0.0; S(21): 0.077 0.088 21



Low sARLVcAPK S1(Phospho) 1 S(1): 100.0 42 0.776 12

Low sIQRLELPGPTEtQSSPVR S1(Phospho)T13(Phospho)0.08 S(1): 85.9; T(11): 13.0; T(13): 12.4; S(15): 44.3; S(16): 44.39 0.691 13

Low SWsHPIWVLmEPVFQmR S3(Phospho) 0.257 S(1): 74.3; S(3): 25.7 11 0.483 15

Low TAATRVPItFVDVTtMSER T9(Phospho)T15(Phospho)0.459 T(1): 0.0; T(4): 0.0; T(9): 99.5; T(14): 46.3; T(15): 46.3; S(17): 7.851 0.741 14

Low TIGFQLIDDKyPR Y11(Phospho) 0.989 T(1): 1.1; Y(11): 98.9 40 0.491 12

Low tVALVGGSGSGKstVIALLER T1(Phospho)S13(Phospho)T14(Phospho)0.826 T(1): 98.0; S(8): 13.1; S(10): 6.9; S(13): 87.9; T(14): 94.134 0.261 14

Low VMVDALVRsRPFLHmAcR S9(Phospho) 1 S(9): 100.0 11 0.679 10

Low ymGAQVEISVDFLTEK Y1(Phospho) 0.899 Y(1): 89.9; S(9): 3.7; T(14): 6.4 17 0.732 11

Os03t0336100-01 Middle

11-S plant seed storage protein family

protein. VcLLGcGVSTGLGAVWNtAK T18(Phospho) 1 S(9): 0.0; T(10): 0.0; T(18): 100.0 43 0.042 15

Low AKPSAAAGGSsHPPYFEmIK S11(Phospho) 0.682 S(4): 4.0; S(10): 4.0; S(11): 68.2; Y(15): 23.924 12

Low DAGVsAKDIDEVLLVGGmTR S5(Phospho) 0.994 S(5): 99.4; T(19): 0.6 24 10

Low DGKATMESPsSIPTLK S10(Phospho) 0.287 T(5): 28.7; S(8): 10.0; S(10): 28.7; S(11): 28.7; T(14): 4.019 12

Low DGKATMEsPSSIPTLK S8(Phospho) 0.478 T(5): 15.5; S(8): 47.8; S(10): 15.5; S(11): 15.5; T(14): 5.819 10

Low EAtLDAATIAGLNVmR T3(Phospho) 0.5 T(3): 50.0; T(8): 50.0 35 13

Low EDAsALIQSTEEIKK S4(Phospho) 0.053 S(4): 5.3; S(9): 47.4; T(10): 47.4 14 0.724 14

Low EFIFSSSFTGDKQtLAQR T14(Phospho) 0.999 S(5): 0.0; S(6): 0.0; S(7): 0.0; T(9): 0.1; T(14): 99.964 15

Low ERLVVVEFAASHsVNsSR S13(Phospho)S16(Phospho)0.029 S(11): 93.9; S(13): 6.7; S(16): 49.7; S(17): 49.725 0.685 15

Low FEtSHVLGALLASsPLLAR T3(Phospho)S14(Phospho)0.248 T(3): 50.0; S(4): 50.0; S(13): 50.0; S(14): 50.027 0.078 11

Low FVsAFRSsELLAVR S3(Phospho)S8(Phospho)0.68 S(3): 90.9; S(7): 32.0; S(8): 77.2 16 10

Low GyVGDPEATAATITPDGWLK Y2(Phospho) 1 Y(2): 100.0; T(9): 0.0; T(12): 0.0; T(14): 0.059 11

Low IVAsNTGSGVYK S4(Phospho) 0.79 S(4): 79.0; T(6): 20.2; S(8): 0.7; Y(11): 0.131 0.573 15

Low KEDAsALIQSTEEIK S5(Phospho) 0.993 S(5): 99.3; S(10): 0.3; T(11): 0.3 30 11

Low LPLPSGASRSADAYtR T15(Phospho) 0.498 S(5): 0.0; S(8): 0.2; S(10): 0.2; Y(14): 49.8; T(15): 49.838 0.456 20

Low MAsGmVVSASmGVMKPLLTK S3(Phospho) 0.827 S(3): 82.7; S(8): 17.0; S(10): 0.3; T(19): 0.046 0.659 12

Low MLItRAPR T4(Phospho) 1 T(4): 100.0 50 15

Low MPSsPWIPTAGAPPPR S4(Phospho) 0.852 S(3): 14.8; S(4): 85.2; T(9): 0.0 63 13

Low RPPPPPsPPPsHPHRSGGK S7(Phospho)S11(Phospho)0.66 S(7): 90.0; S(11): 76.0; S(16): 34.0 18 10

Low SDVYSFGMLVLEmVsGRR S15(Phospho) 0.429 S(1): 19.0; Y(4): 19.0; S(5): 19.0; S(15): 42.914 14

Low TAGAALPtPFLDRsAVAAPR T8(Phospho)S14(Phospho)0.458 T(1): 54.2; T(8): 69.5; S(14): 76.3 4 0.804 12

Low TtAERINSFR T2(Phospho) 0.497 T(1): 49.7; T(2): 49.7; S(8): 0.6 24 12

Low tTAERINSFR T1(Phospho) 0.788 T(1): 78.8; T(2): 20.0; S(8): 1.2 21 11

Low TTtAKRPLAVAGVSGSGDsGR T3(Phospho)S19(Phospho)0.022 T(1): 6.6; T(2): 6.6; T(3): 11.4; S(14): 75.8; S(16): 49.7; S(19): 49.79 0.564 13

Low VADsMLVNTALMLIYVtK S4(Phospho)T17(Phospho)0.468 S(4): 49.6; T(9): 49.6; Y(15): 6.4; T(17): 94.441 15

Low YmWLIPsLR S7(Phospho) 0.999 Y(1): 0.1; S(7): 99.9 36 12

Os03t0337800-01 Low

Similar to 60S ribosomal protein L19

(Fragment).|60S ribosomal protein

L19. AAmVLDLLSLIGAyAAGtsR Y14(Phospho)T18(Phospho)S19(Phospho)0.506 S(9): 49.4; Y(14): 78.4; T(18): 86.1; S(19): 86.16 0.33 12

Low ALSsPWSPRAVQAR S4(Phospho) 0.978 S(3): 2.2; S(4): 97.8; S(7): 0.0 60 10

Low ASMRWSNVAVmLGFVVGyR Y18(Phospho) 1 S(2): 0.0; S(6): 0.0; Y(18): 100.0 64 10

Low AVFAAmATsGGYGYGGLQHRF S9(Phospho) 0.952 T(8): 4.8; S(9): 95.2; Y(12): 0.0; Y(14): 0.056 11

Low DADEmVDILVAAtFSALHDK T13(Phospho) 0.5 T(13): 50.0; S(15): 50.0 29 15



Low EFPEATIMRPATmIGtEDR T16(Phospho) 0.648 T(6): 7.6; T(12): 27.6; T(16): 64.8 13 11

Low EGMGLGVsGQGmLDPIPVK S8(Phospho) 1 S(8): 100.0 32 0.618 20

Low EIsSSGGLSAPAPAPAAGAAGR S3(Phospho) 0.067 S(3): 6.7; S(4): 20.1; S(5): 66.5; S(9): 6.721 0.658 11

Low EmHIsEAYPISTAPGSAGKAK S5(Phospho) 0.483 S(5): 48.3; Y(8): 48.3; S(11): 0.8; T(12): 0.8; S(16): 1.932 0.535 12

Low GKVWLDPNEVNEISMANsR S18(Phospho) 0.904 S(14): 9.6; S(18): 90.4 31 0.806 14

Low GRQGAASVsELHSmVQMLSR S9(Phospho) 0.212 S(7): 76.6; S(9): 21.2; S(13): 2.2; S(19): 0.029 0.646 10

Low KLDLGASGFsGsLPsSLGSLK S10(Phospho)S12(Phospho)S15(Phospho)0 S(7): 4.8; S(10): 94.0; S(12): 1.9; S(15): 50.9; S(16): 50.9; S(19): 97.426 0.803 14

Low KsAFEASYMVLAIVGQGGmGK S2(Phospho) 0.333 S(2): 33.3; S(7): 33.3; Y(8): 33.3 1 0.659 11

Low LARyAVYDtDFGLGRPmK Y4(Phospho)T9(Phospho)0.381 Y(4): 61.9; Y(7): 61.9; T(9): 76.3 2 0.629 12

Low MLMsLKLNSTPEItSR S4(Phospho)T14(Phospho)0.763 S(4): 98.4; S(9): 1.8; T(10): 2.4; T(14): 77.3; S(15): 20.132 12

Low MPLSYsAAAAAAPsPLAAR S6(Phospho)S14(Phospho)0.779 S(4): 4.5; Y(5): 17.7; S(6): 78.0; S(14): 99.739 0.689 21

Low NSALmISRtLAMAYVMDQK T9(Phospho) 0.254 S(2): 1.2; S(7): 11.4; T(9): 25.4; Y(14): 62.016 11

Low QALYASKIcsYAQGMNIIK S10(Phospho) 0.395 Y(4): 10.5; S(6): 10.5; S(10): 39.5; Y(11): 39.536 15

Low QGVISSsGTETGYLQDLIYK S7(Phospho) 0.104 S(5): 1.3; S(6): 33.7; S(7): 10.4; T(9): 10.4; T(11): 33.7; Y(13): 10.4; Y(19): 0.128 10

Low RHGAASGGSTTGtRPFSTPSSR T13(Phospho) 0.568 S(6): 0.4; S(9): 2.3; T(10): 18.0; T(11): 18.0; T(13): 56.8; S(17): 2.3; T(18): 0.9; S(20): 0.4; S(21): 0.935 0.804 11

Low ScVSDsAQRGRPVDPLR S6(Phospho) 0.146 S(1): 42.7; S(4): 42.7; S(6): 14.6 13 0.601 12

Low sNVVQTPVHQmGSVsSLPSK S1(Phospho)S15(Phospho)0.091 S(1): 86.3; T(6): 72.1; S(13): 8.9; S(15): 16.1; S(16): 10.1; S(19): 6.514 0.803 14

Low VRMTTWtAPPLPR T7(Phospho) 0.82 T(4): 3.1; T(5): 14.9; T(7): 82.0 43 10

Os03t0343500-01 Low

Similar to 60S ribosomal protein L22-

2. FPtPEARLK T3(Phospho) 1 T(3): 100.0 67 11

Low LSSIPGNVGsK S10(Phospho) 0.791 S(2): 1.7; S(3): 19.2; S(10): 79.1 32 11

Low yGtVKIQEDAmK Y1(Phospho)T3(Phospho)1 Y(1): 100.0; T(3): 100.0 46 11

Os03t0350100-01 High SAR DNA-binding protein-2. TYNPAADLVLGQStEETPKKPEGASK T14(Phospho) 0.302 T(1): 0.0; Y(2): 0.0; S(13): 30.2; T(14): 30.2; T(17): 30.2; S(25): 9.436 0.005 11

High TYNPAADLVLGQSTEEtPKKPEGASK T17(Phospho) 0.497 T(1): 0.0; Y(2): 0.0; S(13): 0.3; T(14): 0.3; T(17): 49.7; S(25): 49.760 0 20

Low AHGAPVmRLQLGLsPAVVIssPGAAR S14(Phospho)S20(Phospho)S21(Phospho)1 S(14): 100.0; S(20): 100.0; S(21): 100.018 15

Low ALAGGALsmHVAyFLAIscLGyGLLGVLKVRS8(Phospho)Y13(Phospho)S18(Phospho)Y22(Phospho)1 S(8): 100.0; Y(13): 100.0; S(18): 100.0; Y(22): 100.01 13

Low AQFPSPNEySSFmGDFsTATGIATFTMMLLGRY9(Phospho)S17(Phospho)0.038 S(5): 76.3; Y(9): 11.8; S(10): 9.4; S(11): 8.5; S(17): 46.3; T(18): 46.3; T(20): 0.9; T(24): 0.4; T(26): 0.229 11

Low AQyAATAGAsKIcsAFDIVIAK Y3(Phospho)S10(Phospho)S14(Phospho)0.936 Y(3): 99.0; T(6): 6.4; S(10): 99.0; S(14): 95.753 10

Low AQyPsPNEYSSFMGDFSTATGIATFTMMLLGRY3(Phospho)S5(Phospho)0.012 Y(3): 56.2; S(5): 20.3; Y(9): 19.3; S(10): 5.0; S(11): 3.7; S(17): 44.6; T(18): 44.6; T(20): 2.5; T(24): 2.5; T(26): 1.221 0.094 12

Low ASLNcIDDDESTGGLsQVRsLTVFGVLAEPmKS16(Phospho)S20(Phospho)0.262 S(2): 0.5; S(11): 26.6; T(12): 12.3; S(16): 58.7; S(20): 51.0; T(22): 51.029 13

Low ATNVLLDQDHNPyVSDYGLSALmsFPISTSRY13(Phospho)S24(Phospho)0.066 T(2): 84.9; Y(13): 10.1; S(15): 4.0; Y(17): 1.3; S(20): 3.4; S(24): 71.7; S(28): 8.2; T(29): 8.2; S(30): 8.226 10

Low cHTyMMMKQVVATTSGTQPPWsTLLMQAVKY4(Phospho)S22(Phospho)0.013 T(3): 3.4; Y(4): 3.4; T(13): 24.0; T(14): 23.7; S(15): 23.7; T(17): 23.7; S(22): 49.0; T(23): 49.022 0.497 12

Low cVHVLLENGAIVSAsSsAFGFPGstPLHLAARS15(Phospho)S17(Phospho)S24(Phospho)T25(Phospho)0.016 S(13): 59.2; S(15): 78.9; S(16): 78.9; S(17): 78.9; S(24): 52.0; T(25): 52.04 0.56 14

Low DGGVHGGGGmVcGLKQRPGVSmtVR T23(Phospho) 0.793 S(21): 20.7; T(23): 79.3 49 12

Low DMGHNPAGSAcWTSNVAtIFcccGRGRPPPVAT18(Phospho) 0.941 S(9): 0.3; T(13): 1.6; S(14): 4.0; T(18): 94.144 0.673 10

Low DNAsssPAsILLFALIGAtAttAAFGQLRR S4(Phospho)S5(Phospho)S6(Phospho)S9(Phospho)T19(Phospho)T21(Phospho)T22(Phospho)1 S(4): 100.0; S(5): 100.0; S(6): 100.0; S(9): 100.0; T(19): 100.0; T(21): 100.0; T(22): 100.051 12

Low DtFMYKGEAAFcSLEcR T2(Phospho) 0.996 T(2): 99.6; Y(5): 0.4; S(13): 0.0 76 0.203 11

Low DVVVESALVDLYAKcGAVDYAYSVFEAstVRS28(Phospho)T29(Phospho)0.503 S(6): 7.5; Y(12): 7.5; Y(20): 12.5; Y(22): 20.6; S(23): 20.6; S(28): 65.7; T(29): 65.716 0.692 22

Low EEEEEEGVscGIcLTDAR S9(Phospho) 0.998 S(9): 99.8; T(15): 0.2 51 0.729 11

Low EFVKGMtTLPtPSSR T7(Phospho)T11(Phospho)0.718 T(7): 79.3; T(8): 19.1; T(11): 90.6; S(13): 8.3; S(14): 2.748 13

Low EGcYLDINFIVLcNLSttPPAtAAGtIILK T17(Phospho)T18(Phospho)T22(Phospho)T26(Phospho)0.073 Y(4): 66.2; S(16): 56.1; T(17): 56.9; T(18): 66.2; T(22): 77.4; T(26): 77.42 0.804 12

Low EHQLAAAtAPVAIPGVALAEtEELKEEQsSEKT8(Phospho)T21(Phospho)S29(Phospho)0.19 T(8): 98.4; T(21): 60.3; S(29): 60.3; S(30): 81.013 0.767 12

Low EIKPVsDGEERSsSSLR S6(Phospho)S13(Phospho)0.5 S(6): 77.9; S(12): 22.4; S(13): 64.3; S(14): 17.7; S(15): 17.733 0.225 14

Low EIVyGAtGAEYSIPPKITFPASEAttFEDVKY4(Phospho)T7(Phospho)T25(Phospho)T26(Phospho)0.009 Y(4): 96.6; T(7): 94.0; Y(11): 30.9; S(12): 68.2; T(18): 23.2; S(22): 8.0; T(25): 22.7; T(26): 56.415 10



Low EKEATsSGNIHAssGDGmK S6(Phospho)S13(Phospho)S14(Phospho)0.005 T(5): 35.2; S(6): 81.9; S(7): 81.9; S(13): 78.5; S(14): 22.617 0.786 11

Low EQLLGsVDLNsVGEsLEPDVR S6(Phospho)S11(Phospho)S15(Phospho)1 S(6): 100.0; S(11): 100.0; S(15): 100.0 65 10

Low EsPEsmRSVAGALSPLALAVASYASGAmVtAVERS2(Phospho)S5(Phospho)T30(Phospho)0.007 S(2): 31.3; S(5): 31.3; S(8): 30.9; S(14): 22.2; S(22): 42.5; Y(23): 42.5; S(25): 42.5; T(30): 56.81 0.792 14

Low EsSAAGGAAAAAAAQQRSR S2(Phospho) 0.5 S(2): 50.0; S(3): 50.0; S(18): 0.0 53 14

Low EsSPLPAMASAAAAAAAEWEEAERK S2(Phospho) 0.823 S(2): 82.3; S(3): 17.7; S(10): 0.0 54 12

Low FAIGAyARsFLDNPtLctSGLGSsYLAGVRY6(Phospho)S9(Phospho)T15(Phospho)T18(Phospho)S24(Phospho)0.062 Y(6): 90.1; S(9): 90.1; T(15): 73.0; T(18): 49.3; S(19): 49.3; S(23): 49.3; S(24): 49.3; Y(25): 49.312 0.792 11

Low FEcQTTGPPGSEVcAtEGR T16(Phospho) 0.001 T(5): 3.4; T(6): 3.4; S(11): 93.0; T(16): 0.116 0.803 11

Low FGHLYAAAsTRPGNGVSVTSVLGGTSDNtGsGmARS9(Phospho)T29(Phospho)S31(Phospho)0.003 Y(5): 47.9; S(9): 47.9; T(10): 38.1; S(17): 29.6; T(19): 25.8; S(20): 34.0; T(25): 23.2; S(26): 17.8; T(29): 17.8; S(31): 17.80 0.612 12

Low FQsTALEALEDITALYYDEERDEIyTGNRS3(Phospho)Y25(Phospho)0.516 S(3): 72.2; T(4): 23.1; T(13): 3.4; Y(16): 4.1; Y(17): 4.1; Y(25): 70.6; T(26): 22.531 11

Low FSNGKNmPDIIsEHLGAEPVLPYLSPELDGDRS12(Phospho) 0.649 S(2): 0.5; S(12): 64.9; Y(23): 28.2; S(25): 6.424 0.715 11

Low GFFKAsVLATGLImNNILR S6(Phospho) 0.776 S(6): 77.6; T(10): 22.4 24 0.232 16

Low GGEAmAPIESTtGGtLLVR T12(Phospho)T15(Phospho)0.682 S(10): 16.1; T(11): 16.1; T(12): 68.5; T(15): 99.333 12

Low GGGSGALPYGPsScPAAAAAAQQREGRS12(Phospho) 0.322 S(4): 3.3; Y(9): 32.2; S(12): 32.2; S(13): 32.240 0.285 11

Low GLETAtGAIAGLDDDAmmEEFVK T6(Phospho) 0.5 T(4): 50.0; T(6): 50.0 39 15

Low GLRNQLtELIsGLGAQDLGPmsLGLsHSLSRT7(Phospho)S11(Phospho)S22(Phospho)S26(Phospho)0.111 T(7): 75.3; S(11): 75.3; S(22): 68.0; S(26): 60.5; S(28): 60.5; S(30): 60.54 12

Low GRmLsPALASGLIcGDGVGsILLsmLtLmGARS5(Phospho)S20(Phospho)S24(Phospho)T27(Phospho)0.188 S(5): 81.2; S(10): 81.2; S(20): 76.9; S(24): 76.9; T(27): 83.82 0.774 14

Low GSLLFPVTTDWEAASLEAWPWAVsscRGFRS24(Phospho)S25(Phospho)0.698 S(2): 10.5; T(8): 10.5; T(9): 10.5; S(15): 11.4; S(24): 78.6; S(25): 78.615 0.56 10

Low GVGSPPtGVPSLQIEAQGDVIPcGGANRT7(Phospho) 0.333 S(4): 33.3; T(7): 33.3; S(11): 33.3 45 0.529 24

Low GVGSPPTGVPsLQIEAQGDVIPcGGANRS11(Phospho) 0.989 S(4): 0.1; T(7): 1.0; S(11): 98.9 64 0.798 11

Low HLPSPRPSTTFSTSPHSYTAFSSSFAAAssASRS29(Phospho)S30(Phospho)0.464 S(4): 0.9; S(8): 0.9; T(9): 1.0; T(10): 1.3; S(12): 1.3; T(13): 1.6; S(14): 1.6; S(17): 2.2; Y(18): 2.2; T(19): 2.4; S(22): 4.6; S(23): 4.2; S(24): 4.2; S(29): 67.2; S(30): 67.2; S(32): 37.230 0.056 17

Low HsGsDPDmVKITVAGGNVNGGAAASETYSQASSGPRS2(Phospho)S4(Phospho)0.3 S(2): 68.1; S(4): 49.8; T(12): 47.9; S(25): 5.9; T(27): 6.0; Y(28): 6.0; S(29): 6.0; S(32): 5.1; S(33): 5.118 11

Low HVIsEsPPERDLTSSSHNLPcENEPcYSGRS4(Phospho)S6(Phospho)0.069 S(4): 82.0; S(6): 14.4; T(13): 30.2; S(14): 30.2; S(15): 31.7; S(16): 11.5; Y(27): 0.0; S(28): 0.034 0.618 12

Low IEAASIDDsPPPPSLPGGmGVsLLK S9(Phospho)S22(Phospho)0.016 S(5): 11.7; S(9): 89.6; S(14): 96.5; S(22): 2.213 10

Low IGEIVDQHsEsYKQSR S9(Phospho)S11(Phospho)0.744 S(9): 93.8; S(11): 80.0; Y(12): 23.3; S(15): 3.026 0.792 11

Low IGPcLYVIDtFsAAADFLPDR T10(Phospho)S12(Phospho)0.983 Y(6): 1.7; T(10): 98.7; S(12): 99.6 25 0.48 10

Low IGVERsEAAALGADLIIMTIsAVDGWtEDDTKS6(Phospho)S21(Phospho)T27(Phospho)0.074 S(6): 66.9; T(19): 60.8; S(21): 54.6; T(27): 52.0; T(31): 65.71 0.805 11

Low ImcsSNILKLGYNLQcDLHQLSQSyGELKS4(Phospho)Y25(Phospho)0.123 S(4): 43.3; S(5): 33.2; Y(12): 29.2; S(22): 29.2; S(24): 29.2; Y(25): 36.14 0.792 14

Low IMEmDEEIQLLVGSNQAIAETtFQMGsNHRT22(Phospho)S27(Phospho)0.483 S(14): 28.0; T(21): 28.0; T(22): 56.8; S(27): 87.118 0.341 12

Low INFPGGGtHFHtGADKYIVHLAQmLNFPNGKT8(Phospho)T12(Phospho)0.474 T(8): 94.7; T(12): 52.6; Y(17): 52.6 16 0.287 11

Low ItANcVAPGATATDMFFAGKSEER T2(Phospho) 0.944 T(2): 94.4; T(11): 2.7; T(13): 2.7; S(21): 0.238 0.68 15

Low LDsGPLHTHATGPtHAVGPTDQQ S3(Phospho)T14(Phospho)0.168 S(3): 93.1; T(8): 60.2; T(11): 22.9; T(14): 22.7; T(20): 1.032 12

Low LKQQEILEDDsDEEyDEIIQDsGEQEVK S11(Phospho)Y15(Phospho)S22(Phospho)1 S(11): 100.0; Y(15): 100.0; S(22): 100.012 0.761 11

Low LmIENLEGLPAcSQILtRMQsGVGVALtDGRT17(Phospho)S21(Phospho)T28(Phospho)0.281 S(13): 71.9; T(17): 78.1; S(21): 78.1; T(28): 71.92 0.729 19

Low LNPstNLGLALAssFssSSRPEQPELPGARS4(Phospho)T5(Phospho)S13(Phospho)S14(Phospho)S16(Phospho)S17(Phospho)0.031 S(4): 67.4; T(5): 59.4; S(13): 74.2; S(14): 74.2; S(16): 74.2; S(17): 81.1; S(18): 84.7; S(19): 84.75 0.713 14

Low LNsLDLSGNDLSGAVPASLAALKLssLNmsDNKS3(Phospho)S25(Phospho)S26(Phospho)S30(Phospho)0.591 S(3): 59.8; S(7): 19.2; S(12): 19.2; S(18): 3.2; S(25): 99.4; S(26): 99.4; S(30): 99.839 0.738 15

Low LQmSQISmFLAQSGPMsMsLVARsTmEPAmS17(Phospho)S19(Phospho)S24(Phospho)0.003 S(4): 84.1; S(7): 72.4; S(13): 18.9; S(17): 18.9; S(19): 7.1; S(24): 28.3; T(25): 70.38 0.733 11

Low LsQtPcLLYTSESAGDsVVsLysLVEKR S2(Phospho)T4(Phospho)S17(Phospho)S20(Phospho)Y22(Phospho)S23(Phospho)Too many isoforms 0.792 13

Low LVttSYPLVLVLVGEEEGAGSNGMTAtssGPQT3(Phospho)T4(Phospho)T27(Phospho)S28(Phospho)S29(Phospho)0.005 T(3): 45.2; T(4): 45.2; S(5): 45.2; Y(6): 45.2; S(21): 47.7; T(25): 65.2; T(27): 68.4; S(28): 71.3; S(29): 66.62 0.56 11

Low mAAAAAEGGGGGGGAVYDPSYVPDSVKtFVAHmyRT28(Phospho)Y34(Phospho)0.21 Y(17): 0.9; S(20): 2.4; Y(21): 6.9; S(25): 69.0; T(28): 21.4; Y(34): 99.544 12

Low mASKPGPLtQWPWHNLGNyK T9(Phospho)Y19(Phospho)0.211 S(3): 78.9; T(9): 93.0; Y(19): 28.0 20 0.485 12

Low mGAAASAAFSATcQTAGKATMAAAIDVATtVSATcRT30(Phospho) 0.721 S(6): 0.1; S(10): 0.0; T(12): 0.1; T(15): 0.1; T(20): 1.3; T(29): 8.8; T(30): 72.1; S(32): 8.8; T(34): 8.841 0.662 19

Low mGtsTsAEVQNNVQGTKR T3(Phospho)S4(Phospho)S6(Phospho)0.778 T(3): 89.6; S(4): 89.6; T(5): 22.2; S(6): 98.5; T(16): 0.090 0.478 16

Low mLPPLLTTVHEQTGmLPPAWMGTLTGGAPSstsS31(Phospho)T32(Phospho)S33(Phospho)0.133 T(7): 1.3; T(8): 1.4; T(13): 3.9; T(23): 27.5; T(25): 27.5; S(30): 59.6; S(31): 59.6; T(32): 59.6; S(33): 59.625 0.556 12

Low MPVWVWSHQLLSNAMFTSDIstETTVFIRS21(Phospho)T22(Phospho)0.062 S(7): 16.3; S(12): 16.3; T(17): 22.7; S(18): 22.7; S(21): 30.5; T(22): 30.5; T(24): 30.5; T(25): 30.54 0.792 11

Low MsATmDAVMPGAAGAHNATAAAAAGRRS2(Phospho) 0.427 S(2): 42.7; T(4): 42.7; T(19): 14.6 23 14

Low mTDIHTNENySNSAVSPVNVVPPsGAAFPmVSKY10(Phospho)S24(Phospho)0.001 T(2): 47.3; T(6): 47.3; Y(10): 3.8; S(11): 1.2; S(13): 0.4; S(16): 0.2; S(24): 2.4; S(32): 97.424 0.34 17

Low mTTTTtAAAAALtssVGDGPPPsRSTTTITAGRT6(Phospho)T13(Phospho)S14(Phospho)S15(Phospho)S23(Phospho)Too many isoforms 0.722 12



Low mVFTFMAYLAFTWStVVLLGGYVssLQRKT15(Phospho)S24(Phospho)S25(Phospho)0.012 T(4): 50.4; Y(8): 35.4; T(12): 35.4; S(14): 35.4; T(15): 35.4; Y(22): 36.0; S(24): 36.0; S(25): 36.00 0.2 13

Low mVHLsTSITIsETPPEHWQK S5(Phospho)S11(Phospho)0.427 S(5): 72.1; T(6): 23.0; S(7): 16.0; T(9): 14.0; S(11): 61.5; T(13): 13.553 0.617 14

Low mVIASAAFSAGASASsGsAAAAAADPsPmALSLEKGRS16(Phospho)S18(Phospho)S27(Phospho)0.026 S(5): 31.0; S(9): 31.0; S(13): 52.7; S(15): 36.7; S(16): 36.7; S(18): 19.7; S(27): 91.5; S(32): 0.722 0.105 23

Low mVTtRGmAATAsAAEGYER T4(Phospho)S12(Phospho)0.002 T(3): 0.9; T(4): 1.6; T(10): 52.0; S(12): 51.3; Y(17): 94.24 0.719 15

Low NAsKLLNYtVQVPAAGTTR S3(Phospho)T9(Phospho)0.149 S(3): 64.7; Y(8): 64.7; T(9): 36.7; T(17): 15.7; T(18): 18.17 0.805 11

Low NyyItAIAGATNGSSLVVMSKGTPYTQQsYKY2(Phospho)Y3(Phospho)T5(Phospho)S29(Phospho)Too many isoforms 0.75 14

Low QTETAAIKAAHGGGAAGtPFAR T18(Phospho) 0.926 T(2): 3.7; T(4): 3.7; T(18): 92.6 17 0.749 11

Low RAQSLSVHLLDmVILTLLAtGsAtAASMAQLGKT20(Phospho)S22(Phospho)T24(Phospho)0.01 S(4): 9.0; S(6): 28.6; T(16): 61.5; T(20): 28.9; S(22): 49.8; T(24): 49.8; S(27): 72.56 0.792 12

Low RIAPtFGSDHSINNALcWsPDGQFLAVPGLRT5(Phospho)S19(Phospho)0.158 T(5): 50.9; S(8): 50.9; S(11): 50.9; S(19): 47.40 0.062 10

Low RsPsSPPPGLDVAAGSR S2(Phospho)S4(Phospho)0.211 S(2): 63.3; S(4): 36.7; S(5): 50.0; S(16): 50.017 16

Low sAAAGDPAssLPPYLLRPFAQK S1(Phospho)S9(Phospho)S10(Phospho)0.961 S(1): 99.9; S(9): 99.5; S(10): 96.8; Y(14): 3.934 0.683 12

Low SASssAtAAAAAAGNtHNSINFLNVLISLINSSRS4(Phospho)S5(Phospho)T7(Phospho)T16(Phospho)Too many isoforms 0.493 10

Low sAstVsTATTTSTTTTTTTPPRLGAVALsDIRS1(Phospho)S3(Phospho)T4(Phospho)S6(Phospho)S29(Phospho)Too many isoforms 0.301 14

Low sGHGDTNVSTTTFQTETPTSVLMsGGLtMNDRS1(Phospho)S24(Phospho)T28(Phospho)Too many isoforms 0.684 12

Low SLDFPTPSRcHDDTyNstNsTNLHILEK Y15(Phospho)S17(Phospho)T18(Phospho)S20(Phospho)0.001 S(1): 54.9; T(6): 25.4; S(8): 26.4; T(14): 57.9; Y(15): 57.9; S(17): 57.9; T(18): 54.5; S(20): 32.6; T(21): 32.62 0.75 14

Low smsFPSIVDLLKDsLK S1(Phospho)S3(Phospho)S14(Phospho)0.289 S(1): 71.1; S(3): 71.1; S(6): 71.1; S(14): 86.73 0.805 11

Low SScKQQQQPssPAAVAsVAAAAVSSYSyLTLRS10(Phospho)S11(Phospho)S17(Phospho)Y28(Phospho)Too many isoforms 11

Low ssLGADLRPTEDScGPmNSINQPcVNVISDNKS1(Phospho)S2(Phospho)1 S(1): 100.0; S(2): 100.0; T(10): 0.0; S(13): 0.0; S(19): 0.0; S(29): 0.055 14

Low SSLSGAFGAcGGFAAtAAAAGDAAssMtLGDILQRT16(Phospho)S25(Phospho)S26(Phospho)T28(Phospho)0.025 S(1): 45.2; S(2): 45.2; S(4): 53.5; T(16): 68.7; S(25): 62.5; S(26): 62.5; T(28): 62.52 0.414 18

Low sTMIGAmANFLDyDVYDLDLTSVKNNsELRS1(Phospho)Y13(Phospho)S27(Phospho)0.07 S(1): 66.2; T(2): 66.2; Y(13): 46.1; Y(16): 21.0; T(21): 23.4; S(22): 38.6; S(27): 38.611 0.608 12

Low SVISYLGmDLYKLVEMELsLmYDFLyTK S19(Phospho)Y26(Phospho)0.036 S(1): 29.0; S(4): 29.0; Y(5): 29.0; Y(11): 23.3; S(19): 20.7; Y(22): 20.7; Y(26): 24.1; T(27): 24.11 11

Low SWLPLLcRGsNGtDAPVLsSK S10(Phospho)T13(Phospho)S19(Phospho)0.808 S(1): 0.1; S(10): 99.9; T(13): 98.9; S(19): 82.0; S(20): 19.251 0.804 14

Low TAAyISQEDLHAGEmtVR Y4(Phospho)T16(Phospho)0.654 T(1): 24.2; Y(4): 73.3; S(6): 13.5; T(16): 89.021 0.209 12

Low TDQMDSPTDPFIWPGQLGFAYTLQttRAIRT25(Phospho)T26(Phospho)0.033 T(1): 44.3; S(6): 36.5; T(8): 36.5; Y(21): 19.9; T(22): 19.9; T(25): 21.4; T(26): 21.40 0.792 11

Low TGcAKssAPLASSIAVAER S6(Phospho)S7(Phospho)0.823 T(1): 4.1; S(6): 88.0; S(7): 88.0; S(12): 9.9; S(13): 9.932 0.773 14

Low TLAFPAGVcPTVGVGGHISGGGFGtLmRT25(Phospho) 0.849 T(1): 0.2; T(11): 0.9; S(19): 13.9; T(25): 84.926 0.256 12

Low VALLctQGSPHQRPPMsK T6(Phospho)S17(Phospho)0.796 T(6): 99.7; S(9): 20.4; S(17): 80.0 30 0.089 12

Low VKVFVsSEQAIDLTDtVYGLIYLLDYEmR S6(Phospho)T16(Phospho)0.036 S(6): 26.3; S(7): 26.3; T(14): 26.3; T(16): 26.3; Y(18): 26.3; Y(22): 26.9; Y(26): 41.40 12

Low VVLItGASSGIGEELAyQYAsK T5(Phospho)Y17(Phospho)S21(Phospho)0.165 T(5): 49.3; S(8): 49.3; S(9): 37.3; Y(17): 57.8; Y(19): 36.8; S(21): 69.417 10

Low VVNPSsMGAILcGHKQMSEEITR S6(Phospho) 0.5 S(5): 50.0; S(6): 50.0; S(18): 0.0; T(22): 0.054 0.56 14

Low WFtIASLLEYVVLVSPSR T3(Phospho) 0.993 T(3): 99.3; S(6): 0.5; Y(10): 0.2; S(15): 0.0; S(17): 0.035 12

Low YLGLGSGmKNSAALLSGtPIsHsVGPDLGGsNTRT18(Phospho)S21(Phospho)S23(Phospho)S31(Phospho)0.008 Y(1): 29.3; S(6): 33.2; S(11): 36.1; S(16): 52.7; T(18): 58.6; S(21): 59.1; S(23): 52.3; S(31): 39.3; T(33): 39.33 0.773 12

Os03t0352300-01 Low Similar to Nucleolar protein. cLVFLPFRsSAPSSAASAALFEyPR S9(Phospho)Y23(Phospho)0.754 S(9): 75.5; S(10): 18.2; S(13): 4.7; S(14): 1.3; S(17): 0.4; Y(23): 99.958 16

Low cLVFLPFRSSAPsSAASAALFEyPR S13(Phospho)Y23(Phospho)0.165 S(9): 56.5; S(10): 16.5; S(13): 16.5; S(14): 5.2; S(17): 5.3; Y(23): 99.935 12

Low EcGISIADRPSYAFAsRVIsRPtK S16(Phospho)S20(Phospho)T23(Phospho)0.165 S(5): 0.5; S(11): 16.8; Y(12): 66.4; S(16): 17.3; S(20): 99.3; T(23): 99.737 0.783 17

Low GANQASTtKLLK T8(Phospho) 0.982 S(6): 0.4; T(7): 1.3; T(8): 98.2 35 11

Low GAsEIVLAAcDK S3(Phospho) 1 S(3): 100.0 39 0.703 13

Low KsTDAVMIR S2(Phospho) 0.794 S(2): 79.4; T(3): 20.6 25 0.522 11

Low LDFHNFVFsmKASNPVImVQAyR S9(Phospho)Y22(Phospho)0.87 S(9): 88.3; S(13): 13.0; Y(22): 98.7 24 0.694 12

Low LEGIAKSyK Y8(Phospho) 0.5 S(7): 50.0; Y(8): 50.0 51 12

Low LEGIAKsYK S7(Phospho) 0.5 S(7): 50.0; Y(8): 50.0 59 12

Low LGGsFTSEGmKELVGLTLQcVSTsAR S4(Phospho)S24(Phospho)0.748 S(4): 91.3; T(6): 4.4; S(7): 4.4; T(17): 0.0; S(22): 0.9; T(23): 17.3; S(24): 81.770 21

Low LKSQIASLEsR S10(Phospho) 1 S(3): 0.0; S(7): 0.0; S(10): 100.0 40 0.741 16

Low LPALsPSPAR S5(Phospho) 0.984 S(5): 98.4; S(7): 1.6 31 10

Low mMAWRsLsLVAFmAAVAAAAAAAGDDRS6(Phospho)S8(Phospho)1 S(6): 100.0; S(8): 100.0 10 0.662 11



Low mQSDAVARsPR S9(Phospho) 0.5 S(3): 50.0; S(9): 50.0 21 0.628 11

Low QATAssHLRAGmLLFVsYADGLALR S5(Phospho)S6(Phospho)S17(Phospho)0.032 T(3): 66.9; S(5): 66.9; S(6): 66.9; S(17): 10.0; Y(18): 89.218 12

Low SANsSSmVTTASTSYSTPPAHGGGAGIRRS4(Phospho) 0.323 S(1): 2.8; S(4): 32.3; S(5): 32.3; S(6): 32.3; T(9): 0.1; T(10): 0.1; S(12): 0.0; T(13): 0.0; S(14): 0.0; Y(15): 0.0; S(16): 0.0; T(17): 0.052 19

Low sANSSSmVTTASTSYSTPPAHGGGAGIRRS1(Phospho) 0.599 S(1): 59.9; S(4): 13.2; S(5): 13.2; S(6): 13.2; T(9): 0.1; T(10): 0.2; S(12): 0.1; T(13): 0.0; S(14): 0.0; Y(15): 0.0; S(16): 0.0; T(17): 0.056 14

Low SGDStANKLK T5(Phospho) 0.499 S(1): 0.3; S(4): 49.9; T(5): 49.9 48 0.784 15

Low SMQLADmNtPSQSLEEVmAIIQEAR T9(Phospho) 0.427 S(1): 0.5; T(9): 42.7; S(11): 14.0; S(13): 42.726 10

Low SYIGPDsTGDTSDDEDDEIVPEEISR S7(Phospho) 0.569 S(1): 13.7; Y(2): 13.7; S(7): 56.9; T(8): 13.7; T(11): 1.0; S(12): 1.0; S(25): 0.056 0.141 13

Low TGIKFPAFLEDDSsPStTVLVGMGFK S14(Phospho)T17(Phospho)0.165 T(1): 0.0; S(13): 49.7; S(14): 49.7; S(16): 33.6; T(17): 33.6; T(18): 33.667 11

Low yGGMGtLLVNK Y1(Phospho)T6(Phospho)1 Y(1): 100.0; T(6): 100.0 34 0.093 11

Os03t0352450-00 High Hypothetical conserved gene. NLDGAsDDDEVDAYSNQITEEHYR S6(Phospho) 1 S(6): 100.0; Y(14): 0.0; S(15): 0.0; T(19): 0.0; Y(23): 0.053 0.003 20

Low EGMEsDEEIGRVPELGLEPGGASTSGRS5(Phospho) 0.986 S(5): 98.6; S(23): 0.5; T(24): 0.5; S(25): 0.524 0.057 17

Low LStMDVDMVELPASmPNFSTVmRR T3(Phospho) 0.708 S(2): 27.0; T(3): 70.8; S(14): 1.0; S(19): 0.6; T(20): 0.521 10

Low SLLcSEVDEGVIFHsVEQLNLyK S15(Phospho)Y22(Phospho)0.937 S(1): 3.6; S(5): 4.1; S(15): 96.2; Y(22): 96.219 0.792 15

Low tGGKPsGSVIILsGDGTAtIAIYWR T1(Phospho)S6(Phospho)S13(Phospho)T19(Phospho)0.042 T(1): 95.5; S(6): 95.5; S(8): 10.0; S(13): 98.8; T(17): 0.2; T(19): 4.8; Y(23): 95.150 0.052 14

Os03t0379500-01 Low Similar to 40S ribosomal protein S9. SQVALLEsK S8(Phospho) 0.5 S(1): 50.0; S(8): 50.0 11 12

Os03t0383800-03 High

Nucleotide-binding, alpha-beta plait

domain containing protein. LEPPPPAAAPISPAtTPK T15(Phospho) 0.468 S(12): 6.3; T(15): 46.8; T(16): 46.8 93 0 28

High LEPPPPAAAPIsPATTPK S12(Phospho) 0.47 S(12): 47.0; T(15): 47.0; T(16): 6.0 97 0 29

High LKLEPPPPAAAPIsPATTPK S14(Phospho) 0.998 S(14): 99.8; T(17): 0.2; T(18): 0.0 120 0 28

Low AAGDmANTSTKTSESsGK S16(Phospho) 0.206 T(8): 3.0; S(9): 7.3; T(10): 7.3; T(12): 20.6; S(13): 20.6; S(15): 20.6; S(16): 20.615 0.806 10

Low RcGSGGGESAAAATsPPAR S15(Phospho) 0.765 S(4): 0.4; S(9): 0.6; T(14): 22.5; S(15): 76.525 0.218 14

Low VAstsGPVHLLtIPK S3(Phospho)T4(Phospho)S5(Phospho)T12(Phospho)1 S(3): 100.0; T(4): 100.0; S(5): 100.0; T(12): 100.026 0.57 13

Os03t0390000-02 Low

Similar to Ribosomal protein s6 RPS6-

2. ADLALStVHALLGVIRK T7(Phospho) 0.972 S(6): 2.8; T(7): 97.2 67 17

Low AKLtGAAAGSIVLVttR T4(Phospho)T15(Phospho)T16(Phospho)0.25 T(4): 75.0; S(10): 75.0; T(15): 75.0; T(16): 75.011 0.803 15

Low DALKSLNItHILIVAR T9(Phospho) 0.989 S(5): 1.1; T(9): 98.9 55 19

Low DDAGNPAWcAGEtQAAR T13(Phospho) 1 T(13): 100.0 11 0.752 16

Low DNGGFLDtLASVLLLK T8(Phospho) 0.761 T(8): 76.1; S(11): 23.9 25 14

Low DPAtRAAAAAVEK T4(Phospho) 1 T(4): 100.0 48 12

Low FGcsAsRLsISTSTR S4(Phospho)S6(Phospho)S9(Phospho)0.017 S(4): 35.3; S(6): 35.3; S(9): 35.3; S(11): 35.3; T(12): 52.9; S(13): 52.9; T(14): 52.90 14

Low GGGGAASLQLMtAAGARNGK T12(Phospho) 0.958 S(7): 4.2; T(12): 95.8 25 0.76 11

Low GRHHHAEHAGVEVVsR S15(Phospho) 1 S(15): 100.0 61 0.404 13

Low HsAGQGKPsNMSSEHR S2(Phospho)S9(Phospho)0.476 S(2): 79.5; S(9): 61.2; S(12): 29.6; S(13): 29.612 14

Low IAtGPRSGDGAVAVLAsR T3(Phospho)S17(Phospho)0.229 T(3): 24.4; S(7): 77.1; S(17): 98.5 17 0.365 12

Low ILVctPQAEVAIcWK T5(Phospho) 1 T(5): 100.0 32 0.605 10

Low KSSAGISSSILSIGsGPK S15(Phospho) 0.315 S(2): 6.8; S(3): 6.8; S(7): 10.6; S(8): 10.6; S(9): 16.8; S(12): 16.8; S(15): 31.57 16

Low LDLPTPESPmsTTLNR S11(Phospho) 0.2 T(5): 20.0; S(8): 20.0; S(11): 20.0; T(12): 20.0; T(13): 20.033 0.632 15



Low REDGtADILPLLAAsR T5(Phospho)S15(Phospho)1 T(5): 100.0; S(15): 100.0 57 0.769 12

Low RSARPAtHPPAVYPR T7(Phospho) 0.991 S(2): 0.9; T(7): 99.1; Y(13): 0.0 53 10

Low ssPPQVPVtSEPPPAK S1(Phospho)S2(Phospho)T9(Phospho)0.056 S(1): 99.8; S(2): 99.8; T(9): 6.0; S(10): 94.433 0.796 12

Low tMLTDVVGQVLSTRR T1(Phospho) 0.932 T(1): 93.2; T(4): 4.5; S(12): 1.1; T(13): 1.120 0.806 12

Low VAHLGVHLGGDAADGsVGR S16(Phospho) 1 S(16): 100.0 31 0.743 11

Os03t0390400-01 High

Similar to Cytochrome c oxidase

subunit 6b. MDMELSSSSsAASVFASSSATSPPLGRcVVRS10(Phospho) 0.184 S(6): 18.4; S(7): 18.4; S(8): 18.4; S(9): 18.4; S(10): 18.4; S(13): 5.9; S(17): 0.8; S(18): 0.3; S(19): 0.3; T(21): 0.8; S(22): 0.133 0.008 10

High ysHVMHISSTVSGELDDHLQSWDALR Y1(Phospho)S2(Phospho)0.811 Y(1): 84.7; S(2): 91.5; S(8): 12.6; S(9): 6.5; T(10): 3.1; S(12): 1.4; S(21): 0.141 0.002 13

Middle GIEVItmLWALATHTGIARPDDEVPVEGSVT6(Phospho) 0.821 T(6): 82.1; T(13): 8.4; T(15): 8.4; S(29): 1.021 0.012 12

Middle YDmASFPIQItsQsSPQADGASAGSQWRT11(Phospho)S12(Phospho)S14(Phospho)0.175 Y(1): 3.3; S(5): 8.8; T(11): 88.6; S(12): 91.8; S(14): 27.0; S(15): 78.5; S(22): 1.0; S(25): 1.036 0.033 13

Low AAELmRLAGsAcsPPQPAHAAALPEmPIARS10(Phospho)S13(Phospho)1 S(10): 100.0; S(13): 100.0 2 0.748 11

Low AISIDmFEAGTDTsHLVLEyAMVELtR S14(Phospho)Y20(Phospho)T26(Phospho)0.299 S(3): 0.5; T(11): 25.6; T(13): 53.9; S(14): 53.9; Y(20): 77.5; T(26): 88.729 12

Low AISIDMFEAGtDtSHLVLEyAmVELTR T11(Phospho)T13(Phospho)Y20(Phospho)0.126 S(3): 0.7; T(11): 57.2; T(13): 57.2; S(14): 86.2; Y(20): 94.6; T(26): 4.131 0.697 11

Low AMtNsAVARTSVAtFmmPPmDcLVGPAKT3(Phospho)S5(Phospho)T14(Phospho)0.547 T(3): 84.0; S(5): 67.8; T(10): 33.8; S(11): 19.6; T(14): 94.933 0.494 13

Low AMtTPRPVAEDASEFEKFQAMIYSTAMKT3(Phospho) 0.476 T(3): 47.6; T(4): 47.6; S(13): 1.3; Y(23): 1.3; S(24): 1.3; T(25): 0.820 0.593 11

Low AScAsPSSRLHGNAAGGGAGGSAtAMMLPGPPGRS5(Phospho)T24(Phospho)0.254 S(2): 11.6; S(5): 29.5; S(7): 29.5; S(8): 29.5; S(22): 13.7; T(24): 86.131 0.54 10

Low ATctEYtIFMsADNtSRSSNmyIGK T4(Phospho)T7(Phospho)S11(Phospho)T15(Phospho)Y22(Phospho)Too many isoforms 0.802 11

Low cDIMVVHAGAGANGVAAATAAPSmAGAVEsFGRS30(Phospho) 0.666 T(19): 9.7; S(23): 23.7; S(30): 66.6 17 0.188 14

Low csAVsELAPtAsAAYGALLLGGGAFAyVRS2(Phospho)S5(Phospho)T10(Phospho)S12(Phospho)Y27(Phospho)0.969 S(2): 100.0; S(5): 100.0; T(10): 99.3; S(12): 97.9; Y(15): 3.1; Y(27): 99.849 12

Low cSPSyLATPSVSPSASTSALAAAATTtsSKRY5(Phospho)T27(Phospho)S28(Phospho)Too many isoforms 0.411 12

Low cyFLLImLFtMLHyINKItESQR Y2(Phospho)T10(Phospho)Y14(Phospho)T19(Phospho)0.998 Y(2): 100.0; T(10): 100.0; Y(14): 100.0; T(19): 99.9; S(21): 0.274 0.747 19

Low DcLAcSGcITSAETVMLEKQsLGDFITR S21(Phospho) 0.238 S(6): 2.4; T(10): 2.4; S(11): 2.4; T(14): 3.2; S(21): 23.8; T(27): 65.810 12

Low DGVGETFIGVGAGAGAGVGsSLtGDGGGTLcGGGARS20(Phospho)T23(Phospho)0.069 T(6): 7.7; S(20): 34.4; S(21): 34.4; T(23): 49.9; T(29): 73.66 0.48 14

Low DmGEDDTPAScPsmRPSGRQLTSLYGAKS13(Phospho) 0.404 T(7): 18.9; S(10): 18.9; S(13): 40.4; S(17): 5.4; T(22): 3.4; S(23): 3.4; Y(25): 9.715 0.803 12

Low DSGGGGGASHKAASGSAPsGAAAANPTAmLSALmSKS19(Phospho) 0.154 S(2): 5.7; S(9): 8.0; S(14): 8.0; S(16): 8.0; S(19): 15.4; T(27): 15.4; S(31): 24.3; S(35): 15.45 0.602 13

Low EEMEtsLPLsRFAELNLVITNAtSR T5(Phospho)S6(Phospho)S10(Phospho)T23(Phospho)0.438 T(5): 100.0; S(6): 100.0; S(10): 99.9; T(20): 12.4; T(23): 43.9; S(24): 43.945 0.723 14

Low EFmsFMAPAmTAGEIIEESKNFFFAGK S4(Phospho) 0.832 S(4): 83.2; T(11): 15.7; S(19): 1.1 19 0.689 11

Low EmTSGsELRPsQVAGEPAVQItGGRDGRS6(Phospho)S11(Phospho)T22(Phospho)0.004 T(3): 98.7; S(4): 98.7; S(6): 97.2; S(11): 3.7; T(22): 1.78 0.778 10

Low EPyQmPVAtGEIPAAtAGFYGNLADVRR Y3(Phospho)T9(Phospho)T16(Phospho)0.3 Y(3): 70.0; T(9): 80.0; T(16): 80.0; Y(20): 70.04 10

Low FtELLLDPsVRPKGEFNLVsWEsR T2(Phospho)S9(Phospho)S20(Phospho)S23(Phospho)1 T(2): 100.0; S(9): 100.0; S(20): 100.0; S(23): 100.056 0.438 10

Low FTYAELEEAtEGFKsQIGSGGFGcVyR T10(Phospho)S15(Phospho)Y26(Phospho)0.02 T(2): 95.1; Y(3): 89.2; T(10): 4.9; S(15): 10.7; S(19): 0.5; Y(26): 99.625 10

Low GFSASmKGPEVPPDLsFTGAALPSNPSFDAKS16(Phospho) 0.115 S(3): 3.2; S(5): 3.2; S(16): 11.5; T(18): 11.5; S(24): 11.5; S(27): 59.012 0.763 12

Low GGGGAATAVQGSmPmTTTDSRPtAPGNSPGIGNKT23(Phospho) 0.063 T(7): 0.8; S(12): 3.3; T(16): 12.9; T(17): 12.9; T(18): 28.8; S(20): 28.8; T(23): 6.3; S(28): 6.312 0.601 10

Low GLLPPLPPPPtTAVAGGDGSAGVAGEKEPILGRT11(Phospho) 0.782 T(11): 78.2; T(12): 21.2; S(20): 0.6 59 0.387 18

Low IMDRsSHGGDGDGEAMNtSEcFLDVLLRS5(Phospho)T18(Phospho)0.673 S(5): 76.7; S(6): 25.8; T(18): 88.1; S(19): 9.438 10

Low ItSAFPKVLNLsNNNFsGVIPQDIGQLK T2(Phospho)S12(Phospho)S17(Phospho)0.433 T(2): 56.7; S(3): 56.7; S(12): 93.3; S(17): 93.315 0.503 16

Low LARVMHLHsSELsAWNLVSAAAPAVSPAARS9(Phospho)S13(Phospho)0.529 S(9): 80.8; S(10): 31.5; S(13): 67.9; S(19): 19.0; S(26): 0.835 0.726 14

Low LDHVDsARVsPFtYAQIImLsASANK S6(Phospho)S10(Phospho)T13(Phospho)S21(Phospho)0.61 S(6): 99.8; S(10): 98.0; T(13): 81.8; Y(14): 38.2; S(21): 81.1; S(23): 1.141 0.459 11

Low LEWyQIVEGEHALWDGVSQPYRETIR Y4(Phospho) 0.908 Y(4): 90.8; S(18): 2.5; Y(21): 3.4; T(24): 3.416 10

Low LLFLDEPTsGLDSAASFHVMSRITDLAARS9(Phospho) 0.321 T(8): 14.1; S(9): 32.1; S(13): 32.1; S(16): 14.1; S(21): 6.8; T(24): 1.017 0.754 12

Low LLFSNPHPLVVSSAtctPAMATNGAAAVGLKT15(Phospho)T17(Phospho)0.721 S(4): 0.0; S(12): 2.2; S(13): 6.9; T(15): 90.8; T(17): 79.2; T(22): 21.046 0.145 13

Low LQWNLtIPTPyVFImMLSASADNKSDK T6(Phospho)Y11(Phospho)0.284 T(6): 49.5; T(9): 49.5; Y(11): 63.4; S(18): 13.5; S(20): 13.5; S(25): 10.612 0.429 10

Low LTARGISAEDPNGtVVWSTPAFAsPVAALRT14(Phospho)S24(Phospho)0.007 T(2): 22.5; S(7): 73.8; T(14): 21.3; S(18): 4.3; T(19): 4.3; S(24): 73.814 0.601 11

Low mAAAAARQTVcVtGAGGFmASSHVELLLsRT13(Phospho)S29(Phospho)0.782 T(9): 6.5; T(13): 82.4; S(21): 8.9; S(22): 7.4; S(29): 94.829 0.171 17

Low MASsSPLccyLLLFVVVVVLTGScRAR S4(Phospho)Y10(Phospho)0.206 S(3): 40.8; S(4): 40.8; S(5): 40.8; Y(10): 63.4; T(21): 7.1; S(23): 7.116 11



Low mAsSSssWLVLLsAALcIGALPAsHAAR S3(Phospho)S6(Phospho)S7(Phospho)S13(Phospho)S24(Phospho)0.069 S(3): 66.6; S(4): 66.6; S(5): 66.6; S(6): 66.6; S(7): 66.6; S(13): 77.4; S(24): 89.36 0.761 16

Low mASYGVDtRPAAAAAGGGGAGAGAAGEGALsFLSRT8(Phospho)S31(Phospho)0.045 S(3): 57.7; Y(4): 57.7; T(8): 45.6; S(31): 19.5; S(34): 19.51 10

Low mGLAGSAFATDDMAMDyVYDYmLHVLTRY17(Phospho) 0.378 S(6): 5.2; T(10): 5.2; Y(17): 37.8; Y(19): 13.5; Y(21): 37.8; T(27): 0.530 0.722 21

Low mGNAAAVPsScASADAAPSttPtIKLLIAK S9(Phospho)T20(Phospho)T21(Phospho)T23(Phospho)0.029 S(9): 46.2; S(10): 46.2; S(13): 54.0; S(19): 64.4; T(20): 63.1; T(21): 63.1; T(23): 63.18 0.806 13

Low mGQRAsAAVVGFAGSATSGGPAATDEEVAGSGRS6(Phospho) 0.95 S(6): 95.0; S(15): 2.7; T(17): 0.7; S(18): 0.7; T(24): 0.4; S(31): 0.329 11

Low MIVATAtIPFFPsFHRPRFRPGGLPR T7(Phospho)S13(Phospho)0.925 T(5): 7.5; T(7): 92.6; S(13): 100.0 50 0.066 11

Low MmLPmsSAcSGGQFPGASPHGIIPKQFsRS6(Phospho)S28(Phospho)0.202 S(6): 44.6; S(7): 44.6; S(10): 36.1; S(18): 22.5; S(28): 52.27 0.803 14

Low mtLSAVPLPNTGMLLYAGNHWIGKTHDGRT2(Phospho) 0.774 T(2): 77.4; S(4): 21.8; T(11): 0.7; Y(16): 0.0; T(25): 0.047 0.411 12

Low mTTTTTAAAAALTSSVGDGPPPSRSTTTItAGRT30(Phospho) 0.056 T(2): 0.0; T(3): 0.0; T(4): 0.0; T(5): 0.0; T(6): 0.0; T(13): 0.1; S(14): 0.1; S(15): 0.1; S(23): 43.3; S(25): 15.0; T(26): 15.0; T(27): 15.0; T(28): 5.6; T(30): 5.626 0.762 11

Low NALGctGVADRIPGTSALAMAsAsAIPQAEKT6(Phospho)S22(Phospho)S24(Phospho)0.076 T(6): 99.2; T(15): 23.2; S(16): 69.7; S(22): 9.5; S(24): 98.329 0.803 12

Low NPVASSPSVSEGsAHAAALAsPTAADSIFGRRS13(Phospho)S21(Phospho)0.028 S(5): 34.5; S(6): 34.5; S(8): 34.5; S(10): 26.8; S(13): 21.9; S(21): 16.7; T(23): 15.7; S(27): 15.31 0.727 10

Low NtYDHLLFsRSSLLSVyADmSVtcK T2(Phospho)S9(Phospho)Y17(Phospho)T23(Phospho)0.231 T(2): 50.7; Y(3): 50.7; S(9): 94.7; S(11): 3.9; S(12): 0.1; S(15): 0.2; Y(17): 98.0; S(21): 50.9; T(23): 50.972 10

Low QAQtPcLLYtSESAGENVAcLySLAEK T4(Phospho)T10(Phospho)Y22(Phospho)0.127 T(4): 92.4; Y(9): 54.3; T(10): 22.2; S(11): 22.2; S(13): 9.5; Y(22): 73.5; S(23): 25.927 13

Low QEVTTMNLPIsFRPKDFGsAMWDMIR S11(Phospho)S19(Phospho)0.153 T(4): 54.2; T(5): 54.2; S(11): 45.8; S(19): 45.80 0.549 13

Low QGDTNFYLcEVsSNmVIDATNKGNmsR S12(Phospho)S26(Phospho)0.925 T(4): 0.3; Y(7): 2.4; S(12): 94.8; S(13): 2.5; T(20): 2.6; S(26): 97.443 0.743 19

Low QIPyNSIIYKAFGQENPDSLTDYGcQK Y4(Phospho) 0.759 Y(4): 75.9; S(6): 18.9; Y(9): 5.2; S(19): 0.0; T(21): 0.0; Y(23): 0.039 0.367 15

Low QLSQGGELtTIVWLMAEHAGLFLVNKtR T9(Phospho)T27(Phospho)0.205 S(3): 72.9; T(9): 21.1; T(10): 7.0; T(27): 99.026 10

Low QPRVsLWEIEPLTTFPMyPsPFPLR S5(Phospho)Y18(Phospho)S20(Phospho)0.108 S(5): 96.8; T(13): 47.7; T(14): 47.7; Y(18): 73.4; S(20): 34.414 0.486 18

Low RQILESYQVyGDsIMGQYGPsRPNVR Y10(Phospho)S13(Phospho)S21(Phospho)0.027 S(6): 53.3; Y(7): 53.3; Y(10): 82.8; S(13): 11.1; Y(18): 3.8; S(21): 95.934 0.579 11

Low sHGHVAMGWVPQITILAHAAVGAFLTHcGRS1(Phospho) 0.929 S(1): 92.9; T(14): 7.1; T(26): 0.0 41 0.204 12

Low SHNLLLFDWDFTGAGAGKDDDEyTYGRY23(Phospho) 0.568 S(1): 0.2; T(12): 0.5; Y(23): 56.8; T(24): 21.3; Y(25): 21.328 0.186 13

Low sIIQTLNATQGAEFETADsmtPFDVAVR S1(Phospho)S19(Phospho)T21(Phospho)0.083 S(1): 49.5; T(5): 49.5; T(9): 1.1; T(16): 83.1; S(19): 33.8; T(21): 83.147 0.727 10

Low sPITVAImFSIGImILFsGFLVPKMPK S1(Phospho)S18(Phospho)0.483 S(1): 48.4; T(4): 48.4; S(10): 3.3; S(18): 100.046 0.298 15

Low sVAVVVVGGGDGtAsWSVSVGGDHGGAVSsVRS1(Phospho)T13(Phospho)S15(Phospho)S30(Phospho)0.009 S(1): 89.3; T(13): 78.1; S(15): 77.8; S(17): 64.4; S(19): 64.5; S(29): 12.9; S(30): 12.93 0.664 11

Low tAsSASPSSDLVVSPVAWPATGGGGPAmVsPRT1(Phospho)S3(Phospho)S30(Phospho)0.023 T(1): 27.9; S(3): 27.9; S(4): 27.9; S(6): 27.9; S(8): 19.7; S(9): 17.4; S(14): 33.1; T(21): 31.5; S(30): 86.813 0.614 10

Low tLsNSMETVLTVTGLyYWFVAIEsVK T1(Phospho)S3(Phospho)Y16(Phospho)S24(Phospho)0.034 T(1): 99.0; S(3): 99.0; S(5): 2.0; T(8): 0.2; T(11): 1.3; T(13): 8.1; Y(16): 91.7; Y(17): 91.7; S(24): 7.254 0.454 14

Low TTQQTAImDILLSLLEFAsSYNSTSNLR S19(Phospho) 0.092 T(1): 0.7; T(2): 0.7; T(5): 1.4; S(13): 4.4; S(19): 9.2; S(20): 9.2; Y(21): 9.2; S(23): 21.7; T(24): 21.7; S(25): 21.712 10

Low TVDtFEAAAAMFPGGmImPPPAPGSKDAAAART4(Phospho) 0.369 T(1): 36.9; T(4): 36.9; S(25): 26.2 3 0.706 13

Low VAFLPGQPRsPQmSQFSGYItVNSQNGRS10(Phospho)T21(Phospho)0.058 S(10): 44.3; S(14): 41.7; S(17): 29.3; Y(19): 28.2; T(21): 28.2; S(24): 28.20 0.339 15

Low VsEAEEDVSAIsEctVKLWVMAALLK S2(Phospho)S12(Phospho)T15(Phospho)0.413 S(2): 58.7; S(9): 58.7; S(12): 87.0; T(15): 95.533 13

Low VSGmISQHAAPGcDAATIAGmAsALtDYGRS23(Phospho)T26(Phospho)0.055 S(2): 34.3; S(6): 34.3; T(17): 27.4; S(23): 22.3; T(26): 31.8; Y(28): 49.94 0.665 11

Low VsHDAVSScHDAFVRsAQAALsAAAAAAGGRS2(Phospho)S16(Phospho)S22(Phospho)0.893 S(2): 91.0; S(7): 8.5; S(8): 2.7; S(16): 98.4; S(22): 99.534 0.806 10

Low VtLSDVEVSGNENLNLTSSSANSDHsMRKT2(Phospho)S26(Phospho)0.399 T(2): 47.2; S(4): 47.2; S(9): 5.5; T(17): 2.2; S(18): 3.1; S(19): 3.1; S(20): 3.1; S(23): 5.5; S(26): 83.125 0.707 10

Low WGTWHRAMGDGAPGAGSALGGAGsAmEDGGGTARS24(Phospho) 0.076 T(3): 42.4; S(17): 42.4; S(24): 7.6; T(32): 7.66 0.632 13

Low yMVFyVSNSIsFMAsIAVImLLLsK Y1(Phospho)Y5(Phospho)S11(Phospho)S15(Phospho)S24(Phospho)0.729 Y(1): 98.6; Y(5): 74.4; S(7): 20.8; S(9): 7.1; S(11): 99.1; S(15): 100.0; S(24): 100.046 12

Os03t0392400-01 High

Heat shock protein DnaJ, N-terminal

domain containing protein. GININEEAQsTDGATR S10(Phospho) 0.909 S(10): 90.9; T(11): 9.1; T(15): 0.0 113 0 42

High GININEEAQStDGATR T11(Phospho) 0.5 S(10): 50.0; T(11): 50.0; T(15): 0.0 67 0 40

Middle RQPsPPLQQPAAEEK S4(Phospho) 1 S(4): 100.0 92 0.019 11



Os03t0403100-01 High

Similar to DNA-directed RNA

polymerase subunit. TEEEEAPAAKDPNASLPsPTYR S18(Phospho) 0.317 T(1): 0.0; S(15): 4.9; S(18): 31.7; T(20): 31.7; Y(21): 31.783 0.003 25

High TEEEEAPAAKDPNASLPSPTyR Y21(Phospho) 0.447 T(1): 0.0; S(15): 0.6; S(18): 10.1; T(20): 44.7; Y(21): 44.761 0.002 23

Middle DPNASLPsPTYR S8(Phospho) 0.879 S(5): 0.2; S(8): 87.9; T(10): 10.5; Y(11): 1.476 0.036 21

Middle NAsTSSDMSSLASQGPPNNPASLR S3(Phospho) 0.614 S(3): 61.4; T(4): 12.4; S(5): 12.4; S(6): 12.4; S(9): 0.6; S(10): 0.6; S(13): 0.0; S(22): 0.063 0.01 13

Low RLGVGDDAEGGGsK S13(Phospho) 1 S(13): 100.0 84 14

Low VSPAENSEVEtR T11(Phospho) 0.998 S(2): 0.0; S(7): 0.1; T(11): 99.8 38 11

Os03t0408300-00 Low

Similar to 60S ribosomal protein L27a-

3. ALcATVsASLR S7(Phospho) 0.5 T(5): 0.0; S(7): 50.0; S(9): 50.0 48 11

Low tTAYVPQLQK T1(Phospho) 0.333 T(1): 33.3; T(2): 33.3; Y(4): 33.3 87 18

Os03t0424500-01 Low

Similar to 40S ribosomal protein S19-

3. KSLVSEsVR S7(Phospho) 0.985 S(2): 0.0; S(5): 1.5; S(7): 98.5 58 0.432 15

Os03t0427300-01 High Glutelin type-A III precursor. FKDLIPQSGsPPR S10(Phospho) 0.968 S(8): 3.2; S(10): 96.8 55 0.003 11

Low ADLAsKtLtsSADAtFtyDtLLIAtGssVIK S5(Phospho)T7(Phospho)T9(Phospho)S10(Phospho)T15(Phospho)T17(Phospho)Y18(Phospho)T20(Phospho)T25(Phospho)S27(Phospho)S28(Phospho)Too many NL-allowing PTMs 0.778 12

Low AGKyPNALLSFSSGPR Y4(Phospho) 0.295 Y(4): 29.5; S(10): 29.5; S(12): 11.6; S(13): 29.513 10

Low AKASASVsPK S8(Phospho) 0.818 S(4): 3.2; S(6): 15.0; S(8): 81.8 35 12

Low AKASAsVSPK S6(Phospho) 0.817 S(4): 3.2; S(6): 81.7; S(8): 15.1 38 16

Low ASVFQEPISAALSALsLLVQFNGWLsFFLLLsYKS16(Phospho)S26(Phospho)S32(Phospho)0.178 S(2): 11.2; S(9): 9.3; S(13): 12.8; S(16): 80.0; S(26): 47.0; S(32): 69.8; Y(33): 69.817 0.731 11

Low AtLSSKPQPVAKtEK T2(Phospho)T13(Phospho)0.795 T(2): 79.9; S(4): 16.4; S(5): 4.1; T(13): 99.539 11

Low ATVsKVEVVGMGDR S4(Phospho) 0.994 T(2): 0.6; S(4): 99.4 57 0.758 14

Low DQtLSRIK T3(Phospho) 0.896 T(3): 89.6; S(5): 10.4 48 14

Low DRDPPmRPVsGALSR S10(Phospho) 0.081 S(10): 8.1; S(14): 91.9 12 0.633 11

Low DRTAHAAPDGLSSTSEATTLQLEySYLstIsGDPKY24(Phospho)S28(Phospho)T29(Phospho)S31(Phospho)Too many isoforms 12

Low ELIRmSNtSIIR T8(Phospho) 0.159 S(6): 80.5; T(8): 15.9; S(9): 3.6 35 0.755 13

Low ELVtATRR T4(Phospho) 0.999 T(4): 99.9; T(6): 0.1 41 10

Low EsILASVAR S2(Phospho) 1 S(2): 100.0; S(6): 0.0 75 25

Low EVGNItSLK T6(Phospho) 0.5 T(6): 50.0; S(7): 50.0 46 11

Low EVGNITsLK S7(Phospho) 0.023 T(6): 97.7; S(7): 2.3 30 10

Low FQIHKAyGsTNHLPsAHtcFNQLDLPEytSKY7(Phospho)S9(Phospho)S15(Phospho)T18(Phospho)Y28(Phospho)T29(Phospho)0.119 Y(7): 47.0; S(9): 80.8; T(10): 80.8; S(15): 91.3; T(18): 95.1; Y(28): 91.0; T(29): 77.1; S(30): 36.930 0.682 11

Low FVVDVDAWMDLsVAGEtDSISDTVsYtDIYGIAKS12(Phospho)T17(Phospho)S25(Phospho)T27(Phospho)0.002 S(12): 88.1; T(17): 10.3; S(19): 7.6; S(21): 46.9; T(23): 47.6; S(25): 71.2; Y(26): 72.6; T(27): 38.4; Y(30): 17.335 0.055 16

Low GGQLcPNDIATyNLIIQGLGQMGKAEVAGSIISELsKY12(Phospho)S36(Phospho)0.249 T(11): 48.8; Y(12): 48.8; S(30): 25.3; S(33): 25.0; S(36): 52.116 0.742 15

Low GGsIITEIR S3(Phospho) 0.972 S(3): 97.2; T(6): 2.8 16 10

Low GLDASALAALPVtAyR T13(Phospho)Y15(Phospho)0.981 S(5): 1.9; T(13): 98.7; Y(15): 99.4 23 0.649 12

Low GsyALGPYLssKLLAEIPIGAAFPLIFGsILYPMSKS2(Phospho)Y3(Phospho)S10(Phospho)S11(Phospho)S29(Phospho)0.018 S(2): 69.9; Y(3): 69.9; Y(8): 56.5; S(10): 58.0; S(11): 62.2; S(29): 63.2; Y(32): 60.2; S(35): 60.22 0.776 17

Low GTIGYAPPEYGAGNmVSTHGDIYSyGILVLEmItGRY25(Phospho)T34(Phospho)0.41 T(2): 1.5; Y(5): 2.3; Y(10): 2.3; S(17): 9.4; T(18): 9.4; Y(23): 19.6; S(24): 19.6; Y(25): 43.6; T(34): 92.424 0.637 11

Low GtVcYVAPEyGGGGPLSEKcDIYSFGVLLLVLISGRT2(Phospho)Y10(Phospho)0.049 T(2): 35.4; Y(5): 29.3; Y(10): 27.6; S(17): 23.9; Y(23): 24.2; S(24): 24.2; S(34): 35.51 0.697 12

Low HtAHSAAAAAALPPR T2(Phospho) 0.5 T(2): 50.0; S(5): 50.0 40 0.487 11

Low IAIEQFPTIDKTNtEK T14(Phospho) 0.002 T(8): 99.7; T(12): 0.1; T(14): 0.2 20 0.74 11



Low IGmIKALAELStsPAVHQINtVAASISGFLmTcYKT12(Phospho)S13(Phospho)T21(Phospho)0.013 S(11): 42.9; T(12): 36.6; S(13): 36.6; T(21): 47.2; S(25): 42.3; S(27): 31.5; T(32): 31.5; Y(34): 31.50 0.126 11

Low KDDtAAVLK T4(Phospho) 1 T(4): 100.0 43 11

Low KsIAHIVK S2(Phospho) 1 S(2): 100.0 45 0.776 11

Low KTTLENMWLETLmALIGEQFDESEEIcGVVAsVRS32(Phospho) 0.328 T(2): 14.7; T(3): 14.7; T(11): 14.0; S(23): 23.7; S(32): 32.84 0.715 12

Low KVDTcAAVmPNGSVATQMGtIAsTSFVSSTcVTVANRT20(Phospho)S23(Phospho)0.017 T(4): 37.5; S(13): 22.3; T(16): 18.9; T(20): 20.9; S(23): 14.2; T(24): 14.2; S(25): 14.2; S(28): 13.5; S(29): 13.5; T(30): 15.2; T(33): 15.22 0.804 14

Low LEItGGLSR T4(Phospho) 1 T(4): 100.0; S(8): 0.0 69 14

Low LGAIDTAKLLQVTsmDR S14(Phospho) 0.182 T(6): 0.0; T(13): 81.8; S(14): 18.2 44 11

Low LGVPVtVAWRVtYLLPsLGVVsGmTASGGAVGAIVtNRT6(Phospho)T12(Phospho)S17(Phospho)S22(Phospho)T36(Phospho)0.013 T(6): 78.7; T(12): 53.6; Y(13): 53.6; S(17): 56.2; S(22): 67.4; T(25): 59.8; S(27): 54.8; T(36): 76.13 13

Low LPDTTVDAEAVVSIPAsRPDVsAAPSASAmSRLHFLPRS17(Phospho)S22(Phospho)0.018 T(4): 46.6; T(5): 46.6; S(13): 57.7; S(17): 13.9; S(22): 10.8; S(26): 10.2; S(28): 7.2; S(31): 7.25 11

Low LQRSMPPDtIGAR T9(Phospho) 0.5 S(4): 50.0; T(9): 50.0 26 0.773 16

Low LRALATAFDNIWPGAAPAsAYLAmVSTSAmtWIALRS19(Phospho)T31(Phospho)0.144 T(6): 6.0; S(19): 31.0; Y(21): 30.6; S(26): 30.6; T(27): 29.2; S(28): 13.9; T(31): 58.718 0.799 11

Low LREAItDK T6(Phospho) 1 T(6): 100.0 54 11

Low LSDmIGSASDTTSGTVAASNtGVGtsAREVmDssSmRT21(Phospho)T25(Phospho)S26(Phospho)S33(Phospho)S34(Phospho)Too many isoforms 0.754 11

Low LsGNAHVKEIR S2(Phospho) 1 S(2): 100.0 78 0.77 18

Low LSQAEtAIK T6(Phospho) 0.031 S(2): 96.9; T(6): 3.1 23 0.107 16

Low LYYEGmmMSQPPPssAAsAssAsssGAGAsDFRS14(Phospho)S15(Phospho)S18(Phospho)S20(Phospho)S21(Phospho)S23(Phospho)S24(Phospho)S25(Phospho)S30(Phospho)Too many NL-allowing PTMs 0.549 10

Low mAIsLRPFAYIANEILQSTSTNcFVSsEsPLHRS4(Phospho)S27(Phospho)S29(Phospho)0.557 S(4): 91.3; Y(10): 8.3; S(18): 0.8; T(19): 1.4; S(20): 2.8; T(21): 2.8; S(26): 35.2; S(27): 78.7; S(29): 78.742 0.804 11

Low mEGVIRGNVDGGGsGPTVVAGMGAtAVLLGLcEVGVmDRS14(Phospho)T25(Phospho)0.453 S(14): 54.7; T(17): 54.7; T(25): 90.5 20 10

Low MEGVIRGNVDGGGSGPtVVAGmGAtAVLLGLcEVGVmDRT17(Phospho)T25(Phospho)0.708 S(14): 29.2; T(17): 72.3; T(25): 98.5 24 0.16 12

Low mELTmAStmSLALLVLSAAYVLVALR T8(Phospho) 0.657 T(4): 15.3; S(7): 15.3; T(8): 65.7; S(10): 3.8; S(17): 0.0; Y(20): 0.066 15

Low mGANADPTGVLLGGPHHRNPsPAPALAQPPGAstAAALRS21(Phospho)S33(Phospho)T34(Phospho)0.917 T(8): 8.3; S(21): 97.2; S(33): 97.2; T(34): 97.218 0.403 15

Low MGLQsLRR S5(Phospho) 1 S(5): 100.0 23 0.467 18

Low mILIIPLIAysGLQQAFVWAVFTK Y10(Phospho)S11(Phospho)0.991 Y(10): 99.6; S(11): 99.5; T(23): 0.9 26 0.175 11

Low mWVLMNAEAVASELRVVLGSVAtAmDVLPAGVVAASDDART23(Phospho) 0.816 S(12): 1.2; S(20): 16.8; T(23): 81.6; S(36): 0.332 0.581 12

Low NDPDVDTDsSTQVGFFcGSPPVRANNPIVHDPQFGKS9(Phospho) 0.283 T(7): 14.5; S(9): 28.3; S(10): 14.5; T(11): 14.5; S(19): 28.315 0.326 11

Low NsLSNGLLK S2(Phospho) 0.994 S(2): 99.4; S(4): 0.6 40 0.792 11

Low NTAtPNVmGFVK T4(Phospho) 0.979 T(2): 2.1; T(4): 97.9 28 0.7 12

Low QALKtSGLK T5(Phospho) 0.872 T(5): 87.2; S(6): 12.8 37 0.63 10

Low QmAALEGTEAAYcTASGmsAISSVLMQLVGAGGHVVASRS19(Phospho) 0.139 T(8): 7.7; Y(12): 10.0; T(14): 20.5; S(16): 13.9; S(19): 13.9; S(22): 13.9; S(23): 10.0; S(38): 10.05 12

Low QsVVHLLVALAEDGtATGDLFLDDGEsPEMVGARSRS2(Phospho)T15(Phospho)S27(Phospho)0.057 S(2): 67.5; T(15): 43.0; T(17): 38.8; S(27): 73.7; S(35): 76.91 0.777 13

Low QYPSRVtTLNLR T7(Phospho) 0.475 Y(2): 2.5; S(4): 2.5; T(7): 47.5; T(8): 47.526 0.574 11

Low QyRDGIDNLLVLLIGGIPIAmPtVLSVTmAIGsHRY2(Phospho)T23(Phospho)S33(Phospho)0.185 Y(2): 100.0; T(23): 96.7; S(26): 21.6; T(28): 62.1; S(33): 19.737 0.776 12

Low RLSsQINK S4(Phospho) 0.87 S(3): 13.0; S(4): 87.0 47 11

Low RTGEtVAVK T5(Phospho) 0.5 T(2): 50.0; T(5): 50.0 28 11

Low RTPPSsPAAGTGAAASGGR S6(Phospho) 0.377 T(2): 3.3; S(5): 37.7; S(6): 37.7; T(11): 10.7; S(16): 10.731 11

Low SDLIIVDTsGRHK S9(Phospho) 0.333 S(1): 33.3; T(8): 33.3; S(9): 33.3 20 10

Low sGVGEMIVSSVARR S1(Phospho) 0.421 S(1): 42.1; S(9): 15.9; S(10): 42.1 10 0.569 10

Low sIDVGGTALK S1(Phospho) 0.992 S(1): 99.2; T(7): 0.8 40 11

Low SKLPLLLVLAVVtAAVsSAWLPSPASAASDAAAGGEycRT13(Phospho)S17(Phospho)Y37(Phospho)0.039 S(1): 19.6; T(13): 58.8; S(17): 28.8; S(18): 28.7; S(23): 58.1; S(26): 32.4; S(29): 20.1; Y(37): 53.612 0.768 11

Low sLEILGASR S1(Phospho) 1 S(1): 100.0; S(8): 0.0 50 16

Low SMAsLEQEATDSsESGARR S4(Phospho)S13(Phospho)0.017 S(1): 73.4; S(4): 64.0; T(10): 21.7; S(12): 21.7; S(13): 13.1; S(15): 6.13 0.284 12

Low sPQHQNGIMSPSPISSPRTTSGASTPLTGGNGAIPFNHARS1(Phospho) 0.722 S(1): 72.2; S(10): 7.9; S(12): 2.7; S(15): 2.7; S(16): 2.7; T(19): 2.7; T(20): 2.7; S(21): 2.7; S(24): 1.3; T(25): 1.3; T(28): 0.919 0.506 12

Low SYMLEDFNsIGMLGyVmAGVVAGILsALLITILLRS9(Phospho)Y15(Phospho)S26(Phospho)0.214 S(1): 45.5; Y(2): 45.5; S(9): 52.6; Y(15): 60.8; S(26): 64.7; T(31): 30.812 10

Low tIDLGNGKK T1(Phospho) 1 T(1): 100.0 56 10

Low tKAAAASGLR T1(Phospho) 1 T(1): 100.0; S(7): 0.0 40 12

Low tLGmIMNETLR T1(Phospho) 0.5 T(1): 50.0; T(9): 50.0 13 0.147 11

Low tRLQDTVK T1(Phospho) 0.5 T(1): 50.0; T(6): 50.0 25 13



Low TRMItNEPINPR T5(Phospho) 0.998 T(1): 0.2; T(5): 99.8 43 0.75 13

Low TRPDRGATEEsVK S11(Phospho) 0.853 T(1): 0.0; T(8): 14.7; S(11): 85.3 41 0.688 10

Low TsTSSASAAASRAK S2(Phospho) 0.384 T(1): 38.4; S(2): 38.4; T(3): 7.6; S(4): 7.6; S(5): 7.6; S(7): 0.4; S(11): 0.043 0.493 12

Low TWMPFSINGLTSLSTGSRTSYGTtLTSGLNGSyGYRT24(Phospho)Y33(Phospho)0.18 T(1): 0.9; S(6): 1.2; T(11): 3.4; S(12): 3.4; S(14): 3.4; T(15): 3.4; S(17): 3.4; T(19): 3.4; S(20): 6.7; Y(21): 6.7; T(23): 6.7; T(24): 33.9; T(26): 15.3; S(27): 14.5; S(32): 21.7; Y(33): 50.1; Y(35): 21.628 12

Low VDEDsVQSSSDDLTLADPFPLSAyTLVNMGLLtLKS5(Phospho)Y24(Phospho)T33(Phospho)0.025 S(5): 30.6; S(8): 30.6; S(9): 30.1; S(10): 26.0; T(14): 27.5; S(22): 37.3; Y(24): 30.5; T(25): 30.5; T(33): 56.95 0.756 13

Low VFtATAFFSmLEGPMHNFPQTIVmcmQAFVSLGRT3(Phospho) 0.317 T(3): 31.7; T(5): 31.7; S(9): 31.7; T(21): 2.8; S(31): 2.012 0.529 10

Low VKTMVPSVVAsmAGGIER S11(Phospho) 0.532 T(3): 18.1; S(7): 28.6; S(11): 53.2 7 13

Low VmGtHGYAAPEYImTGHLTAKSDVYSFGVVLLELLSGRT4(Phospho) 0.127 T(4): 12.7; Y(7): 10.1; Y(12): 17.0; T(15): 10.1; T(19): 12.7; S(22): 8.5; Y(25): 8.5; S(26): 10.1; S(36): 10.13 0.776 12

Low VTTLHGGKsQEQR S9(Phospho) 0.999 T(2): 0.0; T(3): 0.0; S(9): 99.9 39 10

Low WTIDLSPGVEVEELAGADHmAMcsKPRELcDLLLRS24(Phospho) 0.333 T(2): 33.3; S(6): 33.3; S(24): 33.3 2 0.64 10

Low YSDAmWASTAPIEDISFVAAtRTGFLQLFNYIQGKT21(Phospho) 0.325 Y(1): 15.3; S(2): 8.0; S(8): 8.0; T(9): 8.0; S(16): 15.3; T(21): 32.5; T(23): 4.7; Y(31): 8.013 0.621 11

Os03t0577000-01 Low

Similar to Ribosomal protein S3

(Fragment). AmPRAPPAAPNLQsLK S14(Phospho) 1 S(14): 100.0 32 0.686 12

Low IWSLsEGRMLR S5(Phospho) 0.111 S(3): 88.9; S(5): 11.1 60 0.685 10

Low IySKIWK Y2(Phospho) 0.911 Y(2): 91.1; S(3): 8.9 42 12

Low KSLSTDHDsVVR S9(Phospho) 0.508 S(2): 16.4; S(4): 16.4; T(5): 16.4; S(9): 50.816 10

Low KsVPDGNSVLDGR S2(Phospho) 0.997 S(2): 99.7; S(8): 0.3 40 11

Low LDMKSALQQSWItR T13(Phospho) 0.204 S(5): 6.5; S(10): 73.1; T(13): 20.4 19 0.407 13

Low LKsSIFDK S3(Phospho) 0.973 S(3): 97.3; S(4): 2.7 40 10

Low MLASVVDtSKHR T8(Phospho) 0.5 S(4): 0.1; T(8): 50.0; S(9): 50.0 51 11

Low RmVEVLsIVGmGGLGK S7(Phospho) 1 S(7): 100.0 28 0.805 12

Low yQSLSVLK Y1(Phospho) 0.984 Y(1): 98.4; S(3): 0.8; S(5): 0.8 34 11

Os03t0579300-00 Low 60S ribosomal protein L19. AAmVLDLLSLIGAyAAGtsR Y14(Phospho)T18(Phospho)S19(Phospho)0.506 S(9): 49.4; Y(14): 78.4; T(18): 86.1; S(19): 86.16 0.33 12

Low ASMRWSNVAVmLGFVVGyR Y18(Phospho) 1 S(2): 0.0; S(6): 0.0; Y(18): 100.0 64 10

Low AVFAAmATsGGYGYGGLQHRF S9(Phospho) 0.952 T(8): 4.8; S(9): 95.2; Y(12): 0.0; Y(14): 0.056 11

Low DADEmVDILVAAtFSALHDK T13(Phospho) 0.5 T(13): 50.0; S(15): 50.0 29 15

Low EFPEATIMRPATmIGtEDR T16(Phospho) 0.648 T(6): 7.6; T(12): 27.6; T(16): 64.8 13 11

Low EGMGLGVsGQGmLDPIPVK S8(Phospho) 1 S(8): 100.0 32 0.618 20

Low EIsSSGGLSAPAPAPAAGAAGR S3(Phospho) 0.067 S(3): 6.7; S(4): 20.1; S(5): 66.5; S(9): 6.721 0.658 11

Low EmHIsEAYPISTAPGSAGKAK S5(Phospho) 0.483 S(5): 48.3; Y(8): 48.3; S(11): 0.8; T(12): 0.8; S(16): 1.932 0.535 12

Low GKVWLDPNEVNEISMANsR S18(Phospho) 0.904 S(14): 9.6; S(18): 90.4 31 0.806 14

Low GRQGAASVsELHSmVQMLSR S9(Phospho) 0.212 S(7): 76.6; S(9): 21.2; S(13): 2.2; S(19): 0.029 0.646 10

Low KLDLGASGFsGsLPsSLGSLK S10(Phospho)S12(Phospho)S15(Phospho)0 S(7): 4.8; S(10): 94.0; S(12): 1.9; S(15): 50.9; S(16): 50.9; S(19): 97.426 0.803 14

Low KsAFEASYMVLAIVGQGGmGK S2(Phospho) 0.333 S(2): 33.3; S(7): 33.3; Y(8): 33.3 1 0.659 11

Low LARyAVYDtDFGLGRPmK Y4(Phospho)T9(Phospho)0.381 Y(4): 61.9; Y(7): 61.9; T(9): 76.3 2 0.629 12

Low MLMsLKLNSTPEItSR S4(Phospho)T14(Phospho)0.763 S(4): 98.4; S(9): 1.8; T(10): 2.4; T(14): 77.3; S(15): 20.132 12

Low MPLSYsAAAAAAPsPLAAR S6(Phospho)S14(Phospho)0.779 S(4): 4.5; Y(5): 17.7; S(6): 78.0; S(14): 99.739 0.689 21

Low NSALmISRtLAMAYVMDQK T9(Phospho) 0.254 S(2): 1.2; S(7): 11.4; T(9): 25.4; Y(14): 62.016 11

Low QALYASKIcsYAQGMNIIK S10(Phospho) 0.395 Y(4): 10.5; S(6): 10.5; S(10): 39.5; Y(11): 39.536 15

Low QGVISSsGTETGYLQDLIYK S7(Phospho) 0.104 S(5): 1.3; S(6): 33.7; S(7): 10.4; T(9): 10.4; T(11): 33.7; Y(13): 10.4; Y(19): 0.128 10

Low RHGAASGGSTTGtRPFSTPSSR T13(Phospho) 0.568 S(6): 0.4; S(9): 2.3; T(10): 18.0; T(11): 18.0; T(13): 56.8; S(17): 2.3; T(18): 0.9; S(20): 0.4; S(21): 0.935 0.804 11

Low ScVSDsAQRGRPVDPLR S6(Phospho) 0.146 S(1): 42.7; S(4): 42.7; S(6): 14.6 13 0.601 12

Low sNVVQTPVHQmGSVsSLPSK S1(Phospho)S15(Phospho)0.091 S(1): 86.3; T(6): 72.1; S(13): 8.9; S(15): 16.1; S(16): 10.1; S(19): 6.514 0.803 14



Os03t0596900-01 High

GTP-binding signal recognition particle

SRP54, G-domain containing protein. LLDFIAEPHAMADSGHSDDQGsNSR S22(Phospho) 0.838 S(14): 0.1; S(17): 0.6; S(22): 83.8; S(24): 15.485 0 25

High LLDFIAEPHAMADSGHsDDQGSNSR S17(Phospho) 0.861 S(14): 0.0; S(17): 86.1; S(22): 1.8; S(24): 12.1136 0 41

High LLDFIAEPHAMADsGHSDDQGSNSR S14(Phospho) 0.5 S(14): 50.0; S(17): 50.0; S(22): 0.0; S(24): 0.0105 0 28

Low AAFDPPVGEGFFGtcISGcLATATAR T14(Phospho) 0.939 T(14): 93.9; S(17): 5.8; T(22): 0.2; T(24): 0.148 13

Low HGPPNAGAHAAPsPVGQGSSSDDGADEGKS13(Phospho) 0.73 S(13): 73.0; S(19): 15.0; S(20): 7.7; S(21): 4.320 11

Low HGPPNAGAHAAPSPVGQGSsSDDGADEGKS20(Phospho) 0.445 S(13): 0.0; S(19): 44.5; S(20): 44.5; S(21): 11.052 13

Low mIcSSSGAAPFSKIMSVmLtPsTR T20(Phospho)S22(Phospho)0.278 S(4): 4.3; S(5): 4.3; S(6): 5.4; S(12): 7.7; S(16): 25.5; T(20): 59.2; S(22): 46.8; T(23): 46.817 0.792 15

Low mPPsSAATTGGAVHKPIImPPEsER S4(Phospho)S23(Phospho)0.467 S(4): 46.8; S(5): 46.8; T(8): 3.3; T(9): 3.3; S(23): 99.952 0.603 15

Low MSPAmLQASSLcVSAALsGAAsRPGR S18(Phospho)S22(Phospho)0.985 S(2): 0.0; S(9): 0.1; S(10): 0.1; S(14): 1.4; S(18): 99.2; S(22): 99.252 0.665 10

Low RtVsVTPNAAAPtPGEQGVAmEQGK T2(Phospho)S4(Phospho)T13(Phospho)0.682 T(2): 84.1; S(4): 84.1; T(6): 31.8; T(13): 100.044 0.285 14

Low VyGVtLILMAAcAIGSGLsFGSsR Y2(Phospho)T5(Phospho)S19(Phospho)S23(Phospho)0.794 Y(2): 99.9; T(5): 99.6; S(16): 7.7; S(19): 86.4; S(22): 13.7; S(23): 92.742 10

Low yLDPNLKLLtGymNVLASTLEK Y1(Phospho)T10(Phospho)Y12(Phospho)0.048 Y(1): 98.0; T(10): 33.0; Y(12): 32.6; S(18): 68.2; T(19): 68.220 0.792 10

Os03t0598800-02 Low Similar to 60S ribosomal protein L15. APELAAsKKPsPSFK S7(Phospho)S11(Phospho)0.934 S(7): 99.8; S(11): 93.6; S(13): 6.6 30 10

Low LGIQKGtR T7(Phospho) 1 T(7): 100.0 34 11

Os03t0648400-01 Low Similar to DnaJ protein. NYQAPsEKISAR S6(Phospho) 0.495 Y(2): 49.5; S(6): 49.5; S(10): 1.0 26 10

Os03t0663800-01 High Globulin 1 (Fragment). sINSPPRPQDNETcLSPTDK S1(Phospho) 0.814 S(1): 81.4; S(4): 18.6; T(13): 0.0; S(16): 0.0; T(18): 0.050 0.001 10

Middle LLPPFHQASsLLR S10(Phospho) 0.855 S(9): 14.5; S(10): 85.5 56 0.021 20

Low AGNAtIAMPQsGNtItVSTATPVTALVDSVYRT5(Phospho)S11(Phospho)T14(Phospho)T16(Phospho)Too many isoforms 0.765 12

Low AHEPTSLASYGLSISPLSKDAAmGLVVsAAtGRS28(Phospho)T31(Phospho)0.851 T(5): 1.3; S(6): 1.3; S(9): 1.3; Y(10): 1.5; S(13): 1.5; S(15): 2.6; S(18): 10.7; S(28): 91.4; T(31): 88.331 0.708 11

Low AKLtVFVAILAVAAAAAAAAVstttAHGVAVGRT4(Phospho)S22(Phospho)T23(Phospho)T24(Phospho)T25(Phospho)1 T(4): 100.0; S(22): 100.0; T(23): 100.0; T(24): 100.0; T(25): 100.011 0.7 12

Low ALIFTQMTKmLDILEEFINLyGYtyLR Y21(Phospho)T24(Phospho)Y25(Phospho)0.331 T(5): 6.2; T(8): 12.7; Y(21): 80.3; Y(23): 58.1; T(24): 58.4; Y(25): 84.323 0.773 10

Low ALLVGISYAATGYELKGtVNDVNcmsFLLRT18(Phospho)S26(Phospho)0.464 S(7): 12.8; Y(8): 14.3; T(11): 18.8; Y(13): 27.4; T(18): 63.3; S(26): 63.313 10

Low ANSWTKIsNVIFVDsPPGTGFTYATTAEGLKS8(Phospho)S15(Phospho)0.77 S(3): 3.9; T(5): 10.1; S(8): 86.0; S(15): 88.5; T(19): 0.7; T(22): 1.6; Y(23): 1.6; T(25): 3.8; T(26): 3.844 10

Low APMDDLsILAVLTSctHAGLVsEGLGIFyRS7(Phospho)T16(Phospho)S22(Phospho)Y29(Phospho)0.205 S(7): 99.5; T(13): 74.4; S(14): 74.4; T(16): 28.3; S(22): 26.3; Y(29): 97.133 0.373 10

Low APSIAVAEATAAARAPVDLVtVLDVSGSmEGyKT21(Phospho)Y32(Phospho)0.37 S(3): 17.6; T(10): 10.0; T(21): 71.3; S(26): 24.8; S(28): 24.8; Y(32): 51.520 0.351 12

Low APsIAVAEATAAARAPVDLVTVLDVSGSmEGyKS3(Phospho)Y32(Phospho)0.01 S(3): 99.3; T(10): 86.2; T(21): 12.2; S(26): 0.5; S(28): 0.5; Y(32): 1.314 0.663 18

Low AsLIIFILsFMIFIsAISLGGVGIsNMIGK S2(Phospho)S9(Phospho)S15(Phospho)S25(Phospho)0.768 S(2): 99.1; S(9): 97.0; S(15): 86.8; S(18): 23.2; S(25): 93.926 0.612 19

Low AYALADSSLDPStsATVVSLLEDALRcPSDRT13(Phospho)S14(Phospho)0.249 Y(2): 0.6; S(7): 2.7; S(8): 6.0; S(12): 47.1; T(13): 47.1; S(14): 57.1; T(16): 19.5; S(19): 19.5; S(29): 0.434 0.785 12

Low AyVHDDQQSTSsKPITmSSVPPLGDLILEKY2(Phospho)S12(Phospho)0.102 Y(2): 58.8; S(9): 17.3; T(10): 17.3; S(11): 15.1; S(12): 20.6; T(16): 39.0; S(18): 20.3; S(19): 11.813 11

Low cGVGDDDVERPVSVALsPGAQGGVVSRFTFFKS17(Phospho) 0.809 S(13): 12.8; S(17): 80.9; S(26): 5.7; T(29): 0.526 0.772 12

Low cIPPLASDsEssAsSPTTSPAAAAAALPGIAQARS9(Phospho)S11(Phospho)S12(Phospho)S14(Phospho)0.013 S(7): 45.0; S(9): 45.0; S(11): 38.3; S(12): 47.5; S(14): 48.3; S(15): 48.3; T(17): 46.8; T(18): 40.4; S(19): 40.46 11

Low cPGVVScADVLALAARDAVImAGGPYYGVAtGRT31(Phospho) 0.434 S(6): 4.6; Y(26): 8.7; Y(27): 43.4; T(31): 43.416 0.712 11

Low csFTNTTTSDNRYHLELWIPIIGQPFDK S2(Phospho) 0.452 S(2): 45.2; T(4): 45.2; T(6): 1.6; T(7): 3.3; T(8): 1.6; S(9): 1.6; Y(13): 1.625 0.543 12

Low cSFtNTTTSDNRYHLELWIPIIGQPFDK T4(Phospho) 0.209 S(2): 78.5; T(4): 20.9; T(6): 0.2; T(7): 0.2; T(8): 0.1; S(9): 0.1; Y(13): 0.047 0.242 12

Low DAWTALVNEYGLQEENAyLQKEmDIDIcKY18(Phospho) 0.708 T(4): 14.6; Y(10): 14.6; Y(18): 70.8 13 12

Low DAYRAIVPALcDAGMLDEAtHVLYSmLWRT20(Phospho) 0.479 Y(3): 0.0; T(20): 47.9; Y(24): 4.3; S(25): 47.944 0.095 24



Low DAYRAIVPALcDAGMLDEATHVLYsmLWRS25(Phospho) 0.671 Y(3): 0.3; T(20): 23.6; Y(24): 9.1; S(25): 67.126 0.654 11

Low DFPDRPPVmFDFtNAAAVNRNMsLMVtSKT13(Phospho)S23(Phospho)T27(Phospho)0.494 T(13): 100.0; S(23): 98.7; T(27): 50.6; S(28): 50.648 0.31 14

Low DFtDVSEKLLGIPGSSHVGTyGHNALHATVRT3(Phospho)Y21(Phospho)0.123 T(3): 85.7; S(6): 13.6; S(15): 38.4; S(16): 38.4; T(20): 6.3; Y(21): 14.8; T(29): 2.924 0.632 12

Low DGINENNTVLsFHDLmRIHMPPYDDAVIKS11(Phospho) 0.681 T(8): 26.5; S(11): 68.1; Y(23): 5.3 21 0.777 12

Low DIGNLVNLQYLSLANNSLtGsLPsSFSKLKT19(Phospho)S21(Phospho)S24(Phospho)0.139 Y(10): 0.9; S(12): 0.9; S(17): 16.0; T(19): 88.4; S(21): 84.2; S(24): 26.1; S(25): 63.2; S(27): 20.442 0.626 12

Low DKNyTAHDmPAFLAAAGLPEFEVtLYEtRY4(Phospho)T24(Phospho)T28(Phospho)0.045 Y(4): 73.4; T(5): 73.4; T(24): 71.2; Y(26): 44.2; T(28): 37.71 0.799 15

Low DLDStAcLAmFSGLQLKPEFSAVAKHmLDKT5(Phospho) 0.669 S(4): 28.4; T(5): 66.9; S(12): 3.4; S(21): 1.322 0.458 13

Low DLGsGLsQMQLHtSGYPINPDLFFVLEQRS4(Phospho)S7(Phospho)T13(Phospho)0.177 S(4): 63.8; S(7): 63.8; T(13): 71.6; S(14): 63.8; Y(16): 37.25 0.803 10

Low DSFSRNAtQIAtQLcGFVtIVAGTFLLHK T8(Phospho)T12(Phospho)T19(Phospho)0.043 S(2): 56.4; S(4): 45.5; T(8): 58.5; T(12): 42.6; T(19): 54.1; T(24): 42.92 10

Low EANIHKFIsALPQGyETQVGESGVQLSGGQKS9(Phospho)Y15(Phospho)0.777 S(9): 98.2; Y(15): 79.4; T(17): 22.0; S(22): 0.3; S(27): 0.147 10

Low EDGIGVsEGEEDIsERALHSPSItmVFIVRS7(Phospho)S14(Phospho)T24(Phospho)0.797 S(7): 99.9; S(14): 94.6; S(20): 10.3; S(22): 10.3; T(24): 84.847 0.771 12

Low EDVFATPLEHNssmMFPESLNFSSAVPEVRS12(Phospho)S13(Phospho)0.188 T(6): 30.3; S(12): 49.1; S(13): 56.8; S(19): 32.9; S(23): 15.4; S(24): 15.416 0.615 13

Low EEVTSSEmLVETMMRtGDNDDANPTTTTTVRT16(Phospho) 0.019 T(4): 0.7; S(5): 0.5; S(6): 0.5; T(12): 1.1; T(16): 1.9; T(25): 7.3; T(26): 16.3; T(27): 16.3; T(28): 16.3; T(29): 39.28 0.784 10

Low EFmEALQAGADVSmIGQFGVGFySAYLVAEKY23(Phospho) 0.385 S(13): 11.5; Y(23): 38.5; S(24): 38.5; Y(26): 11.532 11

Low EGPRmHDtNGLMsIsETLSEYmLYLLVR T8(Phospho)S13(Phospho)S15(Phospho)0.147 T(8): 99.0; S(13): 76.4; S(15): 36.1; T(17): 62.1; S(19): 22.6; Y(21): 3.7; Y(24): 0.234 0.509 11

Low ELsNYLyyImVVHPLmLsSSTTmAIKR S3(Phospho)Y7(Phospho)Y8(Phospho)S18(Phospho)0.222 S(3): 97.3; Y(5): 52.7; Y(7): 52.7; Y(8): 97.3; S(18): 47.0; S(19): 47.0; S(20): 2.7; T(21): 2.7; T(22): 0.759 0.691 12

Low EPPTSHVTNAFsDSDSASVEEGGADADADVEALRS12(Phospho) 0.448 T(4): 0.4; S(5): 1.6; T(8): 1.6; S(12): 44.8; S(14): 44.8; S(16): 3.4; S(18): 3.435 0.142 12

Low EQPSQPPPmVHTELLcRPHsSLLSsQPQRS20(Phospho)S25(Phospho)0.121 S(4): 13.8; T(12): 16.0; S(20): 42.6; S(21): 42.6; S(24): 42.6; S(25): 42.67 10

Low EQRQGVDSsAVcGGQSTMSTAVGFIPTLALERS9(Phospho) 0.734 S(8): 25.8; S(9): 73.4; S(16): 0.3; T(17): 0.3; S(19): 0.1; T(20): 0.1; T(27): 0.042 11

Low EtMGLMVtLLAVGVFYVAMALVAVSDEcKRT2(Phospho)T8(Phospho)0.034 T(2): 81.3; T(8): 18.7; Y(16): 11.9; S(25): 88.18 0.806 11

Low EVWVITAcmDLIKATTSHYDGtAVAIDSERT22(Phospho) 0.653 T(6): 0.0; T(15): 2.6; T(16): 2.6; S(17): 7.3; Y(19): 21.2; T(22): 65.3; S(28): 1.045 14

Low EVWVITAcMDLIKATtsHYDGTAVAIDSERT16(Phospho)S17(Phospho)0.021 T(6): 21.5; T(15): 39.5; T(16): 23.3; S(17): 23.3; Y(19): 34.6; T(22): 21.2; S(28): 36.43 0.802 14

Low EyEGGGSGGGGGGGRGAAAAPAVVPPPPPPPPEDAFRY2(Phospho) 0.764 Y(2): 76.4; S(7): 23.6 45 0.157 10

Low FAHGGYIPVAMsAVLmGVmGVWHyVHVRRS12(Phospho)Y24(Phospho)0.012 Y(6): 98.8; S(12): 73.5; Y(24): 27.7 7 0.776 11

Low FEcsQmPHPLLDHITFVDTPGVLSGEKQRS4(Phospho) 0.008 S(4): 0.8; T(15): 2.4; T(19): 4.2; S(24): 92.60 0.671 13

Low FEcSQMPHPLLEHITFVDtPGVLSGEKQRT19(Phospho) 0.884 S(4): 0.1; T(15): 0.4; T(19): 88.4; S(24): 11.135 17

Low FEcSQMPHPLLEHItFVDTPGVLSGEKQRT15(Phospho) 0.555 S(4): 20.5; T(15): 55.5; T(19): 20.5; S(24): 3.530 10

Low FFGVKtPHTGVQMFNAMLScIQDWNIADKT6(Phospho) 0.493 T(6): 49.3; T(9): 49.3; S(19): 1.5 44 0.361 11

Low FISTIFPsAMMAADGGPLLGEWMsATASAPPRS8(Phospho)S24(Phospho)0.386 S(3): 10.7; T(4): 10.7; S(8): 73.9; S(24): 51.8; T(26): 26.4; S(28): 26.418 0.164 17

Low FKIFDLAVGALsGPsHSDVPVLHAVYsSmRS12(Phospho)S15(Phospho)S27(Phospho)0.174 S(12): 92.8; S(15): 87.5; S(17): 26.7; Y(26): 14.7; S(27): 25.5; S(28): 52.821 0.277 11

Low FLQmQLtLGPtRYAytDLTAITGHFGEK T7(Phospho)T11(Phospho)Y15(Phospho)T16(Phospho)0.098 T(7): 82.0; T(11): 82.0; Y(13): 66.5; Y(15): 66.5; T(16): 56.9; T(19): 40.1; T(22): 6.022 0.591 15

Low FNQNLRSLSFGHSSPPSPASYGQNGLANyNKY29(Phospho) 1 S(7): 0.0; S(9): 0.0; S(13): 0.0; S(14): 0.0; S(17): 0.0; S(20): 0.0; Y(21): 0.0; Y(29): 100.082 10

Low FPsDsSVDAGALySFARLLALLLSEDSSIRS3(Phospho)S5(Phospho)Y13(Phospho)0.453 S(3): 98.4; S(5): 95.5; S(6): 50.5; Y(13): 50.5; S(14): 4.7; S(24): 0.2; S(27): 0.1; S(28): 0.144 0.613 11

Low FSEDYRASISTPSLTSLtLYKPDAsVPSLKT18(Phospho)S25(Phospho)0.07 S(2): 3.5; Y(5): 3.1; S(8): 3.8; S(10): 7.1; T(11): 7.1; S(13): 7.1; T(15): 8.6; S(16): 8.6; T(18): 20.3; Y(20): 37.3; S(25): 46.8; S(28): 46.815 12

Low FVTTLVPsVGLsTAETLRK S8(Phospho)S12(Phospho)0.558 T(3): 10.2; T(4): 10.2; S(8): 75.7; S(12): 73.7; T(13): 27.7; T(16): 2.526 0.567 11

Low FVTTLVPsVGLStAETLRK S8(Phospho)T13(Phospho)0.837 T(3): 0.0; T(4): 0.0; S(8): 99.3; S(12): 16.2; T(13): 84.4; T(16): 0.073 14

Low FWITGcGsRFVLFFSNsGNHLFFSGTGEPKS8(Phospho)S17(Phospho)0.684 T(4): 8.1; S(8): 89.8; S(15): 22.7; S(17): 76.0; S(24): 2.5; T(26): 1.033 0.688 25

Low GAImDTQAVADAcAsGHVAGYGGDVWFPQPAPKS15(Phospho) 0.996 T(6): 0.1; S(15): 99.6; Y(21): 0.3 42 12

Low GATLWWyPSSmsNKssVIsFYPGEDER Y7(Phospho)S12(Phospho)S15(Phospho)S16(Phospho)S19(Phospho)0.007 T(3): 57.2; Y(7): 57.2; S(9): 54.0; S(10): 54.0; S(12): 54.0; S(15): 55.3; S(16): 54.3; S(19): 57.0; Y(21): 57.00 0.179 12

Low GFVKWSmSmSTAASsSASAVRPPPTWGAPSQRS15(Phospho) 0.067 S(6): 33.4; S(8): 14.2; S(10): 14.2; T(11): 14.2; S(14): 6.7; S(15): 6.7; S(16): 6.7; S(18): 2.0; T(25): 1.3; S(30): 0.710 0.806 13

Low GKDDVsGEIALIADGmNmItEtAVGGHAVGAVRS6(Phospho)T20(Phospho)T22(Phospho)1 S(6): 100.0; T(20): 100.0; T(22): 100.0 39 0.629 12

Low GLGsNDIFDSQWIAPVQFEGLDDsEEEQLKS4(Phospho)S24(Phospho)0.26 S(4): 99.1; S(10): 74.0; S(24): 26.9 26 0.735 12

Low GLmFNGRTHPAHLGtAYLK T15(Phospho) 0.255 T(8): 49.0; T(15): 25.5; Y(17): 25.5 6 0.776 13

Low GPGDGVySGSTcKQGEIEAVVIAtGVHtFFGKY7(Phospho)T24(Phospho)T28(Phospho)0.131 Y(7): 13.8; S(8): 13.8; S(10): 37.0; T(11): 37.0; T(24): 99.1; T(28): 99.324 0.743 11

Low GssEmtATEVAALLDLKPHPEGGYYTETFRS2(Phospho)S3(Phospho)T6(Phospho)0.86 S(2): 97.1; S(3): 97.1; T(6): 91.7; T(8): 13.8; Y(24): 0.1; Y(25): 0.1; T(26): 0.1; T(28): 0.144 0.434 11

Low GVSTVmVSySSWNGVKMHANHHLItDFLKY9(Phospho)T25(Phospho)0.357 S(3): 1.9; T(4): 1.9; S(8): 36.1; Y(9): 36.1; S(10): 12.4; S(11): 12.6; T(25): 98.931 0.776 10

Low GyTctGAQVmNVIFVVLIGLLASGQASPSmRY2(Phospho)T5(Phospho)0.06 Y(2): 24.1; T(3): 24.1; T(5): 25.8; S(23): 26.6; S(27): 43.2; S(29): 56.14 11



Low GyTcTGAQVmNVIFVVLIGLLASGQASPsmRY2(Phospho)S29(Phospho)0.179 Y(2): 37.6; T(3): 37.6; T(5): 23.6; S(23): 21.1; S(27): 29.9; S(29): 50.311 11

Low HcKFmsmQYPILFPYGEDGYHENITYR S6(Phospho) 0.893 S(6): 89.3; Y(9): 6.5; Y(15): 1.7; Y(20): 1.1; T(25): 0.7; Y(26): 0.724 10

Low HGGPGEELEEDVGVAyLLGVAAAmVGAsYAPsRY16(Phospho)S28(Phospho)S32(Phospho)0.402 Y(16): 96.7; S(28): 83.7; Y(29): 59.8; S(32): 59.825 0.213 15

Low HLAAcETmGSATTIcSDKTGTLTtNHmtVVKT24(Phospho)T28(Phospho)0.018 T(7): 33.0; S(10): 27.4; T(12): 18.8; T(13): 18.8; S(16): 18.5; T(19): 18.5; T(21): 18.5; T(23): 15.5; T(24): 15.5; T(28): 15.52 10

Low HQDKIIFLDLsNNQMNGAIPPWAWETWKS11(Phospho) 0.733 S(11): 73.3; T(26): 26.7 26 12

Low HQPSLPLIAAcDYADImyLIDVLtLTLGR Y18(Phospho)T24(Phospho)0.464 S(4): 20.6; Y(13): 20.6; Y(18): 61.5; T(24): 74.2; T(26): 23.032 0.68 12

Low HsTFYWHLSDPLVDLLGSIHESmSELGAGRS2(Phospho) 0.082 S(2): 8.2; T(3): 8.2; Y(5): 16.9; S(9): 37.3; S(18): 16.9; S(22): 8.2; S(24): 4.313 0.803 12

Low IGGsNmQLDPDsIPVVsAK S4(Phospho)S12(Phospho)S17(Phospho)1 S(4): 100.0; S(12): 100.0; S(17): 100.0 23 0.366 12

Low IIAEFDPEVAAERAAQANHDGEtPLYVAAERT23(Phospho) 0.5 T(23): 50.0; Y(26): 50.0 21 0.647 14

Low ILGVEVmQQLstGYSDWAVVHFVcDyVRS11(Phospho)T12(Phospho)Y26(Phospho)0.104 S(11): 54.7; T(12): 54.7; Y(14): 68.5; S(15): 23.5; Y(26): 98.527 0.546 11

Low IPHHPIsFsFsFLPPQASPPALAPAAAAAAARS7(Phospho)S9(Phospho)S11(Phospho)0.569 S(7): 86.8; S(9): 86.8; S(11): 83.2; S(18): 43.18 11

Low IQVSSITDTHMLQGGPAVDTIVyDMVLEAAMRY23(Phospho) 0.5 S(4): 7.9; S(5): 7.9; T(7): 7.9; T(9): 7.9; T(20): 18.4; Y(23): 50.014 0.161 12

Low ISENyYPPLSAWsHLSSGRASVNAATPELRY5(Phospho)S13(Phospho)0.565 S(2): 8.1; Y(5): 67.3; Y(6): 22.9; S(10): 12.0; S(13): 83.0; S(16): 3.9; S(17): 1.8; S(21): 0.9; T(26): 0.335 0.803 14

Low KcNtAmAPPQAVDTPATAAGGVELTSLLymQRT4(Phospho)Y29(Phospho)0.135 T(4): 25.1; T(14): 64.2; T(17): 11.9; T(25): 21.6; S(26): 21.8; Y(29): 55.422 0.592 11

Low KELPTPSLSScPcSAPTTPPSAsTGAPPVSGSARS23(Phospho) 0.013 T(5): 30.2; S(7): 30.2; S(9): 12.3; S(10): 12.3; S(14): 5.4; T(17): 1.3; T(18): 2.5; S(21): 2.5; S(23): 1.3; T(24): 1.3; S(30): 0.3; S(32): 0.311 0.689 13

Low KFEGQtNLTEPWyGTSYSVEAVTPSIIQKT6(Phospho)Y13(Phospho)0.662 T(6): 95.6; T(9): 6.1; Y(13): 68.8; T(15): 7.4; S(16): 7.3; Y(17): 7.3; S(18): 7.3; T(23): 0.1; S(25): 0.046 0.763 12

Low KPQyTINIsNsSAQSLVTLGKIQEYNWK Y4(Phospho)S9(Phospho)S11(Phospho)0.005 Y(4): 77.7; T(5): 77.7; S(9): 26.4; S(11): 29.2; S(12): 40.1; S(15): 40.2; T(18): 6.0; Y(25): 2.89 0.776 12

Low KPSIWDTFtHQGYSPGGAIADVSADQYHHYKT9(Phospho) 0.732 S(3): 2.8; T(7): 2.8; T(9): 73.2; Y(13): 7.2; S(14): 2.8; S(23): 1.3; Y(27): 7.2; Y(30): 2.824 0.512 10

Low KWsMFcGGVTFLAGSALNGAAtDVmMLILGRS3(Phospho)T22(Phospho)0.899 S(3): 90.5; T(10): 4.9; S(15): 5.3; T(22): 99.333 0.804 14

Low LAQDVLTVPVSsVssEsAFSLcGRIIEDR S12(Phospho)S14(Phospho)S15(Phospho)S17(Phospho)0.012 T(7): 28.0; S(11): 46.4; S(12): 46.4; S(14): 37.0; S(15): 72.3; S(17): 81.8; S(20): 88.07 0.478 12

Low LASASAAGGWAAPPAVAMKQPSTAALLYssGTTGRS29(Phospho)S30(Phospho)0.152 S(3): 1.3; S(5): 1.3; S(22): 3.1; T(23): 4.5; Y(28): 45.1; S(29): 45.1; S(30): 45.1; T(32): 27.2; T(33): 27.221 0.534 16

Low LcDGGDGGGGsGLRLFGVQVHVAAGGGGGGGGGGLPmKS11(Phospho) 1 S(11): 100.0 22 11

Low LDAIHDVAPVSAPPAGAAVVVGGGGEsEDSDAEGPRS27(Phospho) 0.627 S(11): 7.9; S(27): 62.7; S(30): 29.4 19 11

Low LEVSLQNVcEGHtLLFALDGSPsELLFERT13(Phospho)S23(Phospho)0.849 S(4): 7.3; T(13): 91.3; S(21): 8.7; S(23): 92.730 0.719 14

Low LFAARLVLAPGTPPSNSTTSyNItMtLSLRY21(Phospho)T24(Phospho)T26(Phospho)0.019 T(12): 25.2; S(15): 25.2; S(17): 28.0; T(18): 28.0; T(19): 28.0; S(20): 27.7; Y(21): 31.4; T(24): 34.0; T(26): 36.2; S(28): 36.25 0.596 15

Low LFVLVLIMcSTTALITctNGGAGDGGEGLHmKT18(Phospho) 0.884 S(10): 2.9; T(11): 2.9; T(12): 2.9; T(16): 2.9; T(18): 88.448 14

Low LGVGcIDLyyQHRIDStVPVEItMGELK Y9(Phospho)Y10(Phospho)T17(Phospho)T23(Phospho)0.684 Y(9): 98.1; Y(10): 98.1; S(16): 31.6; T(17): 76.0; T(23): 96.124 0.759 13

Low LHLEDISDTLyTRPSVLAGAASATtRSPSSRY11(Phospho)T25(Phospho)0.028 S(7): 45.0; T(9): 45.0; Y(11): 5.6; T(12): 2.2; S(15): 2.2; S(22): 2.4; T(24): 17.9; T(25): 53.1; S(27): 17.9; S(29): 6.4; S(30): 2.434 12

Low LKHRPAPDIVsYNTVLAGYsAQGDEEGFEKS11(Phospho)S20(Phospho)0.052 S(11): 35.3; Y(12): 35.3; T(14): 49.7; Y(19): 39.8; S(20): 39.88 0.759 19

Low LLLsNDWmAQENAVtALLNLSIFEPNKGRS4(Phospho)T15(Phospho)0.202 S(4): 40.4; T(15): 79.8; S(21): 79.8 4 0.655 11

Low LLNAtLLPALLVcVAsIAATLSTyNsLFY T5(Phospho)S16(Phospho)Y24(Phospho)S26(Phospho)0.534 T(5): 99.9; S(16): 99.4; T(20): 1.0; S(22): 3.1; T(23): 22.9; Y(24): 64.1; S(26): 87.0; Y(29): 22.554 0.489 19

Low LLNAtLLPALLVcVAsIAATLSTYNsLFy T5(Phospho)S16(Phospho)S26(Phospho)Y29(Phospho)0.711 T(5): 99.3; S(16): 92.3; T(20): 6.0; S(22): 11.4; T(23): 10.7; Y(24): 14.4; S(26): 82.9; Y(29): 82.940 0.803 12

Low LMGLMLDQAtLDDLLVSGDDGGVYDVNLVmRT10(Phospho) 0.645 T(10): 64.5; S(17): 24.9; Y(24): 10.6 20 0.334 13

Low LmmTHVLRcsSQSGGVTDVSMGQGNEcSPDRS10(Phospho) 0.056 T(4): 2.2; S(10): 5.6; S(11): 5.6; S(13): 5.6; T(17): 11.0; S(20): 11.0; S(28): 59.07 0.662 13

Low LmNHGPWGQAsSYNSIAVR S11(Phospho) 0.866 S(11): 86.6; S(12): 13.0; Y(13): 0.4; S(15): 0.064 0.276 14

Low LNVDSFAGDSFSPSWFNPESLPtLRmmELRT23(Phospho) 0.852 S(5): 0.8; S(10): 2.8; S(12): 2.8; S(14): 2.8; S(20): 5.6; T(23): 85.222 0.483 13

Low LPYmDPEFNtTGELTTLSDVYsLGVIILR T10(Phospho)S22(Phospho)0.074 Y(3): 14.0; T(10): 31.0; T(11): 31.0; T(15): 20.1; T(16): 24.0; S(18): 20.9; Y(21): 29.4; S(22): 29.48 0.471 16

Low LSFYNYGQEDVTLYsMVTTHVRSLNIFRS15(Phospho) 0.184 S(2): 0.0; Y(4): 0.0; Y(6): 0.1; T(12): 57.4; Y(14): 18.4; S(15): 18.4; T(18): 2.3; T(19): 0.9; S(23): 2.335 0.803 14

Low LsISEFsAFGSLSNVGAmVGAIASGQmAEYIGRS2(Phospho)S7(Phospho)0.306 S(2): 46.8; S(4): 46.8; S(7): 67.3; S(11): 17.8; S(13): 7.4; S(24): 6.0; Y(30): 7.817 13

Low LTARWAPLPLPPGsGLAPQDtDWVtGGAGcVRS14(Phospho)T21(Phospho)T25(Phospho)0.912 T(2): 8.8; S(14): 93.6; T(21): 98.8; T(25): 98.822 0.158 10

Low LtLAMDVYsFGVVMLEMLTGKTAAGLVSNNKT2(Phospho)S9(Phospho)0.196 T(2): 91.6; Y(8): 54.4; S(9): 25.5; T(19): 25.1; T(22): 2.7; S(28): 0.624 0.776 10

Low mAAmAAAATttTKK T10(Phospho)T11(Phospho)0.727 T(9): 6.6; T(10): 90.4; T(11): 81.1; T(12): 21.936 0.411 10

Low mAAPPPPLSGTGKPPtLPFsLKKPPPmPVyKT16(Phospho)S20(Phospho)Y30(Phospho)0.487 S(9): 23.8; T(11): 42.0; T(16): 68.2; S(20): 68.2; Y(30): 97.920 14

Low MAEAGSTPAGmAtVATSAEAPDPGALEAGPAPQRRT13(Phospho) 0.419 S(6): 0.3; T(7): 0.5; T(13): 41.9; T(16): 15.4; S(17): 41.934 10

Low MAEVPsDLVsRPELsHcMMSATGEVERLRS6(Phospho)S10(Phospho)S15(Phospho)0.709 S(6): 94.9; S(10): 89.5; S(15): 80.1; S(20): 22.1; T(22): 13.327 0.593 14

Low MAmLGSSsAVVLELMtMGyQSAAyLGELLRS8(Phospho)T16(Phospho)Y19(Phospho)Y24(Phospho)0.029 S(6): 23.3; S(7): 64.2; S(8): 35.0; T(16): 66.9; Y(19): 40.7; S(21): 78.7; Y(24): 91.227 0.632 13

Low MAQGtAPsAGGGAAVPtPSAAAAVSTTTTTPPGtPRT5(Phospho)S8(Phospho)T17(Phospho)T34(Phospho)Too many isoforms 0.15 14



Low MASLTTTTAAASSPAALPAAstTAPASSVSPAAAAAKS21(Phospho)T22(Phospho)0.022 S(3): 0.4; T(5): 0.4; T(6): 0.4; T(7): 0.4; T(8): 0.4; S(12): 0.6; S(13): 0.6; S(21): 42.4; T(22): 42.4; T(23): 24.1; S(27): 40.8; S(28): 40.8; S(30): 6.223 11

Low mAsLTTTTAAASSPAALPAASTTAPASSVsPAAAAAKS3(Phospho)S30(Phospho)0.046 S(3): 13.8; T(5): 13.8; T(6): 31.5; T(7): 31.5; T(8): 6.8; S(12): 4.0; S(13): 4.6; S(21): 7.0; T(22): 7.0; T(23): 15.0; S(27): 15.1; S(28): 15.0; S(30): 35.123 0.099 10

Low MATLAALMAAAAAAAtAAGAVTFDATNTASSTAGGQRT16(Phospho) 0.265 T(3): 50.0; T(16): 26.5; T(22): 9.4; T(26): 3.1; T(28): 2.8; S(30): 2.8; S(31): 2.7; T(32): 2.710 10

Low mAVmHSsFtWKHWIGLAVTSAAYFLPYKS7(Phospho)T9(Phospho)0.903 S(6): 8.5; S(7): 92.2; T(9): 96.8; T(19): 0.9; S(20): 0.9; Y(23): 0.5; Y(27): 0.154 11

Low MDAEMAAPALAAAHLLDsPMRPQVsRYYSKS18(Phospho)S25(Phospho)0.788 S(18): 99.1; S(25): 79.1; Y(27): 7.1; Y(28): 7.3; S(29): 7.345 0.803 12

Low MDtISGmFRPVFDRIRPSIASAAELSFsRT3(Phospho)S28(Phospho)0.244 T(3): 49.1; S(5): 49.1; S(18): 1.1; S(21): 1.1; S(26): 49.8; S(28): 49.835 11

Low mDTISGmFRPVFDRIRPsIASAAELsFSRS18(Phospho)S26(Phospho)0.058 T(3): 9.8; S(5): 9.8; S(18): 17.1; S(21): 59.5; S(26): 51.9; S(28): 51.910 0.33 13

Low MDtKLGALALmLPLLyPTSSSSAAFVAcGDRT3(Phospho)Y16(Phospho)0.311 T(3): 98.0; Y(16): 32.2; T(18): 31.9; S(19): 11.9; S(20): 11.9; S(21): 11.9; S(22): 2.131 10

Low mDTKLGALALMLPLLYPtsSSSAAFVAcGDRT18(Phospho)S19(Phospho)0.023 T(3): 68.7; Y(16): 37.1; T(18): 25.0; S(19): 18.4; S(20): 18.4; S(21): 18.4; S(22): 14.02 13

Low mEGcmPsDANYAPLTPVsFLERAAVVYGDRS7(Phospho)S18(Phospho)0.057 S(7): 78.1; Y(11): 15.3; T(15): 8.0; S(18): 9.2; Y(27): 89.414 12

Low mELLVLStLDWRmAAVTPFDyLPcLSSR T8(Phospho)Y21(Phospho)0.225 S(7): 41.5; T(8): 41.5; T(17): 34.0; Y(21): 58.5; S(26): 12.3; S(27): 12.311 0.792 12

Low mELQFQKPTQGQsQQQQcHYQVPTVTVAKS13(Phospho) 0.819 T(9): 16.0; S(13): 81.9; Y(20): 0.9; T(24): 0.9; T(26): 0.339 0.691 15

Low MGAKALHsAPcWsVsssHHVDcVMPWR S8(Phospho)S13(Phospho)S15(Phospho)S16(Phospho)S17(Phospho)1 S(8): 100.0; S(13): 100.0; S(15): 100.0; S(16): 100.0; S(17): 100.07 0.653 11

Low MGTLLRPRPLAHAAGAGDAtPStAHAVVVsGGRT20(Phospho)T23(Phospho)S30(Phospho)0.086 T(3): 38.8; T(20): 75.0; S(22): 72.9; T(23): 70.6; S(30): 42.73 10

Low mGyIAPNLsAIVGsAVAsK Y3(Phospho)S9(Phospho)S14(Phospho)S18(Phospho)1 Y(3): 100.0; S(9): 100.0; S(14): 100.0; S(18): 100.015 0.806 14

Low MIGRFSQFLSLDAGGESLLFmGsEFENNLKS23(Phospho) 0.457 S(6): 13.3; S(10): 27.7; S(17): 13.3; S(23): 45.78 0.803 11

Low mLLTtPFVsSPVRVQGNGGSGASPWAGAATALRT5(Phospho)S9(Phospho)0.008 T(4): 7.9; T(5): 7.9; S(9): 44.6; S(10): 44.6; S(20): 9.2; S(23): 28.2; T(30): 57.64 12

Low mLsLyGIAKSNFLDGILTAQYSENDINLR S3(Phospho)Y5(Phospho)0.415 S(3): 87.5; Y(5): 53.8; S(10): 52.6; T(18): 4.2; Y(21): 1.4; S(22): 0.540 11

Low MNTMIGPAPSPAAAAAAAVSPscYAsPAAsSVRRS22(Phospho)S26(Phospho)S30(Phospho)0.06 T(3): 21.3; S(10): 48.0; S(20): 23.3; S(22): 23.3; Y(24): 44.3; S(26): 44.3; S(30): 79.7; S(31): 15.716 0.646 13

Low mPPPAADmENGAVGSPAAEVEAGAsPGSSPVIKTKS25(Phospho) 0.506 S(15): 1.1; S(25): 50.6; S(28): 24.0; S(29): 12.2; T(34): 12.218 0.776 14

Low mPPPAADmENGAVGSPAAEVEAGASPGsSPVIKTKS28(Phospho) 0.187 S(15): 38.5; S(25): 18.7; S(28): 18.7; S(29): 18.7; T(34): 5.415 11

Low mQYHSLsLANQAGmEVDIVANGGSDPHLLLRS7(Phospho) 0.25 Y(3): 25.0; S(5): 25.0; S(7): 25.0; S(24): 25.02 13

Low MRPITTASHPNSTSLccscSYPPyLPSKRS18(Phospho)Y24(Phospho)0.09 T(5): 0.1; T(6): 0.2; S(8): 0.3; S(12): 0.6; T(13): 3.3; S(14): 3.3; S(18): 76.7; S(20): 46.9; Y(21): 46.9; Y(24): 17.6; S(27): 4.139 0.696 13

Low msFGMcGGDEVGAGLAVFsSVVGETAMVFQRRS2(Phospho)S19(Phospho)0.232 S(2): 99.8; S(19): 23.3; S(20): 68.4; T(25): 8.529 0.488 13

Low mSGGVEPETPPGSSSGGSTPVGGKPPRHHLTsIRS32(Phospho) 0.486 S(2): 0.0; T(9): 0.4; S(13): 0.4; S(14): 0.4; S(15): 0.4; S(18): 0.7; T(19): 0.7; T(31): 48.6; S(32): 48.632 0.561 10

Low msGGVEPETPPGSSSGGSTPVGGKPPRHHLTSIRS2(Phospho) 0.158 S(2): 15.8; T(9): 39.0; S(13): 15.8; S(14): 15.8; S(15): 6.8; S(18): 3.2; T(19): 3.2; T(31): 0.2; S(32): 0.222 0.69 15

Low mSSSAATSTYAEsVAScRAPAPATPRPPHAAVRS13(Phospho) 0.043 S(2): 9.7; S(3): 9.7; S(4): 9.7; T(7): 6.1; S(8): 6.1; T(9): 6.1; Y(10): 6.1; S(13): 4.3; S(16): 9.7; T(24): 32.62 0.608 11

Low mTDIHTNENYSNSAVSPVNVVPPSGAAFPMVsKS32(Phospho) 0.909 T(2): 0.0; T(6): 0.0; Y(10): 0.0; S(11): 0.0; S(13): 0.2; S(16): 0.2; S(24): 8.6; S(32): 90.937 0.218 10

Low mTELLSLsASSLDDEILDLGsLNPAPQcLRS8(Phospho)S21(Phospho)0.394 T(2): 4.3; S(6): 1.6; S(8): 42.1; S(10): 42.3; S(11): 14.4; S(21): 95.335 0.327 10

Low MTIDQcGDLILIWGFGATGsNSMHRLESSRS20(Phospho) 0.734 T(2): 0.6; T(18): 11.3; S(20): 73.4; S(22): 4.9; S(28): 4.9; S(29): 4.929 15

Low MTLSTLTDtsVLSALNIIK T9(Phospho)S10(Phospho)0.939 T(2): 0.0; S(4): 0.4; T(5): 0.1; T(7): 1.2; T(9): 98.3; S(10): 95.4; S(13): 4.655 0.474 16

Low MVIAsAAFSAGASASSGSAAAAAADPSPmALsLEKGRS5(Phospho)S32(Phospho)0.034 S(5): 24.9; S(9): 24.9; S(13): 24.9; S(15): 24.9; S(16): 25.7; S(18): 25.7; S(27): 24.6; S(32): 24.60 0.464 13

Low NFISLGGPHAGTAsVPLcGsGIFcILADSLIKS14(Phospho)S20(Phospho)0.217 S(4): 1.1; T(12): 11.9; S(14): 84.6; S(20): 28.3; S(29): 74.032 12

Low NFISLGGPHAGtASVPLcGsGIFcILADsLIKT12(Phospho)S20(Phospho)S29(Phospho)0.171 S(4): 12.3; T(12): 73.6; S(14): 77.6; S(20): 40.1; S(29): 96.523 12

Low NISSGGLsVPsIASRMNLSGNIGSGGLNVQGSSRS8(Phospho)S11(Phospho)0.545 S(3): 10.0; S(4): 18.4; S(8): 78.9; S(11): 67.5; S(14): 25.0; S(19): 0.1; S(24): 0.0; S(32): 0.0; S(33): 0.048 11

Low NISSGGLSVPSIAsRmNLsGNIGSGGLNVQGSSRS14(Phospho)S19(Phospho)0.021 S(3): 21.5; S(4): 31.9; S(8): 43.1; S(11): 29.5; S(14): 30.7; S(19): 12.4; S(24): 10.9; S(32): 9.9; S(33): 9.95 0.528 11

Low NSIAAAAPSSRPAAAAAATTPTGVNADAVVAcTSsRS35(Phospho) 0.429 S(2): 1.7; S(9): 1.7; S(10): 1.7; T(19): 2.6; T(20): 2.6; T(22): 2.2; T(33): 22.3; S(34): 22.3; S(35): 42.914 10

Low NSIKSVIFDMFTAGTGtLSSTLGWGmSELMRT17(Phospho) 0.086 S(2): 3.7; S(5): 22.0; T(12): 22.0; T(15): 22.0; T(17): 8.6; S(19): 8.6; S(20): 8.6; T(21): 3.7; S(27): 0.919 0.549 11

Low NsVGEsAALETLEQVMAQALTLVNTDRSAVRS2(Phospho)S6(Phospho)0.928 S(2): 95.9; S(6): 95.9; T(11): 6.2; T(21): 0.8; T(25): 0.7; S(28): 0.531 0.238 15

Low NTAWsYHNGGSWPTLLWQLtVAcIKVDRS5(Phospho)T20(Phospho)0.297 T(2): 8.3; S(5): 30.5; Y(6): 30.5; S(11): 30.6; T(14): 2.7; T(20): 97.545 0.583 11

Low QAEEEyGFPSGAsGPVALPcDEDHFRDVLRY6(Phospho)S13(Phospho)0.497 Y(6): 99.5; S(10): 50.3; S(13): 50.3 46 0.49 20

Low QASNmVGELIAtIsPsTPAKKPAGSAAGAAPAGRT12(Phospho)S14(Phospho)S16(Phospho)0.11 S(3): 15.5; T(12): 43.3; S(14): 76.0; S(16): 76.4; T(17): 76.4; S(25): 12.510 0.587 11

Low QDPsHsIKAIcIVHNETAtGVtNDLsAVR S4(Phospho)S6(Phospho)T19(Phospho)T22(Phospho)S26(Phospho)0.459 S(4): 100.0; S(6): 100.0; T(17): 54.1; T(19): 54.1; T(22): 95.9; S(26): 95.940 0.776 12

Low QmAVAASTEALAVAAAAtARAPQHHHIPsQPRT18(Phospho)S29(Phospho)0.966 S(7): 0.9; T(8): 2.5; T(18): 96.6; S(29): 100.046 0.154 12

Low QPsALVILLQFAIAmFVMDtWQYFMHR S3(Phospho)T20(Phospho)0.397 S(3): 79.5; T(20): 60.3; Y(23): 60.3 4 0.804 11

Low QQsNIIsIVGFGGLGKttLANSLLQELEAK S3(Phospho)S7(Phospho)T17(Phospho)T18(Phospho)0.196 S(3): 89.6; S(7): 80.4; T(17): 80.4; T(18): 69.2; S(22): 80.45 0.35 13

Low QtFmDATEFLsPQmGtEDLLLLHAYWAKT2(Phospho)S11(Phospho)T16(Phospho)0.059 T(2): 37.9; T(7): 48.7; S(11): 61.8; T(16): 75.4; Y(25): 76.20 0.682 14



Low QWEFLQSLWVLDIRDTNWDWILsPsK S23(Phospho)S25(Phospho)0.994 S(7): 0.0; T(16): 0.6; S(23): 99.9; S(25): 99.649 0.419 11

Low READDLHSVVsyFtEQEyNIIGLVGHSK S11(Phospho)Y12(Phospho)T14(Phospho)Y18(Phospho)0.949 S(8): 1.5; S(11): 98.8; Y(12): 99.6; T(14): 99.5; Y(18): 96.9; S(27): 3.848 0.761 11

Low RLDLPTPESPmsttLNR S12(Phospho)T13(Phospho)T14(Phospho)0.992 T(6): 0.4; S(9): 0.6; S(12): 99.6; T(13): 99.7; T(14): 99.737 0.792 12

Low RmRPGLtFGVsNIEIALVTLLyHFDWK T7(Phospho)S11(Phospho)Y22(Phospho)0.461 T(7): 96.1; S(11): 96.1; T(19): 53.9; Y(22): 53.921 16

Low RPALSLSPsALtMAEsAKPTPQLELFNSMTKS9(Phospho)T12(Phospho)S16(Phospho)0.139 S(5): 34.2; S(7): 34.2; S(9): 48.9; T(12): 50.4; S(16): 51.8; T(20): 31.6; S(28): 24.5; T(30): 24.511 12

Low RPHGQGGVAATsPTVSSGGDGVTLLRLSmGGSSDKS12(Phospho) 0.398 T(11): 39.8; S(12): 39.8; T(14): 5.9; S(16): 5.9; S(17): 5.9; T(23): 2.5; S(28): 0.3; S(32): 0.1; S(33): 0.134 0.098 16

Low RPsAPTGGELLVPLRSSVLR S3(Phospho) 0.899 S(3): 89.9; T(6): 9.9; S(16): 0.1; S(17): 0.132 0.128 11

Low RPstssRPSQIVTAVISAASPISSAPPPTIRS3(Phospho)T4(Phospho)S5(Phospho)S6(Phospho)Too many isoforms 0.792 11

Low RSSSVDRPRPTSNAAAAGGDALGPNGATttttRT29(Phospho)T30(Phospho)T31(Phospho)T32(Phospho)Too many isoforms 0.676 12

Low RTLQEILHsFQGHGGAIFNGDEsMEAtITKS9(Phospho)S23(Phospho)T27(Phospho)0.462 T(2): 20.4; S(9): 82.6; S(23): 86.2; T(27): 68.2; T(29): 42.615 0.799 12

Low RVLDLAtsANEEVHVVLR T7(Phospho)S8(Phospho)1 T(7): 100.0; S(8): 100.0 25 0.704 12

Low RVsEmSAAsGGGAGAPVQVGHAAFAAmMDMQWRS3(Phospho)S9(Phospho)0.077 S(3): 87.8; S(6): 92.3; S(9): 19.9 5 0.77 14

Low RVtsLAsEFPDIELsHMYVDNAAMQLIR T3(Phospho)S4(Phospho)S7(Phospho)S15(Phospho)0.103 T(3): 66.4; S(4): 82.3; S(7): 66.4; S(15): 95.2; Y(18): 89.75 0.793 16

Low SAAAAcLAAALcSSTSDLtVRIIDEssLHLGRT19(Phospho)S26(Phospho)S27(Phospho)0.607 S(1): 3.6; S(13): 8.4; S(14): 15.0; T(15): 15.0; S(16): 15.0; T(19): 69.6; S(26): 86.7; S(27): 86.727 0.761 15

Low sAAPtPyTAAIPEYRVVLVKPEEAmHINK S1(Phospho)T5(Phospho)Y7(Phospho)0.306 S(1): 81.3; T(5): 81.3; Y(7): 62.5; T(8): 62.5; Y(14): 12.219 13

Low sAImGAQIAyMITHHQKTVIVDHDmPVPRS1(Phospho)Y10(Phospho)0.038 S(1): 20.2; Y(10): 57.0; T(13): 61.4; T(18): 61.42 0.804 13

Low SANDVDMLPAVELQFHGtNHANPLPTRsIKT18(Phospho)S28(Phospho)0.373 S(1): 31.7; T(18): 66.1; T(26): 41.7; S(28): 60.58 0.766 15

Low SDIVAVAINLDQAGASHHAtsFTSTSSPFTLKT20(Phospho)S21(Phospho)0.399 S(1): 0.6; S(16): 22.3; T(20): 62.7; S(21): 58.4; T(23): 26.6; S(24): 13.4; T(25): 6.7; S(26): 6.7; S(27): 1.3; T(30): 1.342 0.601 12

Low SDmsPNtVEcENMSQLLKEWGVFSLESLKS4(Phospho)T7(Phospho)0.315 S(1): 52.5; S(4): 52.5; T(7): 68.8; S(14): 11.8; S(24): 7.0; S(27): 7.314 0.652 12

Low sIVLDGSHPTLLYGyGGFGMNmTPHFSVtRS1(Phospho)Y15(Phospho)T29(Phospho)0.325 S(1): 74.2; S(7): 22.8; T(10): 5.4; Y(13): 9.5; Y(15): 87.6; T(23): 0.9; S(27): 49.8; T(29): 49.840 0.569 17

Low SLSALDsRPGALSK S7(Phospho) 0.643 S(1): 13.7; S(3): 8.2; S(7): 64.3; S(13): 13.711 0.208 12

Low SmDDYyDtLDAFLFYLPDPEAAPVVELPKY6(Phospho)T8(Phospho)0.011 S(1): 2.9; Y(5): 2.9; Y(6): 10.5; T(8): 87.3; Y(15): 96.522 0.483 15

Low SNNQLEGVAMHAsISSGKVASFPDMDPGMctKS13(Phospho)T31(Phospho)0.042 S(1): 70.8; S(13): 16.6; S(15): 15.0; S(16): 16.4; S(21): 18.8; T(31): 62.44 0.803 13

Low SPGAVEKLNVVLtR T13(Phospho) 1 S(1): 0.0; T(13): 100.0 47 10

Low SPLsFNLPWtRTMPVSAHQFVSIHPcMVRS4(Phospho)T10(Phospho)0.164 S(1): 23.8; S(4): 58.1; T(10): 37.5; T(12): 32.9; S(16): 32.9; S(22): 14.712 0.439 11

Low SQQcSPVAMAEQGQITESPRSSQVstGANSARS25(Phospho)T26(Phospho)0.416 S(1): 8.1; S(5): 8.1; T(16): 13.0; S(18): 13.3; S(21): 12.6; S(22): 12.6; S(25): 58.4; T(26): 58.4; S(30): 15.622 13

Low sRGLLLSGESyAGHYIPQLTDVLLtHNEKS1(Phospho)Y11(Phospho)T25(Phospho)0.004 S(1): 29.6; S(7): 70.2; S(10): 49.9; Y(11): 49.8; Y(15): 10.5; T(20): 79.9; T(25): 10.017 11

Low SSmMSIAIyLLAtSLTAcLTVKLVVEyAK Y9(Phospho)T13(Phospho)Y27(Phospho)0.217 S(1): 20.2; S(2): 20.2; S(5): 19.4; Y(9): 43.6; T(13): 50.2; S(14): 21.8; T(16): 21.9; T(20): 6.1; Y(27): 96.729 12

Low SSmMSIAIyLLATSLtAcLTVKLVVEyAK Y9(Phospho)T16(Phospho)Y27(Phospho)0.055 S(1): 35.1; S(2): 35.1; S(5): 15.2; Y(9): 15.7; T(13): 19.7; S(14): 20.5; T(16): 46.0; T(20): 20.6; Y(27): 91.921 14

Low ssSAcSLASGLNFGtGKQAMPEAAGAVAAAAVADRS1(Phospho)S2(Phospho)T15(Phospho)0.091 S(1): 36.3; S(2): 36.3; S(3): 63.2; S(6): 63.2; S(9): 24.9; T(15): 76.038 0.765 12

Low sstGLsIGVGVSSAAsLILIVImAIFIIRK S1(Phospho)S2(Phospho)T3(Phospho)S6(Phospho)S16(Phospho)0.021 S(1): 70.4; S(2): 70.4; T(3): 70.4; S(6): 79.3; S(12): 82.2; S(13): 78.1; S(16): 49.21 16

Low SSTSNSIStPQQVKVKPSPK T9(Phospho) 0.326 S(1): 10.6; S(2): 10.6; T(3): 10.6; S(4): 10.6; S(6): 10.6; S(8): 10.6; T(9): 32.6; S(18): 4.019 0.445 11

Low STPmPPHQNQstVAPLHGHFQsSTGSVGPLRS11(Phospho)T12(Phospho)S22(Phospho)0.003 S(1): 11.3; T(2): 11.3; S(11): 12.3; T(12): 12.3; S(22): 76.7; S(23): 76.6; T(24): 49.7; S(26): 49.73 0.567 13

Low sVEFmPFsLsFSLTISAVVWFLYGLLIK S1(Phospho)S8(Phospho)S10(Phospho)0.136 S(1): 99.7; S(8): 80.9; S(10): 31.7; S(12): 18.7; T(14): 67.1; S(16): 1.6; Y(23): 0.243 0.334 11

Low SWQDIIDsLAsDLEVPDYNmGAAESQQPDRS8(Phospho)S11(Phospho)0.76 S(1): 11.2; S(8): 88.6; S(11): 85.1; Y(18): 9.6; S(25): 5.524 0.763 12

Low sWYVDANLHLWLDPKSVAtSGGLVAYDAPKS1(Phospho)T19(Phospho)0.239 S(1): 49.6; Y(3): 49.6; S(16): 2.5; T(19): 48.2; S(20): 48.2; Y(26): 1.843 0.232 16

Low SWyVDANLHLWLDPKSVATsGGLVAYDAPKY3(Phospho)S20(Phospho)0.201 S(1): 50.0; Y(3): 50.0; S(16): 5.4; T(19): 40.3; S(20): 40.3; Y(26): 14.234 0.44 14

Low TAAALAKPsKDSSLESAPVTR S9(Phospho) 0.223 T(1): 76.0; S(9): 22.3; S(12): 1.0; S(13): 0.5; S(16): 0.1; T(20): 0.127 0.605 11

Low TDsNISNVAGSMTPSASVLVFWTIcPHcQKRS3(Phospho) 0.141 T(1): 8.9; S(3): 14.1; S(6): 14.1; S(11): 8.9; T(13): 8.9; S(15): 24.7; S(17): 14.1; T(23): 6.26 0.541 11

Low TGIAGAARWPHAILASSSSSSSsSSSSSSSSSmPRS23(Phospho) 0.046 T(1): 2.7; S(16): 4.6; S(17): 4.6; S(18): 4.6; S(19): 4.6; S(20): 4.6; S(21): 4.6; S(22): 4.6; S(23): 4.6; S(24): 4.6; S(25): 4.6; S(26): 6.8; S(27): 10.9; S(28): 6.8; S(29): 6.8; S(30): 6.8; S(31): 6.8; S(32): 6.83 0.427 13

Low tGLVLSSPAFAAmARPGMAASLTELAAVDVEyKT1(Phospho)Y32(Phospho)0.683 T(1): 70.3; S(6): 14.8; S(7): 14.8; S(21): 1.7; T(23): 1.7; Y(32): 96.833 12

Low tIGPNAIGAVIGHGEcSNVELSEQELQmKTRT1(Phospho) 0.851 T(1): 85.1; S(17): 8.7; S(22): 3.1; T(30): 3.118 0.743 14

Low TIGSGTNGNGISNPANTsIRsTTSSPTQIIIGRS18(Phospho)S21(Phospho)0.251 T(1): 0.0; S(4): 0.0; T(6): 0.0; S(12): 2.6; T(17): 50.6; S(18): 50.6; S(21): 53.4; T(22): 18.6; T(23): 7.2; S(24): 7.2; S(25): 7.2; T(27): 2.746 11

Low TIGSGTNGNGISNPANTSIRstTSSPTQIIIGRS21(Phospho)T22(Phospho)0.145 T(1): 0.2; S(4): 0.2; T(6): 0.1; S(12): 2.2; T(17): 20.0; S(18): 43.9; S(21): 43.9; T(22): 43.9; T(23): 21.8; S(24): 10.9; S(25): 10.9; T(27): 2.139 11

Low tPFFtPLPIImDSGGGGGDHASHsAAAVAAPFRT1(Phospho)T5(Phospho)S24(Phospho)0.09 T(1): 59.1; T(5): 63.1; S(13): 56.7; S(22): 62.0; S(24): 59.11 0.361 18

Low tPPPTPcSPTSPTADTAVTcASSPSSASSAQtPRT1(Phospho)T32(Phospho)0.013 T(1): 2.0; T(5): 5.3; S(8): 15.1; T(10): 15.1; S(11): 46.4; T(13): 15.1; T(16): 0.9; T(19): 0.4; S(22): 0.4; S(23): 1.3; S(25): 1.3; S(26): 1.3; S(28): 1.3; S(29): 23.3; T(32): 70.926 0.484 12

Low TTmLNTALNSILPVSSsLRVLDLscIEtK S17(Phospho)S24(Phospho)T28(Phospho)0.598 T(1): 0.6; T(2): 0.6; T(6): 2.2; S(10): 3.3; S(15): 28.4; S(16): 14.5; S(17): 67.7; S(24): 88.6; T(28): 94.135 0.56 13



Low ttQTALVGFFGGTIGDIIVGVRGWELtVERT1(Phospho)T2(Phospho)T27(Phospho)0.096 T(1): 62.7; T(2): 62.7; T(4): 62.7; T(13): 54.5; T(27): 57.31 0.773 12

Low tWANWVDsNVDPAtTRVFFmSISTTHMRT1(Phospho)S8(Phospho)T14(Phospho)0.068 T(1): 53.1; S(8): 39.0; T(14): 39.0; T(15): 37.5; S(21): 32.7; S(23): 32.9; T(24): 32.9; T(25): 32.98 0.776 10

Low VFFTNsGSEANDSQVKIVWYyNNALGRPKS6(Phospho)Y21(Phospho)0.232 T(4): 48.9; S(6): 48.9; S(8): 2.2; S(13): 5.3; Y(20): 47.3; Y(21): 47.333 0.362 10

Low VGPIVIAsAGLGmLAGVAmANR S8(Phospho) 1 S(8): 100.0 43 0.489 10

Low VGSISKLDSETmHSIENyQSELLsDGVLLSKY18(Phospho)S24(Phospho)0.026 S(3): 13.8; S(5): 13.8; S(9): 18.1; T(11): 25.4; S(14): 38.1; Y(18): 40.9; S(20): 18.5; S(24): 18.1; S(30): 13.24 0.57 17

Low VLLAHLEPAASPAAAAPAITAsAcAAGDSAAyHRS22(Phospho)Y32(Phospho)0.097 S(11): 52.9; T(20): 28.0; S(22): 28.5; S(29): 45.3; Y(32): 45.34 12

Low VPGVGFVYsSTTNGVPPmFAHFVtNFPAFHRS9(Phospho)T24(Phospho)0.005 Y(8): 70.9; S(9): 54.3; S(10): 21.1; T(11): 33.8; T(12): 17.4; T(24): 2.52 0.198 10

Low VttPEPLAATTPVLTEAAADSAAKTTTEATSEKT2(Phospho)T3(Phospho)0.922 T(2): 94.9; T(3): 94.9; T(10): 3.4; T(11): 5.2; T(15): 0.7; S(21): 0.2; T(25): 0.2; T(26): 0.2; T(27): 0.2; T(30): 0.1; S(31): 0.139 0.628 11

Low VVDtAtPSSQPTSGQDANAGHPSPPScSLLSAGRT4(Phospho)T6(Phospho)0.227 T(4): 70.9; T(6): 39.5; S(8): 39.5; S(9): 39.5; T(12): 3.6; S(13): 3.6; S(23): 1.0; S(26): 1.0; S(28): 1.0; S(31): 0.627 0.658 16

Low WGcNNGQAcIAPDYVITtKSFAPELVDSLKT18(Phospho) 0.491 Y(14): 0.4; T(17): 1.1; T(18): 49.1; S(20): 49.1; S(28): 0.442 0.582 11

Low WHVYSASSSASsSDADGAARLTAEVcmTELDRS12(Phospho) 0.047 Y(4): 15.1; S(5): 15.1; S(7): 15.1; S(8): 15.1; S(9): 15.1; S(11): 15.1; S(12): 4.7; S(13): 4.7; T(22): 0.2; T(28): 0.026 0.748 13

Low WLLtIIPNYPmLNFMLTTAIyVAVsHR T4(Phospho)Y21(Phospho)S25(Phospho)0.072 T(4): 40.9; Y(9): 50.7; T(17): 45.5; T(18): 45.5; Y(21): 58.7; S(25): 58.73 0.781 13

Low WmPIPPtQGNQIFVNLGDQVEVIsNGIYKT7(Phospho)S24(Phospho)0.745 T(7): 99.9; S(24): 74.6; Y(28): 25.5 35 0.385 11

Low WmPIPPtQGNQIFVNLGDQVEVISNGIyKT7(Phospho)Y28(Phospho)0.948 T(7): 100.0; S(24): 5.2; Y(28): 94.8 55 0.14 11

Low WQNDNSEIGKPLNAEVmELDLLsLDsVVKS23(Phospho)S26(Phospho)0.134 S(6): 86.6; S(23): 68.4; S(26): 45.0 4 14

Low WSLFLItTNVGGVGItLTK T7(Phospho)T16(Phospho)0.614 S(2): 0.3; T(7): 78.4; T(8): 21.8; T(16): 78.1; T(18): 21.342 0.519 12

Low yGFSmSDmPSLLKWcNVSVPmAALALLFRY1(Phospho) 0.972 Y(1): 97.2; S(4): 1.7; S(6): 0.5; S(10): 0.5; S(18): 0.051 12

Low yGmDISLGVSDDGVLLPMIQPTKPQKGQsAKY1(Phospho)S29(Phospho)0.108 Y(1): 11.2; S(6): 11.2; S(10): 75.8; T(22): 3.1; S(29): 98.721 0.513 11

Low yTVTWYTLsAAVTFMAAK Y1(Phospho)S9(Phospho)0.086 Y(1): 70.7; T(2): 24.2; T(4): 24.2; Y(6): 53.5; T(7): 13.4; S(9): 13.4; T(13): 0.625 11

Low YVKASTAHLGKPAAGGGQsDDmVDFDMTYyRS19(Phospho)Y30(Phospho)0.181 Y(1): 18.2; S(5): 18.2; T(6): 18.0; S(19): 36.7; T(28): 25.5; Y(29): 29.6; Y(30): 53.815 0.774 11

Low YYYAMGFDHTVRTFsFTTPPKPAPDAPFKS15(Phospho) 0.108 Y(1): 10.8; Y(2): 10.8; Y(3): 4.0; T(10): 31.6; T(13): 31.6; S(15): 10.8; T(17): 0.2; T(18): 0.127 14

Os03t0718500-00 High

Homeodomain-related domain

containing protein. GGGDVGVGLsPAMGGDGEDDEEVR S10(Phospho) 1 S(10): 100.0 112 0 29

Low AAstSAATAMARHAVTMPVPTR S3(Phospho)T4(Phospho)0.249 S(3): 55.3; T(4): 55.3; S(5): 55.3; T(8): 16.2; T(16): 15.4; T(21): 2.427 0.357 10

Low EDGTHtQGHNLsLtWPPPK T6(Phospho)S12(Phospho)T14(Phospho)0.751 T(4): 24.9; T(6): 76.6; S(12): 99.3; T(14): 99.326 12

Low MRPMMSMATSAAAPLRMAPtR T20(Phospho) 0.07 S(6): 31.0; T(9): 31.0; S(10): 31.0; T(20): 7.033 0.747 13

Low MyNPPsAQEMTYKDHVQR Y2(Phospho)S6(Phospho)1 Y(2): 100.0; S(6): 100.0; T(11): 0.0; Y(12): 0.051 11

Low QTPPSAPQtASPLPtPPGPISR T9(Phospho)T15(Phospho)0.006 T(2): 76.9; S(5): 76.9; T(9): 15.2; S(11): 19.6; T(15): 9.8; S(21): 1.510 0.526 12

Low sSmSEASSLSVSFAISLGMSKR S1(Phospho) 0.428 S(1): 42.8; S(2): 42.8; S(4): 12.1; S(7): 0.5; S(8): 1.2; S(10): 0.5; S(12): 0.2; S(16): 0.1; S(20): 0.038 0.558 13

Os03t0726100-02 High Similar to Alpha-tubulin. TIQFVDWcPtGFK T10(Phospho) 1 T(1): 0.0; T(10): 100.0 128 0 48

Low TRVVFVSmAYttK T11(Phospho)T12(Phospho)0.329 T(1): 0.0; S(7): 1.3; Y(10): 66.2; T(11): 66.2; T(12): 66.235 13

Os03t0733400-01 High

Zinc finger, BED-type predicted

domain containing protein. LALTPAVGtDNDGEGTVERPSK T9(Phospho) 0.955 T(4): 0.9; T(9): 95.5; T(16): 2.6; S(21): 0.940 0 23

High LMLNsDGELEEEQETHAER S5(Phospho) 1 S(5): 100.0; T(15): 0.0 62 0.006 20

Low AtDGFsSTNLVGSGTFGFVYK T2(Phospho)S6(Phospho)0.448 T(2): 78.7; S(6): 53.8; S(7): 26.6; T(8): 15.0; S(13): 10.4; T(15): 10.4; Y(20): 5.119 0.602 12

Low AWPGsGATNDANSSRGTTTHDK S5(Phospho) 0.497 S(5): 49.7; T(8): 10.7; S(13): 10.7; S(14): 10.7; T(17): 6.0; T(18): 6.0; T(19): 6.014 0.712 11

Low FYAAAAYAGFGAGGAtSSSAIsR T16(Phospho)S22(Phospho)0.012 Y(2): 71.2; Y(7): 71.2; T(16): 14.5; S(17): 14.5; S(18): 10.3; S(19): 10.3; S(22): 8.10 0.478 12

Low GGWsVAGNtLVEAGVGRtDVK S4(Phospho)T9(Phospho)T18(Phospho)1 S(4): 100.0; T(9): 100.0; T(18): 100.0 37 0.77 12

Low KDEIPAsPADNQSILVSLSSR S7(Phospho) 1 S(7): 100.0; S(13): 0.0; S(17): 0.0; S(19): 0.0; S(20): 0.070 13



Low LEmLVLmENGLFGPIPDSLGDcKtLtR T24(Phospho)T26(Phospho)0.631 S(18): 36.9; T(24): 81.5; T(26): 81.5 28 0.265 11

Low LPFNPSTNHDNGTSNGTTNsR S20(Phospho) 0.915 S(6): 0.0; T(7): 0.0; T(13): 1.2; S(14): 4.8; T(17): 1.2; T(18): 1.2; S(20): 91.555 0.165 11

Low LsQAAFGEAmLHTIGYIYAR S2(Phospho) 0.175 S(2): 17.5; T(13): 47.5; Y(16): 17.5; Y(18): 17.518 0.099 11

Low MALATNSAAVSGGAAAAAsSAPQPR S19(Phospho) 0.473 T(5): 3.7; S(7): 0.4; S(11): 1.2; S(19): 47.3; S(20): 47.340 0.132 15

Low MPNVQVADVSNLTAGITVyKK Y19(Phospho) 0.788 S(10): 0.0; T(13): 4.0; T(17): 17.1; Y(19): 78.853 0.792 12

Low mtIDLSmPGsSGLLDDVGGKK T2(Phospho)S10(Phospho)0.573 T(2): 78.3; S(6): 26.0; S(10): 74.0; S(11): 21.734 0.784 10

Low SLRGGRPsTVALPLTQEPPMK S8(Phospho) 0.433 S(1): 0.3; S(8): 43.3; T(9): 13.1; T(15): 43.329 0.729 11

Low SsAsAmAAPLLLVVVVVVRTR S2(Phospho)S4(Phospho)0.333 S(1): 66.7; S(2): 66.7; S(4): 66.7; T(20): 0.039 0.707 11

Low ssRPRAAGcSVVAscPVVSK S1(Phospho)S2(Phospho)S14(Phospho)0.231 S(1): 99.1; S(2): 99.1; S(10): 75.4; S(14): 24.6; S(19): 1.824 11

Low VFDMMTKAGFRPDHAtFLSILsAcAHK T16(Phospho)S22(Phospho)0.716 T(6): 2.6; T(16): 77.8; S(19): 26.1; S(22): 93.430 0.447 11

Low VPRGSFAcAPAPsGGVIVAGGGSR S13(Phospho) 0.984 S(5): 1.6; S(13): 98.4; S(23): 0.0 49 0.683 17

Low VStssVFSEGLASAFGSPKSK T3(Phospho)S4(Phospho)S5(Phospho)0.063 S(2): 85.2; T(3): 60.9; S(4): 60.9; S(5): 60.9; S(8): 26.8; S(13): 3.1; S(17): 1.6; S(20): 0.724 0.649 12

Low yLVNTRPDLAYSVGyVsR Y1(Phospho)Y15(Phospho)S17(Phospho)0.026 Y(1): 97.9; T(5): 85.1; Y(11): 52.2; S(12): 52.2; Y(15): 7.8; S(17): 4.822 10

Low YYDAVmPyLKAILMNATDK Y8(Phospho) 0.167 Y(1): 0.3; Y(2): 0.3; Y(8): 16.7; T(17): 82.630 0.792 13

Os03t0743400-01 Low Similar to H2A protein. EATyKLSLK Y4(Phospho) 0.72 T(3): 14.0; Y(4): 72.0; S(7): 14.0 33 12

Low IPtPSAITPR T3(Phospho) 0.813 T(3): 81.3; S(5): 18.1; T(8): 0.6 27 0.562 11

Low LKItsLGLK T4(Phospho)S5(Phospho)1 T(4): 100.0; S(5): 100.0 45 12

Low LKVtYLK T4(Phospho) 0.991 T(4): 99.1; Y(5): 0.9 60 10

Low yLEASTKLK Y1(Phospho) 0.438 Y(1): 43.8; S(5): 12.3; T(6): 43.8 19 13

Os03t0756000-01 Low

Similar to 60S ribosomal protein L13a-

4. KSLVSEsVR S7(Phospho) 0.5 S(2): 0.0; S(5): 50.0; S(7): 50.0 80 0.743 10

Low MLLGGRGFNAsGR S11(Phospho) 1 S(11): 100.0 50 13

Os03t0758800-01 Low

Similar to Eukaryotic translation

initiation factor 5A-2 (eIF-5A-2) (eIF-

4D). EEVSStLINTR T6(Phospho) 0.965 S(4): 0.6; S(5): 2.9; T(6): 96.5; T(10): 0.050 0.32 16

Low mQtDIAGELVR T3(Phospho) 1 T(3): 100.0 21 11

Os03t0787300-01 Low Similar to DnaJ homolog. ANTGSTAGssAHGELGSVFSEQTLQSFTVEKLRS9(Phospho)S10(Phospho)0.075 T(3): 9.7; S(5): 9.7; T(6): 18.9; S(9): 43.3; S(10): 26.3; S(17): 20.9; S(20): 20.9; T(23): 20.0; S(26): 9.8; T(28): 20.313 0.209 14

Low cAmLSLsSAGGNDcGASVsSAIVGWILQRDGIKS7(Phospho)S19(Phospho)0.089 S(5): 33.5; S(7): 33.5; S(8): 33.5; S(17): 33.5; S(19): 33.0; S(20): 33.05 0.48 13

Low EtWPAEPNHGSAAAVVAAStAAsGGGGVVGGIGVGVRT2(Phospho)T20(Phospho)S23(Phospho)0.224 T(2): 74.3; S(11): 49.8; S(19): 47.4; T(20): 59.0; S(23): 69.58 0.689 11

Low FAFAcAILAsmtSILLGYDIGVmSGAsLYIKS10(Phospho)T12(Phospho)S27(Phospho)0.073 S(10): 70.0; T(12): 42.1; S(13): 42.1; Y(18): 42.1; S(24): 34.6; S(27): 34.6; Y(29): 34.616 0.577 10

Low GDANIGGLQNHPYYHNVYGmLMAKsTYEGMKS25(Phospho) 0.167 Y(13): 16.7; Y(14): 16.7; Y(18): 16.7; S(25): 16.7; T(26): 16.7; Y(27): 16.72 0.803 10

Low GmQNGQKItFPGEADEAPDTVTGDIIFVLQQKT9(Phospho) 0.028 T(9): 2.8; T(20): 83.8; T(22): 13.3 12 0.767 12

Low HGGGsGAGAGNsSGDSPLLLLPmLDDDISREVQRS5(Phospho)S12(Phospho)0.133 S(5): 45.0; S(12): 45.0; S(13): 45.0; S(16): 45.0; S(29): 20.05 0.743 26

Low IsEYEDYHVGIPFGtFLTVGGFLNFmLTGRS2(Phospho)T15(Phospho)0.15 S(2): 47.7; Y(4): 47.7; Y(7): 47.7; T(15): 46.4; T(18): 6.9; T(28): 3.715 0.291 15

Low KRPPSDGssPPHAVDDAAAAsIGSAGASAmWSSRS8(Phospho)S9(Phospho)S21(Phospho)0.496 S(5): 18.1; S(8): 77.7; S(9): 79.1; S(21): 67.7; S(24): 23.2; S(28): 11.7; S(32): 11.2; S(33): 11.223 0.55 15

Low LPLPPLSIcNNstFLPNNsTPTSPISHSPGRS12(Phospho)T13(Phospho)S19(Phospho)0.035 S(7): 17.7; S(12): 41.8; T(13): 41.8; S(19): 41.8; T(20): 41.8; T(22): 41.8; S(23): 24.4; S(26): 24.4; S(28): 24.411 0.165 11

Low LsDPSSSRLQVIGHPHPVVVTATEAASQPsMANS2(Phospho)S30(Phospho)0.035 S(2): 16.4; S(5): 16.4; S(6): 16.4; S(7): 50.7; T(21): 7.2; T(23): 64.7; S(27): 7.2; S(30): 20.934 11

Low MPFtPGPySGVStLALVARAsALGVGVVYGAVKT4(Phospho)Y8(Phospho)T13(Phospho)S21(Phospho)0.052 T(4): 62.5; Y(8): 62.5; S(9): 62.5; S(12): 53.6; T(13): 53.6; S(21): 52.6; Y(29): 52.69 0.477 10



Low mssSVVVSASGSGSGGGGGGGGGGAGGGGGGGPcGAcKFLRS2(Phospho)S3(Phospho)0.233 S(2): 54.5; S(3): 54.5; S(4): 54.5; S(8): 13.6; S(10): 10.1; S(12): 7.3; S(14): 5.319 0.519 15

Low MTDIHTNENySNSAVSPVNVVPPSGAAFPmVSKY10(Phospho) 0.475 T(2): 14.0; T(6): 14.0; Y(10): 47.5; S(11): 14.0; S(13): 4.7; S(16): 4.7; S(24): 0.8; S(32): 0.324 0.589 16

Low MTGALAMmPStssPYPLLAPPTcSSRLPPLRT11(Phospho)S12(Phospho)S13(Phospho)0.012 T(2): 36.0; S(10): 36.0; T(11): 33.6; S(12): 33.6; S(13): 33.6; Y(15): 34.0; T(22): 31.0; S(24): 31.0; S(25): 31.00 11

Low RIAAGLTNIIVPAPVSSSsALAsEFVsTyVSKS19(Phospho)S23(Phospho)S27(Phospho)Y29(Phospho)Too many isoforms 0.702 11

Low sNSLESSSTGAAAAPTVLTTSASTASVSAsGQNVKRS1(Phospho)S30(Phospho)0.008 S(1): 10.6; S(3): 10.6; S(6): 10.6; S(7): 10.6; S(8): 10.6; T(9): 10.6; T(16): 10.6; T(19): 12.8; T(20): 12.8; S(21): 12.8; S(23): 17.4; T(24): 17.4; S(26): 17.4; S(28): 17.4; S(30): 17.40 0.211 11

Low sSNILLsQNLDGcVsEFGLAQLmTIPPAPARS1(Phospho)S7(Phospho)S15(Phospho)0.127 S(1): 62.7; S(2): 62.7; S(7): 62.7; S(15): 62.7; T(24): 49.22 0.567 11

Low STVHHAAAARHTSATANAAAAPAGTsPsPsMIsMS26(Phospho)S28(Phospho)S30(Phospho)S33(Phospho)Too many isoforms 0.753 15

Low tAtNVGAAASATyKPRVEMASSAVSVtIKPEKT1(Phospho)T3(Phospho)Y13(Phospho)T27(Phospho)0.007 T(1): 45.2; T(3): 45.2; S(10): 35.3; T(12): 35.3; Y(13): 35.3; S(21): 41.0; S(22): 63.6; S(25): 49.5; T(27): 49.55 0.774 14

Low VGVGHmVymsGLtcTLSSTNKLEVAWtEKY8(Phospho)S10(Phospho)T13(Phospho)T27(Phospho)0.018 Y(8): 25.1; S(10): 35.0; T(13): 51.7; T(15): 36.8; S(17): 53.8; S(18): 43.6; T(19): 64.0; T(27): 89.98 14

Low VQsQFssILHLNEDDLLRIAHSDTLLsGK S3(Phospho)S6(Phospho)S7(Phospho)S27(Phospho)0.329 S(3): 99.6; S(6): 99.5; S(7): 99.5; S(22): 33.8; T(24): 33.8; S(27): 33.826 0.569 14

Os03t0793700-01 Low

RmlC-like jelly roll fold domain

containing protein. AARAyDLAALK Y5(Phospho) 1 Y(5): 100.0 31 0.786 12

Low AFDLQtGSFtLRQIK T6(Phospho)T10(Phospho)0.848 T(6): 97.8; S(8): 15.2; T(10): 87.0 54 14

Low AGsDDPDAPAWLHGLKR S3(Phospho) 1 S(3): 100.0 25 10

Low ALcATVsASLR S7(Phospho) 0.998 T(5): 0.0; S(7): 99.8; S(9): 0.2 64 0.132 13

Low APRVVVSPAAAmGsR S14(Phospho) 1 S(7): 0.0; S(14): 100.0 63 19

Low AVRtTSLPHPPAHGHR T4(Phospho) 0.156 T(4): 15.6; T(5): 15.6; S(6): 68.9 27 10

Low cEPAVVHGDVKAsNVLLDEAMsAK S13(Phospho)S22(Phospho)1 S(13): 100.0; S(22): 100.0 17 10

Low cPALVVVVPRtsTLLPPsmHHK T11(Phospho)S12(Phospho)S18(Phospho)0.171 T(11): 35.8; S(12): 82.9; T(13): 82.9; S(18): 98.432 11

Low cPALVVVVPRtstLLPPSmHHK T11(Phospho)S12(Phospho)T13(Phospho)0.579 T(11): 82.0; S(12): 93.9; T(13): 82.0; S(18): 42.128 11

Low DAGDTSAAAAVAPtPARLR T14(Phospho) 1 T(5): 0.0; S(6): 0.0; T(14): 100.0 62 13

Low DAVsISMK S4(Phospho) 0.5 S(4): 50.0; S(6): 50.0 40 0.708 13

Low DVTITAySKMVGyALQAADILsK Y7(Phospho)Y13(Phospho)S22(Phospho)0.075 T(3): 4.3; T(5): 51.8; Y(7): 51.8; S(8): 72.7; Y(13): 41.5; S(22): 78.021 0.598 10

Low EDNTPtyLINAK T6(Phospho)Y7(Phospho)0.131 T(4): 86.9; T(6): 86.9; Y(7): 26.3 29 0.659 11

Low ELtGSYPQNITVVsYDFK T3(Phospho)S14(Phospho)0.589 T(3): 87.8; S(5): 6.2; Y(6): 6.2; T(11): 16.7; S(14): 66.6; Y(15): 16.644 0.714 13

Low ELVDEIKEIGQALLPSTGtK T19(Phospho) 0.784 S(16): 4.2; T(17): 17.4; T(19): 78.4 49 0.759 17

Low EVmVGsKGVIK S6(Phospho) 1 S(6): 100.0 47 11

Low FLAAVsAAPDPDLTNFR S6(Phospho) 0.982 S(6): 98.2; T(14): 1.8 32 11

Low FVPDKAFtGAPASVAAGK T8(Phospho) 0.998 T(8): 99.8; S(13): 0.2 38 0.769 13

Low GDFsIRVtNWGAVImSVVLPDSR S4(Phospho)T8(Phospho)0.2 S(4): 77.3; T(8): 33.1; S(16): 22.7; S(22): 66.910 11

Low GFFLALSAAALYRLILsLVELAYK S17(Phospho) 0.917 S(7): 7.8; Y(12): 0.3; S(17): 91.7; Y(23): 0.143 0.391 12

Low GFmLISRHtAAPsLLYTVLLcR T9(Phospho)S13(Phospho)0.047 S(6): 72.6; T(9): 22.4; S(13): 28.6; Y(16): 50.4; T(17): 26.06 10

Low GRPLDFAsTAK S8(Phospho) 0.5 S(8): 50.0; T(9): 50.0 33 0.354 11

Low GSVAAsGKHPVsFLAAAR S6(Phospho)S12(Phospho)0.687 S(2): 31.3; S(6): 72.6; S(12): 96.1 16 0.767 11

Low GYVITSAtLNSAPR T8(Phospho) 0.147 Y(2): 1.0; T(5): 14.7; S(6): 69.4; T(8): 14.7; S(11): 0.328 0.291 11

Low HPsQHTPNNGGGPGVMGSGPRGTFLRS3(Phospho) 0.901 S(3): 90.1; T(6): 9.8; S(18): 0.0; T(23): 0.037 16

Low IAActAHALEYLHEVcSPPVLHK T5(Phospho) 0.905 T(5): 90.5; Y(11): 9.3; S(17): 0.3 38 0.225 21

Low IAAsEAAARSAK S4(Phospho) 0.995 S(4): 99.5; S(10): 0.5 26 0.762 11

Low IDPTGSANtKR T9(Phospho) 0.993 T(4): 0.0; S(6): 0.6; T(9): 99.3 49 11

Low IFMQQLsHR S7(Phospho) 1 S(7): 100.0 51 14

Low IGGtVAAsLLMRVPLR T4(Phospho)S8(Phospho)1 T(4): 100.0; S(8): 100.0 62 0.583 20

Low ImAsSHRVSR S4(Phospho) 0.461 S(4): 46.1; S(5): 46.1; S(9): 7.8 34 11

Low INWASFsmGDRR S7(Phospho) 0.952 S(5): 4.8; S(7): 95.2 40 0.804 11

Low IQLAQGALEDASGKLAsAMsLMVGAK S17(Phospho)S20(Phospho)0.973 S(12): 2.7; S(17): 97.9; S(20): 99.3 54 0.806 10



Low ISHIATSGAHTAAItDSGELYTWGR T15(Phospho) 0.2 S(2): 0.0; T(6): 0.0; S(7): 0.0; T(11): 1.6; T(15): 20.0; S(17): 78.0; Y(21): 0.2; T(22): 0.248 14

Low ISHIATSGAHtAAITDSGELYTWGR T11(Phospho) 0.855 S(2): 0.2; T(6): 0.1; S(7): 0.7; T(11): 85.5; T(15): 6.5; S(17): 6.5; Y(21): 0.2; T(22): 0.246 11

Low ITPKSPGSDVAAEtAAAmAAASLVyK T14(Phospho)Y25(Phospho)0.028 T(2): 0.1; S(5): 0.1; S(8): 0.6; T(14): 5.7; S(22): 96.7; Y(25): 96.723 0.753 14

Low IYRPtFAGFVDVDIAK T5(Phospho) 0.222 Y(2): 77.8; T(5): 22.2 21 0.575 12

Low KWLPQsYLK S6(Phospho) 0.871 S(6): 87.1; Y(7): 12.9 45 0.725 10

Low LAAAAVGEGGAtR T12(Phospho) 1 T(12): 100.0 20 12

Low LDIAVGSAEGLAYmHsR S16(Phospho) 0.791 S(7): 7.2; Y(13): 13.7; S(16): 79.1 15 0.777 13

Low LLFGGTGNLsGK S10(Phospho) 0.851 T(6): 14.9; S(10): 85.1 14 0.634 11

Low LLLPQDAAASASASRAAtPAsFsTR T18(Phospho)S21(Phospho)S23(Phospho)0.003 S(10): 84.3; S(12): 70.8; S(14): 37.0; T(18): 63.0; S(21): 14.5; S(23): 15.2; T(24): 15.22 0.792 15

Low LNVGGNAISPSKDtGGYR T14(Phospho) 0.073 S(9): 62.5; S(11): 26.5; T(14): 7.3; Y(17): 3.74 12

Low LsLLAAtELRVLVAVtGPScTVGQ S2(Phospho)T7(Phospho)T16(Phospho)0.436 S(2): 100.0; T(7): 99.9; T(16): 43.6; S(19): 12.8; T(21): 43.638 10

Low LSSTALRPLAQPATATAtAtAFSASR T18(Phospho)T20(Phospho)0.005 S(2): 13.7; S(3): 13.7; T(4): 7.9; T(14): 76.0; T(16): 12.7; T(18): 31.0; T(20): 30.8; S(23): 10.5; S(25): 4.013 0.621 14

Low LSVFNYNLVsQLsLK S10(Phospho)S13(Phospho)1 S(2): 0.0; Y(6): 0.0; S(10): 100.0; S(13): 100.082 0.571 17

Low LtGVPcKIFK T2(Phospho) 1 T(2): 100.0 87 14

Low LtSEQKSEIK T2(Phospho) 0.997 T(2): 99.7; S(3): 0.3; S(7): 0.0 55 0.464 10

Low mALHLILAALLGELQIGsRmGsLL S18(Phospho)S22(Phospho)1 S(18): 100.0; S(22): 100.0 13 0.643 13

Low MELGFMIRLsPR S10(Phospho) 1 S(10): 100.0 8 0.357 11

Low NAIEVGVFTGySLLAtALALPDDGK Y11(Phospho)T16(Phospho)0.252 T(9): 47.4; Y(11): 47.4; S(12): 41.1; T(16): 64.07 10

Low NAIEVGVFTGysLLATALALPDDGK Y11(Phospho)S12(Phospho)0.286 T(9): 30.5; Y(11): 63.2; S(12): 53.2; T(16): 53.214 10

Low NcALLPsLSAsLHTLK S7(Phospho)S11(Phospho)0.404 S(7): 86.9; S(9): 18.1; S(11): 47.5; T(14): 47.551 14

Low NVENLEKAtK T9(Phospho) 1 T(9): 100.0 43 0.792 13

Low PPPPAPPsVER S8(Phospho) 1 S(8): 100.0 34 11

Low QADLPSLLssYIVQVVIHYFDK S9(Phospho)S10(Phospho)0.022 S(6): 80.8; S(9): 46.8; S(10): 19.1; Y(11): 53.0; Y(19): 0.332 11

Low QLDsAAVAGRR S4(Phospho) 1 S(4): 100.0 33 11

Low QLyHVtTKTITLGGAK Y3(Phospho)T6(Phospho)0.471 Y(3): 95.2; T(6): 51.6; T(7): 51.5; T(9): 1.1; T(11): 0.727 11

Low QPASLsLSmVSAQAPESVVNSLPcK S6(Phospho) 0.493 S(4): 0.7; S(6): 49.3; S(8): 49.3; S(11): 0.7; S(17): 0.0; S(21): 0.051 0.169 12

Low QtIVVSGHHGK T2(Phospho) 1 T(2): 100.0; S(6): 0.0 54 0.117 12

Low RPLAAGEAAPcsVAAAWAGRR S12(Phospho) 1 S(12): 100.0 10 11

Low RVVsLYTEIGVGQNAK S4(Phospho) 0.923 S(4): 92.3; Y(6): 5.9; T(7): 1.8 32 0.792 13

Low scPSGLLLPcSLVLDVsISFSKR S1(Phospho)S17(Phospho)0.418 S(1): 50.0; S(4): 50.0; S(11): 7.1; S(17): 83.7; S(19): 2.3; S(21): 7.037 12

Low sDLEAPIAIRPTSETVMYPYFSK S1(Phospho) 1 S(1): 100.0; T(12): 0.0; S(13): 0.0; T(15): 0.0; Y(18): 0.0; Y(20): 0.0; S(22): 0.062 13

Low sDVENQSEFINFLAVEVKNAAYK S1(Phospho) 1 S(1): 100.0; S(7): 0.0; Y(22): 0.0 77 16

Low sIDPNSRWVVTNAILYGNTsLSK S1(Phospho)S20(Phospho)0.417 S(1): 97.6; S(6): 2.3; T(11): 0.2; Y(16): 3.2; T(19): 11.3; S(20): 42.7; S(22): 42.746 12

Low SmYLSsLGVPPVNGFYPGAVQYPR S6(Phospho) 0.935 S(1): 0.4; Y(3): 0.4; S(5): 5.5; S(6): 93.5; Y(16): 0.1; Y(22): 0.059 13

Low SmYLsSLGVPPVNGFYPGAVQYPR S5(Phospho) 0.39 S(1): 11.0; Y(3): 11.0; S(5): 39.0; S(6): 39.0; Y(16): 0.0; Y(22): 0.049 11

Low SQPTQQQRGFGFSGVGAAAAAAAPsPRS25(Phospho) 0.155 S(1): 52.2; T(4): 27.2; S(13): 5.2; S(25): 15.56 10

Low sSADDRDPAVVLGR S1(Phospho) 0.845 S(1): 84.5; S(2): 15.5 43 0.803 10

Low SSHLLALGGHPPsPsLR S13(Phospho)S15(Phospho)0.984 S(1): 0.9; S(2): 0.9; S(13): 99.0; S(15): 99.126 0.062 13

Low tARGGATSAGSAR T1(Phospho) 0.999 T(1): 99.9; T(7): 0.0; S(8): 0.0; S(11): 0.048 0.121 21

Low tKGPTLASmLK T1(Phospho) 0.997 T(1): 99.7; T(5): 0.3; S(8): 0.0 62 0.76 15

Low tKLFPPANFK T1(Phospho) 1 T(1): 100.0 45 0.396 10

Low tLISRNSIMK T1(Phospho) 1 T(1): 100.0; S(4): 0.0; S(7): 0.0 47 0.542 18

Low TmLAKALANAAGAsFLNISMASMTSK S14(Phospho) 0.059 T(1): 91.9; S(14): 5.9; S(19): 0.7; S(22): 0.5; T(24): 0.5; S(25): 0.511 0.645 23

Low tTAYVPQLQK T1(Phospho) 0.479 T(1): 47.9; T(2): 47.9; Y(4): 4.2 80 15

Low ttLGGLLALGySVVVSFKR T1(Phospho)T2(Phospho)Y11(Phospho)0.787 T(1): 99.9; T(2): 99.9; Y(11): 78.8; S(12): 17.1; S(16): 4.238 0.782 13

Low TtTAKVVsQmLGLQAIEVNASDSR T2(Phospho)S8(Phospho)0.441 T(1): 45.0; T(2): 45.0; T(3): 10.2; S(8): 98.1; S(21): 0.4; S(23): 1.454 13

Low TtTAKVVSQmLGLQAIEVNAsDSR T2(Phospho)S21(Phospho)0.233 T(1): 47.6; T(2): 47.6; T(3): 5.0; S(8): 2.0; S(21): 48.9; S(23): 48.931 12



Low tVTNVGQGsARYSVAVVEPMGVSVK T1(Phospho)S9(Phospho)0.729 T(1): 93.2; T(3): 6.9; S(9): 78.0; Y(12): 20.1; S(13): 1.7; S(23): 0.048 10

Low TYGPVmMLKMGLtTTVVISSGDAAR T13(Phospho) 0.237 T(1): 6.6; Y(2): 11.8; T(13): 23.7; T(14): 23.7; T(15): 23.7; S(19): 6.6; S(20): 4.111 13

Low tYVPQSR T1(Phospho) 0.864 T(1): 86.4; Y(2): 13.4; S(6): 0.2 31 0.803 12

Low VEAsDLSAQQsRFLIPQAAAsLR S4(Phospho)S11(Phospho)S21(Phospho)0.025 S(4): 3.4; S(7): 97.5; S(11): 99.1; S(21): 100.026 0.233 15

Low VEINERImGssK S10(Phospho)S11(Phospho)1 S(10): 100.0; S(11): 100.0 44 0.806 12

Low VGLDVTVGTGsFAAR S11(Phospho) 0.851 T(6): 7.5; T(9): 7.5; S(11): 85.1 29 15

Low VGYTFTtDALDALYKK T7(Phospho) 0.435 Y(3): 16.4; T(4): 16.4; T(6): 16.4; T(7): 43.5; Y(14): 7.314 10

Low VLMAAGDtFRAAAR T8(Phospho) 1 T(8): 100.0 35 11

Low VMQTILsLGNALNQGTARGsAVGFR S7(Phospho)S20(Phospho)0.204 T(4): 0.6; S(7): 20.6; T(16): 79.0; S(20): 99.841 0.474 13

Low VPSPPcAAARsGWAVPmVsVRPAR S11(Phospho)S19(Phospho)0.498 S(3): 50.2; S(11): 50.2; S(19): 99.6 26 11

Low VSEGPVRPsAATPsETLPLAWVDR S9(Phospho)S14(Phospho)0.057 S(2): 25.8; S(9): 25.8; T(12): 35.3; S(14): 50.3; T(16): 62.82 11

Low VTSPPQASGsTAMALScRLLDLGER S10(Phospho) 0.672 T(2): 0.3; S(3): 0.3; S(8): 8.6; S(10): 67.2; T(11): 23.3; S(16): 0.336 0.693 16

Low WPDPsSLDVRLPSGGGAAsASVAALR S5(Phospho)S19(Phospho)0.007 S(5): 6.9; S(6): 6.9; S(13): 10.9; S(19): 87.6; S(21): 87.614 0.563 11

Low WPDPSSLDVRLPSGGGAAsAsVAALR S19(Phospho)S21(Phospho)0.93 S(5): 0.1; S(6): 0.1; S(13): 6.8; S(19): 93.2; S(21): 99.747 0.492 21

Low YELIHtFLK T6(Phospho) 1 Y(1): 0.0; T(6): 100.0 49 0.581 11

Low YGPLMQLRFGsFPVVVGSSAEmAR S11(Phospho) 0.04 Y(1): 92.6; S(11): 4.0; S(18): 2.3; S(19): 1.18 13

Os03t0799000-01 High Similar to Histone H1. DVLPSPSsNQNNSSLPFVR S8(Phospho) 0.434 S(5): 10.0; S(7): 43.4; S(8): 43.4; S(13): 0.7; S(14): 2.547 0 18

Low AEEALIGsGLPYtIVRPGGmERPtDAFK S8(Phospho)T13(Phospho)T24(Phospho)0.241 S(8): 77.3; Y(12): 75.9; T(13): 75.9; T(24): 70.80 0.309 11

Low AFGLssLARGGTPLPPTSSR S5(Phospho)S6(Phospho)0.786 S(5): 88.6; S(6): 88.6; T(12): 19.3; T(17): 1.1; S(18): 1.1; S(19): 1.126 0.479 13

Low AGAtAATPmDIDAAAPPPGAAAK T4(Phospho) 0.944 T(4): 94.4; T(7): 5.6 56 0.284 17

Low ALSNTGMsEKLAGMYsSVK S8(Phospho)S16(Phospho)0.464 S(3): 2.4; T(5): 19.7; S(8): 64.8; Y(15): 31.6; S(16): 74.1; S(17): 7.336 0.803 14

Low ALVRHVFmMNssNDGSEHAVAALLAVcRS11(Phospho)S12(Phospho)0.352 S(11): 67.6; S(12): 67.6; S(16): 64.8 0 0.792 11

Low AMTNSAVARtsVAtFmmPPmDcLVGPAKT10(Phospho)S11(Phospho)T14(Phospho)0.434 T(3): 27.0; S(5): 45.8; T(10): 65.1; S(11): 65.1; T(14): 96.930 11

Low ANVVDGATAATTRASAEQyR Y19(Phospho) 0.999 T(8): 0.0; T(11): 0.0; T(12): 0.1; S(15): 0.1; Y(19): 99.947 0.66 10

Low DELRAAEAAAAAsGsGSGSGSR S13(Phospho)S15(Phospho)0.31 S(13): 54.0; S(15): 54.0; S(17): 30.7; S(19): 30.7; S(21): 30.725 0.574 11

Low DGLIsAEELGtVLESLGLR S5(Phospho)T11(Phospho)0.969 S(5): 100.0; T(11): 96.9; S(15): 3.1 64 0.17 13

Low DLAyLQMKsIAsAVLLR Y4(Phospho)S9(Phospho)S12(Phospho)1 Y(4): 100.0; S(9): 100.0; S(12): 100.0 50 0.729 11

Low DLESKLQTAsmWLMNLR S10(Phospho) 0.908 S(4): 0.6; T(8): 8.6; S(10): 90.8 30 0.778 10

Low EcGAsHASNLASAKDtSGSK S5(Phospho)T16(Phospho)0.328 S(5): 90.8; S(8): 15.0; S(12): 36.8; T(16): 36.8; S(17): 10.3; S(19): 10.327 0.713 11

Low ERLtcGIPmSMGPTIFLL T4(Phospho) 0.908 T(4): 90.8; S(10): 8.4; T(14): 0.8 24 0.742 11

Low GLDVTLTGsGtNGAmPtTLSPTILNVIWR S9(Phospho)T11(Phospho)T17(Phospho)0.03 T(5): 75.7; T(7): 85.2; S(9): 18.8; T(11): 18.8; T(17): 40.8; T(18): 40.8; S(20): 14.2; T(22): 5.723 0.636 10

Low GMRLSVTLGtALIDmYsK T10(Phospho)S17(Phospho)0.495 S(5): 0.0; T(7): 0.2; T(10): 99.0; Y(16): 50.4; S(17): 50.445 0.719 13

Low GMRLSVTLGtALIDmySK T10(Phospho)Y16(Phospho)0.499 S(5): 0.0; T(7): 0.2; T(10): 99.8; Y(16): 50.0; S(17): 50.057 0.803 13

Low GTPATVVVYDtFmPWVPR T11(Phospho) 0.386 T(2): 38.6; T(5): 7.2; Y(9): 15.7; T(11): 38.615 0.526 12

Low HLKDHQsmNLLALMNDR S7(Phospho) 1 S(7): 100.0 9 0.304 17

Low HSVmYDLERLLVGmsNR S15(Phospho) 0.333 S(2): 33.3; Y(5): 33.3; S(15): 33.3 0 10

Low LGIVtSLSVSWAPDVYDPPVTsGsHtVK T5(Phospho)S22(Phospho)S24(Phospho)T26(Phospho)0.098 T(5): 97.5; S(6): 14.1; S(8): 55.7; S(10): 54.3; Y(16): 15.5; T(21): 22.8; S(22): 22.8; S(24): 22.8; T(26): 94.439 0.638 14

Low LRsGDEGGGGWDAYGNGVMR S3(Phospho) 1 S(3): 100.0; Y(14): 0.0 67 0.224 11

Low LSGAMDAAHTDIDSPFSPGEssQsHDTIKS21(Phospho)S22(Phospho)S24(Phospho)0.012 S(2): 25.7; T(10): 41.9; S(14): 32.1; S(17): 32.1; S(21): 35.0; S(22): 44.4; S(24): 44.4; T(27): 44.41 0.75 11

Low LSGGTDLttGVGLATAAAGNPK T8(Phospho)T9(Phospho)0.132 S(2): 23.4; T(5): 61.5; T(8): 70.1; T(9): 35.8; T(15): 9.220 0.628 11

Low mAPtAPTAAKSASPsQPsGK T4(Phospho)S15(Phospho)S18(Phospho)0.049 T(4): 44.2; T(7): 44.2; S(11): 51.6; S(13): 50.7; S(15): 50.7; S(18): 58.71 0.607 10

Low MLTLLSVAGNALsGEIPPsLSNcPLEQLKS13(Phospho)S19(Phospho)0.07 T(3): 25.7; S(6): 64.1; S(13): 78.9; S(19): 20.3; S(21): 11.012 11

Low NMSLVSPALmtWsRyVLPcstATLK T11(Phospho)S13(Phospho)Y15(Phospho)S20(Phospho)T21(Phospho)0.079 S(3): 26.8; S(6): 66.5; T(11): 57.9; S(13): 57.4; Y(15): 92.1; S(20): 88.3; T(21): 88.2; T(23): 22.923 15

Low REsPAAYARPFLLtHSR S3(Phospho)T14(Phospho)0.123 S(3): 24.8; Y(7): 74.5; T(14): 50.3; S(16): 50.319 0.74 12

Low RmDMQTTQDyPSSGANSR Y10(Phospho) 0.155 T(6): 15.5; T(7): 15.5; Y(10): 15.5; S(12): 15.5; S(13): 15.5; S(17): 22.40 0.504 10

Low sALAAAEQTVSTAGSAImSNR S1(Phospho) 0.106 S(1): 10.6; T(9): 22.8; S(11): 22.8; T(12): 22.8; S(15): 10.6; S(19): 10.61 0.483 11



Low SFHDLSSSyEAHEHDGMSAAESsmKVVKY9(Phospho)S23(Phospho)0.129 S(1): 9.1; S(6): 9.1; S(7): 27.3; S(8): 27.3; Y(9): 27.3; S(18): 5.7; S(22): 47.1; S(23): 47.134 12

Low SGKLMATSGVLTDDPSGVyR Y19(Phospho) 0.979 S(1): 0.0; T(7): 0.0; S(8): 0.0; T(12): 0.0; S(16): 2.0; Y(19): 97.941 0.715 11

Low sLETAVyRtPtLIPPR S1(Phospho)Y7(Phospho)T9(Phospho)T11(Phospho)0.499 S(1): 50.1; T(4): 50.1; Y(7): 99.8; T(9): 100.0; T(11): 100.060 0.329 11

Low SSKDFAWyDIATFLAYR Y8(Phospho) 0.126 S(1): 42.9; S(2): 42.9; Y(8): 12.6; T(12): 0.8; Y(16): 0.818 0.774 13

Low SVKTWTPmNGGVTNQPyR Y17(Phospho) 0.977 S(1): 0.0; T(4): 0.0; T(6): 0.0; T(13): 2.2; Y(17): 97.737 10

Low TDIEHsVVVsDYAQmDR S6(Phospho)S10(Phospho)0.167 T(1): 66.0; S(6): 66.0; S(10): 42.1; Y(12): 25.95 0.584 10

Low VTAKssAAAATVSSTDVLPPV S5(Phospho)S6(Phospho)0.86 T(2): 10.1; S(5): 92.5; S(6): 92.5; T(11): 3.3; S(13): 0.6; S(14): 0.6; T(15): 0.644 0.714 12

Low YDmASFPIQItsQsSPQADGASAGSQWRT11(Phospho)S12(Phospho)S14(Phospho)0.017 Y(1): 83.3; S(5): 74.8; T(11): 16.9; S(12): 29.4; S(14): 29.4; S(15): 65.4; S(22): 0.6; S(25): 0.423 0.541 17

Low yIsLRDNcISGTIPPSLGNLsSLLELR Y1(Phospho)S3(Phospho)S21(Phospho)0.163 Y(1): 71.7; S(3): 71.7; S(10): 35.9; T(12): 18.7; S(16): 34.0; S(21): 34.0; S(22): 34.017 0.731 11

Os03t0801600-02 Low Similar to vacuolar protein sorting 35. cNLsLSFALAmLFIsLLGRSILR S4(Phospho)S15(Phospho)0.339 S(4): 61.8; S(6): 38.2; S(15): 61.8; S(20): 38.211 0.804 15

Low EtQADYLTtFQmATVRTASPLEK T2(Phospho)T9(Phospho)0.534 T(2): 89.4; Y(6): 20.0; T(8): 23.7; T(9): 61.6; T(14): 3.3; T(17): 1.0; S(19): 1.028 0.743 11

Low EWLNVAFIDVGHASMQVSIVGyKK Y22(Phospho) 0.742 S(14): 2.9; S(18): 22.8; Y(22): 74.2 28 0.792 10

Low FSmsVQGLLAPLGESSKPRVQSMAR S4(Phospho) 0.11 S(2): 16.9; S(4): 11.0; S(15): 8.1; S(16): 8.1; S(22): 56.03 0.572 12

Low GsIELANIEATSPISSSLRIsIKPK S2(Phospho)S21(Phospho)0.062 S(2): 41.0; T(11): 29.5; S(12): 29.5; S(15): 22.6; S(16): 22.6; S(17): 22.6; S(21): 32.25 0.806 14

Low KNtASVLTSSMSVSscEADLAGLMR T3(Phospho)S15(Phospho)0.035 T(3): 56.2; S(5): 38.6; T(8): 17.9; S(9): 17.9; S(10): 17.9; S(12): 17.1; S(14): 17.1; S(15): 17.15 0.806 11

Low TAPAPMPLPPAQAPVWsPAPAPAATQRS17(Phospho) 0.94 T(1): 1.1; S(17): 94.0; T(25): 4.8 26 0.527 12

Os03t0807800-01 Low

Similar to 40S ribosomal protein S2

(Fragment). DsVLGFSVNVPGTTAK S2(Phospho) 0.002 S(2): 0.2; S(7): 99.8; T(13): 0.0; T(14): 0.022 0.688 12

Low KPyLHESRHR Y3(Phospho) 0.998 Y(3): 99.8; S(7): 0.2 37 10

Low KVLIFVNsIDsAFK S8(Phospho)S11(Phospho)1 S(8): 100.0; S(11): 100.0 63 0.761 15

Low LVARVsDIItR S6(Phospho)T10(Phospho)1 S(6): 100.0; T(10): 100.0 23 13

Low NGSIRSGsK S8(Phospho) 0.862 S(3): 0.6; S(6): 13.3; S(8): 86.2 36 11

Low SSAPASSPsLLSPASGSR S9(Phospho) 0.845 S(1): 0.3; S(2): 0.3; S(6): 4.2; S(7): 4.2; S(9): 84.5; S(12): 4.2; S(15): 1.1; S(17): 1.142 0.708 11

Low VTDDGsQGIQGLMIR S6(Phospho) 0.5 T(2): 50.0; S(6): 50.0 47 0.07 15

Low WLtIMNK T3(Phospho) 1 T(3): 100.0 36 11

Low yIQNITIPSALIDK Y1(Phospho) 0.488 Y(1): 48.8; T(6): 48.8; S(9): 2.3 42 13

Os03t0839100-01 Middle

Ubiquinone biosynthesis hydroxylase,

UbiH/UbiF/VisC/COQ6 domain

containing protein. FLPsGPIALLPIGDNYsNIVWtMSPEESLRS4(Phospho)S17(Phospho)T22(Phospho)0.05 S(4): 51.5; Y(16): 51.5; S(17): 51.5; T(22): 48.9; S(24): 48.3; S(28): 48.30 0.033 13

Low EYERAIDVVDGAVLSDNVtESFsALAAAAADART19(Phospho)S23(Phospho)0.349 Y(2): 4.4; S(15): 13.4; T(19): 52.6; S(21): 52.6; S(23): 76.915 0.657 18

Low LEILVNNAAVsGmEHAQRVDTNEEQFVGmDKS11(Phospho) 0.891 S(11): 89.1; T(21): 10.9 23 13

Os04t0162533-00 Middle Os04t0162533-00 GFFLALSAAALYRLILsLVELAYK S17(Phospho) 0.789 S(7): 0.0; Y(12): 0.0; S(17): 78.9; Y(23): 21.145 0.038 24

Low QTSEDNmETAVTVmKsTYNFYR S16(Phospho) 0.145 T(2): 0.0; S(3): 0.0; T(9): 0.2; T(12): 0.2; S(16): 14.5; T(17): 14.5; Y(18): 14.5; Y(21): 56.033 0.198 13

Os04t0349500-01 Low Similar to 40S ribosomal protein S8. ALSVPmVRsFNVSR S9(Phospho) 0.493 S(3): 1.3; S(9): 49.3; S(13): 49.3 26 11



Low AmGIyRR Y5(Phospho) 1 Y(5): 100.0 35 0.763 10

Low ItATGLLGLTNDSFR T2(Phospho) 0.824 T(2): 82.4; T(4): 17.6; T(10): 0.0; S(13): 0.049 0.089 17

Low ITNFtMR T5(Phospho) 0.122 T(2): 87.8; T(5): 12.2 29 0.677 13

Low KFsVDMR S3(Phospho) 1 S(3): 100.0 26 0.803 13

Low KtPPPPPLAAATAmAK T2(Phospho) 0.5 T(2): 50.0; T(12): 50.0 7 0.806 11

Low LARssIR S4(Phospho)S5(Phospho)1 S(4): 100.0; S(5): 100.0 69 17

Low LAsRsLR S3(Phospho)S5(Phospho)1 S(3): 100.0; S(5): 100.0 69 0.713 17

Low LSAYSsVR S6(Phospho) 0.94 S(2): 2.0; Y(4): 2.0; S(5): 2.0; S(6): 94.039 12

Low LVsNYMR S3(Phospho) 0.114 S(3): 11.4; Y(5): 88.6 26 0.778 13

Low mAsVTLQDGAFENLK S3(Phospho) 0.5 S(3): 50.0; T(5): 50.0 50 0.718 11

Low RsAsLLR S2(Phospho)S4(Phospho)1 S(2): 100.0; S(4): 100.0 29 0.372 10

Low sRIsALR S1(Phospho)S4(Phospho)1 S(1): 100.0; S(4): 100.0 43 15

Low sRLsLAR S1(Phospho)S4(Phospho)1 S(1): 100.0; S(4): 100.0 28 15

Low TQsFIMR S3(Phospho) 0.114 T(1): 88.6; S(3): 11.4 26 0.707 13

Low VWKyMR Y4(Phospho) 1 Y(4): 100.0 36 11

Low WSRLtPVGEPPSPR T5(Phospho) 0.959 S(2): 0.8; T(5): 95.9; S(12): 3.3 45 10

Os04t0419600-01 Low Histone H3. AEARAMVISGFAGLLAGAcsmAIGEFVsVcsQRS20(Phospho)S28(Phospho)S31(Phospho)0.395 S(9): 60.5; S(20): 79.8; S(28): 79.8; S(31): 79.84 0.805 10

Low AsVWcLsAsAsAAAPVAAAAAAPGPLGASVASVSLARS2(Phospho)S7(Phospho)S9(Phospho)S11(Phospho)0.975 S(2): 99.5; S(7): 99.1; S(9): 98.9; S(11): 98.7; S(29): 1.6; S(32): 1.0; S(34): 1.036 0.669 11

Low AVTIPVmcASGLssVtAPmAVtAGAAGVGVGSAVNKS13(Phospho)S14(Phospho)T16(Phospho)T22(Phospho)0.009 T(3): 61.8; S(10): 40.6; S(13): 50.7; S(14): 50.7; T(16): 45.4; T(22): 71.1; S(32): 79.62 0.386 11

Low cAVELGIPttIHGLGGAAtVPDLmAALsLPENKT9(Phospho)T10(Phospho)T19(Phospho)S28(Phospho)1 T(9): 100.0; T(10): 100.0; T(19): 100.0; S(28): 100.026 12

Low EASLLDPVVVEAAPDSLDGLmAEmDTmLAsYDRS30(Phospho) 0.497 S(3): 0.0; S(16): 0.0; T(26): 0.6; S(30): 49.7; Y(31): 49.741 11

Low FTGHPAGITTLQRVGAGmAtccLHMVVAALVEAKT20(Phospho) 0.538 T(2): 1.5; T(9): 22.4; T(10): 22.4; T(20): 53.823 0.694 12

Low GDYStsDAVAMFGsLVVPHNLFLHsSLVLTRT5(Phospho)S6(Phospho)S14(Phospho)S25(Phospho)0.001 Y(3): 26.5; S(4): 26.5; T(5): 26.5; S(6): 26.5; S(14): 83.0; S(25): 84.2; S(26): 63.3; T(30): 63.31 0.333 11

Low GLAFVtMGsEEEALsALNHLNsTTLNDRTIKT6(Phospho)S9(Phospho)S15(Phospho)S22(Phospho)0.034 T(6): 93.7; S(9): 93.7; S(15): 24.3; S(22): 41.1; T(23): 41.1; T(24): 41.1; T(29): 64.912 11

Low GLFGtATAPELsQtVsAPPKLGVEMGGALsQNKT5(Phospho)S12(Phospho)T14(Phospho)S16(Phospho)S30(Phospho)0.624 T(5): 78.2; T(7): 37.6; S(12): 96.4; T(14): 91.6; S(16): 96.4; S(30): 99.625 0.759 10

Low GRWQscsPHKPVHGGWQEQEVAmAATmLQRS5(Phospho)S7(Phospho)0.95 S(5): 97.5; S(7): 97.5; T(26): 5.0 16 0.752 15

Low GYcYPPREPIDYsLVGLyHytVLEITSK S13(Phospho)Y18(Phospho)Y20(Phospho)T21(Phospho)0.007 Y(2): 88.5; Y(4): 88.5; Y(12): 74.1; S(13): 35.3; Y(18): 37.4; Y(20): 37.4; T(21): 37.4; T(26): 0.6; S(27): 0.619 0.368 11

Low LLQGIPQLsKALFQSQImLGmVtPQMMQMAKS9(Phospho)T23(Phospho)0.311 S(9): 94.3; S(15): 68.9; T(23): 36.8 14 0.647 18

Low LLQGQQAQDtPAGMVLNQRPAERmVsSSSccST10(Phospho)S26(Phospho)0.091 T(10): 93.7; S(26): 11.1; S(27): 12.0; S(28): 11.2; S(29): 22.2; S(32): 49.818 0.752 14

Low LTAEQVtNGGDLANGEEQSVsKyAAVHGPQmAKT7(Phospho)S21(Phospho)Y23(Phospho)0.484 T(2): 33.5; T(7): 67.2; S(19): 28.0; S(21): 81.7; Y(23): 89.721 0.805 10

Low MAGLVIGYLAVQLSLmsLLLcPsSSTAQHTLGRS17(Phospho)S23(Phospho)0.625 Y(8): 0.3; S(14): 0.9; S(17): 92.7; S(23): 67.1; S(24): 24.5; S(25): 9.7; T(26): 4.0; T(30): 0.938 10

Low MAPAAEVSsSSAETTGSSAGSAPSTAAAAATSTSHSSYRS9(Phospho) 0.259 S(8): 25.9; S(9): 25.9; S(10): 11.6; S(11): 11.6; T(14): 2.8; T(15): 2.8; S(17): 5.5; S(18): 5.5; S(21): 2.8; S(24): 2.8; T(25): 1.5; T(31): 0.5; S(32): 0.2; T(33): 0.2; S(34): 0.2; S(36): 0.1; S(37): 0.1; Y(38): 0.125 0.229 10

Low MEADGGELRLGPFGDTcALVsVLFscLGmAFRS21(Phospho)S25(Phospho)0.403 T(16): 59.7; S(21): 80.6; S(25): 59.7 13 0.605 12

Low mNSPFLKVNtQGGGcPSSFLcEHDtFALSFKT10(Phospho)T25(Phospho)0.043 S(3): 26.6; T(10): 26.6; S(17): 34.2; S(18): 34.2; T(25): 39.2; S(29): 39.20 10

Low mPPLLGVyDFtAGLPPsPPtGVSAYTAGLLcRY8(Phospho)T11(Phospho)S17(Phospho)T20(Phospho)0.02 Y(8): 68.3; T(11): 42.5; S(17): 34.1; T(20): 63.8; S(23): 63.8; Y(25): 63.8; T(26): 63.811 11

Low MPQRStVtWNSmIFGLANSGHcQEAVGLFDRT6(Phospho)T8(Phospho)0.324 S(5): 22.4; T(6): 67.5; T(8): 53.6; S(11): 53.6; S(19): 2.934 0.75 13

Low mSVSTsNVAHQAAVRPEWAyAWAAssIGLKKS6(Phospho)Y20(Phospho)S25(Phospho)S26(Phospho)0.145 S(2): 56.4; S(4): 14.5; T(5): 14.5; S(6): 14.5; Y(20): 100.0; S(25): 100.0; S(26): 100.056 0.115 10

Low NYFIGSVLsGGGsVPAAQASPAAWVsmVNEmQRS9(Phospho)S13(Phospho)S26(Phospho)0.002 Y(2): 29.4; S(6): 70.6; S(9): 70.7; S(13): 29.6; S(20): 97.0; S(26): 2.714 0.661 20

Low RGWLLLLLLAQSQPtISLLSHFFcScYFGRT15(Phospho) 0.745 S(12): 22.2; T(15): 74.5; S(17): 2.5; S(20): 0.2; S(25): 0.2; Y(27): 0.434 0.74 14

Low RYLDIMVsEGLEItQPALDPDLstDIHHR S8(Phospho)T14(Phospho)S23(Phospho)T24(Phospho)0.082 Y(2): 91.8; S(8): 22.5; T(14): 95.2; S(23): 95.2; T(24): 95.27 0.804 10

Low SDVYSyGVLLLELVTGKPVAQGDDDGNGDssSRY6(Phospho)S30(Phospho)S31(Phospho)0.062 S(1): 35.3; Y(4): 35.3; S(5): 15.6; Y(6): 15.6; T(15): 19.8; S(30): 69.4; S(31): 69.4; S(32): 39.623 17

Low SSLSADPVAAAmHAGIPSAsMsVAGsAsKTGVFVRS20(Phospho)S22(Phospho)S26(Phospho)S28(Phospho)0.521 S(1): 3.9; S(2): 3.9; S(4): 3.0; S(18): 25.6; S(20): 73.4; S(22): 92.5; S(26): 96.3; S(28): 75.8; T(30): 25.740 0.805 10

Low sYISGYQASKDDmTVFTSLPSAPAASyVNVtRS1(Phospho)Y27(Phospho)T31(Phospho)Too many isoforms 0.538 10

Low VAGGSWNPNVYGDGGGSASmPIASHGVTAAGsSTAADGRS32(Phospho) 0.32 S(5): 0.5; Y(11): 0.5; S(17): 1.5; S(19): 2.2; S(24): 5.4; T(28): 9.2; S(32): 32.0; S(33): 32.0; T(34): 16.718 10

Low VAMFRySSVEIyTtcKPQTTLQFDNPcR Y6(Phospho)Y12(Phospho)T14(Phospho)0.056 Y(6): 19.6; S(7): 48.6; S(8): 48.6; Y(12): 64.0; T(13): 33.6; T(14): 64.3; T(19): 10.7; T(20): 10.726 12

Low VFVSAAsGsVGsLVGQFAKLAGcYVVGcAGtNAKS7(Phospho)S9(Phospho)S12(Phospho)T31(Phospho)0.133 S(4): 66.1; S(7): 66.1; S(9): 66.1; S(12): 53.2; Y(24): 53.2; T(31): 95.517 15

Low VGNPQFIASmTVSPNASYsAGctNAPFVSAmQRS19(Phospho)T23(Phospho)0.029 S(9): 18.5; T(11): 26.2; S(13): 26.2; S(17): 17.7; Y(18): 17.7; S(19): 17.7; T(23): 22.8; S(29): 53.13 11



Low VLHMTLVKQmEmmETLEAMQHHyQSSsVRY23(Phospho)S27(Phospho)0.146 T(5): 15.0; T(15): 18.3; Y(23): 38.6; S(25): 38.6; S(26): 38.6; S(27): 51.07 0.792 12

Low VTELETEEAPHPHESAVmsGAAAAAVAPGGEAyTRS19(Phospho)Y33(Phospho)0.355 T(2): 4.7; T(6): 10.8; S(15): 10.9; S(19): 73.2; Y(33): 50.2; T(34): 50.219 0.592 14

Low WFSPLEcGGGGGRLPGAPtMLYLPGIDGVGLGLIRT19(Phospho) 0.04 S(3): 95.5; T(19): 4.0; Y(22): 0.5 10 0.796 14

Os04t0421900-01 High Similar to H0525E10.11 protein. LITDASVSsPVSR S9(Phospho) 0.99 T(3): 0.0; S(6): 0.0; S(8): 0.1; S(9): 99.0; S(12): 0.9108 0 35

Low LLDIISWENtK T10(Phospho) 0.998 S(6): 0.2; T(10): 99.8 51 16

Os04t0446500-01 High

Similar to OSIGBa0140O07.15

protein. TPPAESLEsEDEDGFPVSFSESK S9(Phospho) 0.964 T(1): 0.0; S(6): 3.5; S(9): 96.4; S(18): 0.0; S(20): 0.0; S(22): 0.077 0 47

Low KGANmAItGAtAmDANFFR T8(Phospho)T11(Phospho)1 T(8): 100.0; T(11): 100.0 10 0.758 13

Low TPNLLTGFPSFAKPSAsSLR S17(Phospho) 0.433 T(1): 0.0; T(6): 0.0; S(10): 1.3; S(15): 12.2; S(17): 43.3; S(18): 43.338 12

Os04t0473400-01 Low

Similar to 60S ribosomal protein L6-B

(L17) (YL16) (RP18). ELGAGsARELK S6(Phospho) 1 S(6): 100.0 37 0.779 14

Low sFLSAAIYKK S1(Phospho) 0.998 S(1): 99.8; S(4): 0.2; Y(8): 0.0 39 0.576 11

Low sSQVDRPTLK S1(Phospho) 0.852 S(1): 85.2; S(2): 14.8; T(8): 0.0 47 0.318 14

Os04t0486600-01 High

Similar to Glyceraldehyde-3-

phosphate dehydrogenase, cytosolic 3

(EC 1.2.1.12). AAsFNIIPSSTGAAK S3(Phospho) 1 S(3): 100.0; S(9): 0.0; S(10): 0.0; T(11): 0.095 0 31

Low DQNPAASSSAPTPPPPATttmDSPAAAAPFKT19(Phospho)T20(Phospho)0.241 S(7): 3.0; S(8): 3.0; S(9): 4.6; T(12): 12.4; T(18): 55.6; T(19): 55.6; T(20): 55.6; S(23): 10.424 0.792 12

Low FILETNtGGGGGRR T7(Phospho) 0.841 T(5): 15.9; T(7): 84.1 51 12

Low LPVHHPPQAsGSAGGGGGGGGGGGGAVmmsAEEKS10(Phospho)S30(Phospho)0.544 S(10): 83.3; S(12): 45.6; S(30): 71.2 11 0.374 11

Low MPsTAAAAAAEMEPEPDHTKPSTSAAAAGHRS3(Phospho) 0.763 S(3): 76.3; T(4): 23.6; T(19): 0.1; S(22): 0.1; T(23): 0.0; S(24): 0.039 13

Low NPEEIPWGETGAEFVVEsTGVFtDKDK S18(Phospho)T23(Phospho)0.324 T(10): 2.7; S(18): 66.3; T(19): 65.5; T(23): 65.532 0.25 15

Low RTSLLmAsQVWK S8(Phospho) 0.996 T(2): 0.2; S(3): 0.2; S(8): 99.6 38 0.802 12

Low StKSSLLRPHtK T2(Phospho)T11(Phospho)0.441 S(1): 44.1; T(2): 44.1; S(4): 5.9; S(5): 5.9; T(11): 100.062 11

Low TADSDGGEGDENVsPsLGsKRPAAAATLTRS14(Phospho)S16(Phospho)S19(Phospho)0.656 T(1): 26.6; S(4): 26.6; S(14): 79.6; S(16): 79.6; S(19): 80.2; T(27): 3.7; T(29): 3.729 11

Os04t0501600-01 High

AT hook, DNA-binding, conserved site

domain containing protein. ALRPTMsALIK S7(Phospho) 0.981 T(5): 1.9; S(7): 98.1 58 0.002 15

High ELsPETDDGDNKLPPETGNR S3(Phospho) 0.875 S(3): 87.5; T(6): 12.5; T(17): 0.0 116 0 37

High QQEDTPPDEDtDEDLSLK T11(Phospho) 0.975 T(5): 0.0; T(11): 97.5; S(16): 2.5 80 0 26

High QQEDTPPDEDtDEDLSLKDIVSPK T11(Phospho) 0.995 T(5): 0.3; T(11): 99.5; S(16): 0.1; S(22): 0.146 0 21

High TGAAADETPPVVPLQsQETQDPNEPK S16(Phospho) 0.827 T(1): 0.0; T(8): 0.0; S(16): 82.7; T(19): 17.367 0.009 20

Low ALRPtMSALIK T5(Phospho) 0.946 T(5): 94.6; S(7): 5.4 27 0.624 20



Low AmEtGsVTIQVAGYSRtK T4(Phospho)S6(Phospho)T17(Phospho)0.866 T(4): 98.2; S(6): 94.0; T(8): 7.6; Y(14): 0.8; S(15): 6.0; T(17): 93.545 11

Low ANPLSNGHGGmDtIAGLLAsLMEVVR T13(Phospho)S20(Phospho)0.97 S(5): 3.0; T(13): 97.3; S(20): 99.6 39 12

Low AsAsAGPNDLAITGsAMRPK S2(Phospho)S4(Phospho)S15(Phospho)0.671 S(2): 92.2; S(4): 96.9; T(13): 32.9; S(15): 78.128 11

Low EmFTSEYFQsIAVGSASTTIPLYR S10(Phospho) 0.094 T(4): 4.9; S(5): 4.9; Y(7): 2.8; S(10): 9.4; S(15): 49.6; S(17): 9.4; T(18): 9.4; T(19): 4.9; Y(23): 4.99 0.372 13

Low GDASEttAAAALPPsPQGPGPPRPRR T6(Phospho)T7(Phospho)S15(Phospho)0.3 S(4): 70.0; T(6): 70.0; T(7): 70.0; S(15): 90.130 13

Low GtyVsQLPsGITKLESLR T2(Phospho)Y3(Phospho)S5(Phospho)S9(Phospho)0.962 T(2): 99.7; Y(3): 99.7; S(5): 99.6; S(9): 96.8; T(12): 2.1; S(16): 2.134 0.214 12

Low IWIsREEsmLDPGGNVVLmWNR S4(Phospho)S8(Phospho)1 S(4): 100.0; S(8): 100.0 46 11

Low LAPSGSGTWsSLGTVAGAGPyVVSEQRS10(Phospho)Y21(Phospho)0.099 S(4): 5.1; S(6): 9.2; T(8): 9.0; S(10): 40.5; S(11): 40.5; T(14): 62.0; Y(21): 26.8; S(24): 6.918 0.411 15

Low MAGstSGGGGALSAQAAAALGEGIGLVFGRS4(Phospho)T5(Phospho)0.146 S(4): 64.2; T(5): 35.8; S(6): 35.8; S(13): 64.217 11

Low RSstPSSSSTPSGGGGGAASRPR S3(Phospho)T4(Phospho)0.08 S(2): 45.4; S(3): 45.4; T(4): 19.5; S(6): 19.5; S(7): 7.7; S(8): 18.9; S(9): 18.9; T(10): 18.9; S(12): 5.8; S(20): 0.036 13

Low RtPAsMPTsAPAGPGLFLPR T2(Phospho)S5(Phospho)S9(Phospho)0.482 T(2): 98.2; S(5): 98.2; T(8): 51.8; S(9): 51.832 12

Low RtPAsMPtSAPAGPGLFLPR T2(Phospho)S5(Phospho)T8(Phospho)0.779 T(2): 99.9; S(5): 99.2; T(8): 78.9; S(9): 22.135 16

Low ScSVLDIGTGSGRLsQQLAK S15(Phospho) 0.669 S(1): 3.0; S(3): 1.4; T(9): 21.1; S(11): 7.5; S(15): 66.923 0.802 11

Low SPILSTHPVsEFLtssGTSAGERK S10(Phospho)T14(Phospho)S15(Phospho)S16(Phospho)0.022 S(1): 81.1; S(5): 81.1; T(6): 79.0; S(10): 14.7; T(14): 27.8; S(15): 29.6; S(16): 52.8; T(18): 17.0; S(19): 17.030 0.729 14

Low TTPPPPtPPsPPsPPASSRR T7(Phospho)S10(Phospho)S13(Phospho)0.566 T(1): 18.3; T(2): 18.3; T(7): 63.8; S(10): 98.5; S(13): 88.9; S(17): 3.4; S(18): 8.838 13

Low VDSYDTESGDEVVLMDAAGAPAFtVR T24(Phospho) 1 S(3): 0.0; Y(4): 0.0; T(6): 0.0; S(8): 0.0; T(24): 100.058 0.734 17

Low VIAEFmtPAMVIMLEEARK T7(Phospho) 1 T(7): 100.0 16 0.803 13

Low VyIGLVASPEQDSAWmFQK Y2(Phospho) 0.791 Y(2): 79.1; S(8): 10.4; S(13): 10.4 16 0.335 14

Low yGELVGAcYAALEEDPSSPR Y1(Phospho) 0.792 Y(1): 79.2; Y(9): 11.1; S(17): 4.9; S(18): 4.923 12

Os04t0543200-01 High

Nucleotide-binding, alpha-beta plait

domain containing protein. RQPsPPLQQPAAEEK S4(Phospho) 1 S(4): 100.0 94 0 17

Low RTNAATASGDLAtTAVR T13(Phospho) 0.365 T(2): 2.1; T(6): 12.4; S(8): 36.5; T(13): 36.5; T(14): 12.419 17

Low tFDEAAAVINRALER T1(Phospho) 1 T(1): 100.0 62 15

Low TWVGsMQELGLEVVK S5(Phospho) 0.5 T(1): 50.0; S(5): 50.0 56 16

Low WKLETLEtGLSGEGR T8(Phospho) 0.904 T(5): 2.5; T(8): 90.4; S(11): 7.1 26 0.712 13

Os04t0605900-01 Low Similar to 60S ribosomal protein L7-2. tEIIGLKGR T1(Phospho) 1 T(1): 100.0 42 0.687 12

Low yPAHITLLR Y1(Phospho) 1 Y(1): 100.0; T(6): 0.0 76 0.156 22

Os04t0635900-01 High

DNA repair exonuclease family

protein. SVTAQSNLNsFSDDEDTR S10(Phospho) 0.5 S(1): 0.0; T(3): 0.0; S(6): 0.0; S(10): 50.0; S(12): 50.0; T(17): 0.082 0 34

Low EtAAVAGGGGGGSLHsKTLLK T2(Phospho)S16(Phospho)0.222 T(2): 66.6; S(13): 33.4; S(16): 50.0; T(18): 50.011 0.35 19

Low LTtTSVSPHLSSGGVmDER T3(Phospho) 0.502 T(2): 4.8; T(3): 50.2; T(4): 14.9; S(5): 14.9; S(7): 14.9; S(11): 0.1; S(12): 0.035 0.74 12

Low NIESNLSSNGstNPQTSR S11(Phospho)T12(Phospho)0.029 S(4): 3.4; S(7): 3.4; S(8): 4.8; S(11): 14.8; T(12): 14.8; T(16): 74.5; S(17): 84.29 14

Os04t0671800-02 High Similar to H0624F09.12 protein. INESSLAIsPER S9(Phospho) 0.999 S(4): 0.0; S(5): 0.1; S(9): 99.9 74 0 33

Low AVLGLStAFSPPR T7(Phospho) 0.333 S(6): 33.3; T(7): 33.3; S(10): 33.3 8 0.604 13

Low KNIASAysLLR Y7(Phospho)S8(Phospho)0.827 S(5): 17.3; Y(7): 85.6; S(8): 97.1 40 16

Low NRSSPTsNLSPR S7(Phospho) 0.434 S(3): 2.1; S(4): 9.0; T(6): 43.4; S(7): 43.4; S(10): 2.138 11

Low VEQLDVVEsAAR S9(Phospho) 1 S(9): 100.0 50 14



Os04t0679400-03 High Similar to H0801D08.15 protein. VDsEGVMcGATFK S3(Phospho) 1 S(3): 100.0; T(11): 0.0 55 0 21

Low sIGADymSKLVK S1(Phospho)Y6(Phospho)0.617 S(1): 80.9; Y(6): 80.9; S(8): 38.3 15 0.803 10

Low tcVNLPmFLLGK T1(Phospho) 1 T(1): 100.0 37 0.594 10

Os05t0113900-01 Low Similar to Histone H2A. LGVsLEK S4(Phospho) 1 S(4): 100.0 60 0.545 11

Low LKVtYLK T4(Phospho) 0.991 T(4): 99.1; Y(5): 0.9 60 10

Low WAsLIR S3(Phospho) 1 S(3): 100.0 20 0.653 10

Os05t0160200-01 Low Ubiquitin. REVALLcLsLPLsLGEQR S9(Phospho)S13(Phospho)1 S(9): 100.0; S(13): 100.0 35 0.652 11

Low SAMVDssMYDPDRYFLR S6(Phospho)S7(Phospho)0.691 S(1): 0.1; S(6): 84.1; S(7): 84.1; Y(9): 30.4; Y(14): 1.450 0.652 12

Os05t0169100-01 Low

Similar to 60S ribosomal protein L10

(QM protein homolog). APPsAVQIEAAR S4(Phospho) 1 S(4): 100.0 41 13

Low tAFmLAAVLTR T1(Phospho) 0.885 T(1): 88.5; T(10): 11.5 16 12

Os05t0176000-01 Low Similar to fibrillarin-2. ADTRSSPFIsALELVsLDDSMYNTTDFDKS10(Phospho)S16(Phospho)0.139 T(3): 26.5; S(5): 26.5; S(6): 26.5; S(10): 27.8; S(16): 37.3; S(20): 17.8; Y(22): 14.4; T(24): 11.5; T(25): 11.512 0.726 12

Low AsEAAALAmRR S2(Phospho) 1 S(2): 100.0 11 0.806 13

Low EcPAtVscADILALAARDGVAMLGGPsVAMRT5(Phospho)S7(Phospho)S27(Phospho)1 T(5): 100.0; S(7): 100.0; S(27): 100.0 51 0.599 18

Low ETSELPAyDmPTGDLGLNHsGNPSNLNSYKY8(Phospho)S20(Phospho)0.026 T(2): 50.5; S(3): 50.5; Y(8): 62.3; T(12): 10.7; S(20): 17.0; S(24): 5.3; S(28): 1.8; Y(29): 1.812 12

Low GFytYDAFIAAANSFPAFGTSGGsAELIRRY3(Phospho)T4(Phospho)S24(Phospho)0.583 Y(3): 78.6; T(4): 78.6; Y(5): 38.4; S(14): 1.8; T(20): 2.2; S(21): 2.3; S(24): 98.135 0.794 10

Low KGSmNGGVSAIVDEIPYLTsFLsNPQyQKS20(Phospho)S23(Phospho)Y27(Phospho)0.365 S(3): 5.3; S(9): 3.4; Y(17): 29.7; T(19): 46.6; S(20): 59.8; S(23): 60.6; Y(27): 94.628 11

Low LDVRDNSDIYSNDDITSPVIEDDNtsTPK T25(Phospho)S26(Phospho)0.333 S(7): 0.0; Y(10): 0.0; S(11): 0.0; T(16): 0.0; S(17): 0.0; T(25): 66.6; S(26): 66.6; T(27): 66.644 0.588 10

Low LScDTcGEPtTRDVcLVPGPDScTNLPGIKT10(Phospho) 0.096 S(2): 3.7; T(5): 3.7; T(10): 9.6; T(11): 9.6; S(22): 25.7; T(24): 47.75 0.743 15

Low LtSEQKSEIK T2(Phospho) 0.968 T(2): 96.8; S(3): 3.0; S(7): 0.2 48 0.787 11

Low mELcVRAsSLLLGLLLQLLSSVDVVsAAQKS8(Phospho)S26(Phospho)0.06 S(8): 15.2; S(9): 15.2; S(20): 48.9; S(21): 48.9; S(26): 71.814 0.806 12

Low mSNNsmAtstILLFLLAVGGLAAAHGDTIRS5(Phospho)T8(Phospho)S9(Phospho)T10(Phospho)0.552 S(2): 41.4; S(5): 74.3; T(8): 92.7; S(9): 92.7; T(10): 92.7; T(28): 6.323 0.713 19

Low MTQsFRGtPQGVNLsLINGsMVSGVETLRS4(Phospho)T8(Phospho)S15(Phospho)S20(Phospho)0.008 T(2): 51.4; S(4): 51.4; T(8): 51.4; S(15): 68.0; S(20): 80.3; S(23): 90.4; T(27): 7.18 0.629 12

Low NEVINGAVRGtVsGVIGcIFSGLLAAsGAsSNT11(Phospho)S13(Phospho)S27(Phospho)S30(Phospho)0.061 T(11): 76.1; S(13): 73.8; S(21): 70.6; S(27): 63.2; S(30): 58.1; S(31): 58.11 0.763 11

Low PVNLLVTYRWEVNFSsVLtPGQGsPyR S16(Phospho)T19(Phospho)S24(Phospho)Y26(Phospho)0.332 T(7): 0.0; Y(8): 0.4; S(15): 66.5; S(16): 66.5; T(19): 66.5; S(24): 100.0; Y(26): 100.062 11

Low tARGGATSAGSAR T1(Phospho) 0.983 T(1): 98.3; T(7): 0.7; S(8): 0.7; S(11): 0.229 0.752 11

Low YLsMLPVDPK S3(Phospho) 0.5 Y(1): 50.0; S(3): 50.0 46 0.743 14

Low YVcmLsNGDTVDPTGAGEVISGWDLGIDGmRS6(Phospho) 0.53 Y(1): 21.8; S(6): 53.0; T(10): 21.8; T(14): 2.7; S(21): 0.819 12

Os05t0295100-01 High Hypothetical conserved gene. ELDGVGLAEEsPPPGSSLGK S11(Phospho) 0.999 S(11): 99.9; S(16): 0.1; S(17): 0.0 82 0 51

Low DHSAAAMANKPsLAVAAASR S12(Phospho) 0.986 S(3): 0.7; S(12): 98.6; S(19): 0.7 40 11

Os05t0302700-01 Low Similar to ATP/ADP carrier protein. APsIAVAEAtAAARAPVDLVTVLDVSGSmEGYKS3(Phospho)T10(Phospho)0.9 S(3): 98.0; T(10): 90.7; T(21): 5.8; S(26): 1.6; S(28): 1.0; Y(32): 2.930 0.187 11

Low AsPAtsSAVLVVVLVATLAAGGANAATFTItNRS2(Phospho)T5(Phospho)S6(Phospho)T31(Phospho)0.159 S(2): 93.4; T(5): 63.9; S(6): 63.9; S(7): 63.9; T(17): 14.3; T(27): 21.4; T(29): 21.4; T(31): 57.831 11

Low cGVLLmSLFVFFTTTMsVsFTLRETQSR S17(Phospho)S19(Phospho)0.014 S(7): 62.4; T(13): 31.2; T(14): 19.9; T(15): 19.9; S(17): 19.9; S(19): 13.9; T(21): 11.0; T(25): 11.0; S(27): 11.01 0.8 16

Low DIGNLVNLQYLSLANNSLtGsLPsSFSKLKT19(Phospho)S21(Phospho)S24(Phospho)0.078 Y(10): 0.1; S(12): 0.2; S(17): 12.0; T(19): 87.9; S(21): 75.2; S(24): 30.6; S(25): 47.0; S(27): 47.048 10

Low EDTHLTITGARGtPGYAAPELWmPLPVtHKT13(Phospho)T28(Phospho)0.309 T(3): 12.8; T(6): 12.8; T(8): 31.4; T(13): 31.4; Y(16): 12.9; T(28): 98.724 11



Low FDSELLTAFTSsLyIAGLLtTFLASSVTAR S12(Phospho)Y14(Phospho)T20(Phospho)0.004 S(3): 10.8; T(7): 76.5; T(10): 49.5; S(11): 49.5; S(12): 45.0; Y(14): 48.0; T(20): 8.2; T(21): 8.2; S(25): 1.9; S(26): 2.0; T(28): 0.623 0.249 15

Low GGGGEAFTMTSNIAGtRGYTAPEYLEHGVVSPKT16(Phospho) 0.413 T(8): 7.6; T(10): 17.1; S(11): 7.6; T(16): 41.3; Y(19): 17.1; T(20): 7.6; Y(24): 1.0; S(31): 0.625 0.173 16

Low GPSIWDTFTHNHPEKIANGsNGDIAIDsyHRS20(Phospho)S28(Phospho)Y29(Phospho)0.045 S(3): 39.8; T(7): 39.8; T(9): 51.7; S(20): 64.8; S(28): 52.0; Y(29): 52.03 11

Low GVSTVmVSySSWNGVKMHANHHLItDFLKY9(Phospho)T25(Phospho)0.248 S(3): 0.3; T(4): 0.3; S(8): 24.9; Y(9): 24.9; S(10): 24.9; S(11): 24.9; T(25): 99.838 0.56 12

Low HIVQmcmNVILVsIELGQFPHVSNyVSK S13(Phospho)Y25(Phospho)0.872 S(13): 91.2; S(23): 9.8; Y(25): 95.5; S(27): 3.435 0.188 17

Low HVLLmDPVLGtGNsANQAIELLISSGVPEERT11(Phospho)S14(Phospho)0.993 T(11): 99.8; S(14): 99.4; S(24): 0.4; S(25): 0.433 11

Low IVGMyWDDmNGTNIISAEFTSsmRTmMKY5(Phospho)S22(Phospho)0.025 Y(5): 6.4; T(12): 60.9; S(16): 26.5; T(20): 22.9; S(21): 22.9; S(22): 50.0; T(25): 10.411 11

Low LLGEGLGScSVQELQELEVQLEKsLcsIRS24(Phospho)S27(Phospho)0.963 S(8): 2.0; S(10): 2.0; S(24): 97.2; S(27): 98.927 0.617 19

Low LPTGKPLDGSLKSSGNtsAsVVSQSNGGAPVGPKT17(Phospho)S18(Phospho)S20(Phospho)0.004 T(3): 7.2; S(10): 4.5; S(13): 12.3; S(14): 12.3; T(17): 46.7; S(18): 46.7; S(20): 68.8; S(23): 32.0; S(25): 69.69 0.406 12

Low LVEsATTSTSGRSVASAAAVGDALVSELcMQSAKS4(Phospho) 0.017 S(4): 1.7; T(6): 1.7; T(7): 1.7; S(8): 1.7; T(9): 1.7; S(10): 1.9; S(13): 1.9; S(16): 1.9; S(26): 8.2; S(32): 77.70 11

Low mDTISGMFRPVFDRIRPSIAsAAELsFSRS21(Phospho)S26(Phospho)0.631 T(3): 7.0; S(5): 2.6; S(18): 21.2; S(21): 69.4; S(26): 90.3; S(28): 9.538 0.741 12

Low mEASTLstyLPLLAmVLVQLGLAGLNVMSKS7(Phospho)T8(Phospho)Y9(Phospho)0.229 S(4): 45.9; T(5): 45.9; S(7): 45.9; T(8): 74.5; Y(9): 87.9; S(29): 0.039 0.465 14

Low MIGRFSQFLSLDAGGEsLLFmGSEFENNLKS17(Phospho) 0.081 S(6): 0.9; S(10): 1.6; S(17): 8.1; S(23): 89.311 0.792 11

Low MQESQAmQEKmLEESTEmDEGLLMsEFKS25(Phospho) 0.25 S(4): 25.0; S(15): 25.0; T(16): 25.0; S(25): 25.02 11

Low mQESTQtLGIGSVLIVTVTFGAmFALPGGyRT7(Phospho)Y30(Phospho)0.092 S(4): 41.2; T(5): 25.2; T(7): 25.2; S(12): 16.7; T(17): 25.2; T(19): 25.2; Y(30): 41.210 13

Low mTELLSLSAsSLDDEILDLGsLNPAPQcLRS10(Phospho)S21(Phospho)0.578 T(2): 2.7; S(6): 1.2; S(8): 19.2; S(10): 58.4; S(11): 19.6; S(21): 98.934 0.11 12

Low NISSGGLSVPSIAsRmNLsGNVGSGGLNVQGSSRS14(Phospho)S19(Phospho)0.056 S(3): 34.6; S(4): 34.6; S(8): 34.6; S(11): 29.2; S(14): 29.2; S(19): 19.4; S(24): 8.9; S(32): 4.8; S(33): 4.812 10

Low NLmAVLATNEDQLsASsAATSKAQDAAQAVGARS14(Phospho)S17(Phospho)0.151 T(8): 2.3; S(14): 34.2; S(16): 58.1; S(17): 58.1; T(20): 23.7; S(21): 23.720 0.789 16

Low NSVtWsAMIGGyGmQGDSAGSIDLFNEMLKT4(Phospho)S6(Phospho)Y12(Phospho)0.057 S(2): 53.7; T(4): 53.7; S(6): 86.2; Y(12): 18.1; S(18): 72.6; S(21): 15.713 0.713 14

Low RFSHVcTAPVDSDDsSIVTGAHLEVVSHGFKS15(Phospho) 0.373 S(3): 1.6; T(7): 14.9; S(12): 14.9; S(15): 37.3; S(16): 14.9; T(19): 14.9; S(27): 1.623 0.789 11

Low sTmmAASMLLFLLVLAGIVTATTTTTDsNIRS1(Phospho)S28(Phospho)0.008 S(1): 44.9; T(2): 44.9; S(7): 45.6; T(20): 11.5; T(22): 9.5; T(23): 9.6; T(24): 9.6; T(25): 8.2; T(26): 8.2; S(28): 8.20 0.713 10

Low SVIFVsFGsGGALPTEHmRELALGLELSGQRS6(Phospho)S9(Phospho)0.629 S(1): 34.1; S(6): 81.2; S(9): 81.2; T(15): 3.5; S(28): 0.046 0.723 15

Low sYMTQGLVNGGINVPMMSSSPIFANAPAEKGGKS1(Phospho) 0.471 S(1): 47.1; Y(2): 47.1; T(4): 5.5; S(18): 0.1; S(19): 0.1; S(20): 0.129 0.644 17

Low symtQGLVNGGINVPMMSSsPIFANAPAEKGGKS1(Phospho)Y2(Phospho)T4(Phospho)S20(Phospho)0.674 S(1): 99.7; Y(2): 99.7; T(4): 99.7; S(18): 16.5; S(19): 16.5; S(20): 67.950 0.622 21

Low tmRLAAAVVVMVVVAAAAMSVEAELSVDyYKT1(Phospho)Y29(Phospho)0.091 T(1): 99.8; S(20): 9.2; S(26): 72.7; Y(29): 9.2; Y(30): 9.225 0.735 14

Low tsSSLLSGGQQGmGSGGGMLPSQSPFSSLVsPRT1(Phospho)S2(Phospho)S31(Phospho)0.023 T(1): 43.6; S(2): 43.6; S(3): 43.6; S(4): 28.9; S(7): 20.5; S(15): 11.1; S(22): 19.3; S(24): 18.4; S(27): 19.1; S(28): 33.7; S(31): 18.414 10

Low TTQSyILEQTAGPWtTSRLSGPPELDITGRY5(Phospho)T15(Phospho)0.325 T(1): 4.2; T(2): 4.2; S(4): 23.8; Y(5): 64.1; T(10): 10.3; T(15): 49.2; T(16): 18.1; S(17): 7.3; S(20): 18.2; T(28): 0.533 0.744 13

Low VAAAAAAAtAKDK T9(Phospho) 1 T(9): 100.0 26 11

Low VDWKAIAIsR S9(Phospho) 1 S(9): 100.0 59 0.755 16

Low VLHLSDTDDSADmDLNTSTsMELsTAGLGHKS20(Phospho)S24(Phospho)0.02 S(5): 15.9; T(7): 12.7; S(10): 11.6; T(17): 26.2; S(18): 42.1; T(19): 32.7; S(20): 32.7; S(24): 13.0; T(25): 13.07 0.737 13

Low VYAMSKsPSWIADPDFPPWFELLDLSQSKS7(Phospho) 0.383 Y(2): 6.3; S(5): 15.0; S(7): 38.3; S(9): 38.3; S(26): 1.4; S(28): 0.825 11

Low WGcNNGQAcIAPDYVITtKSFAPELVDSLKT18(Phospho) 0.699 Y(14): 0.2; T(17): 14.9; T(18): 69.9; S(20): 14.9; S(28): 0.061 13

Low YNYtPDTVGKTGVQVHTDSGFLTVLQEDDRT4(Phospho) 0.311 Y(1): 31.1; Y(3): 31.1; T(4): 31.1; T(7): 4.3; T(11): 1.8; T(17): 0.4; S(19): 0.1; T(23): 0.032 0.053 13

Low YsmVITPKNWNLFSVNVAMAGTGLyQLSRS2(Phospho)Y25(Phospho)0.085 Y(1): 49.3; S(2): 49.3; T(6): 1.8; S(14): 17.4; T(22): 47.4; Y(25): 17.4; S(28): 17.420 0.54 11

Os05t0350500-01 High

Peptidase M24, structural domain

domain containing protein. VTSHSLQELQPtKSIEDNAEIK T12(Phospho) 0.954 T(2): 0.0; S(3): 0.0; S(5): 0.1; T(12): 95.4; S(14): 4.573 0.001 28

Middle EVLDQMPsPK S8(Phospho) 1 S(8): 100.0 56 0.011 16

Low DLLVAGVVDAsR S11(Phospho) 1 S(11): 100.0 62 0.308 11

Low EIVPSsPGGWPGEIPALVQTLPPLtR S6(Phospho)T25(Phospho)0.434 S(5): 50.0; S(6): 50.0; T(20): 13.0; T(25): 87.026 0.741 16

Low ELLDNSsYEVKLsVVscISEITR S7(Phospho)S13(Phospho)S16(Phospho)0.025 S(6): 40.3; S(7): 40.3; Y(8): 11.1; S(13): 20.7; S(16): 93.0; S(19): 93.0; T(22): 1.728 0.749 11

Low mAASLQEFAGGAFIEQGELtKYGNVK T20(Phospho) 0.333 S(4): 33.3; T(20): 33.3; Y(22): 33.3 7 14

Low mFHGSPAAVAASAAVAEMRFtTGGSSTRT21(Phospho) 0.501 S(5): 2.0; S(12): 8.2; T(21): 50.1; T(22): 19.4; S(25): 8.2; S(26): 8.2; T(27): 3.822 0.659 15



Low RLFLSTSGGSSsVGLsTGLQRPScLK S12(Phospho)S16(Phospho)0.089 S(5): 6.9; T(6): 6.9; S(7): 6.9; S(10): 17.3; S(11): 17.3; S(12): 46.0; S(16): 21.1; T(17): 21.1; S(23): 56.426 11

Os05t0367100-01 High

Ribosome biogenesis protein Nop16

domain containing protein. APVDEFEPVDSGsDLESDDLK S13(Phospho) 0.98 S(11): 2.0; S(13): 98.0; S(17): 0.0 108 0 56

Middle LHtPGATAHGDADGDATPTEtR T3(Phospho)T21(Phospho)0.804 T(3): 98.6; T(7): 1.4; T(17): 1.1; T(19): 17.5; T(21): 81.453 0.04 18

Low DPAsAAySMASMLVLVLFFR S4(Phospho)Y7(Phospho)0.483 S(4): 96.6; Y(7): 51.7; S(8): 51.7; S(11): 0.140 11

Low EAEDVAAAsFGADITVLAVsPR S9(Phospho)S20(Phospho)0.998 S(9): 100.0; T(15): 0.2; S(20): 99.8 75 0.205 19

Low ENIVTASTLQssAsLTcQVT S11(Phospho)S12(Phospho)S14(Phospho)0.006 T(5): 3.5; S(7): 3.5; T(8): 2.5; S(11): 47.5; S(12): 47.4; S(14): 27.0; T(16): 74.3; T(20): 94.212 0.439 11

Low GyEDEEDGKcAIPTDSDIEK Y2(Phospho) 0.999 Y(2): 99.9; T(14): 0.0; S(16): 0.0 44 0.773 12

Low HLASAEEmssVTAISLSLQAK S9(Phospho)S10(Phospho)0.007 S(4): 0.8; S(9): 2.4; S(10): 2.1; T(12): 1.8; S(15): 96.0; S(17): 97.010 0.682 10

Low RDSGNSSGGGGGSySPHSLPGtR Y14(Phospho)T22(Phospho)0.236 S(3): 0.7; S(6): 4.7; S(7): 10.5; S(13): 26.6; Y(14): 26.6; S(15): 26.6; S(18): 13.2; T(22): 91.029 0.477 15

Low tsAATDLAGAGcFLtEPSGKR T1(Phospho)S2(Phospho)T15(Phospho)0.401 T(1): 79.5; S(2): 79.5; T(5): 45.0; T(15): 69.7; S(18): 26.422 0.432 19

Os05t0445500-01 High

Similar to Acidic ribosomal protein

(Fragment). EEsDDDMGFSLFD S3(Phospho) 1 S(3): 100.0; S(10): 0.0 65 0 25

High VEEKEEsDDDMGFSLFD S7(Phospho) 1 S(7): 100.0; S(14): 0.0 197 0 77

Middle LsSPELQPSGGISFPSSVAAAHRPK S2(Phospho) 0.48 S(2): 48.0; S(3): 48.0; S(9): 3.7; S(13): 0.2; S(16): 0.1; S(17): 0.236 0.046 14

Low EDSPHQNGSASPFSNGstK S17(Phospho)T18(Phospho)0.755 S(3): 0.2; S(9): 2.1; S(11): 2.1; S(14): 21.2; S(17): 80.2; T(18): 94.241 0.673 11

Low EYFQKDsEVSVVEmADK S7(Phospho) 0.976 Y(2): 2.4; S(7): 97.6; S(10): 0.0 63 0.729 12

Low GsISmMNNLLIGFADGGVRVVVVR S2(Phospho) 0.5 S(2): 50.0; S(4): 50.0 33 0.754 12

Low GVLHRAVVGGEQsR S13(Phospho) 1 S(13): 100.0 58 14

Low HsLPSAHScPGRPRSSPARPPLR S2(Phospho) 0.251 S(2): 25.1; S(5): 12.3; S(8): 12.3; S(15): 25.1; S(16): 25.18 10

Low IsEGAVKPAAATPEETLPLAWVDR S2(Phospho) 0.03 S(2): 3.0; T(12): 85.3; T(16): 11.7 3 0.731 11

Low MGVLRAAVPLQPEADLVLAtGGGER T20(Phospho) 1 T(20): 100.0 18 0.62 10

Os05t0459900-01 Low

Similar to 60S ribosomal protein L36-

1. AAAsAISAAAVK S4(Phospho) 0.843 S(4): 84.3; S(7): 15.7 11 14

Low LEKtSQTVK T4(Phospho) 0.493 T(4): 49.3; S(5): 49.3; T(7): 1.5 35 0.707 11

Os05t0499100-01 Low 26 kDa globulin (Alpha-globulin). AAAAsTSRWSAVSPR S5(Phospho) 0.888 S(5): 88.8; T(6): 7.9; S(7): 2.8; S(10): 0.3; S(13): 0.330 0.632 11

Low ASLSGGsVGAGAGGGR S7(Phospho) 0.909 S(2): 4.6; S(4): 4.6; S(7): 90.9 44 0.762 15

Low HPtAIHRcLR T3(Phospho) 1 T(3): 100.0 57 0.223 15

Low IFRsSsVLQK S4(Phospho)S6(Phospho)0.843 S(4): 97.5; S(5): 15.7; S(6): 86.7 36 12

Low KSAsPPSPPPPQEAK S4(Phospho) 0.455 S(2): 8.9; S(4): 45.5; S(7): 45.5 34 0.415 11

Low LDcHsGRSYHLK S5(Phospho) 0.952 S(5): 95.2; S(8): 2.4; Y(9): 2.4 54 12

Low LSRNSGWsFR S8(Phospho) 0.954 S(2): 0.4; S(5): 4.2; S(8): 95.4 33 12

Low READEsILLSK S6(Phospho) 0.5 S(6): 50.0; S(10): 50.0 28 0.745 10

Low sAQATVGRGASLDER S1(Phospho) 0.997 S(1): 99.7; T(5): 0.2; S(11): 0.1 34 11

Low SFGARVstIVK S7(Phospho)T8(Phospho)1 S(1): 0.0; S(7): 100.0; T(8): 100.0 45 11

Low TAPPPAtVITAsRR T7(Phospho)S12(Phospho)0.902 T(1): 6.2; T(7): 92.1; T(10): 3.9; S(12): 97.831 0.77 11



Low VEEtTDVAKLR T4(Phospho) 0.5 T(4): 50.0; T(5): 50.0 35 11

Low yPNtKLAESELK Y1(Phospho)T4(Phospho)0.458 Y(1): 54.2; T(4): 91.6; S(9): 54.2 35 11

Low yVEMmKAENVSR Y1(Phospho) 1 Y(1): 100.0; S(11): 0.0 98 23

Os05t0520100-00 High

Similar to MPPN domain containing

protein. AAAVDFSPDAAASELLLPVASSPsPR S24(Phospho) 0.723 S(7): 0.1; S(13): 0.1; S(21): 6.6; S(22): 21.0; S(24): 72.337 0.002 32

Low FNKAGPQtPISNAGSPGNPSTPASSR T8(Phospho) 0.77 T(8): 77.0; S(11): 7.7; S(15): 4.2; S(20): 4.2; T(21): 2.6; S(24): 2.6; S(25): 1.720 0.746 15

Low GtAIyRLVHAIAGcSFLHVAFR T2(Phospho)Y5(Phospho)0.988 T(2): 99.8; Y(5): 99.0; S(15): 1.2 42 10

Low tPVAVNEEDtESGLLLGFLSQLK T1(Phospho)T10(Phospho)0.728 T(1): 99.2; T(10): 73.4; S(12): 26.0; S(20): 1.426 12

Low VAEGSsAKsLELVTNVAISEVEVK S6(Phospho)S9(Phospho)0.067 S(5): 93.2; S(6): 97.8; S(9): 8.9; T(14): 0.1; S(19): 0.033 10

Os05t0524400-01 High Phosphofructokinase family protein. NAsSVSLADAAYVK S3(Phospho) 0.882 S(3): 88.2; S(4): 11.5; S(6): 0.3; Y(12): 0.073 0 61

Low IsRDSYPNLR S2(Phospho) 0.057 S(2): 5.7; S(5): 47.2; Y(6): 47.2 52 0.35 10

Low ISRDSyPNLR Y6(Phospho) 0.495 S(2): 1.0; S(5): 49.5; Y(6): 49.5 57 12

Low LLDTLSRtLPIR T8(Phospho) 0.333 T(4): 33.3; S(6): 33.3; T(8): 33.3 17 0.653 11

Low TctGLGLQSRK T3(Phospho) 0.852 T(1): 14.8; T(3): 85.2; S(9): 0.0 44 0.736 13

Low VSVNsSMLDLR S5(Phospho) 0.484 S(2): 3.2; S(5): 48.4; S(6): 48.4 26 11

Low VTISVcDLsAR S9(Phospho) 0.926 T(2): 1.9; S(4): 5.6; S(9): 92.6 24 11

Os05t0540800-01 High Homeodomain-like containing protein. FIDAPPsPPQSK S7(Phospho) 0.979 S(7): 97.9; S(11): 2.1 65 0 32

Low RAPSsSPSSRPR S5(Phospho) 0.109 S(4): 37.1; S(5): 10.9; S(6): 4.0; S(8): 37.1; S(9): 10.911 0.5 11

Low VAVsAAVAAARAVK S4(Phospho) 1 S(4): 100.0 30 0.804 10

Os05t0576700-01 High Oleosin family protein. LGYAPAASADsPSTTLLR S11(Phospho) 0.895 Y(3): 0.0; S(8): 9.4; S(11): 89.5; S(13): 1.0; T(14): 0.1; T(15): 0.0138 0 39

Low FTRIILTHASASAscR S14(Phospho) 0.982 T(2): 0.1; T(7): 0.7; S(10): 0.3; S(12): 0.7; S(14): 98.235 10

Low RsPSPSPSPSPAPAAASAR S2(Phospho) 0.855 S(2): 85.5; S(4): 7.1; S(6): 2.4; S(8): 2.4; S(10): 2.4; S(17): 0.132 13

Low tLSSLDEFLVSVGAVKK T1(Phospho) 0.778 T(1): 77.8; S(3): 20.2; S(4): 1.8; S(11): 0.241 11

Os05t0592600-03 High Hypothetical conserved gene. LLAEIDDtSPPTEEAEPVEEVPAPDADDALGKKT8(Phospho) 0.447 T(8): 44.7; S(9): 44.7; T(12): 10.6 76 0 49

Low AAsttGLLLILLLLVAFTVcNYSsLKLstR S3(Phospho)T4(Phospho)T5(Phospho)S24(Phospho)S28(Phospho)T29(Phospho)0.011 S(3): 65.0; T(4): 65.0; T(5): 65.0; T(18): 67.5; Y(22): 67.5; S(23): 67.5; S(24): 67.5; S(28): 67.5; T(29): 67.50 0.277 11

Low AGmAKGLGIGctYGIAcmsWALVFWYAGVFIRT12(Phospho)S19(Phospho)0.303 T(12): 63.6; Y(13): 63.6; S(19): 63.6; Y(26): 9.212 0.765 12

Low AKEsPmPDPSELFTNVyVNDcGLESFGVDRS4(Phospho)Y17(Phospho)0.42 S(4): 52.2; S(10): 5.3; T(14): 50.4; Y(17): 86.9; S(25): 5.331 0.804 10

Low AmPSGGLSMDGPPTTLSGtGIDRmAFLQANItRT19(Phospho)T32(Phospho)0.213 S(4): 10.1; S(8): 29.9; T(14): 11.5; T(15): 11.5; S(17): 28.0; T(19): 28.0; T(32): 81.015 18

Low AQAGNtcAVSFDWKcSGIcDSVENmQWVHNRT6(Phospho) 0.273 T(6): 27.3; S(10): 27.3; S(16): 18.0; S(21): 27.32 0.805 12

Low AQFPsPNEYSSFMGDFSTATGIATFTMMLLGRS5(Phospho) 0.218 S(5): 21.8; Y(9): 11.8; S(10): 11.8; S(11): 11.8; S(17): 11.8; T(18): 8.1; T(20): 8.1; T(24): 8.1; T(26): 7.05 11

Low AQssDLIsVSSKHLIAETPHVDNIVcPELRS3(Phospho)S4(Phospho)S8(Phospho)0.09 S(3): 66.2; S(4): 51.6; S(8): 51.6; S(10): 51.6; S(11): 51.6; T(18): 27.55 11

Low ASmDSSEGIIVNsFVELEPLcFDGWSRmSPVKS13(Phospho) 0.19 S(2): 19.0; S(5): 19.0; S(6): 19.0; S(13): 19.0; S(26): 12.0; S(29): 12.02 11

Low ASSSSTSNSAISsVVAsAVATTTPGAGSPcAAcKFLRS13(Phospho)S17(Phospho)0.005 S(2): 4.4; S(3): 4.4; S(4): 14.7; S(5): 14.7; T(6): 14.7; S(7): 14.7; S(9): 14.7; S(12): 14.7; S(13): 5.2; S(17): 12.4; T(21): 12.4; T(22): 12.4; T(23): 12.4; S(28): 48.08 0.459 11

Low AVSsPVKPtNAADtTSPNDKNVLVEQGYSVYVKS4(Phospho)T9(Phospho)T14(Phospho)0.029 S(3): 40.7; S(4): 40.7; T(9): 40.7; T(14): 40.7; T(15): 40.7; S(16): 40.7; Y(28): 18.6; S(29): 18.6; Y(31): 18.66 0.792 12

Low DEADYSVLSHINsVtssVAKISIDATPDLAGDIKS13(Phospho)T15(Phospho)S16(Phospho)S17(Phospho)0.012 Y(5): 41.2; S(6): 41.2; S(9): 43.5; S(13): 46.2; T(15): 46.2; S(16): 46.2; S(17): 46.2; S(22): 44.5; T(26): 44.52 0.803 12

Low EAtEVFREmVAtGcEPNmHtYIMLLQGHLGKT3(Phospho)T12(Phospho)T20(Phospho)0.469 T(3): 98.9; T(12): 94.9; T(20): 53.1; Y(21): 53.116 11

Low EDAVMFMSVLQAQNGQATEDmGcsNIPRyISGRS24(Phospho)Y29(Phospho)0.096 S(8): 47.5; T(18): 37.5; S(24): 36.9; Y(29): 39.0; S(31): 39.01 0.792 14



Low EEVPVVDSATQHLLEENNHLLNQIAtNIETFKT26(Phospho) 0.387 S(8): 7.7; T(10): 14.9; T(26): 38.7; T(30): 38.78 12

Low ELTFEDLGDDLAPEGsLMAAQSPNLcTLDPEKS16(Phospho) 0.256 T(3): 23.1; S(16): 25.6; S(22): 25.6; T(27): 25.60 0.233 12

Low EVmSSWDtAGNGTNmPAPVIcQWTGVScNNRT8(Phospho) 0.202 S(4): 14.9; S(5): 14.9; T(8): 20.2; T(13): 20.2; T(24): 14.9; S(27): 14.93 0.645 11

Low FVQETImDQVAsMFLWPKtLEVPIMDPSKS12(Phospho)T19(Phospho)0.244 T(5): 42.8; S(12): 54.0; T(19): 57.2; S(28): 46.03 11

Low GASEDFIVYGQEKPmDSGsyLDPLAEGQyKS19(Phospho)Y20(Phospho)Y29(Phospho)0.051 S(3): 66.9; Y(9): 24.9; S(17): 56.8; S(19): 26.5; Y(20): 26.2; Y(29): 98.724 11

Low GEVSALGAAELVAAYssPsFGVGYLGsNMNSPKS16(Phospho)S17(Phospho)S19(Phospho)S27(Phospho)0.007 S(4): 4.8; Y(15): 93.0; S(16): 93.0; S(17): 86.9; S(19): 29.6; Y(24): 76.8; S(27): 13.7; S(31): 2.217 11

Low HGGVTGFRmVVEAQVIMEAVAtAVGAAGmVssAGGKT22(Phospho)S31(Phospho)S32(Phospho)0.24 T(5): 76.0; T(22): 76.0; S(31): 74.0; S(32): 74.00 0.526 18

Low HSSSASSAASyGSDVsFmNHsPAAALPAVPtQIPRY11(Phospho)S16(Phospho)S21(Phospho)T31(Phospho)Too many isoforms 0.065 12

Low IELcTVLLSNcFHEIcGstYAHVNFtAR S18(Phospho)T19(Phospho)T26(Phospho)0.177 T(5): 9.5; S(9): 7.8; S(18): 37.1; T(19): 72.9; Y(20): 73.0; T(26): 99.630 0.274 13

Low IIGSQPPmVGTDAsQSSAHAGLWNFPSGSADmARS14(Phospho) 0.17 S(4): 17.0; T(11): 17.0; S(14): 17.0; S(16): 17.0; S(17): 17.0; S(27): 7.6; S(29): 7.64 0.088 21

Low KPVDmsRPGGQENLVsWARPLLtNVVsLRS6(Phospho)S16(Phospho)T23(Phospho)S27(Phospho)1 S(6): 100.0; S(16): 100.0; T(23): 100.0; S(27): 100.04 0.759 12

Low KRPPSDGssPPHAVDDAAAAsIGSAGASAmWSSRS8(Phospho)S9(Phospho)S21(Phospho)0.042 S(5): 51.3; S(8): 56.1; S(9): 56.1; S(21): 28.4; S(24): 22.9; S(28): 26.7; S(32): 29.2; S(33): 29.28 0.56 13

Low LIDVPMSNcINsGINKVYILtQFNSASLNR S12(Phospho)T21(Phospho)0.3 S(7): 16.0; S(12): 69.5; Y(18): 22.1; T(21): 42.3; S(25): 25.1; S(27): 25.119 17

Low LLsPIPSMSPIPSIAsDIVFARssRPAAAQRS3(Phospho)S16(Phospho)S23(Phospho)S24(Phospho)0.025 S(3): 58.4; S(7): 58.4; S(9): 53.8; S(13): 58.4; S(16): 58.4; S(23): 56.4; S(24): 56.41 0.109 12

Low LLTVDKEFTmVVAGsmGYIDPVFYmTGHLTQKS15(Phospho) 0.143 T(3): 14.3; T(9): 14.3; S(15): 14.3; Y(18): 14.3; Y(24): 14.3; T(26): 14.3; T(30): 14.30 0.116 10

Low LPAsSSTLVTMESTEAFGLEAADVKyVtQHFRS4(Phospho)Y26(Phospho)T28(Phospho)0.039 S(4): 30.2; S(5): 30.2; S(6): 30.2; T(7): 30.2; T(10): 30.2; S(13): 29.4; T(14): 29.1; Y(26): 45.4; T(28): 45.46 0.792 11

Low LPATSANPAGmPSTPScRAVFIAtssLttPKT24(Phospho)S25(Phospho)S26(Phospho)T28(Phospho)T29(Phospho)Too many isoforms 0.594 11

Low LVYNQYSWTQmAsIIFLDsPVGsGFSYARS13(Phospho)S19(Phospho)S23(Phospho)0.192 Y(3): 8.1; Y(6): 8.1; S(7): 8.1; T(9): 20.6; S(13): 60.2; S(19): 94.5; S(23): 33.5; S(26): 33.5; Y(27): 33.532 0.569 13

Low MAGGYGVEWFQVVyGKAEQAsAVLSQHDLVRY14(Phospho)S21(Phospho)0.212 Y(5): 54.5; Y(14): 54.5; S(21): 54.5; S(25): 36.52 0.786 12

Low mAssSGSGGSAVSAATAAAGGSssAAEEELRALMEQRS3(Phospho)S4(Phospho)S23(Phospho)S24(Phospho)Too many isoforms 0.421 12

Low mAtEEVVPEVPVTEVEAAAAEEAVEETTAAEEKT3(Phospho) 0.427 T(3): 42.7; T(13): 42.7; T(27): 7.3; T(28): 7.311 0.768 11

Low mLPPLLTTVHEQTGMLPPAWMGTLTGGAPSStsT32(Phospho)S33(Phospho)0.126 T(7): 15.1; T(8): 15.1; T(13): 15.1; T(23): 16.5; T(25): 16.5; S(30): 26.9; S(31): 26.9; T(32): 33.9; S(33): 33.98 15

Low mmLLVAAPFTKEsFtmPEMFHHGsMALGRS13(Phospho)T15(Phospho)S24(Phospho)0.25 T(10): 75.0; S(13): 75.0; T(15): 75.0; S(24): 75.02 0.374 12

Low MNPtsyLPASAAPWIELSTTGLGyNTAtGEHKT4(Phospho)S5(Phospho)Y6(Phospho)Y24(Phospho)T28(Phospho)Too many isoforms 11

Low MQsLQELsGITVYDEcSTNSLLELGNLNsLRS3(Phospho)S8(Phospho)S29(Phospho)0.157 S(3): 52.5; S(8): 52.5; T(11): 32.5; Y(13): 32.5; S(17): 25.1; T(18): 25.1; S(20): 25.1; S(29): 54.813 13

Low MSEIFSSALsVDVESLMEmFSGGPLEHRMMQKS10(Phospho) 0.306 S(2): 12.3; S(6): 12.3; S(7): 12.3; S(10): 30.6; S(15): 30.6; S(21): 1.914 12

Low mSPVSPPLPRcSsLLmGmGGsGMGsSLEDVPLcRS13(Phospho)S21(Phospho)S25(Phospho)0.011 S(2): 68.7; S(5): 68.7; S(12): 59.0; S(13): 58.9; S(21): 12.2; S(25): 16.2; S(26): 16.24 0.792 10

Low mSSSSSSssALLLmAALLLscGAmGsTARHLEEKS8(Phospho)S9(Phospho)S20(Phospho)S26(Phospho)Too many isoforms 0.421 11

Low MTRGTTScEPsGsGLDAAsLLSRPFSATSPmKS11(Phospho)S13(Phospho)S19(Phospho)0.04 T(2): 10.1; T(5): 16.6; T(6): 16.6; S(7): 16.6; S(11): 58.3; S(13): 64.1; S(19): 17.9; S(22): 25.4; S(26): 24.4; T(28): 25.1; S(29): 25.118 11

Low MVFtFMAYLAFtWSTVVLLGGyVSSLQRKT4(Phospho)T12(Phospho)Y22(Phospho)0.039 T(4): 46.4; Y(8): 46.4; T(12): 46.4; S(14): 46.4; T(15): 36.2; Y(22): 32.7; S(24): 32.7; S(25): 12.811 14

Low mYSANHWGGsFEIAADGAAEDDHSRNmDLDRS10(Phospho) 0.326 Y(2): 32.6; S(3): 32.6; S(10): 32.6; S(24): 2.316 11

Low NLSSISSSAASPsPLsPADGFLcVKDGVDEmIKS13(Phospho)S16(Phospho)0.367 S(3): 12.8; S(4): 12.8; S(6): 12.8; S(7): 12.8; S(8): 12.8; S(11): 22.0; S(13): 48.0; S(16): 65.719 0.718 14

Low QsGINNPLEKIDVELNQmAQNcmtLAsmIS2(Phospho)T24(Phospho)S27(Phospho)1 S(2): 100.0; T(24): 100.0; S(27): 100.0 25 12

Low RAsIIVAAVIAAcVLLVcMtTssVVDAAAAAPARS3(Phospho)T20(Phospho)S22(Phospho)S23(Phospho)0.339 S(3): 66.1; T(20): 89.3; T(21): 66.1; S(22): 89.3; S(23): 89.310 0.742 11

Low RVsNTQPALLALHAAmILDLFGLmGAYAAEscRS3(Phospho)S31(Phospho)0.076 S(3): 24.5; T(5): 24.5; Y(27): 75.1; S(31): 75.80 0.787 13

Low SATSFYTTYIRITYSStPFttSSmPSSPcTPRT17(Phospho)T20(Phospho)T21(Phospho)Too many isoforms 10

Low sFGyFYGFLIITAAmSIGmSLPFFIGSAFHSKS1(Phospho)Y4(Phospho)0.013 S(1): 26.4; Y(4): 26.4; Y(6): 26.4; T(12): 26.4; S(16): 44.6; S(20): 44.5; S(27): 2.6; S(31): 2.612 11

Low sISILSDAGLGmAMFsLGLFMALQPsIIAcGKS1(Phospho)S16(Phospho)S26(Phospho)0.201 S(1): 54.2; S(3): 54.2; S(6): 46.9; S(16): 72.3; S(26): 72.35 13

Low ssGFsNEYIVITILVAAEGVHKLPsINGSGDLKS1(Phospho)S2(Phospho)S5(Phospho)S25(Phospho)0.016 S(1): 81.1; S(2): 81.1; S(5): 81.1; Y(8): 77.4; T(12): 38.5; S(25): 22.6; S(29): 18.32 0.785 14

Low syEQAVAWKVLSDDDAPHcLAFMLVNWTFMS1(Phospho)Y2(Phospho)0.957 S(1): 97.6; Y(2): 97.6; S(12): 3.4; T(28): 1.424 0.778 16

Low tERsSAVGIAmAGFQLGNtIGLLLSPIImsRT1(Phospho)S4(Phospho)T19(Phospho)S30(Phospho)0.058 T(1): 81.1; S(4): 72.9; S(5): 72.9; T(19): 57.7; S(25): 57.7; S(30): 57.72 0.486 13

Low tNAVmLQVVPWGHmEHPSmVFYGGPAREMRT1(Phospho) 0.291 T(1): 29.1; S(18): 35.4; Y(22): 35.4 0 13

Low TWFGGFVGmMIFGASEVSRNVDLGDDTAtmIcKT29(Phospho) 0.229 T(1): 8.4; S(15): 22.9; S(18): 22.9; T(27): 22.9; T(29): 22.97 0.449 21

Low tyILLGFmLFmFIVAVAVLMAssGHRSTK T1(Phospho)Y2(Phospho)S22(Phospho)S23(Phospho)0.067 T(1): 66.7; Y(2): 66.7; S(22): 66.7; S(23): 66.7; S(27): 66.7; T(28): 66.70 0.781 22

Low VGSISKLDSEtmHsIENYQSELLSDGVLLSKT11(Phospho)S14(Phospho)0.027 S(3): 21.9; S(5): 21.9; S(9): 21.9; T(11): 21.9; S(14): 21.9; Y(18): 21.9; S(20): 21.9; S(24): 21.9; S(30): 25.00 0.483 18

Low VISDSPENmSTTTSMPVSAASIAsGEDQQGQVSATRS24(Phospho) 0.069 S(3): 6.9; S(5): 6.9; S(10): 6.9; T(11): 6.9; T(12): 6.9; T(13): 6.9; S(14): 10.3; S(18): 17.1; S(21): 10.3; S(24): 6.9; S(33): 6.9; T(35): 6.93 11

Low VLPsMVEYKFWTQsFAVGDDLYVMETGQRS4(Phospho)S14(Phospho)0.067 S(4): 33.3; Y(8): 33.3; T(12): 33.3; S(14): 33.3; Y(22): 33.3; T(26): 33.30 0.803 12



Low VmLmEKtLLNPIFLVALMMYsLLIGNSLsGRT7(Phospho)S21(Phospho)S29(Phospho)0.422 T(7): 99.9; Y(20): 48.5; S(21): 48.5; S(27): 13.9; S(29): 89.042 0.673 12

Low VSVSVSQKGVLAGYPPSNGmFsPEAtsymTPIAKS22(Phospho)T26(Phospho)S27(Phospho)Y28(Phospho)Too many isoforms 0.805 11

Low VWHNYSFDIHVIENcGIKVAGFHADtMHLART26(Phospho) 0.856 Y(5): 7.2; S(6): 7.2; T(26): 85.6 11 0.805 13

Low WYEHWTSNLVYDGDMIVLQGQEKIFLsAsKS27(Phospho)S29(Phospho)0.014 Y(2): 68.2; T(6): 39.0; S(7): 39.0; Y(11): 39.0; S(27): 7.4; S(29): 7.40 0.585 13

Low YHELPtAGHLFPITEGMPDLIVRsMLLTDET6(Phospho)S24(Phospho)0.243 Y(1): 27.8; T(6): 61.5; T(14): 25.2; S(24): 42.7; T(28): 42.79 10

Os05t0596200-03 High

Similar to cDNA clone:001-104-D04,

full insert sequence. VDYsDDDDDFIVK S4(Phospho) 0.99 Y(3): 1.0; S(4): 99.0 104 0 33

Low LIWstVKGLLDPK S4(Phospho)T5(Phospho)1 S(4): 100.0; T(5): 100.0 51 0.145 29

Os05t0597100-01 High

Similar to Nucleolar histone

deacetylase HD2-p39. VSQPAEEDEMDFDsEEVEDEEEEEK S14(Phospho) 1 S(2): 0.0; S(14): 100.0 246 0 79

Middle MISsSSSSTGTPASASESPPSPTSPNLLHGKS4(Phospho) 0.186 S(3): 18.6; S(4): 18.6; S(5): 18.6; S(6): 18.6; S(7): 6.1; S(8): 6.1; T(9): 6.1; T(11): 6.1; S(14): 0.8; S(16): 0.1; S(18): 0.0; S(21): 0.0; T(23): 0.0; S(24): 0.036 0.028 12

Low AAASTSTDAAVVSPsPsAFtSAFPSLRR S15(Phospho)S17(Phospho)T20(Phospho)0.016 S(4): 24.1; T(5): 24.1; S(6): 24.1; T(7): 24.1; S(13): 32.7; S(15): 35.5; S(17): 37.8; T(20): 30.7; S(21): 33.6; S(25): 33.66 10

Low AGLsDPNRPIASFmFMGPTGVGKtELAKS4(Phospho)T24(Phospho)0.607 S(4): 77.7; S(12): 22.0; T(19): 22.3; T(24): 78.035 0.11 12

Low ATPASSPssAARsHtsATSSAPSSTPPR S8(Phospho)S9(Phospho)S13(Phospho)T15(Phospho)S16(Phospho)Too many isoforms 0.722 10

Low DEmHsAEWGtYPGNEDSDLMPAAQDK S5(Phospho)T10(Phospho)0.15 S(5): 39.1; T(10): 60.9; Y(11): 60.9; S(17): 39.14 0.735 11

Low DQNLGLNQVAFDDstmPAPAcscTGK S14(Phospho)T15(Phospho)S22(Phospho)0.488 S(14): 98.8; T(15): 98.8; S(22): 51.2; T(24): 51.221 12

Low EWVFEstMNGTDtYGVTtGFGGAAHR S6(Phospho)T7(Phospho)T13(Phospho)T18(Phospho)0.016 S(6): 51.4; T(7): 51.4; T(11): 44.0; T(13): 73.2; Y(14): 73.2; T(17): 53.4; T(18): 53.43 0.783 14

Low FFPIRNAVEIGWDSVAyItsTDADR Y17(Phospho)T19(Phospho)S20(Phospho)0.425 S(14): 2.7; Y(17): 96.6; T(19): 88.1; S(20): 56.3; T(21): 56.341 0.773 11

Low GGSIAVEDAADSVLVsPsGNFscGFyK S16(Phospho)S18(Phospho)S22(Phospho)Y26(Phospho)0.77 S(3): 6.4; S(12): 20.0; S(16): 85.7; S(18): 95.3; S(22): 96.3; Y(26): 96.323 0.295 17

Low GsDHGPVssANASNSQISATSSVTsDNRS2(Phospho)S8(Phospho)S9(Phospho)S25(Phospho)Too many isoforms 18

Low HGmGEFsGmATTGALySGQVmPItsR S7(Phospho)Y16(Phospho)T24(Phospho)S25(Phospho)0.093 S(7): 89.4; T(11): 30.5; T(12): 55.0; Y(16): 37.5; S(17): 37.5; T(24): 75.0; S(25): 75.016 0.501 12

Low HPWNstLAHYtQYKSsELSDcVK S5(Phospho)T6(Phospho)T11(Phospho)S16(Phospho)0.014 S(5): 49.4; T(6): 49.4; Y(10): 49.4; T(11): 49.4; Y(13): 50.6; S(15): 50.6; S(16): 50.6; S(19): 50.60 0.19 10

Low LLyTSGmPVVLLSSAVSSLYVVSQALYRY3(Phospho) 0.42 Y(3): 42.0; T(4): 42.0; S(5): 14.7; S(13): 0.5; S(14): 0.3; S(17): 0.2; S(18): 0.1; Y(20): 0.1; S(23): 0.1; Y(27): 0.129 10

Low LtyVPSTGDVVVDcSPSAVGDGATATRGRT2(Phospho)Y3(Phospho)0.139 T(2): 31.9; Y(3): 31.9; S(6): 31.9; T(7): 8.8; S(15): 6.0; S(17): 7.1; T(24): 41.2; T(26): 41.220 0.541 11

Low LVsDYmAMPTQHTSNDANPAtMAGyK S3(Phospho)T21(Phospho)Y25(Phospho)0.026 S(3): 88.0; Y(5): 12.0; T(10): 18.4; T(13): 46.7; S(14): 46.7; T(21): 64.6; Y(25): 23.518 0.615 10

Low mASSSSSSPPSSDPSLEtVAPHAAVTGERKT18(Phospho) 0.126 S(3): 2.5; S(4): 2.5; S(5): 5.3; S(6): 5.3; S(7): 5.3; S(8): 5.3; S(11): 12.6; S(12): 12.6; S(15): 33.6; T(18): 12.6; T(26): 2.515 0.509 11

Low McsIPssLsNPPNATDsPPAFAAIPK S3(Phospho)S6(Phospho)S7(Phospho)S9(Phospho)S17(Phospho)0.088 S(3): 63.6; S(6): 83.6; S(7): 83.6; S(9): 83.6; T(15): 91.2; S(17): 94.33 0.308 11

Low mGTPPYAATAHALPTSAVMAsMAAtARSRS21(Phospho)T25(Phospho)0.063 T(3): 53.9; Y(6): 53.9; T(9): 16.1; T(15): 11.4; S(16): 19.2; S(21): 17.5; T(25): 16.7; S(28): 11.315 0.414 14

Low MHDtNGLMsISETLSEYmLYLLVR T4(Phospho)S9(Phospho)0.787 T(4): 99.5; S(9): 79.0; S(11): 16.0; T(13): 3.6; S(15): 0.9; Y(17): 0.9; Y(20): 0.151 0.653 11

Low mPGEVVEEEVAtVPRGsEGtEEEEK T12(Phospho)S17(Phospho)T20(Phospho)1 T(12): 100.0; S(17): 100.0; T(20): 100.0 60 12

Low NPYGYGsLDstKQNGHHSyGSIGSPK S7(Phospho)S10(Phospho)T11(Phospho)Y19(Phospho)0.084 Y(3): 30.9; Y(5): 30.9; S(7): 55.7; S(10): 69.5; T(11): 69.5; S(18): 30.8; Y(19): 37.6; S(21): 37.6; S(24): 37.617 0.354 10

Low QALmTTPVLAmPDFtEPFVVETDASDK T15(Phospho) 0.147 T(5): 41.9; T(6): 41.9; T(15): 14.7; T(22): 0.8; S(25): 0.813 0.419 10

Low RSPHAGAcVYGHGDLLAAAGASAAGSYAVtKT30(Phospho) 0.788 S(2): 0.0; Y(10): 0.0; S(22): 1.6; S(26): 9.8; Y(27): 9.8; T(30): 78.834 0.692 10

Low sFQDSATTVSPGSVVGQASPDIIGAADDPAKS1(Phospho) 0.338 S(1): 33.8; S(5): 33.8; T(7): 13.8; T(8): 6.4; S(10): 6.4; S(13): 2.2; S(19): 3.514 0.093 12

Low sLAtFLLPDEVMGGsGNALPVTAssR S1(Phospho)T4(Phospho)S15(Phospho)S24(Phospho)S25(Phospho)0.007 S(1): 51.8; T(4): 51.8; S(15): 98.5; T(22): 99.3; S(24): 99.3; S(25): 99.30 0.792 13

Low sPsRPDEADPAADFGsHPtDQELVTK S1(Phospho)S3(Phospho)S16(Phospho)T19(Phospho)0.46 S(1): 100.0; S(3): 100.0; S(16): 92.1; T(19): 54.0; T(25): 54.043 0.393 10

Low sSLFDMmATDmSPAPNcPVLPPsMGK S1(Phospho)S23(Phospho)0.383 S(1): 39.5; S(2): 39.5; T(9): 16.0; S(12): 7.0; S(23): 97.825 11

Low TMSAIAGsyGyIAPEYAFTmKVTEK S8(Phospho)Y9(Phospho)Y11(Phospho)0.096 T(1): 59.1; S(3): 59.1; S(8): 59.1; Y(9): 59.1; Y(11): 59.1; Y(16): 3.5; T(19): 0.7; T(23): 0.329 0.733 15

Low VAPmSTISGITLLTTFGVtDItsLQEK T19(Phospho)T22(Phospho)S23(Phospho)0.106 S(5): 11.9; T(6): 11.9; S(8): 14.0; T(11): 10.4; T(14): 27.0; T(15): 53.1; T(19): 35.5; T(22): 68.1; S(23): 68.123 0.449 12

Low YFHLysYmmPsFQPGAMPHLER Y5(Phospho)S6(Phospho)S11(Phospho)0.123 Y(1): 40.9; Y(5): 69.1; S(6): 71.6; Y(7): 71.6; S(11): 46.98 0.735 12



Os06t0104400-01 Low

Similar to IQ calmodulin-binding motif

family protein. AEMPSsVTGKAPTmPTK S6(Phospho) 0.414 S(5): 10.8; S(6): 41.4; T(8): 41.4; T(13): 3.2; T(16): 3.231 0.669 12

Low AVVIGVGSNtAmGSIRDAMLR T10(Phospho) 0.316 S(8): 36.8; T(10): 31.6; S(14): 31.6 0 0.746 11

Low cITGLsGVmDGLVVHGYLVK S6(Phospho) 0.989 T(3): 1.1; S(6): 98.9; Y(17): 0.0 53 11

Low FTGAVGPHLVSLsHLPSSDGR S13(Phospho) 0.905 T(2): 5.7; S(11): 1.6; S(13): 90.5; S(17): 1.6; S(18): 0.547 0.617 13

Low RNVLSTMLstSTVILFGSK S9(Phospho)T10(Phospho)0.123 S(5): 10.2; T(6): 22.3; S(9): 53.6; T(10): 34.0; S(11): 65.2; T(12): 7.3; S(18): 7.318 0.792 11

Low WFIDIDIDVsMQRVLQR S10(Phospho) 1 S(10): 100.0 23 0.583 10

Low WFRIsPIVEGKPEAFTEK S5(Phospho) 0.893 S(5): 89.3; T(16): 10.7 26 0.535 13

Os06t0115500-01 Low

Similar to 60S ribosomal protein L13

(BBC1 protein homolog). AGDSTAEELATAtQVQGDYmPIARGEK T13(Phospho) 0.058 S(4): 3.7; T(5): 3.7; T(11): 3.7; T(13): 5.8; Y(19): 83.06 0.806 13

Low FDsGGNLIQPAyDIVSIIGSGLR S3(Phospho)Y12(Phospho)0.844 S(3): 100.0; Y(12): 84.4; S(16): 15.6; S(20): 0.068 0.623 16

Low GDGSTMPRVATAADMsVVEAPSSSSSPSRS16(Phospho) 0.885 S(4): 0.0; T(5): 0.0; T(11): 0.0; S(16): 88.5; S(22): 4.6; S(23): 4.6; S(24): 1.2; S(25): 0.3; S(26): 0.3; S(28): 0.356 0.575 15

Low GtVDPWPGAVPTALRAcAHLADVAsGR T2(Phospho)S25(Phospho)0.67 T(2): 76.2; T(12): 33.0; S(25): 90.8 27 0.652 13

Low LLVmAGADIAATsAEGKsAMSIIR S13(Phospho)S18(Phospho)0.985 T(12): 1.4; S(13): 98.9; S(18): 99.6; S(21): 0.167 12

Low RmssTASLSLSFLPVPLSSSSSSmVR S3(Phospho)S4(Phospho)0.02 S(3): 18.3; S(4): 18.3; T(5): 34.7; S(7): 21.6; S(9): 32.1; S(11): 32.1; S(18): 9.5; S(19): 6.5; S(20): 6.7; S(21): 6.7; S(22): 6.7; S(23): 6.78 0.803 11

Low sPPAAALLVtEPTPPVVASGsPPR S1(Phospho)T10(Phospho)S21(Phospho)0.749 S(1): 100.0; T(10): 99.8; T(13): 5.6; S(19): 19.6; S(21): 75.142 11

Os06t0149400-01 High Similar to Chitinase A. LQSLAGQHTDVLEALsPNVR S16(Phospho) 1 S(3): 0.0; T(9): 0.0; S(16): 100.0 101 0 16

Low APsFPLsFAPQSADEATAHK S3(Phospho)S7(Phospho)0.189 S(3): 50.0; S(7): 50.0; S(12): 43.2; T(17): 56.84 0.17 15

Low mKsHQmLESEDmQQLLR S3(Phospho) 0.868 S(3): 86.8; S(9): 13.2 13 0.561 11

Low NVmNNKDtLNtINNLIPK T8(Phospho)T11(Phospho)1 T(8): 100.0; T(11): 100.0 17 0.763 13

Os06t0221300-01 Low

Similar to Dehydration stress-induced

protein. TSVVtILR T5(Phospho) 0.1 T(1): 45.0; S(2): 45.0; T(5): 10.0 11 0.63 15

Os06t0234100-01 High

Peptidase S1C, HrtA/DegP2/Q/S

family protein. GRPEPPSDAGAAPHAPPsPPR S18(Phospho) 1 S(7): 0.0; S(18): 100.0 203 0 54

Low AMsRLPVDTmPVMIVFHEK S3(Phospho) 0.981 S(3): 98.1; T(9): 1.9 18 10

Low AtDGFSAANLIGVGSFGSVYK T2(Phospho) 0.811 T(2): 81.1; S(6): 18.8; S(15): 0.0; S(18): 0.0; Y(20): 0.049 19

Low DLAPmTSRLVcLDGELPVsK S19(Phospho) 0.333 T(6): 33.3; S(7): 33.3; S(19): 33.3 4 0.763 11

Low DNPGsDLAGETAAALAAASIVFR S5(Phospho) 0.928 S(5): 92.8; T(11): 3.8; S(19): 3.4 15 11

Low DPENTTLVILDNLDImQtR T18(Phospho) 0.975 T(5): 0.9; T(6): 1.7; T(18): 97.5 25 11

Low DVVVGAGFsGHGFKmGPAVGR S9(Phospho) 1 S(9): 100.0 55 14

Low IcAAVDVADEGIVtVmLAVEK T14(Phospho) 1 T(14): 100.0 11 0.766 11

Low IHGRSsQGtSVVAPVSAMKPK S6(Phospho)T9(Phospho)0.28 S(5): 26.1; S(6): 64.2; T(9): 50.0; S(10): 50.0; S(16): 9.620 0.56 14

Low LAVDVLDRVVAAAAAGGAtGPsR T19(Phospho)S22(Phospho)1 T(19): 100.0; S(22): 100.0 25 15

Low LGLtTAVVVsSAEAAREAYTK T4(Phospho)S10(Phospho)0.306 T(4): 53.1; T(5): 53.1; S(10): 63.8; S(11): 23.5; Y(19): 2.9; T(20): 3.719 0.802 10

Low mAAAtNAAAAAAAAPAPAPATPVPR T5(Phospho) 0.983 T(5): 98.3; T(21): 1.7 24 0.584 13



Low mARGVSyVsAAQLVPmLR Y7(Phospho)S9(Phospho)0.501 S(6): 49.9; Y(7): 79.7; S(9): 70.4 5 13

Low mNSTLALSVATAGIKAtsTK T17(Phospho)S18(Phospho)0.446 S(3): 0.0; T(4): 0.0; S(8): 0.1; T(11): 0.1; T(17): 89.3; S(18): 55.3; T(19): 55.340 17

Low QGGIKYTItGNPSYNmVMVK T9(Phospho) 0.955 Y(6): 1.4; T(7): 1.4; T(9): 95.5; S(13): 1.4; Y(14): 0.438 11

Low RGRPEPPSDAGAAPHAPPsPPR S19(Phospho) 1 S(8): 0.0; S(19): 100.0 81 13

Low RPGGGGGAAAAVtTDWRAFDK T13(Phospho) 0.5 T(13): 50.0; T(14): 50.0 23 10

Low TIELDDVTFHQcVNLtR T16(Phospho) 1 T(1): 0.0; T(8): 0.0; T(16): 100.0 44 12

Low VEKyHFLEAmSTITPAAHR Y4(Phospho) 0.867 Y(4): 86.7; S(11): 3.8; T(12): 3.8; T(14): 5.616 10

Os06t0507200-01 Low

Bifunctional inhibitor/plant lipid transfer

protein/seed storage domain

containing protein. EEPTGTGPLsR S10(Phospho) 0.165 T(4): 16.5; T(6): 67.0; S(10): 16.5 23 11

Low EVLDQMPsPK S8(Phospho) 1 S(8): 100.0 66 0.05 16

Low LQQQPATVtR T9(Phospho) 0.85 T(7): 15.0; T(9): 85.0 39 12

Os06t0555400-01 Low

Similar to 40S ribosomal protein S19-

like. MGtTVATNALLERK T3(Phospho) 0.138 T(3): 13.8; T(4): 13.8; T(7): 72.4 44 11

Low sFLVLIRGTHSmK S1(Phospho) 0.719 S(1): 71.9; T(9): 20.8; S(11): 7.2 19 11

Os06t0698859-01 High

Similar to C2H2 zinc-finger protein

SERRATE (Fragment). GsSKETDPLSGAPVAHPVSSESR S2(Phospho) 0.493 S(2): 49.3; S(3): 49.3; T(6): 1.4; S(10): 0.0; S(19): 0.0; S(20): 0.0; S(22): 0.082 0.003 21

High GSsKETDPLSGAPVAHPVSSESR S3(Phospho) 0.494 S(2): 49.4; S(3): 49.4; T(6): 1.1; S(10): 0.0; S(19): 0.0; S(20): 0.0; S(22): 0.050 0.006 21

Low LTWAHSPLGPTLSFSPSAsGRK S19(Phospho) 0.377 T(2): 3.1; S(6): 2.6; T(11): 9.9; S(13): 18.4; S(15): 9.9; S(17): 18.4; S(19): 37.712 0.726 12

Low VLELSNDPsPGyNIEQLAKK S9(Phospho)Y12(Phospho)0.223 S(5): 77.7; S(9): 92.1; Y(12): 30.2 22 16

Os06t0724600-02 High Similar to transformer-2 protein. RsPPPMYPSYR S2(Phospho) 0.896 S(2): 89.6; Y(7): 10.4; S(9): 0.0; Y(10): 0.068 0.009 15

High sPPPMYPSYR S1(Phospho) 1 S(1): 100.0; Y(6): 0.0; S(8): 0.0; Y(9): 0.084 0.003 28

Low AASSDSASAAAtGK T12(Phospho) 0.965 S(3): 0.2; S(4): 0.5; S(6): 0.5; S(8): 2.5; T(12): 96.529 10

Low FGSGGGGGGsLADR S10(Phospho) 0.987 S(3): 1.3; S(10): 98.7 20 10

Low NITVEKsR S7(Phospho) 1 T(3): 0.0; S(7): 100.0 44 0.742 19

Low sPPPPEEEGGKA S1(Phospho) 1 S(1): 100.0 42 10

Os07t0150200-01 High

Similar to 40S ribosomal protein S12-

1. GALsDLKTGVQLsLDEFER S4(Phospho)S13(Phospho)0.5 S(4): 50.0; T(8): 50.0; S(13): 100.0 81 0.002 18

High GALSDLKtGVQLsLDEFER T8(Phospho)S13(Phospho)0.985 S(4): 1.5; T(8): 98.5; S(13): 100.0 111 0.008 16

Low AASTsFHRPtSQPSPTFNR S5(Phospho)T10(Phospho)0.041 S(3): 24.3; T(4): 24.3; S(5): 24.3; T(10): 24.3; S(11): 24.3; S(14): 39.2; T(16): 39.20 10

Low AcLTTLttVQLPKLYSGGR T7(Phospho)T8(Phospho)0.723 T(4): 8.3; T(5): 22.9; T(7): 91.6; T(8): 77.0; Y(15): 0.0; S(16): 0.147 11

Low APESAGHPSGGIRyPHQIER Y14(Phospho) 0.996 S(4): 0.0; S(9): 0.3; Y(14): 99.6 58 11

Low APEsAGHPSGGIRYPHQIER S4(Phospho) 0.419 S(4): 41.9; S(9): 16.3; Y(14): 41.9 21 0.672 14



Low ASMRWSNVAVmLGFVVGyR Y18(Phospho) 0.997 S(2): 0.1; S(6): 0.2; Y(18): 99.7 35 0.734 13

Low ATSTVGAPPPSSLVPHtHDcK T17(Phospho) 0.998 T(2): 0.0; S(3): 0.0; T(4): 0.0; S(11): 0.0; S(12): 0.1; T(17): 99.846 0.802 19

Low ctVIGINLGTTYSWVGVYR T2(Phospho) 0.088 T(2): 8.8; T(10): 15.3; T(11): 30.2; Y(12): 15.3; S(13): 15.3; Y(18): 15.34 12

Low DVSFEQLGLNmsTVYVLLD S12(Phospho) 0.694 S(3): 0.1; S(12): 69.4; T(13): 15.3; Y(15): 15.337 0.774 13

Low EIPtLLSTSPPESPLASPsR T4(Phospho)S19(Phospho)0.02 T(4): 5.0; S(7): 5.0; T(8): 5.0; S(9): 5.0; S(13): 67.6; S(17): 25.1; S(19): 87.217 12

Low EIPTLLSTsPPEsPLASPSR S9(Phospho)S13(Phospho)0.018 T(4): 9.0; S(7): 9.0; T(8): 14.7; S(9): 14.7; S(13): 25.2; S(17): 50.1; S(19): 77.46 10

Low ELALGAsGFSGmLPSsIGKLK S7(Phospho)S16(Phospho)0.411 S(7): 85.9; S(10): 6.2; S(15): 54.0; S(16): 54.029 0.721 13

Low EVKSIyVSGQNDmQLR Y6(Phospho) 0.555 S(4): 22.3; Y(6): 55.5; S(8): 22.3 8 0.805 10

Low FEILQLtGSFTmAEEGGRR T7(Phospho) 0.829 T(7): 82.9; S(9): 17.0; T(11): 0.0 58 0.702 13

Low FNPFsGFQNPmYILKSPR S5(Phospho) 1 S(5): 100.0; Y(12): 0.0; S(16): 0.0 63 0.254 11

Low FTDEQLATMPEsLHATLVR S12(Phospho) 0.5 T(2): 0.0; T(8): 50.0; S(12): 50.0; T(16): 0.049 11

Low FVPEVDGPGLNAAsARGGAVmK S14(Phospho) 1 S(14): 100.0 26 0.792 11

Low GLQRQSTSMVSHISSPSNsR S19(Phospho) 0.732 S(6): 0.0; T(7): 0.0; S(8): 0.0; S(11): 0.4; S(14): 4.5; S(15): 4.5; S(17): 17.3; S(19): 73.240 0.806 16

Low GmEyLHAQGVIHRDLK Y4(Phospho) 1 Y(4): 100.0 21 0.611 10

Low GPLGQSAVsNGFTVtKIQmK S9(Phospho)T15(Phospho)0.249 S(6): 49.9; S(9): 49.9; T(13): 50.1; T(15): 50.131 10

Low GPLGQsAVSNGFTVtKIQmK S6(Phospho)T15(Phospho)0.223 S(6): 47.6; S(9): 47.6; T(13): 52.4; T(15): 52.421 0.792 12

Low GsGVELVLGYLRPQAAPR S2(Phospho) 0.914 S(2): 91.4; Y(10): 8.6 20 0.417 16

Low GWGcGWRNIQmLSsHLLK S14(Phospho) 0.982 S(13): 1.8; S(14): 98.2 37 0.806 11

Low IALsLEAESGGILVsVDK S4(Phospho)S15(Phospho)0.024 S(4): 99.1; S(9): 97.6; S(15): 3.3 13 0.225 11

Low IGGYIGGGNWKSAHGTAHyGR Y19(Phospho) 0.77 Y(4): 0.0; S(12): 2.0; T(16): 21.0; Y(19): 77.039 12

Low IKEmLGSLDsLEFPTGK S10(Phospho) 0.055 S(7): 92.9; S(10): 5.5; T(15): 1.5 10 0.8 11

Low IstmNSLLPVLEmSIKNR S2(Phospho)T3(Phospho)0.333 S(2): 66.7; T(3): 66.7; S(6): 66.7; S(14): 0.045 0.473 12

Low LAAVVsSSASIAKSDtAAR S6(Phospho)T16(Phospho)0.007 S(6): 54.0; S(7): 54.0; S(8): 70.6; S(10): 15.8; S(14): 2.8; T(16): 2.82 0.788 12

Low LLAYtSTHGTGNWtSVPQR T5(Phospho)T14(Phospho)0.098 Y(4): 24.9; T(5): 24.9; S(6): 24.9; T(7): 24.9; T(10): 15.3; T(14): 42.5; S(15): 42.513 0.356 13

Low LLmNGySEGHLVLSHFPTK Y6(Phospho) 0.378 Y(6): 37.8; S(7): 37.8; S(14): 16.3; T(18): 8.014 11

Low LPVIGHmHLVGsNPHVsLR S12(Phospho)S17(Phospho)1 S(12): 100.0; S(17): 100.0 27 0.743 19

Low LQSAGsFLmKVFGALAVK S6(Phospho) 0.5 S(3): 50.0; S(6): 50.0 8 0.092 17

Low LVImsTEGQQTGTTGLTK S5(Phospho) 0.412 S(5): 41.2; T(6): 41.2; T(11): 2.8; T(13): 6.0; T(14): 6.0; T(17): 2.820 0.117 10

Low LVVtEGLGMQPVDtITK T4(Phospho)T14(Phospho)0.418 T(4): 83.6; T(14): 58.2; T(16): 58.2 11 0.724 15

Low MASAGRPPAWNAAARPtR T17(Phospho) 1 S(3): 0.0; T(17): 100.0 45 0.161 12

Low MDTAAGDDASLLPLPAASSsLR S20(Phospho) 0.53 T(3): 1.6; S(10): 4.4; S(18): 20.5; S(19): 20.5; S(20): 53.018 0.73 13

Low MDVLPsSIcTmYNLQTLR S6(Phospho) 0.499 S(6): 49.9; S(7): 49.9; T(10): 0.2; Y(12): 0.0; T(16): 0.078 0.54 10

Low mIAFGANRtIyLNGAVVPR T9(Phospho)Y11(Phospho)1 T(9): 100.0; Y(11): 100.0 61 11

Low MKsAIGIGTLLmDGLGDtIR S3(Phospho)T18(Phospho)0.817 S(3): 99.6; T(9): 18.3; T(18): 82.0 43 0.806 12

Low mTSVFDAVTVSTLtDRSADK T14(Phospho) 0.436 T(2): 0.1; S(3): 0.1; T(9): 0.1; S(11): 0.5; T(12): 12.1; T(14): 43.6; S(17): 43.634 0.649 10

Low NLAVsNTIDDQLAGVRAMDR S5(Phospho) 0.5 S(5): 50.0; T(7): 50.0 38 0.624 14

Low NLAVSNtIDDQLAGVRAMDR T7(Phospho) 0.893 S(5): 10.7; T(7): 89.3 29 0.753 11

Low NLNLEVGQTDEPsSSAKLEK S13(Phospho) 0.466 T(9): 0.2; S(13): 46.6; S(14): 46.6; S(15): 6.671 0.773 13

Low NMTIcAATTSIVVPAsLcSR S16(Phospho) 0.028 T(3): 0.2; T(8): 69.5; T(9): 13.4; S(10): 13.4; S(16): 2.8; S(19): 0.735 11

Low NQVtEEGPYGFKILsQIR T4(Phospho)S15(Phospho)0.966 T(4): 97.0; Y(9): 3.4; S(15): 99.5 35 11

Low NSALmISRtLAMAYVMDQK T9(Phospho) 0.041 S(2): 1.2; S(7): 1.8; T(9): 4.1; Y(14): 93.06 11

Low QAtKVVESmTAYGFEPDLR T3(Phospho) 0.5 T(3): 50.0; S(8): 50.0; T(10): 0.0; Y(12): 0.056 0.358 11

Low QGVISsSGTETGYLQDLIYK S6(Phospho) 0.142 S(5): 7.1; S(6): 14.2; S(7): 14.2; T(9): 14.2; T(11): 14.2; Y(13): 32.1; Y(19): 3.911 0.776 15

Low QLsYFcYVVDATRcLEK S3(Phospho) 0.422 S(3): 42.2; Y(4): 13.4; Y(7): 42.2; T(12): 2.121 10

Low QQELNYTQLQTPGAIDPsR S18(Phospho) 0.999 Y(6): 0.0; T(7): 0.0; T(11): 0.1; S(18): 99.946 10

Low RLSSDDDVVAAVELSAATsPR S19(Phospho) 0.792 S(3): 3.1; S(4): 8.1; S(15): 1.4; T(18): 8.1; S(19): 79.225 0.804 15

Low sAANsRILNIsSQLGLLNK S1(Phospho)S5(Phospho)S11(Phospho)0.802 S(1): 99.9; S(5): 99.9; S(11): 80.4; S(12): 19.836 12



Low scVLcHHLTVLPGPENIGR S1(Phospho) 0.745 S(1): 74.5; T(9): 25.5 5 11

Low sHSSKALTNIGGQALEESSSR S1(Phospho) 0.589 S(1): 58.9; S(3): 17.9; S(4): 17.9; T(8): 2.3; S(18): 2.3; S(19): 0.5; S(20): 0.327 0.793 16

Low SIMLQIDSKSQQVSAssLR S16(Phospho)S17(Phospho)0.441 S(1): 0.0; S(8): 0.6; S(10): 1.3; S(14): 54.4; S(16): 54.6; S(17): 89.241 11

Low sLSPAAASSAVHALHHtGAHR S1(Phospho)T17(Phospho)0.084 S(1): 62.5; S(3): 62.5; S(8): 26.1; S(9): 24.4; T(17): 24.48 0.651 10

Low sPtHHLLHLPPsPIALLR S1(Phospho)T3(Phospho)S12(Phospho)1 S(1): 100.0; T(3): 100.0; S(12): 100.0 59 13

Low SsIsPmPPIYSSSLKQIVK S2(Phospho)S4(Phospho)0.333 S(1): 66.6; S(2): 66.6; S(4): 66.6; Y(10): 0.0; S(11): 0.0; S(12): 0.0; S(13): 0.042 0.364 18

Low SWsHPIWVLmEPVFQMR S3(Phospho) 0.834 S(1): 16.6; S(3): 83.4 44 0.792 19

Low SWYLVDLPGYGFAAASQsAR S18(Phospho) 0.794 S(1): 0.0; Y(3): 0.0; Y(10): 0.2; S(16): 20.4; S(18): 79.442 0.755 14

Low SWYLVDLPGYGFAAAsQSAR S16(Phospho) 0.493 S(1): 0.1; Y(3): 0.1; Y(10): 1.2; S(16): 49.3; S(18): 49.327 11

Low tLVASELLGAAAPGMAVVGR T1(Phospho) 0.912 T(1): 91.2; S(5): 8.8 17 13

Low tNSVVDPSEPKILDASSSASR T1(Phospho) 0.736 T(1): 73.6; S(3): 20.3; S(8): 6.0; S(16): 0.0; S(17): 0.0; S(18): 0.0; S(20): 0.043 0.554 13

Low tVsSAVVAVPVYFNDAQRR T1(Phospho)S3(Phospho)0.326 T(1): 52.0; S(3): 72.9; S(4): 55.3; Y(12): 19.813 0.732 10

Low VAAVVLDWFcTtLLDVtR T12(Phospho)T17(Phospho)0.868 T(11): 13.2; T(12): 86.8; T(17): 100.0 63 0.745 13

Low VESLPPPRPPLAFLssESR S15(Phospho)S16(Phospho)0.779 S(3): 0.0; S(15): 95.6; S(16): 82.3; S(18): 22.145 13

Low VSRPAtGTDNGFGmTmSK T6(Phospho) 0.307 S(2): 12.8; T(6): 30.7; T(8): 30.7; T(15): 12.8; S(17): 12.812 0.668 10

Low WIDsVQISSGAYIGNIsIR S4(Phospho)S17(Phospho)0.947 S(4): 95.2; S(8): 2.4; S(9): 2.4; Y(12): 0.5; S(17): 99.555 0.601 14

Os07t0167200-01 High

Similar to Zinc finger POZ domain

protein (Fragment). MDDDAGDASPPPAAAGVGAtAAQSRDmAASPTSSRT20(Phospho) 0.998 S(9): 0.1; T(20): 99.8; S(24): 0.1; S(30): 0.0; T(32): 0.0; S(33): 0.0; S(34): 0.062 0.009 22

Low AMSLDTFLmITPFGPTGEcLLMttLMtR T23(Phospho)T24(Phospho)T27(Phospho)0.62 S(3): 11.0; T(6): 12.1; T(11): 15.4; T(16): 21.9; T(23): 81.1; T(24): 81.1; T(27): 77.419 0.793 13

Low cPGVVScADVLALAARDAVIMAGGPYYGVAtGRT31(Phospho) 0.714 S(6): 2.8; Y(26): 9.2; Y(27): 16.6; T(31): 71.416 0.792 15

Low DLmQMASKSSSTAQNcVLLPSSAtATVADNTKT24(Phospho) 0.109 S(7): 10.9; S(9): 10.9; S(10): 10.9; S(11): 10.9; T(12): 10.9; S(21): 10.9; S(22): 10.9; T(24): 10.9; T(26): 6.4; T(31): 6.42 0.719 11

Low EAGEGDRPKALPLSAAAGGHSLFLsPAYAssRS25(Phospho)S30(Phospho)S31(Phospho)0.05 S(14): 50.0; S(21): 50.0; S(25): 50.0; Y(28): 50.0; S(30): 50.0; S(31): 50.00 0.195 11

Low EcPAtVscADILALAARDGVAMLGGPsVAMRT5(Phospho)S7(Phospho)S27(Phospho)1 T(5): 100.0; S(7): 100.0; S(27): 100.0 56 16

Low EFSLDNLLFIWDEIFSSPNHsycADIK S21(Phospho)Y22(Phospho)0.169 S(3): 22.7; S(16): 32.3; S(17): 48.3; S(21): 48.3; Y(22): 48.36 0.805 13

Low ELQKLtyVEANQGNGtIEELGsLtQLR T6(Phospho)Y7(Phospho)T16(Phospho)S22(Phospho)T24(Phospho)1 T(6): 100.0; Y(7): 100.0; T(16): 100.0; S(22): 100.0; T(24): 100.017 11

Low FFDSAPAEmAAIPDISSAsVPDSAcAIccLRS19(Phospho) 0.116 S(4): 68.4; S(16): 5.5; S(17): 11.6; S(19): 11.6; S(23): 2.814 0.433 13

Low FImAPIAScGSGGISRcYTAAtTAATmASGGVRT22(Phospho) 0.107 S(8): 12.9; S(11): 12.9; S(15): 9.9; Y(18): 10.7; T(19): 10.7; T(22): 10.7; T(23): 10.7; T(26): 10.7; S(29): 10.70 0.549 14

Low IGEQyVsELLGmSFLQYSSLVPDyTGLR Y5(Phospho)S7(Phospho)Y24(Phospho)0.022 Y(5): 35.7; S(7): 35.7; S(13): 37.8; Y(17): 37.8; S(18): 37.8; S(19): 37.8; Y(24): 38.8; T(25): 38.81 10

Low IyMTPRMPPPsPPsAVtSSAAATmELMPRY2(Phospho)S11(Phospho)S14(Phospho)T17(Phospho)0.004 Y(2): 83.8; T(4): 14.1; S(11): 44.7; S(14): 46.0; T(17): 33.2; S(18): 28.1; S(19): 60.0; T(23): 90.015 0.732 11

Low LEEAGPVSPFASSLAAGFsGVVAAAAsHTFDTAKS19(Phospho)S27(Phospho)0.176 S(8): 20.8; S(12): 20.8; S(13): 20.8; S(19): 43.5; S(27): 40.4; T(29): 26.9; T(32): 26.98 0.741 11

Low LFLEYMVRMGycVIASFtIYLDsSFR Y11(Phospho)T18(Phospho)S23(Phospho)0.087 Y(5): 16.0; Y(11): 73.7; S(16): 43.4; T(18): 43.1; Y(20): 37.7; S(23): 43.1; S(24): 43.113 0.805 17

Low LIVtsAtLDAEKFSGYFFNcNIFTIPGR T4(Phospho)S5(Phospho)T7(Phospho)0.05 T(4): 53.9; S(5): 53.9; T(7): 53.9; S(14): 53.3; Y(16): 42.6; T(24): 42.61 0.792 11

Low mAtLsyALcFAIVAGAIAAsLWAmLSSRK T3(Phospho)S5(Phospho)Y6(Phospho)S20(Phospho)0.172 T(3): 88.7; S(5): 84.5; Y(6): 83.0; S(20): 40.5; S(26): 60.0; S(27): 43.210 0.509 11

Low MsYYDtAANLAETsGIQDLVDVDVFLDAKS2(Phospho)T6(Phospho)S14(Phospho)0.236 S(2): 40.7; Y(3): 40.7; Y(4): 40.7; T(6): 77.1; T(13): 9.0; S(14): 91.843 0.792 13

Low MVAEEEsPstASGGGMPIGLPAADKLMGDAIRS7(Phospho)S9(Phospho)T10(Phospho)0.528 S(7): 84.3; S(9): 84.3; T(10): 84.3; S(12): 47.244 0.11 11

Low PVNLLVTyRWEVNFSsVLTPGQGsPyR Y8(Phospho)S16(Phospho)S24(Phospho)Y26(Phospho)0.005 T(7): 0.6; Y(8): 1.3; S(15): 82.2; S(16): 82.2; T(19): 33.8; S(24): 99.9; Y(26): 99.923 0.75 12

Low QmssFsFLATRTVPAAGIGSHsHQRPHRS3(Phospho)S4(Phospho)S6(Phospho)S22(Phospho)0.195 S(3): 99.8; S(4): 99.8; S(6): 97.7; T(10): 2.3; T(12): 0.5; S(20): 79.7; S(22): 20.145 0.711 11

Low TLTYYcGSmTNAAMVImssNcPNLEVFR S18(Phospho)S19(Phospho)0.042 T(1): 15.7; T(3): 15.7; Y(4): 15.7; Y(5): 15.7; S(8): 30.0; T(10): 30.0; S(18): 29.6; S(19): 47.54 0.729 12

Low YcLQQyGGVGSAILMTtRDQGVAQLmGTTKY6(Phospho)T17(Phospho)0.05 Y(1): 25.3; Y(6): 29.1; S(11): 29.1; T(16): 29.1; T(17): 29.1; T(28): 29.1; T(29): 29.11 0.395 11

Os07t0173700-00 Low 40S ribosomal protein S18. ASEEVmAtRR T8(Phospho) 1 S(2): 0.0; T(8): 100.0 69 10

Low DLsFRGEGER S3(Phospho) 1 S(3): 100.0 28 0.792 10

Low LVtIDLHR T3(Phospho) 1 T(3): 100.0 60 13



Low RTSNILSAsSK S9(Phospho) 0.487 T(2): 0.9; S(3): 0.9; S(7): 0.9; S(9): 48.7; S(10): 48.723 0.806 12

Low sQLGLtKPNK S1(Phospho)T6(Phospho)1 S(1): 100.0; T(6): 100.0 52 0.792 13

Low ssPPIWSLAK S1(Phospho)S2(Phospho)1 S(1): 100.0; S(2): 100.0; S(7): 0.0 60 0.782 13

Low TFQRGLLSsR S9(Phospho) 0.5 T(1): 0.0; S(8): 50.0; S(9): 50.0 35 0.785 12

Os07t0180900-01 Low Similar to 60S ribosomal protein L4. EAsKIFVPGGAK S3(Phospho) 1 S(3): 100.0 29 0.74 12

Low FIQVsSLGASASSPsRmLR S5(Phospho)S15(Phospho)0.347 S(5): 49.0; S(6): 49.0; S(10): 3.9; S(12): 6.8; S(13): 20.7; S(15): 70.736 0.204 18

Low GSHPGGLEsIFDssLK S9(Phospho)S13(Phospho)S14(Phospho)0.51 S(2): 49.0; S(9): 83.7; S(13): 83.7; S(14): 83.75 14

Low IASRGGDALPSFSNGsGLPWK S16(Phospho) 0.981 S(3): 0.0; S(11): 1.5; S(13): 0.4; S(16): 98.155 16

Low KGsySHSLmDDADIR S3(Phospho)Y4(Phospho)0.167 S(3): 50.0; Y(4): 50.0; S(5): 50.0; S(7): 50.02 0.584 24

Low LHcQALNSIyAGTGVIPFR Y10(Phospho) 0.789 S(8): 17.0; Y(10): 78.9; T(13): 4.1 41 12

Low LVmGTssFSVKR S6(Phospho)S7(Phospho)0.697 T(5): 5.6; S(6): 84.6; S(7): 84.6; S(9): 25.343 0.394 12

Low SDMSPNtVEcENmSQLLK T7(Phospho) 0.436 S(1): 23.2; S(4): 23.2; T(7): 43.6; S(14): 10.08 0.792 11

Low sGTDKAGsGGASELGmGGR S1(Phospho)S8(Phospho)0.264 S(1): 50.0; T(3): 50.0; S(8): 64.6; S(12): 35.48 18

Low SSSGNPLGGtTQDELGNR T10(Phospho) 0.488 S(1): 0.8; S(2): 0.8; S(3): 0.8; T(10): 48.8; T(11): 48.834 11

Low VLKQIGAyADAEK Y8(Phospho) 1 Y(8): 100.0 71 0.223 13

Low VQPGRtYLLR T6(Phospho) 0.5 T(6): 50.0; Y(7): 50.0 56 15

Os07t0215500-01 Low Allergenic protein. IVGtSGGyRPR T4(Phospho)Y8(Phospho)0.809 T(4): 82.2; S(5): 19.1; Y(8): 98.6 30 0.674 16

Low tPGFPAGPLGGGGR T1(Phospho) 1 T(1): 100.0 33 10

Os07t0229900-01 High

Ribosomal protein S12e domain

containing protein. GALSDLKtGVQLsLDEFER T8(Phospho)S13(Phospho)0.985 S(4): 1.5; T(8): 98.5; S(13): 100.0 111 0.008 16

Low AASTsFHRPtSQPSPTFNR S5(Phospho)T10(Phospho)0.041 S(3): 24.3; T(4): 24.3; S(5): 24.3; T(10): 24.3; S(11): 24.3; S(14): 39.2; T(16): 39.20 10

Low AcLTTLttVQLPKLYSGGR T7(Phospho)T8(Phospho)0.723 T(4): 8.3; T(5): 22.9; T(7): 91.6; T(8): 77.0; Y(15): 0.0; S(16): 0.147 11

Low APEsAGHPSGGIRYPHQIER S4(Phospho) 0.419 S(4): 41.9; S(9): 16.3; Y(14): 41.9 21 0.672 14

Low ASMRWSNVAVmLGFVVGyR Y18(Phospho) 0.997 S(2): 0.1; S(6): 0.2; Y(18): 99.7 35 0.734 13

Low ATSTVGAPPPSSLVPHtHDcK T17(Phospho) 0.998 T(2): 0.0; S(3): 0.0; T(4): 0.0; S(11): 0.1; S(12): 0.1; T(17): 99.837 0.636 19

Low ctVIGINLGTTYSWVGVYR T2(Phospho) 0.088 T(2): 8.8; T(10): 15.3; T(11): 30.2; Y(12): 15.3; S(13): 15.3; Y(18): 15.34 12

Low DVSFEQLGLNmsTVYVLLD S12(Phospho) 0.171 S(3): 0.0; S(12): 17.1; T(13): 17.1; Y(15): 65.728 0.751 16

Low EIPTLLSTsPPEsPLASPSR S9(Phospho)S13(Phospho)0.018 T(4): 9.0; S(7): 9.0; T(8): 14.7; S(9): 14.7; S(13): 25.2; S(17): 50.1; S(19): 77.46 10

Low ELALGAsGFSGmLPSsIGKLK S7(Phospho)S16(Phospho)0.04 S(7): 8.9; S(10): 2.9; S(15): 94.1; S(16): 94.134 0.432 14

Low FEILQLtGSFTmAEEGGRR T7(Phospho) 0.971 T(7): 97.1; S(9): 2.9; T(11): 0.0 66 0.609 11

Low FNPFsGFQNPmYILKSPR S5(Phospho) 0.997 S(5): 99.7; Y(12): 0.2; S(16): 0.2 34 0.472 13

Low FTDEQLATMPEsLHATLVR S12(Phospho) 0.5 T(2): 0.0; T(8): 50.0; S(12): 50.0; T(16): 0.049 11

Low FVPEVDGPGLNAAsARGGAVmK S14(Phospho) 1 S(14): 100.0 26 0.792 11

Low GLQRQSTSMVSHISSPSNsR S19(Phospho) 0.784 S(6): 0.2; T(7): 0.3; S(8): 0.3; S(11): 1.2; S(14): 3.1; S(15): 8.3; S(17): 8.3; S(19): 78.433 0.802 17

Low GPLGQsAVSNGFTVtKIQmK S6(Phospho)T15(Phospho)0.223 S(6): 47.6; S(9): 47.6; T(13): 52.4; T(15): 52.421 0.792 12

Low GWGcGWRNIQmLSsHLLK S14(Phospho) 0.945 S(13): 5.5; S(14): 94.5 49 11

Low IGGYIGGGNWKSAHGTAHyGR Y19(Phospho) 0.631 Y(4): 1.4; S(12): 10.8; T(16): 24.7; Y(19): 63.118 0.805 13

Low IstmNSLLPVLEmSIKNR S2(Phospho)T3(Phospho)0.995 S(2): 99.7; T(3): 99.7; S(6): 0.5; S(14): 0.053 0.722 11

Low LLAYtSTHGTGNWtSVPQR T5(Phospho)T14(Phospho)0.098 Y(4): 24.9; T(5): 24.9; S(6): 24.9; T(7): 24.9; T(10): 15.3; T(14): 42.5; S(15): 42.513 0.356 13

Low LLmNGySEGHLVLSHFPTK Y6(Phospho) 0.378 Y(6): 37.8; S(7): 37.8; S(14): 16.3; T(18): 8.014 11

Low LPVIGHmHLVGsNPHVsLR S12(Phospho)S17(Phospho)1 S(12): 100.0; S(17): 100.0 13 11



Low MDTAAGDDASLLPLPAASSsLR S20(Phospho) 0.53 T(3): 1.6; S(10): 4.4; S(18): 20.5; S(19): 20.5; S(20): 53.018 0.73 13

Low MDVLPsSIcTmYNLQTLR S6(Phospho) 0.431 S(6): 43.1; S(7): 43.1; T(10): 6.9; Y(12): 6.9; T(16): 0.064 0.093 11

Low mTSVFDAVTVSTLtDRSADK T14(Phospho) 0.436 T(2): 0.1; S(3): 0.1; T(9): 0.1; S(11): 0.5; T(12): 12.1; T(14): 43.6; S(17): 43.634 0.649 10

Low NLAVSNtIDDQLAGVRAMDR T7(Phospho) 0.893 S(5): 10.7; T(7): 89.3 29 0.753 11

Low NLNLEVGQTDEPsSSAKLEK S13(Phospho) 0.695 T(9): 14.8; S(13): 69.5; S(14): 14.8; S(15): 0.948 0.508 17

Low NQVtEEGPYGFKILsQIR T4(Phospho)S15(Phospho)0.966 T(4): 97.0; Y(9): 3.4; S(15): 99.5 35 11

Low NSALmISRtLAMAYVMDQK T9(Phospho) 0.041 S(2): 1.2; S(7): 1.8; T(9): 4.1; Y(14): 93.06 11

Low QGVISsSGTETGYLQDLIYK S6(Phospho) 0.142 S(5): 7.1; S(6): 14.2; S(7): 14.2; T(9): 14.2; T(11): 14.2; Y(13): 32.1; Y(19): 3.911 0.776 15

Low RLSSDDDVVAAVELSAATsPR S19(Phospho) 0.364 S(3): 17.8; S(4): 17.8; S(15): 10.1; T(18): 17.8; S(19): 36.49 11

Low sAANsRILNIsSQLGLLNK S1(Phospho)S5(Phospho)S11(Phospho)0.827 S(1): 99.8; S(5): 99.2; S(11): 83.7; S(12): 17.354 11

Low sHSSKALTNIGGQALEESSSR S1(Phospho) 0.169 S(1): 16.9; S(3): 65.7; S(4): 16.9; T(8): 0.5; S(18): 0.0; S(19): 0.0; S(20): 0.034 0.62 13

Low sPtHHLLHLPPsPIALLR S1(Phospho)T3(Phospho)S12(Phospho)1 S(1): 100.0; T(3): 100.0; S(12): 100.0 59 13

Low SsIsPmPPIYSSSLKQIVK S2(Phospho)S4(Phospho)0.333 S(1): 66.6; S(2): 66.6; S(4): 66.6; Y(10): 0.0; S(11): 0.0; S(12): 0.0; S(13): 0.042 0.364 18

Low SWsHPIWVLmEPVFQMR S3(Phospho) 0.5 S(1): 50.0; S(3): 50.0 29 0.752 12

Low SWYLVDLPGYGFAAAsQSAR S16(Phospho) 0.493 S(1): 0.1; Y(3): 0.1; Y(10): 1.2; S(16): 49.3; S(18): 49.327 11

Low tHLtAAFGRGSPAAAAER T1(Phospho)T4(Phospho)0.852 T(1): 89.8; T(4): 95.5; S(11): 14.8 14 0.732 12

Low tNSVVDPSEPKILDASSSASR T1(Phospho) 0.736 T(1): 73.6; S(3): 20.3; S(8): 6.0; S(16): 0.0; S(17): 0.0; S(18): 0.0; S(20): 0.043 0.554 13

Low tVsSAVVAVPVYFNDAQRR T1(Phospho)S3(Phospho)0.326 T(1): 52.0; S(3): 72.9; S(4): 55.3; Y(12): 19.813 0.732 10

Low VAAVVLDWFcTtLLDVtR T12(Phospho)T17(Phospho)0.207 T(11): 79.3; T(12): 79.3; T(17): 41.3 17 11

Low VESLPPPRPPLAFLssESR S15(Phospho)S16(Phospho)0.679 S(3): 11.2; S(15): 83.2; S(16): 83.2; S(18): 22.420 11

Low WIDsVQISSGAYIGNIsIR S4(Phospho)S17(Phospho)0.59 S(4): 61.8; S(8): 19.0; S(9): 19.0; Y(12): 5.0; S(17): 95.227 0.563 13

Os07t0545400-01 Low Protein H2A. DDAmATASSLFLAsPVATAPTAR S14(Phospho) 0.475 T(6): 23.3; S(8): 12.5; S(9): 7.3; S(14): 47.5; T(18): 4.7; T(21): 4.714 0.588 13

Low LKVtYLK T4(Phospho) 0.991 T(4): 99.1; Y(5): 0.9 60 10

Low SPsIRmAPAPSssLAtAGHGK S3(Phospho)S12(Phospho)S13(Phospho)T16(Phospho)0.016 S(1): 91.2; S(3): 91.2; S(11): 50.0; S(12): 50.0; S(13): 35.9; T(16): 81.62 0.764 21

Low sVAyDVEDVLDELDAAQLIK S1(Phospho)Y4(Phospho)1 S(1): 100.0; Y(4): 100.0 30 0.764 10

Low tRAssVLmQLIScGSVsVK T1(Phospho)S4(Phospho)S5(Phospho)S17(Phospho)0.334 T(1): 74.8; S(4): 74.8; S(5): 74.8; S(12): 49.3; S(15): 44.2; S(17): 82.011 0.665 13

Low VKGAtAAAAAAVAsSGIVAtGVQR T5(Phospho)S14(Phospho)T20(Phospho)0.791 T(5): 99.5; S(14): 80.1; S(15): 20.9; T(20): 99.548 0.563 11

Os07t0557500-01 High WRC domain containing protein. AGDRGDsPPPLPDHLR S7(Phospho) 1 S(7): 100.0 125 0 25

High ISPGSSEPAASLPsPVTTK S14(Phospho) 0.954 S(2): 0.0; S(5): 0.0; S(6): 0.0; S(11): 0.0; S(14): 95.4; T(17): 2.3; T(18): 2.379 0 33

High IsPGSSEPAASLPSPVTTK S2(Phospho) 0.984 S(2): 98.4; S(5): 1.3; S(6): 0.3; S(11): 0.0; S(14): 0.0; T(17): 0.0; T(18): 0.057 0 37

High NVNASPAsPPAATSDVTR S8(Phospho) 1 S(5): 0.0; S(8): 100.0; T(13): 0.0; S(14): 0.0; T(17): 0.0133 0 46

High VSsPPPEPAPAVR S3(Phospho) 0.879 S(2): 12.1; S(3): 87.9 73 0.003 18

Middle GDsPPPLPDHLR S3(Phospho) 1 S(3): 100.0 63 0.025 22

Middle IsPGSSEPAASLPSPVTtK S2(Phospho)T18(Phospho)0.006 S(2): 96.4; S(5): 3.0; S(6): 0.6; S(11): 0.2; S(14): 98.6; T(17): 0.6; T(18): 0.644 0.047 17

Low ANsHRPFLLRP S3(Phospho) 1 S(3): 100.0 66 15

Low ASPPPPAAAAAAsPK S13(Phospho) 0.998 S(2): 0.2; S(13): 99.8 33 17

Low EWGGtSVAAATRPRSR T5(Phospho) 0.801 T(5): 80.1; S(6): 19.2; T(11): 0.6; S(15): 0.131 0.683 11

Low IEASGAtVDPRTSDASNSK T7(Phospho) 0.76 S(4): 19.0; T(7): 76.0; T(12): 1.8; S(13): 0.7; S(16): 1.8; S(18): 0.728 11

Low ISPGSSEPAAsLPsPVTTK S11(Phospho)S14(Phospho)0 S(2): 79.7; S(5): 16.6; S(6): 3.7; S(11): 0.1; S(14): 91.3; T(17): 4.3; T(18): 4.327 0.182 14

Low ItGGHPLAIVVLAGLLR T2(Phospho) 1 T(2): 100.0 16 0.729 10

Low QmLPAVGmAGAGYtVTR T14(Phospho) 0.869 Y(13): 12.8; T(14): 86.9; T(16): 0.3 80 20

Low sAKPmKPPVRtYTK S1(Phospho)T11(Phospho)0.333 S(1): 100.0; T(11): 33.3; Y(12): 33.3; T(13): 33.342 12

Low VEQAPSESmISAItPAMK T14(Phospho) 0.996 S(6): 0.0; S(8): 0.1; S(11): 0.3; T(14): 99.655 11

Low YVAKLAsEGTLR S7(Phospho) 0.947 Y(1): 1.1; S(7): 94.7; T(10): 4.2 37 0.42 17



Os07t0574800-01 High Tubulin alpha-1 chain. TVQFVDWcPtGFK T10(Phospho) 1 T(1): 0.0; T(10): 100.0 89 0 49

Low cItGLSGVmDGLVVHGYLVK T3(Phospho) 0.5 T(3): 50.0; S(6): 50.0; Y(17): 0.0 60 0.379 20

Low FTGAVGPHLVSLsHLPSSDGR S13(Phospho) 0.928 T(2): 2.2; S(11): 2.2; S(13): 92.8; S(17): 2.2; S(18): 0.745 0.705 11

Low GySGSHVATVGSVVVTNLTTGK Y2(Phospho) 0.449 Y(2): 44.9; S(3): 44.9; S(5): 4.6; T(9): 4.6; S(12): 0.7; T(16): 0.3; T(19): 0.0; T(20): 0.036 0.618 15

Low HHHPLmTIVsNKPPTPSPK S10(Phospho) 0.198 T(7): 73.9; S(10): 19.8; T(15): 6.0; S(17): 0.422 0.367 13

Low KtLQsFDLLGmNVAFLLK T2(Phospho)S5(Phospho)1 T(2): 100.0; S(5): 100.0 48 0.76 11

Low LLNGNRSILPATMTITmAsN S19(Phospho) 0.464 S(7): 0.7; T(12): 17.6; T(14): 17.6; T(16): 17.6; S(19): 46.421 0.735 13

Low RAtAPPAAPPAGAAPGGR T3(Phospho) 1 T(3): 100.0 28 0.776 11

Low REVALLcLsLPLsLGEQR S9(Phospho)S13(Phospho)1 S(9): 100.0; S(13): 100.0 37 0.735 11

Low SYVIILETGPLADtsQSKK T14(Phospho)S15(Phospho)0.119 S(1): 0.0; Y(2): 0.0; T(8): 87.6; T(14): 87.6; S(15): 23.9; S(17): 0.872 0.631 10

Low WFRIsPIVEGKPEAFTEK S5(Phospho) 0.999 S(5): 99.9; T(16): 0.1 35 0.619 11

Os07t0607800-01 High

Similar to leucine-rich repeat family

protein. AVEAALQAAGEGSSsPAR S15(Phospho) 0.831 S(13): 2.6; S(14): 14.2; S(15): 83.1 71 0 32

Low sVLAPLPTIYsGAFR S1(Phospho)S11(Phospho)0.398 S(1): 90.2; T(8): 17.1; Y(10): 46.4; S(11): 46.423 0.674 10

Os07t0613200-00 Low

Similar to 60S ribosomal protein L27a-

3. ESAVTWsAmIGGyVR S7(Phospho)Y13(Phospho)0.497 S(2): 0.2; T(5): 50.2; S(7): 50.2; Y(13): 99.544 0.8 10

Low EVSsEEEAGGGDELRR S4(Phospho) 0.831 S(3): 16.9; S(4): 83.1 39 0.474 13

Low FQLSARAssASAAAAAR S8(Phospho)S9(Phospho)0.874 S(4): 0.4; S(8): 99.4; S(9): 88.0; S(11): 12.372 0.148 15

Low LDGYESLLYLtSWR T11(Phospho) 0.673 Y(4): 3.4; S(6): 0.9; Y(9): 14.2; T(11): 67.3; S(12): 14.238 0.695 13

Low mRAVSPSPSPsTcGGGR S11(Phospho) 0.471 S(5): 0.7; S(7): 0.7; S(9): 4.5; S(11): 47.1; T(12): 47.128 0.691 17

Low RPsIPLIKcPScGVK S3(Phospho) 1 S(3): 100.0; S(11): 0.0 64 0.804 12

Low ScSHWLTsDLAEGGIS S8(Phospho) 0.029 S(1): 47.1; S(3): 47.1; T(7): 2.9; S(8): 2.9; S(16): 0.025 0.79 12

Low SSLLLtsGWWGLsR T6(Phospho)S7(Phospho)S13(Phospho)0.071 S(1): 52.2; S(2): 52.2; T(6): 76.5; S(7): 81.4; S(13): 37.717 0.29 11

Os07t0616600-02 Middle

Similar to 40S ribosomal protein SA

(p40) (Laminin receptor homolog). VEtPPPPSYGFHNLDR T3(Phospho) 1 T(3): 100.0; S(8): 0.0; Y(9): 0.0 65 0.028 15

Low EySNSWTEPLTPSTNQK Y2(Phospho) 0.843 Y(2): 84.3; S(3): 15.3; S(5): 0.2; T(7): 0.2; T(11): 0.0; S(13): 0.0; T(14): 0.047 0.59 15

Low FLQTKFGVAGsK S11(Phospho) 0.774 T(4): 22.6; S(11): 77.4 23 0.805 11

Low GQAWVVFsEITAATNAFR S8(Phospho) 0.277 S(8): 27.7; T(11): 27.7; T(14): 44.6 2 15

Low GtSSLcDASAAATSGLtGIR T2(Phospho)T17(Phospho)0.106 T(2): 15.4; S(3): 15.4; S(4): 15.2; S(9): 53.4; T(13): 20.5; S(14): 7.4; T(17): 72.729 0.486 15

Low KmWDEEEEVQsPLAFK S11(Phospho) 1 S(11): 100.0 61 0.7 15

Low LtNIGETGGmKEsAEVLK T2(Phospho)S13(Phospho)0.993 T(2): 99.3; T(7): 0.7; S(13): 100.0 62 0.079 18

Low mKPRLLSDSGAsScNSGAK S12(Phospho) 0.497 S(7): 0.0; S(9): 0.1; S(12): 49.7; S(13): 49.7; S(16): 0.558 0.722 10

Low mKQsSPFTFLSPmHR S4(Phospho) 0.376 S(4): 37.6; S(5): 37.6; T(8): 12.4; S(11): 12.420 0.719 14

Low VQDIVLPGNLtVTGVsK T11(Phospho)S16(Phospho)0.497 T(11): 99.4; T(13): 50.3; S(16): 50.3 45 12



Os07t0622100-01 Low

Similar to Ribosomal protein s6 RPS6-

2. ADLALStVHALLGVIRK T7(Phospho) 0.993 S(6): 0.7; T(7): 99.3 60 16

Low DPAtRAAAAAVEK T4(Phospho) 1 T(4): 100.0 35 11

Low ILVctPQAEVAIcWK T5(Phospho) 1 T(5): 100.0 32 0.605 10

Low VAHLGVHLGGDAADGsVGR S16(Phospho) 1 S(16): 100.0 31 0.743 11

Os07t0674200-01 Low

Similar to 60S ribosomal protein L22-

2. TVGRPLLPtR T9(Phospho) 0.992 T(1): 0.8; T(9): 99.2 21 0.115 11

Os08t0116500-01 High

Similar to 60S acidic ribosomal protein

P1 (L12). EEAKEEsDDDMGFSLFD S7(Phospho) 1 S(7): 100.0; S(14): 0.0 96 0 36

High EEsDDDMGFSLFD S3(Phospho) 1 S(3): 100.0; S(10): 0.0 39 0.001 14

Low AEGVISEMREHGIPPNATVyNAyLDGLLKY20(Phospho)Y23(Phospho)0.749 S(6): 0.6; T(18): 24.6; Y(20): 76.1; Y(23): 98.736 11

Low APsIARAcAAPVAALFGAsS S3(Phospho)S19(Phospho)0.31 S(3): 61.9; S(19): 69.0; S(20): 69.0 0 0.304 10

Low AtELKAGGVmFLVcLGRPsLHAcPTNQGRT2(Phospho)S19(Phospho)0.756 T(2): 84.2; S(19): 91.4; T(25): 24.4 15 0.791 14

Low AVAAmcSAGMEGVRHGAAAVASVPAASAsALPERS29(Phospho) 0.387 S(7): 2.9; S(22): 19.6; S(27): 38.7; S(29): 38.714 0.69 11

Low DVPLGLISSmSSItVVycLMSLALVGMQRT14(Phospho)Y17(Phospho)0.042 S(8): 27.3; S(9): 43.5; S(11): 43.5; S(12): 43.5; T(14): 21.1; Y(17): 12.9; S(21): 8.46 0.629 17

Low EYsNSWTEPLTPSTNQK S3(Phospho) 0.416 Y(2): 41.6; S(3): 41.6; S(5): 8.4; T(7): 8.4; T(11): 0.1; S(13): 0.0; T(14): 0.052 0.767 13

Low GsASHENIVAADFGPMPTHFLSSNQPLEKRS2(Phospho) 0.498 S(2): 49.8; S(4): 49.8; T(18): 0.2; S(22): 0.1; S(23): 0.131 0.779 12

Low IEcPRPcWIsPcPLPTNLDEsRANtR S10(Phospho)S21(Phospho)T25(Phospho)0.887 S(10): 95.0; T(16): 11.3; S(21): 95.0; T(25): 98.826 0.799 12

Low KIHTPVVysESSVNWR Y8(Phospho)S9(Phospho)0.012 T(4): 0.0; Y(8): 6.9; S(9): 6.9; S(11): 89.8; S(12): 96.425 11

Low KLsDMIGsAsDttSGTVAASNtGVGtsAR S3(Phospho)S8(Phospho)S10(Phospho)T12(Phospho)T13(Phospho)T22(Phospho)T26(Phospho)S27(Phospho)0.005 S(3): 70.0; S(8): 75.2; S(10): 75.2; T(12): 75.2; T(13): 76.3; S(14): 76.3; T(16): 75.1; S(20): 65.3; T(22): 66.9; T(26): 72.2; S(27): 72.20 0.803 15

Low KmWDEEEEVQsPLAFK S11(Phospho) 1 S(11): 100.0 82 0.314 14

Low LLLIQFRTSGEGYLSPsGAVtsPTGSSPTRS17(Phospho)T21(Phospho)S22(Phospho)0.392 T(8): 1.7; S(9): 1.7; Y(13): 4.1; S(15): 7.2; S(17): 86.4; T(21): 74.0; S(22): 56.3; T(24): 28.9; S(26): 15.9; S(27): 15.9; T(29): 8.034 0.803 11

Low LLLSLLMTAAASYLAYAVHDMPSVsTGLTAKS25(Phospho) 0.405 S(4): 0.0; T(8): 0.0; S(12): 0.3; Y(13): 0.3; Y(16): 0.1; S(23): 13.4; S(25): 40.5; T(26): 40.5; T(29): 4.737 0.09 11

Low LTPPLLSYSLSSVsDARLLLPVLtHsLR S14(Phospho)T24(Phospho)S26(Phospho)0.057 T(2): 12.0; S(7): 14.9; Y(8): 14.9; S(9): 18.1; S(11): 22.2; S(12): 58.4; S(14): 62.9; T(24): 60.3; S(26): 36.313 0.755 15

Low mAASPTGSSSSAPAAAAAAAAEAtDGPtLSVVSKRT24(Phospho)T28(Phospho)0.016 S(4): 20.7; T(6): 20.7; S(8): 20.7; S(9): 14.3; S(10): 11.8; S(11): 11.8; T(24): 15.9; T(28): 18.9; S(30): 24.3; S(33): 41.02 0.55 18

Low MASGSSSSNDAAADLtVLVDDFyFSVLSHGRT16(Phospho)Y23(Phospho)0.611 S(3): 2.9; S(5): 2.9; S(6): 2.9; S(7): 2.8; S(8): 2.8; T(16): 86.5; Y(23): 66.9; S(25): 16.2; S(28): 16.224 0.378 12

Low mAsSRVMAAAAASSSSSPPPPPPAAAAAGGAADLARS3(Phospho) 0.862 S(3): 86.2; S(4): 13.0; S(13): 0.2; S(14): 0.2; S(15): 0.1; S(16): 0.1; S(17): 0.132 0.621 13

Low RsPSELHDDVSSSSTATHLTGPVWPASTASRS2(Phospho) 0.371 S(2): 37.1; S(4): 37.1; S(11): 4.2; S(12): 12.0; S(13): 4.2; S(14): 4.2; T(15): 0.6; T(17): 0.6; T(20): 0.1; S(27): 0.0; T(28): 0.0; S(30): 0.035 0.682 18

Low sFGGLFLITGVVtsAMLLIYLAVFFyR S1(Phospho)T13(Phospho)S14(Phospho)Y26(Phospho)0.102 S(1): 99.7; T(9): 65.8; T(13): 65.8; S(14): 38.5; Y(20): 48.1; Y(26): 82.029 0.55 19

Low SSPAAGVsFsstARGsGAsAAtADtGIDSRS8(Phospho)S10(Phospho)S11(Phospho)T12(Phospho)S16(Phospho)S19(Phospho)T22(Phospho)T25(Phospho)0.005 S(1): 74.6; S(2): 74.6; S(8): 78.2; S(10): 78.2; S(11): 75.3; T(12): 75.3; S(16): 72.3; S(19): 72.3; T(22): 69.0; T(25): 70.6; S(29): 59.53 14

Low SSSSSSAGGSHAGLALAATAMALSGTLVLFsLcRS31(Phospho) 0.935 S(1): 0.0; S(2): 0.0; S(3): 0.0; S(4): 0.0; S(5): 0.0; S(6): 0.0; S(10): 0.0; T(19): 0.2; S(24): 1.8; T(26): 4.4; S(31): 93.545 0.516 13

Low sVGLAMSLSAQGVGSyASSALVSAIDWATtRS1(Phospho)Y16(Phospho)T30(Phospho)0.055 S(1): 45.3; S(7): 27.2; S(9): 27.2; S(15): 36.3; Y(16): 36.3; S(18): 15.1; S(19): 15.2; S(23): 11.5; T(29): 42.9; T(30): 42.915 0.446 13

Low SyLVWNAVGcLGVsAIsDLVREVEAIQK Y2(Phospho)S14(Phospho)S17(Phospho)0.5 S(1): 50.0; Y(2): 50.0; S(14): 100.0; S(17): 100.049 11

Low tNSEGSFFAGPLYDDIGYTVEASKAGYHLKT1(Phospho) 0.104 T(1): 10.4; S(3): 10.4; S(6): 10.4; Y(13): 10.4; Y(18): 28.9; T(19): 28.9; S(23): 0.4; Y(27): 0.125 10

Low VNDIHSEmsARGLsPNLVTYGALIAGWcKS9(Phospho)S14(Phospho)0.084 S(6): 33.8; S(9): 33.8; S(14): 47.4; T(19): 42.5; Y(20): 42.50 12

Low YFFWDSFHPtEKVNR T10(Phospho) 0.85 Y(1): 2.1; S(6): 12.8; T(10): 85.0 62 0.452 10

Low ySTESVVHTNEEKmLGK Y1(Phospho) 0.244 Y(1): 24.4; S(2): 24.4; T(3): 24.4; S(5): 24.4; T(9): 2.512 0.741 12

Os08t0117200-00 Low

Similar to 40S ribosomal protein S13

(Fragment). DGVVVSLsPSER S8(Phospho) 0.921 S(6): 3.9; S(8): 92.1; S(10): 3.9 40 11



Low GLRsLAVAR S4(Phospho) 1 S(4): 100.0 47 13

Low IGVKStAIR T6(Phospho) 0.894 S(5): 10.6; T(6): 89.4 48 0.538 12

Low LsRIETHmAR S2(Phospho) 0.959 S(2): 95.9; T(6): 4.1 31 10

Low MLsGDVTLPAPK S3(Phospho) 0.993 S(3): 99.3; T(7): 0.7 46 13

Low SFGARVstIVK S7(Phospho)T8(Phospho)1 S(1): 0.0; S(7): 100.0; T(8): 100.0 55 11

Low TPTtPSSSKPAR T4(Phospho) 0.486 T(1): 1.2; T(3): 48.6; T(4): 48.6; S(6): 1.2; S(7): 0.2; S(8): 0.258 0.702 11

Os08t0117300-01 High Similar to 40S ribosomal protein S13. TAAsDVEEMIMK S4(Phospho) 0.999 T(1): 0.1; S(4): 99.9 122 0 62

Low AAVTtTAGGKVVVR T5(Phospho) 0.333 T(4): 33.3; T(5): 33.3; T(6): 33.3 4 0.743 11

Low DGRAsPLAGDTLR S5(Phospho) 1 S(5): 100.0; T(11): 0.0 50 0.752 14

Low DGSSALSAEsIcK S10(Phospho) 0.729 S(3): 4.7; S(4): 17.6; S(7): 4.7; S(10): 72.938 11

Low GLRsLAVAR S4(Phospho) 1 S(4): 100.0 47 13

Low IGVKStAIR T6(Phospho) 0.894 S(5): 10.6; T(6): 89.4 48 0.538 12

Low mLQELFKtFR T8(Phospho) 1 T(8): 100.0 75 13

Low SAtARGGGGGAPTLR T3(Phospho) 0.495 S(1): 49.5; T(3): 49.5; T(13): 1.0 25 0.127 12

Low sATARGGGGGAPTLR S1(Phospho) 0.772 S(1): 77.2; T(3): 18.1; T(13): 4.7 40 0.159 18

Os08t0127700-01 High

Similar to Pre-mRNA-splicing factor

SLU7. DGEEGDENVAsEEEDEEDGLKIDEAK S11(Phospho) 1 S(11): 100.0 97 0 51

Middle FItAtAFAsAAVGTALNQVILPEIRK T3(Phospho)T5(Phospho)S9(Phospho)0.539 T(3): 84.6; T(5): 84.6; S(9): 84.6; T(14): 46.19 0.037 13

Low APsFARsAPsVPSmtssAGALscK S3(Phospho)S7(Phospho)S10(Phospho)T15(Phospho)S16(Phospho)S17(Phospho)S22(Phospho)0.231 S(3): 93.9; S(7): 76.9; S(10): 76.9; S(13): 76.9; T(15): 93.9; S(16): 93.9; S(17): 93.9; S(22): 93.99 0.592 13

Low AsENEIsNRMAsVtLQDGAFENLK S2(Phospho)S7(Phospho)S12(Phospho)T14(Phospho)1 S(2): 100.0; S(7): 100.0; S(12): 100.0; T(14): 100.012 0.19 12

Low GyMFHIDEIILLWEAEGFVsSNGR Y2(Phospho)S20(Phospho)0.76 Y(2): 95.8; S(20): 80.2; S(21): 24.0 13 10

Low HVsHLFGLYPGHTmSLEKtPDLcK S3(Phospho)T19(Phospho)0.062 S(3): 46.4; Y(9): 46.4; T(13): 43.8; S(15): 43.8; T(19): 19.72 11

Low IIGLVGmRPTSLHDcGRDsDDDDFR S19(Phospho) 0.648 T(10): 17.6; S(11): 17.6; S(19): 64.8 12 0.803 12

Low IYDtDPTVLNALANTGIKVmVmLPNK T4(Phospho) 0.195 Y(2): 19.5; T(4): 19.5; T(7): 16.5; T(15): 44.51 0.792 11

Low LmssSSSDDEyDEDSRNLFssR S3(Phospho)S4(Phospho)Y11(Phospho)S20(Phospho)S21(Phospho)0.008 S(3): 55.6; S(4): 55.6; S(5): 55.6; S(6): 55.6; S(7): 55.6; Y(11): 55.6; S(15): 55.6; S(20): 55.6; S(21): 55.60 0.235 13

Low MAAVGSccLLGAISGDtLyVANLGDSR T17(Phospho)Y19(Phospho)0.161 S(6): 3.3; S(14): 28.8; T(17): 57.3; Y(19): 40.8; S(26): 69.714 0.804 10

Low mLSTLPFSAmIVLSTLVAPAAtPLSGSR T22(Phospho) 0.66 S(3): 0.8; T(4): 0.8; S(8): 0.8; S(14): 1.4; T(15): 1.4; T(22): 66.0; S(25): 21.2; S(27): 7.623 0.154 10

Low MsVSAFAAVAIAAAAssPsRPLVIAPR S2(Phospho)S16(Phospho)S17(Phospho)S19(Phospho)0.492 S(2): 50.8; S(4): 50.8; S(16): 98.9; S(17): 99.6; S(19): 99.944 0.596 12

Low mVsAAsEVAAASAAAGPSSSSSDAsPPWKS3(Phospho)S6(Phospho)S25(Phospho)0.011 S(3): 27.1; S(6): 27.1; S(12): 49.1; S(18): 38.1; S(19): 38.1; S(20): 22.7; S(21): 32.6; S(22): 32.6; S(25): 32.69 0.694 16

Low sAAAAKQsSQPPPPPSMDGGEPFYVVRS1(Phospho)S8(Phospho)0.709 S(1): 96.7; S(8): 73.5; S(9): 22.4; S(16): 7.3; Y(24): 0.043 10

Low SYTAVLAALVAHsHLsLARSLLADmR S13(Phospho)S16(Phospho)0.055 S(1): 39.4; Y(2): 39.4; T(3): 39.4; S(13): 27.3; S(16): 27.3; S(20): 27.30 0.479 13

Low VAtNAYTLAVWFTAsADATVAWTANR T3(Phospho)S15(Phospho)0.196 T(3): 33.6; Y(6): 33.6; T(7): 33.6; T(13): 18.9; S(15): 59.1; T(19): 18.8; T(23): 2.530 0.474 26

Low VFDssVEtIttGtWQALGsAWK S4(Phospho)S5(Phospho)T8(Phospho)T10(Phospho)T11(Phospho)T13(Phospho)S19(Phospho)1 S(4): 100.0; S(5): 100.0; T(8): 100.0; T(10): 100.0; T(11): 100.0; T(13): 100.0; S(19): 100.00 0.106 14

Low VLLDHDPSLGKtFGQSNVTPLITAAIR T12(Phospho) 0.08 S(8): 1.8; T(12): 8.0; S(16): 61.2; T(19): 20.8; T(23): 8.011 0.603 12

Low VVIDGNLItGmGLGtVIDFsLAIIKK T9(Phospho)T15(Phospho)S20(Phospho)1 T(9): 100.0; T(15): 100.0; S(20): 100.0 30 0.539 12

Os08t0129200-02 Low Similar to Cold shock protein-1. DSsQHSSNDLQEELKK S3(Phospho) 0.498 S(2): 49.8; S(3): 49.8; S(6): 0.2; S(7): 0.284 0.683 14

Low IEATTGGGGGGAADtGGSPRR T15(Phospho) 0.468 T(4): 4.7; T(5): 46.8; T(15): 46.8; S(18): 1.829 0.442 11

Os08t0130500-01 High 60S acidic ribosomal protein P0. EEPEEEsDGDLGMSLFD S7(Phospho) 1 S(7): 100.0; S(14): 0.0 46 0 29

High EVAVNDFmPATSAyETIR Y14(Phospho) 0.333 T(11): 33.3; S(12): 33.3; Y(14): 33.3; T(16): 0.069 0.003 12



High KEEPEEEsDGDLGMSLFD S8(Phospho) 1 S(8): 100.0; S(15): 0.0 125 0 66

Middle AVFAAmATSGGyGYGGLQHR Y12(Phospho) 0.981 T(8): 0.6; S(9): 0.6; Y(12): 98.1; Y(14): 0.639 0.037 12

Middle EASHAELIYETAtTHSNR T13(Phospho) 0.437 S(3): 0.0; Y(9): 1.9; T(11): 1.9; T(13): 43.7; T(14): 43.7; S(16): 8.847 0.029 12

Middle LSVTALMATGIGNAALMVIsVAIsVAmFVymRS20(Phospho)S24(Phospho)Y30(Phospho)0.973 S(2): 1.0; T(4): 1.1; T(9): 1.7; S(20): 98.6; S(24): 98.9; Y(30): 98.631 0.02 14

Low AASFNTRGsLsFDMATASFDLGGVGVGGGVGGySAKS9(Phospho)S11(Phospho)Y33(Phospho)0.076 S(3): 10.1; T(6): 10.1; S(9): 62.8; S(11): 39.9; T(16): 62.3; S(18): 17.8; Y(33): 48.6; S(34): 48.618 14

Low AcLHDGGLLQGSRFHPQLsTIyNVGQSyVKS19(Phospho)Y22(Phospho)Y28(Phospho)0.059 S(12): 77.4; S(19): 22.9; T(20): 23.0; Y(22): 76.5; S(27): 50.1; Y(28): 50.113 0.75 11

Low AGDttKPtEsAIVGSTVTGHHLLHIDGYSHTKT4(Phospho)T5(Phospho)T8(Phospho)S10(Phospho)Too many isoforms 0.529 11

Low AIGGSLTAVPGLSDmIDDTVNSIVsDmLKWPHRS25(Phospho) 0.301 S(5): 9.1; T(7): 9.1; S(13): 6.0; T(19): 15.6; S(22): 30.1; S(25): 30.19 0.766 12

Low AKELssmGFTIVWSPPPTDsVsPEGyMPRS5(Phospho)S6(Phospho)S20(Phospho)S22(Phospho)Y26(Phospho)0.027 S(5): 75.7; S(6): 75.7; T(10): 60.4; S(14): 62.0; T(18): 62.0; S(20): 58.4; S(22): 49.7; Y(26): 56.25 0.732 12

Low ALPAITTcPFFYTTSWAGRGSHVNLtAGPFMRT26(Phospho) 0.732 T(6): 3.6; T(7): 3.6; Y(12): 3.6; T(13): 6.6; T(14): 3.6; S(15): 2.2; S(21): 3.6; T(26): 73.219 0.652 11

Low AMEVLTVMVMPNcFTYNSIMHGYcSSGQsEKS29(Phospho) 0.546 T(6): 0.0; T(15): 0.0; Y(16): 0.0; S(18): 0.1; Y(23): 15.1; S(25): 15.1; S(26): 15.1; S(29): 54.653 0.64 15

Low ANKPyYGIDFPGSKPtGRFsNGFNAADyVAKY5(Phospho)T16(Phospho)S20(Phospho)Y28(Phospho)0.171 Y(5): 56.5; Y(6): 56.5; S(13): 57.5; T(16): 81.3; S(20): 54.6; Y(28): 93.616 0.708 13

Low APPVRDVLGDDVsLLcQSTHRPASSAATGVAssRS13(Phospho)S32(Phospho)S33(Phospho)0.06 S(13): 79.9; S(18): 17.1; T(19): 17.8; S(24): 30.7; S(25): 30.7; T(28): 49.9; S(32): 49.9; S(33): 24.115 0.367 11

Low AQFPSPNEYSsFmGDFsTATGIATFTmmLLGRS11(Phospho)S17(Phospho)0.014 S(5): 7.7; Y(9): 7.7; S(10): 10.5; S(11): 10.5; S(17): 11.1; T(18): 11.1; T(20): 12.9; T(24): 62.3; T(26): 66.22 0.762 11

Low AQPPLPSGPPPHVSTSFSAAsssLHLPAsDTLKS21(Phospho)S22(Phospho)S23(Phospho)S29(Phospho)Too many isoforms 11

Low AQQSGNPSSVAsVSVEAGPK S12(Phospho) 0.651 S(4): 19.5; S(8): 6.5; S(9): 6.5; S(12): 65.1; S(14): 2.429 12

Low ASASASDGASSsAIVAGtVNGYHVLKIVGYsLtKS12(Phospho)T18(Phospho)S31(Phospho)T33(Phospho)Too many isoforms 0.56 12

Low ASYQDPSLPSLVPymTSR Y14(Phospho) 0.166 S(2): 0.0; Y(3): 0.0; S(7): 1.1; S(10): 1.1; Y(14): 16.6; T(16): 77.4; S(17): 3.934 0.729 10

Low ATLHtVcFMEFLVGVmR T5(Phospho) 0.733 T(2): 26.7; T(5): 73.3 13 0.499 11

Low ATNFPTVDQyGDYLIGLLQsNLNSLyKmGARY10(Phospho)S20(Phospho)Y26(Phospho)0.268 T(2): 8.9; T(6): 21.6; Y(10): 59.6; Y(13): 34.1; S(20): 66.1; S(24): 35.1; Y(26): 74.725 0.077 11

Low ATSsEQLPDsEKTNPPTPVPISESPVQGAPHSKS4(Phospho)S10(Phospho)0.204 T(2): 39.1; S(3): 39.1; S(4): 39.1; S(10): 61.8; T(13): 18.8; T(17): 2.1; S(22): 0.0; S(24): 0.0; S(32): 0.043 0.131 12

Low ATTINVNsRAR S8(Phospho) 0.708 T(2): 21.4; T(3): 7.8; S(8): 70.8 18 11

Low AVSPRPTHTAAtsAAAsSNTEGHGGAAANTSMALRRT12(Phospho)S13(Phospho)S17(Phospho)0.075 S(3): 21.0; T(7): 21.0; T(9): 21.0; T(12): 47.7; S(13): 54.2; S(17): 32.6; S(18): 32.6; T(20): 32.6; T(30): 18.6; S(31): 18.616 11

Low cAAAGEVVGSAAGVGRsAGMEVAIAtAAVVAmGtGNRS17(Phospho)T26(Phospho)T34(Phospho)0.492 S(10): 50.8; S(17): 50.8; T(26): 99.2; T(34): 99.228 0.456 11

Low cHtyMMMKQVVATTSGTQPPWSTLLMQAVKT3(Phospho)Y4(Phospho)0.816 T(3): 89.9; Y(4): 89.9; T(13): 14.1; T(14): 2.2; S(15): 0.7; T(17): 0.7; S(22): 1.2; T(23): 1.240 0.359 11

Low cHtYMMMKQVVATTSGTQPPWStLLMQAVKT3(Phospho)T23(Phospho)0.093 T(3): 48.2; Y(4): 48.2; T(13): 6.9; T(14): 3.2; S(15): 2.0; T(17): 2.4; S(22): 69.4; T(23): 19.636 0.503 15

Low cLAPEASAVMNGRLIsVWAVDEssILAFSAASRS16(Phospho)S23(Phospho)S24(Phospho)0.17 S(7): 50.3; S(16): 50.3; S(23): 67.7; S(24): 67.7; S(29): 36.4; S(32): 27.79 0.397 11

Low cLsEAFLADGAEHDPGYEAVTVALEKyAEERS3(Phospho)Y27(Phospho)0.899 S(3): 97.6; Y(17): 5.4; T(21): 5.2; Y(27): 91.722 10

Low cNATsLPGyYLNLPsIsVPDLRyPVVVSR S5(Phospho)Y9(Phospho)S15(Phospho)S17(Phospho)Y23(Phospho)0.029 T(4): 91.2; S(5): 82.5; Y(9): 19.2; Y(10): 11.9; S(15): 95.8; S(17): 97.0; Y(23): 73.0; S(28): 29.523 10

Low cVRQVISEVVAtFLLVFVtcGAASIyGEDmKT12(Phospho)T19(Phospho)Y26(Phospho)0.083 S(7): 68.7; T(12): 49.7; T(19): 60.5; S(24): 60.5; Y(26): 60.51 0.415 11

Low DAFLEILQENSGALPGFsGHIFGHNGLQysKS18(Phospho)Y29(Phospho)S30(Phospho)0.99 S(11): 1.0; S(18): 99.4; Y(29): 99.8; S(30): 99.856 0.589 14

Low DcLETISDGISTGTRTSLDSQNILIsMSSQHIRS26(Phospho) 0.598 T(5): 0.0; S(7): 0.0; S(11): 0.0; T(12): 0.0; T(14): 0.0; T(16): 0.0; S(17): 0.0; S(20): 0.5; S(26): 59.8; S(28): 19.8; S(29): 19.839 0.682 16

Low DDDDGAQLGNGGVILVLFEtPTGFALFsyDGIKT20(Phospho)S28(Phospho)Y29(Phospho)0.033 T(20): 98.4; T(22): 96.7; S(28): 52.5; Y(29): 52.516 0.786 11

Low DDGSSVFSKItAFEEELR T11(Phospho) 1 S(4): 0.0; S(5): 0.0; S(8): 0.0; T(11): 100.073 0.731 17

Low DDTVDPAQPDmRHVLSDLEsFDLAtEGSKPAGKS20(Phospho)T25(Phospho)0.225 T(3): 11.8; S(16): 23.7; S(20): 54.8; T(25): 54.8; S(28): 54.811 12

Low DKFLVQsVVVDDGLsAK S7(Phospho)S15(Phospho)1 S(7): 100.0; S(15): 100.0 23 0.772 10

Low DNFMEVAVtKDYFHLGQsFPSVIEEIKPRT9(Phospho)S18(Phospho)0.154 T(9): 37.6; Y(12): 37.6; S(18): 70.9; S(21): 53.910 12

Low DQtLNQLLTEMDGFDSDMKVIVmAAtNRPKT3(Phospho)T26(Phospho)0.636 T(3): 65.6; T(9): 18.5; S(16): 18.5; T(26): 97.421 14

Low DTVGQyESHmAFtMPGLYRVVHGIDVFDPKY6(Phospho)T13(Phospho)0.613 T(2): 10.2; Y(6): 82.7; S(8): 30.1; T(13): 75.5; Y(18): 1.637 13

Low DTWANEAVAQTIRSNFIFWQVyHDtSEGRY22(Phospho)T25(Phospho)0.875 T(2): 0.3; T(11): 1.1; S(14): 3.5; Y(22): 96.3; T(25): 90.3; S(26): 8.644 14

Low DYDGtVVWQsDSNSIDVQYAQLLDTGNLVmKT5(Phospho)S10(Phospho)0.02 Y(2): 11.9; T(5): 11.9; S(10): 21.4; S(12): 32.7; S(14): 32.1; Y(19): 16.7; T(25): 73.32 0.743 11

Low EEGGcsNASVsDxAPPQRHAPHPIALATAAAATGAGS6(Phospho)S11(Phospho)0.269 S(6): 49.3; S(9): 49.3; S(11): 60.6; T(28): 16.9; T(33): 23.811 0.438 11

Low EEREMEAAAAAGVQLGtsKPQIATQAEMsEART17(Phospho)S18(Phospho)S29(Phospho)0.641 T(17): 76.8; S(18): 91.0; T(24): 35.9; S(29): 96.334 0.06 15

Low ELFGGAmDLEESLSMLVMLQEAsDYmEGSGNGKS23(Phospho) 0.105 S(12): 18.3; S(14): 18.3; S(23): 10.5; Y(25): 18.3; S(29): 34.68 0.775 10

Low EmAIAIAVGLGGssGEADVRGGVGAAGAAAAtmPDGRS13(Phospho)S14(Phospho)T32(Phospho)1 S(13): 100.0; S(14): 100.0; T(32): 100.0 5 0.652 12

Low ENPPASKASVESmPTVtIAAsHVGADSHcAVcKT17(Phospho)S21(Phospho)0.038 S(6): 24.2; S(9): 24.2; S(12): 23.6; T(15): 18.8; T(17): 24.2; S(21): 28.0; S(27): 56.94 0.715 10

Low ESENsALEDANAPLEDtRNASDAASLSEISEEKS5(Phospho)T17(Phospho)0.085 S(2): 83.0; S(5): 16.4; T(17): 58.2; S(21): 24.3; S(25): 11.0; S(27): 5.4; S(30): 1.820 0.776 15



Low ETmANTVAETLHVHSsDGsFSGFAAGGLLSmAEKS16(Phospho)S19(Phospho)0.037 T(2): 16.0; T(6): 16.0; T(10): 15.7; S(15): 19.3; S(16): 19.3; S(19): 31.3; S(21): 37.3; S(30): 45.23 0.756 11

Low EVDSLmVAQNIVQQQItDFNVRsGMLAEmKT17(Phospho)S23(Phospho)0.994 S(4): 0.6; T(17): 99.6; S(23): 99.8 29 0.094 10

Low FASGVsMVAsVSLAISYPTIAAAPHmFLNGyKS6(Phospho)S10(Phospho)Y31(Phospho)0.077 S(3): 40.9; S(6): 40.9; S(10): 40.9; S(12): 40.9; S(16): 21.6; Y(17): 21.6; T(19): 21.6; Y(31): 71.711 0.778 10

Low FASGVSmVAsVSLAISyPTIAAAPHMFLNGyKS10(Phospho)Y17(Phospho)Y31(Phospho)0.057 S(3): 23.5; S(6): 23.5; S(10): 37.4; S(12): 37.4; S(16): 39.8; Y(17): 39.8; T(19): 39.8; Y(31): 58.79 0.712 11

Low FDAQIDVSKNALLSDVcIStSAAPtyLPGHRT20(Phospho)T25(Phospho)Y26(Phospho)0.341 S(8): 0.9; S(14): 20.5; S(19): 20.6; T(20): 58.6; S(21): 41.0; T(25): 79.2; Y(26): 79.241 0.372 15

Low FDSPAAsPYATALsSPRGR S7(Phospho)S14(Phospho)0.567 S(3): 3.2; S(7): 68.3; Y(9): 14.2; T(11): 14.2; S(14): 82.6; S(15): 17.552 0.746 15

Low FDsQLLTAFTSSLYVAGLLTtFAAsRVtAGRS3(Phospho)T21(Phospho)S25(Phospho)T28(Phospho)Too many isoforms 0.803 14

Low FGGtLALSmAFIAVmyGLFGAMGyLAFGAAtRT4(Phospho)Y16(Phospho)Y24(Phospho)T31(Phospho)0.882 T(4): 88.9; S(8): 11.8; Y(16): 99.6; Y(24): 99.8; T(31): 99.932 0.761 12

Low FILFDSVSVSGATyLHNSTSFVyKtVVNtKY14(Phospho)Y23(Phospho)T25(Phospho)T29(Phospho)Too many isoforms 0.641 11

Low FRcPEVLFQPSMIGmEsAGIHETTYNSImKS17(Phospho) 0.669 S(11): 25.1; S(17): 66.9; T(23): 2.0; T(24): 2.0; Y(25): 2.0; S(27): 2.030 0.195 19

Low FSMRMGTsyFGLYIEPPASSSGGGGVAAAmYWKS8(Phospho)Y9(Phospho)0.351 S(2): 20.3; T(7): 37.3; S(8): 59.8; Y(9): 59.8; Y(13): 10.7; S(19): 3.4; S(20): 2.8; S(21): 3.6; Y(31): 2.327 12

Low FsMRMGTSyFGLYIEPPASSSGGGGVAAAmYWKS2(Phospho)Y9(Phospho)0.219 S(2): 69.5; T(7): 39.0; S(8): 39.0; Y(9): 39.0; Y(13): 7.6; S(19): 1.8; S(20): 1.4; S(21): 1.9; Y(31): 0.925 12

Low GDYStsDAVAMFGsLVVPHNLFLHSSLVLTRT5(Phospho)S6(Phospho)S14(Phospho)0.022 Y(3): 21.1; S(4): 21.1; T(5): 30.8; S(6): 25.4; S(14): 46.5; S(25): 51.7; S(26): 51.7; T(30): 51.76 0.768 11

Low GHVVAVtGDGtNDAPALHEADIGLSmGISGtEVAKT7(Phospho)T11(Phospho)T31(Phospho)0.261 T(7): 73.7; T(11): 73.7; S(25): 46.0; S(29): 46.8; T(31): 59.77 0.168 11

Low GLGWETNSDsLR S10(Phospho) 0.989 T(6): 0.0; S(8): 1.1; S(10): 98.9 75 0.572 16

Low GLQFIGRNMSVAmDDQtAAPAsGsVVSFAAMLRT17(Phospho)S22(Phospho)S24(Phospho)0.027 S(10): 42.9; T(17): 61.3; S(22): 60.3; S(24): 44.0; S(27): 91.56 0.755 16

Low GMAtAGEGLEWGmLmAFGPGLtVETmLLRAmPRT4(Phospho)T22(Phospho)0.333 T(4): 66.7; T(22): 66.7; T(25): 66.7 1 0.465 12

Low GmGIVGGKGGHGGGSSDSESGGDLAWPWQFtPFQKT31(Phospho) 0.963 S(15): 0.4; S(16): 0.7; S(18): 0.7; S(20): 1.9; T(31): 96.327 10

Low GNDAANVtYDQAVIDSMVATLVERVscMIERT8(Phospho)S26(Phospho)0.657 T(8): 66.8; Y(9): 27.2; S(16): 5.7; T(20): 2.2; S(26): 98.128 0.806 13

Low GNyVItsEELEEIMEEcmRVFWEFIR Y3(Phospho)T6(Phospho)S7(Phospho)1 Y(3): 100.0; T(6): 100.0; S(7): 100.0 3 0.645 12

Low GRmcsSAAPcLPLPPPPPLLLmTWLcsSVRS5(Phospho)S27(Phospho)0.33 S(5): 72.0; S(6): 27.2; T(23): 8.6; S(27): 46.1; S(28): 46.118 0.556 12

Low GScNFNNLSMITTSDPsQGTcRFQIEIDTGRS17(Phospho) 0.538 S(2): 18.9; S(9): 2.9; T(12): 7.1; T(13): 7.1; S(14): 7.1; S(17): 53.8; T(20): 2.9; T(29): 0.131 0.175 16

Low GsGDGGcQPKPLSPmAEGLR S2(Phospho) 0.987 S(2): 98.7; S(13): 1.3 31 0.63 13

Low GSTLQVmGIIAASSGEWSVIGGTGEFsmAHGsIKS27(Phospho)S32(Phospho)0.324 S(2): 11.3; T(3): 11.3; S(13): 15.7; S(14): 15.7; S(18): 15.7; T(23): 24.2; S(27): 45.9; S(32): 60.314 0.572 15

Low GtLPPDDVPtDTHDQKPDGTSTEKLETMsAVKT2(Phospho)T10(Phospho)S29(Phospho)0.089 T(2): 64.2; T(10): 60.3; T(12): 29.5; T(20): 30.2; S(21): 30.2; T(22): 25.2; T(27): 30.2; S(29): 30.210 0.806 11

Low GTSVGQmISAYLANEsELDDRTIHLLFsANRS16(Phospho)S28(Phospho)0.014 T(2): 47.2; S(3): 47.2; S(9): 30.4; Y(11): 36.1; S(16): 14.5; T(22): 14.5; S(28): 10.03 0.772 10

Low GVLASDQtLtADNATAALVAQNAyNMYLFATKT8(Phospho)T10(Phospho)Y24(Phospho)0.309 S(5): 53.4; T(8): 53.4; T(10): 69.7; T(15): 23.8; Y(24): 92.8; Y(27): 3.5; T(31): 3.540 11

Low GVtFGEYVSEFScSNGTFLKPPFcASVWRtKT3(Phospho)T30(Phospho)0.087 T(3): 20.4; Y(7): 20.4; S(9): 20.4; S(12): 20.4; S(14): 20.4; T(17): 7.3; S(26): 45.5; T(30): 45.512 0.682 12

Low GVTSSLNSGDGcFSNTASTDVADmGsPIIAsmAIKS26(Phospho)S31(Phospho)0.015 T(3): 1.3; S(4): 1.3; S(5): 1.6; S(8): 1.3; S(14): 8.3; T(16): 16.8; S(18): 37.6; T(19): 37.6; S(26): 47.0; S(31): 47.011 0.682 11

Low GyAGAAAVAGsIGYGsAAAAAAAmGGYGGAGAGGGFASSRY2(Phospho)S11(Phospho)S16(Phospho)0.343 Y(2): 95.6; S(11): 76.6; Y(14): 55.5; S(16): 54.3; Y(27): 9.9; S(38): 4.0; S(39): 4.023 11

Low GYcYPPREPIDYsLVGLyHytVLEITSK S13(Phospho)Y18(Phospho)Y20(Phospho)T21(Phospho)0.187 Y(2): 0.5; Y(4): 0.5; Y(12): 80.3; S(13): 21.0; Y(18): 98.5; Y(20): 99.3; T(21): 99.3; T(26): 0.3; S(27): 0.350 0.804 13

Low GyFEDRRPAsNMDPYVVTGMIAEtTLLWKY2(Phospho)S10(Phospho)T24(Phospho)0.337 Y(2): 99.9; S(10): 77.5; Y(15): 22.6; T(18): 12.9; T(24): 43.5; T(25): 43.542 0.691 11

Low GYLGAKSWPPDGSLSSSSsGEAAAADVDDGHTDWKS19(Phospho) 0.686 Y(2): 4.2; S(7): 4.2; S(13): 1.9; S(15): 1.9; S(16): 4.2; S(17): 4.2; S(18): 9.9; S(19): 68.6; T(32): 0.931 0.189 16

Low HASSSSTQVVsAtSTSTSTVAMVNPcSHAEADKRS11(Phospho)T13(Phospho)0.03 S(3): 22.6; S(4): 22.6; S(5): 17.7; S(6): 17.7; T(7): 17.7; S(11): 16.5; T(13): 16.5; S(14): 11.3; T(15): 11.3; S(16): 11.3; T(17): 11.3; S(18): 11.3; T(19): 11.3; S(27): 0.523 0.772 13

Low HDGGTPDEGGDPAtAVEAVTNmSGEAVFVGmPVcVT14(Phospho) 0.935 T(5): 0.2; T(14): 93.5; T(20): 3.2; S(23): 3.244 0.537 18

Low HEAGGSSPRADPTAcGTVEAGtDLGGNADLASTSWRT22(Phospho) 0.58 S(6): 5.1; S(7): 3.3; T(13): 8.4; T(17): 8.4; T(22): 58.0; S(32): 8.4; T(33): 5.1; S(34): 3.318 0.663 11

Low HEAGGSSPRADPTAcGTVEAGTDLGGNADLASTsWRS34(Phospho) 0.197 S(6): 9.6; S(7): 9.6; T(13): 13.3; T(17): 7.4; T(22): 7.4; S(32): 13.3; T(33): 19.7; S(34): 19.76 11

Low HGVEAyQGVLFGLELDMDMPSNKtPSLPLVAARY6(Phospho)T24(Phospho)0.263 Y(6): 99.4; S(21): 68.8; T(24): 26.8; S(26): 5.027 0.504 16

Low HHPSLLFFRTPQVGPAYGssGGLEEGDIGyEKS19(Phospho)S20(Phospho)Y30(Phospho)0.011 S(4): 80.2; T(10): 85.2; Y(17): 21.1; S(19): 18.6; S(20): 31.8; Y(30): 63.13 0.717 13

Low HHVAMNyLFAsWLLLQTcSQcRSFAPMRY7(Phospho)S11(Phospho)0.926 Y(7): 96.1; S(11): 94.6; T(17): 3.1; S(19): 3.1; S(23): 3.128 0.708 16

Low HIyDAVAQYVVNGAmKGINGTIFAYGVtsSGKY3(Phospho)T28(Phospho)S29(Phospho)0.02 Y(3): 55.5; Y(9): 54.9; T(21): 49.3; Y(25): 36.1; T(28): 34.7; S(29): 34.7; S(30): 34.70 0.743 16

Low HLNLSVNSFTGSmPATYGyLPSLQVLsAsHNRY19(Phospho)S27(Phospho)S29(Phospho)0.005 S(5): 37.6; S(8): 37.6; T(10): 37.6; S(12): 27.7; T(16): 27.7; Y(17): 27.7; Y(19): 27.7; S(22): 21.3; S(27): 27.4; S(29): 27.40 12

Low HLSRAyNFsNGVAFGDGFVEVLAATQTPGSEGKY6(Phospho)S9(Phospho)0.073 S(3): 92.5; Y(6): 77.9; S(9): 29.3; T(25): 0.2; T(27): 0.1; S(30): 0.129 0.166 13

Low HMFKsAIEscYLFQGVsDsLIVQLVAEMK S5(Phospho)S9(Phospho)S17(Phospho)S19(Phospho)0.483 S(5): 96.9; S(9): 51.7; Y(11): 51.7; S(17): 99.7; S(19): 99.950 0.773 13

Low HPscGVSSREHPTQLGTcSAQQEPPTSNVEDKS3(Phospho) 0.603 S(3): 60.3; S(7): 21.7; S(8): 8.5; T(13): 3.6; T(17): 1.6; S(19): 3.6; T(26): 0.5; S(27): 0.328 0.764 15

Low HSGsDPDmVKItVAGGNVNGGAAASETYSQASSGPRS4(Phospho)T12(Phospho)0.25 S(2): 40.9; S(4): 40.9; T(12): 56.9; S(25): 11.6; T(27): 9.6; Y(28): 9.6; S(29): 9.6; S(32): 10.4; S(33): 10.414 14

Low HsIImYDLIAGPSKASLMQSSIPAPcsLtcGRS2(Phospho)S27(Phospho)T29(Phospho)0.018 S(2): 37.5; Y(6): 37.5; S(13): 37.5; S(16): 37.5; S(20): 37.5; S(21): 37.5; S(27): 37.5; T(29): 37.50 10



Low HtymLILScQDSSYLHScFMGGKQAHQLRT2(Phospho)Y3(Phospho)0.209 T(2): 45.2; Y(3): 45.2; S(8): 27.9; S(12): 30.4; S(13): 30.4; Y(14): 15.2; S(17): 5.715 0.541 11

Low IGAGmALsVAAmAAAAtVEGR S8(Phospho)T17(Phospho)1 S(8): 100.0; T(17): 100.0 44 0.365 10

Low IILTKMTAFITILDDIFDTYAttEESMmLAK T22(Phospho)T23(Phospho)0.041 T(4): 0.9; T(7): 4.0; T(11): 4.0; T(19): 50.2; Y(20): 50.2; T(22): 62.2; T(23): 25.9; S(26): 2.621 12

Low IPsGSQLETIYNQHPDIYNGNsGLcGPPLQKS3(Phospho)S22(Phospho)0.25 S(3): 36.2; S(5): 36.2; T(9): 17.7; Y(11): 17.7; Y(18): 17.7; S(22): 74.415 12

Low KyPALysGtALmFFLsFLQMAVVALAIDR Y2(Phospho)Y6(Phospho)S7(Phospho)T9(Phospho)S16(Phospho)1 Y(2): 100.0; Y(6): 100.0; S(7): 100.0; T(9): 100.0; S(16): 100.016 0.69 10

Low LDDAREVtVWNIAPsNWNFGTTYTsNINFT8(Phospho)S15(Phospho)S25(Phospho)0.021 T(8): 70.4; S(15): 30.8; T(21): 60.6; T(22): 34.5; Y(23): 34.5; T(24): 34.5; S(25): 34.54 0.746 12

Low LDDGcPTTDTLQLAHPtLsLMDAHIVYIMGKT17(Phospho)S19(Phospho)0.01 T(7): 1.3; T(8): 1.3; T(10): 20.6; T(17): 20.8; S(19): 59.5; Y(27): 96.417 0.224 15

Low LGGtSAETYEKTVEVLTK T4(Phospho) 0.386 T(4): 38.6; S(5): 38.6; T(8): 15.2; Y(9): 3.5; T(12): 2.1; T(17): 2.116 10

Low LGLTTAVVVsSR S10(Phospho) 0.112 T(4): 43.7; T(5): 43.7; S(10): 11.2; S(11): 1.315 0.313 13

Low LGmGtNMYPstTLLGDKSSEMSGLPIDELIEKT5(Phospho)S10(Phospho)T11(Phospho)0.01 T(5): 17.4; Y(8): 23.7; S(10): 31.3; T(11): 55.0; T(12): 53.5; S(18): 36.0; S(19): 50.9; S(22): 32.27 0.791 12

Low LGVVRAAsAEVAAPDAAAAAPGYtsDSLILyFKS8(Phospho)T24(Phospho)S25(Phospho)Y31(Phospho)0.104 S(8): 96.1; Y(23): 47.7; T(24): 47.7; S(25): 63.6; S(27): 63.6; Y(31): 81.419 0.806 11

Low LHVVcPsGAANAGQGDtSRSHNAGAGAAAATPGSsRS7(Phospho)T17(Phospho)S35(Phospho)0.13 S(7): 97.1; T(17): 45.1; S(18): 45.1; S(20): 16.2; T(31): 32.2; S(34): 32.2; S(35): 32.220 10

Low LKAVmAsDGYEHLVtsFPSIAtEILAMFAAHS7(Phospho)T15(Phospho)S16(Phospho)T22(Phospho)0.177 S(7): 97.8; Y(10): 10.1; T(15): 40.5; S(16): 76.7; S(19): 76.8; T(22): 98.227 0.803 10

Low LLFPVAAGIWDFLsGGGAGGAAAAsLAVRGGMQLFRS14(Phospho)S25(Phospho)1 S(14): 100.0; S(25): 100.0 41 0.291 15

Low LLHHLNLAGNNIsGTIPRGLsNLtAmtQtK S13(Phospho)S21(Phospho)T24(Phospho)T27(Phospho)T29(Phospho)0.182 S(13): 74.5; T(15): 81.8; S(21): 87.2; T(24): 85.5; T(27): 85.5; T(29): 85.52 10

Low LLsPKAtTVVLLDTGsLsVsLALcsPPPLR S3(Phospho)T7(Phospho)S16(Phospho)S18(Phospho)S20(Phospho)S25(Phospho)0.073 S(3): 92.2; T(7): 55.0; T(8): 55.0; T(14): 82.7; S(16): 92.1; S(18): 83.0; S(20): 56.6; S(25): 83.224 0.806 11

Low LLYtsGMPVVLLssAVssLYVVSQALYRR T4(Phospho)S5(Phospho)S13(Phospho)S14(Phospho)S17(Phospho)S18(Phospho)Too many isoforms 0.508 10

Low LMIENLEGLPAcsQILtRmQSGVGVALtDGRS13(Phospho)T17(Phospho)T28(Phospho)0.12 S(13): 81.1; T(17): 39.2; S(21): 88.0; T(28): 91.75 0.792 11

Low LmSDIGDMmNIQVIVEGSmNSSNPYFNsSWRS28(Phospho) 0.388 S(3): 0.0; S(18): 1.5; S(21): 12.4; S(22): 4.2; Y(25): 38.8; S(28): 38.8; S(29): 4.239 0.649 11

Low LmSSNSRSTtmVItcFFtEtLALQAEIIK T10(Phospho)T14(Phospho)T18(Phospho)T20(Phospho)0.028 S(3): 40.8; S(4): 40.8; S(6): 40.8; S(8): 34.8; T(9): 30.4; T(10): 30.4; T(14): 53.6; T(18): 64.2; T(20): 64.216 0.747 11

Low LNPstNLGLALAssFsSSsRPEQPELPGARS4(Phospho)T5(Phospho)S13(Phospho)S14(Phospho)S16(Phospho)S19(Phospho)0.033 S(4): 86.7; T(5): 82.1; S(13): 63.2; S(14): 63.2; S(16): 63.2; S(17): 74.4; S(18): 81.0; S(19): 86.16 11

Low LNsLDLSGNDLSGAVPASLAALKLssLNmsDNKS3(Phospho)S25(Phospho)S26(Phospho)S30(Phospho)0.673 S(3): 86.3; S(7): 9.2; S(12): 20.0; S(18): 19.4; S(25): 83.5; S(26): 83.5; S(30): 98.133 0.774 13

Low LQAASPHGDSsNGAPAtttMAATAAVAAIASSVKRS11(Phospho)T17(Phospho)T18(Phospho)T19(Phospho)0.338 S(5): 18.1; S(10): 44.4; S(11): 44.4; T(17): 91.9; T(18): 91.9; T(19): 91.9; T(23): 13.2; S(31): 2.1; S(32): 2.134 0.735 10

Low LQGLcLPcPssAPLATHSSELSLAKATSyERS10(Phospho)S11(Phospho)Y29(Phospho)0.01 S(10): 32.4; S(11): 45.9; T(16): 29.6; S(18): 35.8; S(19): 27.9; S(22): 28.6; T(27): 36.4; S(28): 36.4; Y(29): 26.93 0.691 10

Low LQWcVDAVPDsTyTLTTTDTPRLLGmStPRS11(Phospho)Y13(Phospho)T28(Phospho)0.006 S(11): 5.1; T(12): 5.1; Y(13): 11.2; T(14): 28.5; T(16): 28.5; T(17): 28.5; T(18): 28.5; T(20): 64.0; S(27): 50.3; T(28): 50.340 0.414 16

Low LRVFLFPAsGsEAAAAGAsGSGSHLAAAVDESGQRS9(Phospho)S11(Phospho)S19(Phospho)0.02 S(9): 29.2; S(11): 74.7; S(19): 77.9; S(21): 77.9; S(23): 40.2; S(32): 0.127 0.761 11

Low LsFAFNGItGsIPGELAtLsGVEILYASSNRS2(Phospho)T9(Phospho)S11(Phospho)T18(Phospho)S20(Phospho)0.199 S(2): 78.2; T(9): 80.9; S(11): 80.9; T(18): 67.9; S(20): 67.9; Y(26): 50.7; S(28): 39.9; S(29): 33.614 0.337 10

Low LsFKWDAGscssASSSAMysPLsAVsAPAKS2(Phospho)S9(Phospho)S11(Phospho)S12(Phospho)Y19(Phospho)S20(Phospho)S23(Phospho)S26(Phospho)0.055 S(2): 74.3; S(9): 74.3; S(11): 74.3; S(12): 74.3; S(14): 62.8; S(15): 58.5; S(16): 58.5; Y(19): 71.4; S(20): 71.4; S(23): 84.1; S(26): 96.020 0.806 15

Low LSGMTVAGNPLSVSSSAySSLPTIIDsGtVItRY18(Phospho)S27(Phospho)T29(Phospho)T32(Phospho)Too many isoforms 13

Low LsKIGssDsGAAAsGAAAGAGGGVGGGGVGGAGAGAGGGPPKS2(Phospho)S6(Phospho)S7(Phospho)S9(Phospho)S14(Phospho)1 S(2): 100.0; S(6): 100.0; S(7): 100.0; S(9): 100.0; S(14): 100.012 0.573 16

Low LsNLVEVALyNTSLsGLIPssIGNLtNLNR S2(Phospho)Y10(Phospho)S15(Phospho)S20(Phospho)S21(Phospho)T26(Phospho)0.011 S(2): 98.6; Y(10): 97.7; T(12): 93.0; S(13): 93.0; S(15): 93.5; S(20): 57.1; S(21): 57.1; T(26): 9.88 0.776 10

Low LsQMssTLIPISASGLHRALPSGLSTTLSsPRS2(Phospho)S5(Phospho)S6(Phospho)S30(Phospho)Too many isoforms 0.786 11

Low LstTHAAVRHPPPcAAPTAAAAAAAIASARPsPRS2(Phospho)T3(Phospho)S32(Phospho)0.023 S(2): 40.7; T(3): 40.7; T(4): 40.7; T(18): 47.7; S(28): 65.1; S(32): 65.10 0.206 13

Low LTNSEGstVRPPtIVQAsIVLEVGNHQPSLPRS7(Phospho)T8(Phospho)T13(Phospho)S18(Phospho)0.229 T(2): 44.6; S(4): 44.6; S(7): 67.3; T(8): 67.3; T(13): 80.3; S(18): 84.3; S(29): 11.518 0.746 18

Low mAAAAAEGGGGGGGAVYDPSYVPDsVKTFVAHmyRS25(Phospho)Y34(Phospho)0.711 Y(17): 2.0; S(20): 0.9; Y(21): 0.9; S(25): 95.2; T(28): 26.3; Y(34): 74.744 0.758 15

Low mAAAAAEGGGGGGGAVYDPSYVPDSVKtFVAHmyRT28(Phospho)Y34(Phospho)0.154 Y(17): 10.2; S(20): 10.2; Y(21): 16.9; S(25): 59.3; T(28): 66.0; Y(34): 37.519 0.507 10

Low MAccGRQSYGGVAELGHGGPAQVLAsGGHHVmmRS26(Phospho) 0.894 S(8): 5.3; Y(9): 5.3; S(26): 89.4 21 0.662 13

Low mADKNGLLLLsTIAAVTLssLsLAAVAsPAtRS11(Phospho)S19(Phospho)S20(Phospho)S22(Phospho)S28(Phospho)T31(Phospho)0.02 S(11): 93.5; T(12): 93.5; T(17): 85.9; S(19): 73.5; S(20): 37.0; S(22): 21.3; S(28): 95.8; T(31): 99.628 11

Low mAETALSMARSMLGGAIsAAsAAAGEEMSLLMGVQKS18(Phospho)S21(Phospho)0.067 T(4): 33.4; S(7): 33.4; S(11): 33.4; S(18): 33.3; S(21): 33.3; S(29): 33.30 10

Low mAGTLLQPVALGttFAGR T13(Phospho)T14(Phospho)0.938 T(4): 6.2; T(13): 96.9; T(14): 96.9 28 11

Low mALIssFLIcLAsPGIGSSSSSsARFLLsPRS5(Phospho)S6(Phospho)S13(Phospho)S23(Phospho)S29(Phospho)Too many isoforms 0.724 10

Low MAScLsVLLLLcLALAGsVsGQQLSATFYSRS6(Phospho)S18(Phospho)S20(Phospho)0.012 S(3): 29.2; S(6): 68.7; S(18): 13.0; S(20): 13.0; S(25): 53.5; T(27): 29.8; Y(29): 46.4; S(30): 46.412 11

Low mAVEEsPPPPPsSPPPPPssPQPAAEVGAGGRRS6(Phospho)S12(Phospho)S19(Phospho)S20(Phospho)0.25 S(6): 99.8; S(12): 75.0; S(13): 75.0; S(19): 75.0; S(20): 75.037 0.803 24

Low mEGGKmSSmGmDAASASVtVPPmQmQAGDQSNRT19(Phospho) 0.724 S(7): 0.3; S(8): 0.3; S(15): 6.1; S(17): 20.3; T(19): 72.4; S(31): 0.741 0.673 13

Low mEMAIAIAVGLGGSsGEADVRGGVGAAGAAAATmPDGRS15(Phospho) 0.321 S(14): 26.0; S(15): 32.1; T(33): 41.9 3 0.589 16

Low mGAAASAAFSATcQTAGKATMAAAIDVATtVSATcRT30(Phospho) 0.732 S(6): 0.2; S(10): 0.1; T(12): 0.1; T(15): 0.1; T(20): 0.5; T(29): 10.7; T(30): 73.2; S(32): 10.7; T(34): 4.533 0.507 14

Low mGAAASAAFSATcQTAGKATmAAAIDVAttVSATcRT29(Phospho)T30(Phospho)0.029 S(6): 8.5; S(10): 9.4; T(12): 11.0; T(15): 18.6; T(20): 47.0; T(29): 34.5; T(30): 23.7; S(32): 23.7; T(34): 23.75 0.707 11



Low mGEVQLAVRFtcSSLLNmmHLysQPLLPKT11(Phospho)Y22(Phospho)S23(Phospho)0.09 T(11): 59.4; S(13): 59.4; S(14): 59.4; Y(22): 54.3; S(23): 67.74 0.533 21

Low mLKsVStGGGASGAAAAAAAER S4(Phospho)T7(Phospho)0.773 S(4): 82.1; S(6): 22.4; T(7): 95.1; S(12): 0.552 0.708 11

Low mLKSVstGGGASGAAAAAAAER S6(Phospho)T7(Phospho)0.989 S(4): 1.1; S(6): 99.1; T(7): 99.8; S(12): 0.073 0.577 11

Low MLScYFTtVGFyFSTLLTVVTVYVFLYGRT8(Phospho)Y12(Phospho)0.196 S(3): 11.5; Y(5): 11.5; T(7): 21.0; T(8): 42.7; Y(12): 40.8; S(14): 26.2; T(15): 26.2; T(18): 8.6; T(21): 4.4; Y(23): 3.5; Y(27): 3.519 11

Low MsFytGIIIHDLmDSGTLGPAKEVHGYADGAKS2(Phospho)Y4(Phospho)T5(Phospho)0.929 S(2): 98.8; Y(4): 98.2; T(5): 94.8; S(15): 3.8; T(17): 3.8; Y(27): 0.535 0.691 14

Low MstmTmSALPLAAPAtAAAAAAGAFAHILHLyRS2(Phospho)T3(Phospho)T16(Phospho)Y32(Phospho)0.15 S(2): 44.5; T(3): 69.6; T(5): 69.6; S(7): 35.3; T(16): 83.2; Y(32): 97.816 10

Low mtDIHTNENYSNSAVSPVNVVPPSGAAFPmVsKT2(Phospho)S32(Phospho)0.009 T(2): 88.1; T(6): 11.0; Y(10): 2.6; S(11): 3.1; S(13): 22.4; S(16): 68.8; S(24): 2.9; S(32): 1.126 0.618 12

Low mTTTTTAAAAALTSSVGDGPPPSRstttItAGRS25(Phospho)T26(Phospho)T27(Phospho)T28(Phospho)T30(Phospho)Too many isoforms 0.776 13

Low MVAVAATTTTTmLtAAAMK T14(Phospho) 0.247 T(7): 8.6; T(8): 8.6; T(9): 24.7; T(10): 24.7; T(11): 8.6; T(14): 24.721 0.744 17

Low mVIASAAFSAGASASsGsAAAAAADPsPmALSLEKGRS16(Phospho)S18(Phospho)S27(Phospho)0.198 S(5): 6.6; S(9): 8.4; S(13): 33.6; S(15): 60.3; S(16): 45.7; S(18): 45.6; S(27): 99.8; S(32): 0.161 0.49 16

Low myHLLTSsGLKPDQYtWsALLSALYRSGRY2(Phospho)S8(Phospho)T16(Phospho)S18(Phospho)Too many isoforms 0.683 10

Low NETEQmVRLVsPSGETGmLVVDsVVPEGPAHKS11(Phospho)S23(Phospho)0.108 T(3): 17.0; S(11): 25.0; S(13): 44.1; T(16): 44.1; S(23): 69.84 0.786 11

Low NGILAmLDERTGDItLANPAtGEtLAVPPPPRT15(Phospho)T21(Phospho)T24(Phospho)0.383 T(11): 61.7; T(15): 77.2; T(21): 83.9; T(24): 77.25 0.31 10

Low NIEMDDVLGLNySNQAQQSAcVQPAsGsDGRY12(Phospho)S26(Phospho)S28(Phospho)0.52 Y(12): 66.0; S(13): 36.6; S(19): 18.4; S(26): 91.1; S(28): 88.017 0.776 10

Low NIHtEMPsstQYIPKLTLDGmEIQVVEIK T4(Phospho)S8(Phospho)S9(Phospho)T10(Phospho)0.072 T(4): 64.9; S(8): 67.6; S(9): 68.4; T(10): 68.4; Y(12): 68.4; T(17): 62.41 10

Low NIHtEMPssTQyIPKLTLDGmEIQVVEIK T4(Phospho)S8(Phospho)S9(Phospho)Y12(Phospho)0.079 T(4): 58.6; S(8): 77.4; S(9): 77.4; T(10): 83.2; Y(12): 79.8; T(17): 23.69 0.743 12

Low NPNAVItLHsLIKLEGWEsLVTIISsDMR T7(Phospho)S10(Phospho)S19(Phospho)S26(Phospho)0.097 T(7): 71.1; S(10): 71.1; S(19): 69.2; T(22): 62.9; S(25): 62.9; S(26): 62.92 0.123 11

Low NQQLLLKsyADtINtsILESATSAEILcR S8(Phospho)Y9(Phospho)T12(Phospho)T15(Phospho)S16(Phospho)0.335 S(8): 80.1; Y(9): 80.1; T(12): 80.1; T(15): 75.0; S(16): 68.8; S(20): 38.6; T(22): 38.6; S(23): 38.625 0.804 14

Low NtVsWTAMISGFALHNRVEPcLHLFAsmRT2(Phospho)S4(Phospho)S27(Phospho)0.035 T(2): 17.7; S(4): 50.0; T(6): 50.0; S(10): 82.3; S(27): 100.032 11

Low NVDDVENDGyLTGLGPQISDALTINGmPGDQNRY10(Phospho) 0.747 Y(10): 74.7; T(12): 24.9; S(19): 0.1; T(23): 0.340 0.392 16

Low NVmNMSQADQGALWQsVMKGNLDGymNISTRS16(Phospho)Y25(Phospho)0.055 S(6): 0.7; S(16): 16.7; Y(25): 60.9; S(29): 60.9; T(30): 60.915 0.804 16

Low NVVsWttAIAGFVQDDEPVSAMLLLREMVRS4(Phospho)T6(Phospho)T7(Phospho)0.299 S(4): 89.6; T(6): 70.1; T(7): 70.1; S(20): 70.133 0.532 10

Low QAANAIPSTPLSQVRDQVtstcINILQsYR T19(Phospho)S20(Phospho)T21(Phospho)S28(Phospho)0.468 S(8): 2.5; T(9): 2.5; S(12): 3.1; T(19): 97.2; S(20): 96.6; T(21): 97.2; S(28): 50.4; Y(29): 50.436 11

Low QENAVVQTcVVAcASMTYSGGFGsyLLAmDRKS24(Phospho)Y25(Phospho)0.844 T(8): 2.4; S(15): 3.7; T(17): 3.7; Y(18): 5.6; S(19): 5.6; S(24): 88.0; Y(25): 91.127 0.679 12

Low QNKAtTAQVVASIGIIILGTIsAALGtYssVLRT5(Phospho)S22(Phospho)T27(Phospho)S29(Phospho)S30(Phospho)0.039 T(5): 50.5; T(6): 50.5; S(12): 32.9; T(20): 47.4; S(22): 60.2; T(27): 68.0; Y(28): 63.5; S(29): 63.5; S(30): 63.510 0.806 10

Low RLFLtASAWIsFLccFLymAVQVSFAGFR T5(Phospho)S11(Phospho)Y18(Phospho)0.071 T(5): 57.1; S(7): 57.1; S(11): 57.1; Y(18): 57.1; S(24): 71.70 0.478 14

Low RLTLVPGAmtWLsAGVsDVLEVSDEEGDQEGRT10(Phospho)S13(Phospho)S17(Phospho)0.1 T(3): 60.0; T(10): 60.0; S(13): 60.0; S(17): 60.0; S(23): 60.00 0.349 13

Low RPQQAsYLtYRPAFSGLFALGRSQHHtAyS6(Phospho)T9(Phospho)T27(Phospho)Y29(Phospho)0.007 S(6): 51.2; Y(7): 51.2; T(9): 52.7; Y(10): 53.3; S(15): 63.3; S(23): 32.9; T(27): 39.2; Y(29): 56.21 0.55 11

Low RSSSSAASAsPASASTANSVVTSASmSmSmASTGGGASKS10(Phospho) 0.028 S(2): 2.2; S(3): 2.2; S(4): 2.2; S(5): 2.2; S(8): 2.2; S(10): 2.8; S(13): 2.2; S(15): 2.2; T(16): 1.9; S(19): 3.7; T(22): 14.4; S(23): 14.4; S(25): 14.4; S(27): 8.5; S(29): 8.5; S(32): 8.5; T(33): 3.7; S(38): 3.72 11

Low RsVDLAsELtHAWESTAmTLSDMVTMGVIDKS2(Phospho)S7(Phospho)T10(Phospho)0.92 S(2): 99.0; S(7): 96.3; T(10): 94.3; S(15): 4.6; T(16): 2.8; T(19): 1.3; S(21): 1.0; T(25): 0.637 0.754 12

Low RtPAGEssAQNNsIAAAAAAAVSVLPTISSQPsKT2(Phospho)S7(Phospho)S8(Phospho)S13(Phospho)S33(Phospho)0.049 T(2): 49.0; S(7): 75.9; S(8): 75.9; S(13): 68.3; S(23): 64.5; T(27): 36.6; S(29): 36.9; S(30): 36.9; S(33): 55.915 11

Low SAAATLQsARAR S8(Phospho) 0.965 S(1): 0.2; T(5): 3.3; S(8): 96.5 41 16

Low SAHLNQmASIAQLQQmAVSscPPsTGGGGSVQYKS20(Phospho)S24(Phospho)0.01 S(1): 44.6; S(9): 44.6; S(19): 11.6; S(20): 11.6; S(24): 32.1; T(25): 32.1; S(30): 5.9; Y(33): 17.52 0.708 10

Low SASssAtAAAAAAGNtHNSINFLNVLISLINSSRS4(Phospho)S5(Phospho)T7(Phospho)T16(Phospho)Too many isoforms 0.752 13

Low SATPsEVEAFytSLISNYSAAITELYGmGARKS5(Phospho)Y11(Phospho)T12(Phospho)0.023 S(1): 37.6; T(3): 37.6; S(5): 37.6; Y(11): 50.1; T(12): 30.4; S(13): 40.8; S(16): 21.4; Y(18): 20.7; S(19): 11.6; T(23): 6.1; Y(26): 6.114 0.59 11

Low SDSLTLAPSPPcAAAAmQQHASSNAtIAsTRPAKT26(Phospho)S29(Phospho)0.626 S(1): 0.1; S(3): 0.1; T(5): 0.1; S(9): 0.3; S(22): 1.7; S(23): 10.6; T(26): 84.0; S(29): 75.7; T(30): 27.446 12

Low sDVySyGVLLLELVTGKPVAQGDDDGNGDSSSRS1(Phospho)Y4(Phospho)Y6(Phospho)0.021 S(1): 36.6; Y(4): 36.6; S(5): 32.4; Y(6): 34.8; T(15): 40.8; S(30): 39.6; S(31): 39.6; S(32): 39.64 0.446 11

Low SFLVQGGDPtGSGTGGEsIYGAPFADEFHTRLRT10(Phospho)S18(Phospho)0.257 S(1): 2.1; T(10): 61.3; S(12): 28.0; T(14): 18.2; S(18): 42.8; Y(20): 42.8; T(30): 4.825 0.776 10

Low SGLDYAMmTGGDVAPLGsEAVtKIHQIFDWAKS18(Phospho)T22(Phospho)0.603 S(1): 16.9; Y(5): 16.9; T(9): 17.6; S(18): 72.5; T(22): 76.114 0.693 15

Low SGLSALEEtLEGQttVIVGPsGVGKsSLINALRT9(Phospho)T14(Phospho)T15(Phospho)S21(Phospho)S26(Phospho)0.021 S(1): 52.3; S(4): 52.3; T(9): 60.1; T(14): 65.4; T(15): 65.4; S(21): 66.8; S(26): 68.9; S(27): 68.94 0.779 12

Low sGsLAIIAstLDsLLDLLSGFILWFTAFSK S1(Phospho)S3(Phospho)S9(Phospho)T10(Phospho)S13(Phospho)0.683 S(1): 99.5; S(3): 99.5; S(9): 98.2; T(10): 97.2; S(13): 71.6; S(19): 24.8; T(26): 4.6; S(29): 4.635 0.462 15

Low sLKNmVsQDPsILLGTTPQGNTcLHISSIHGRS1(Phospho)S7(Phospho)S11(Phospho)0.223 S(1): 83.4; S(7): 83.4; S(11): 36.2; T(16): 36.2; T(17): 36.2; T(22): 14.1; S(27): 5.3; S(28): 5.321 0.756 13

Low SmGPNWQINLNYNLtWILSVDAGFyyLLRT15(Phospho)Y25(Phospho)Y26(Phospho)0.251 S(1): 16.5; Y(12): 26.0; T(15): 52.6; S(19): 52.6; Y(25): 76.2; Y(26): 76.212 11

Low SMSSARVIYDSIsEPDLVssTALISGyTMDRS13(Phospho)S19(Phospho)S20(Phospho)Y27(Phospho)Too many isoforms 0.758 18

Low sPLAHYDSSLRVAyAGGEVGSmyIPAGQIDGGRS1(Phospho)Y14(Phospho)Y23(Phospho)0.073 S(1): 26.6; Y(6): 26.6; S(8): 26.6; S(9): 42.7; Y(14): 78.5; S(21): 49.5; Y(23): 49.512 0.683 14

Low sPMPMQSSHEGHNLSPVLQGGtMAGGAAELmVPRS1(Phospho)T22(Phospho)0.415 S(1): 51.9; S(7): 21.9; S(8): 21.4; S(15): 23.3; T(22): 81.513 0.352 13

Low SPSESWLSRALPsVssNPPATSFLGIHVQHKS13(Phospho)S15(Phospho)S16(Phospho)0.041 S(1): 25.4; S(3): 25.4; S(5): 25.4; S(8): 42.5; S(13): 40.0; S(15): 51.8; S(16): 51.8; T(21): 18.8; S(22): 18.815 0.396 11



Low SQHsLmDLQDAtLGSLLSSLmQHcDPPQRKS4(Phospho)T12(Phospho)0.06 S(1): 17.4; S(4): 30.9; T(12): 20.2; S(15): 47.5; S(18): 55.9; S(19): 28.011 12

Low sQIGLVGQEPVLFstSIIENVmmGKENAtRS1(Phospho)S14(Phospho)T15(Phospho)T29(Phospho)0.272 S(1): 95.2; S(14): 72.8; T(15): 72.8; S(16): 72.8; T(29): 86.411 0.446 12

Low ssAVALLVAtSSPRcScSLSALITSPPNWSARS1(Phospho)S2(Phospho)T10(Phospho)0.106 S(1): 100.0; S(2): 100.0; T(10): 10.7; S(11): 44.7; S(12): 44.7; S(16): 0.1; S(18): 0.0; S(20): 0.0; T(24): 0.0; S(25): 0.0; S(30): 0.062 0.142 25

Low ssAVALLVATSSPRcScSLSALITSPPNWsARS1(Phospho)S2(Phospho)S30(Phospho)0.599 S(1): 99.7; S(2): 99.7; T(10): 0.2; S(11): 0.2; S(12): 0.2; S(16): 0.3; S(18): 1.6; S(20): 4.9; T(24): 16.6; S(25): 16.6; S(30): 60.149 0.752 13

Low SSDsNsISSALSQTTPVLR S4(Phospho)S6(Phospho)0.583 S(1): 22.0; S(2): 22.0; S(4): 66.6; S(6): 87.1; S(8): 0.8; S(9): 0.9; S(12): 0.4; T(14): 0.1; T(15): 0.151 0.361 13

Low ssLGADLRPTEDScGPmNSINQPcVNVISDNKS1(Phospho)S2(Phospho)0.985 S(1): 98.9; S(2): 98.9; T(10): 0.6; S(13): 0.5; S(19): 0.5; S(29): 0.431 0.227 11

Low SSTPPAAssAsAsPtPtPAsAsmSTSSSLPTGRS8(Phospho)S9(Phospho)S11(Phospho)S13(Phospho)T15(Phospho)T17(Phospho)S20(Phospho)S22(Phospho)Too many isoforms 0.446 12

Low stIIVPAGsSGEEGWEAFRNVLLEINNEASRS1(Phospho)T2(Phospho)S9(Phospho)0.247 S(1): 74.8; T(2): 74.8; S(9): 74.7; S(10): 74.7; S(30): 1.024 0.721 11

Low StMIGAmANFLDYDVYDLDLtsVKNNSELRT2(Phospho)T21(Phospho)S22(Phospho)0.001 S(1): 71.8; T(2): 28.8; Y(13): 84.5; Y(16): 15.7; T(21): 33.0; S(22): 33.0; S(27): 33.05 10

Low stSSSTTLSSTAPPPPSSSPSSPTRsDtLHVNRS1(Phospho)T2(Phospho)S26(Phospho)T28(Phospho)Too many isoforms 0.629 15

Low sVmNLPEANsTEFDPNAKTPcVIFMPEGsKS1(Phospho)S10(Phospho)S29(Phospho)0.093 S(1): 94.7; S(10): 73.2; T(11): 46.7; T(19): 65.8; S(29): 19.710 13

Low sVVGIALVFVAtVAIVAFVVFNcADGmDsSGGRS1(Phospho)T12(Phospho)S29(Phospho)0.304 S(1): 83.5; T(12): 69.6; S(29): 77.3; S(30): 69.63 0.451 13

Low sYTRPGSAALAGLMWPAPVRNAVALsWcssRS1(Phospho)S26(Phospho)S29(Phospho)S30(Phospho)0.362 S(1): 36.5; Y(2): 36.5; T(3): 13.9; S(7): 13.9; S(26): 99.7; S(29): 99.8; S(30): 99.836 0.749 12

Low tAGGLILtEttKEKPSIGtVVAVGPGPLDDEGKT1(Phospho)T8(Phospho)T10(Phospho)T11(Phospho)T19(Phospho)0.585 T(1): 77.7; T(8): 95.9; T(10): 95.9; T(11): 98.0; S(16): 41.5; T(19): 90.926 0.631 14

Low TAGGWTScTTSAcSATPTRsTSSPSPTPAGGTVSQRS20(Phospho) 0.039 T(1): 9.8; T(6): 9.8; S(7): 9.8; T(9): 9.8; T(10): 9.8; S(11): 9.8; S(14): 9.8; T(16): 6.0; T(18): 3.9; S(20): 3.9; T(21): 3.9; S(22): 3.9; S(23): 2.8; S(25): 2.1; T(27): 1.7; T(32): 1.5; S(34): 1.55 0.603 15

Low TALDcVAGAAWTAGESAtSLEAWADEVLcPTIRT18(Phospho) 0.479 T(1): 2.2; T(12): 8.2; S(16): 18.9; T(18): 47.9; S(19): 18.9; T(31): 4.019 0.171 10

Low TGGyIEGNISIsGYPKK Y4(Phospho)S12(Phospho)0.64 T(1): 15.1; Y(4): 70.3; S(10): 18.3; S(12): 91.1; Y(14): 5.139 0.776 11

Low TGGyIEGSINIsGYPKK Y4(Phospho)S12(Phospho)0.153 T(1): 3.7; Y(4): 16.2; S(8): 80.1; S(12): 95.4; Y(14): 4.537 10

Low TImSSSPTstLmSPPKSPPSESPPLSPDGAAAIRS9(Phospho)T10(Phospho)0.112 T(1): 7.7; S(4): 13.1; S(5): 23.5; S(6): 23.5; T(8): 27.9; S(9): 36.7; T(10): 36.7; S(13): 21.0; S(17): 3.0; S(20): 2.8; S(22): 2.3; S(26): 1.920 12

Low TImSSSPTstLMsPPKSPPSESPPLSPDGAAAIRS9(Phospho)T10(Phospho)S13(Phospho)Too many isoforms 0.758 15

Low tMKPEGsAKNEGVDVANVTSSTNLIASGtDAPQKT1(Phospho)S7(Phospho)T29(Phospho)0.005 T(1): 8.9; S(7): 21.4; T(19): 55.5; S(20): 31.1; S(21): 56.3; T(22): 23.9; S(27): 12.6; T(29): 90.316 0.48 12

Low TmPSmHGcKWSPPVsLAVNNSLYVMELyPRS15(Phospho)Y28(Phospho)0.145 T(1): 12.7; S(4): 12.7; S(11): 30.3; S(15): 31.0; S(21): 35.7; Y(23): 20.0; Y(28): 57.413 0.804 17

Low TMQLLcVLPMPSSsLAsFVtAVRWVPPSSRS14(Phospho)S17(Phospho)T20(Phospho)0.092 T(1): 19.2; S(12): 46.5; S(13): 46.5; S(14): 46.5; S(17): 48.7; T(20): 69.9; S(28): 11.4; S(29): 11.417 12

Low tmsEEGAKPLPEETTTVSSKNSIVAAAAmSDEKT1(Phospho)S3(Phospho)0.051 T(1): 44.2; S(3): 44.2; T(14): 31.7; T(15): 15.5; T(16): 15.5; S(18): 15.5; S(19): 15.5; S(22): 15.5; S(30): 2.416 0.764 12

Low tNAIsDFLNLWsAHAPVQLQGsILDWIQK T1(Phospho)S5(Phospho)S12(Phospho)S22(Phospho)1 T(1): 100.0; S(5): 100.0; S(12): 100.0; S(22): 100.062 0.741 12

Low tPIPGAAPVPRsSSAAAGGR T1(Phospho)S12(Phospho)0.669 T(1): 98.8; S(12): 67.7; S(13): 24.0; S(14): 9.526 0.806 12

Low tsFRVPVGVGPGSPAPLGmSISGDGAVNFAVysKT1(Phospho)S2(Phospho)Y32(Phospho)S33(Phospho)0.981 T(1): 99.4; S(2): 99.4; S(13): 1.2; S(20): 0.5; S(22): 0.5; Y(32): 99.5; S(33): 99.547 0.706 11

Low tsGmQLssVILRSTMSIASLVLLSAQRPLsRT1(Phospho)S2(Phospho)S7(Phospho)S8(Phospho)S30(Phospho)Too many isoforms 0.084 12

Low TVNKIssEYLVIHDEYHTcsVQNmVLcR S6(Phospho)S7(Phospho)S20(Phospho)0.128 T(1): 63.3; S(6): 79.4; S(7): 33.6; Y(9): 18.2; Y(16): 8.8; T(18): 26.3; S(20): 70.526 0.753 12

Low VEmLLLSAIPSLVDtWtmAFGFVPIDDLDRT15(Phospho)T17(Phospho)0.281 S(7): 36.9; S(11): 47.3; T(15): 57.9; T(17): 57.95 0.444 15

Low VFVSAAsGsVGsLVGQFAKLAGcyVVGcAGTNAKS7(Phospho)S9(Phospho)S12(Phospho)Y24(Phospho)0.262 S(4): 43.3; S(7): 74.7; S(9): 80.6; S(12): 73.5; Y(24): 81.9; T(31): 45.913 11

Low VGmLVFsAESDcLYAAEmEAARPGAyLMISRS7(Phospho)Y26(Phospho)0.436 S(7): 88.8; S(10): 8.0; Y(14): 4.9; Y(26): 49.1; S(30): 49.125 0.225 10

Low VLPsMVEYKFWtQsFAVGDDLYVmETGQRS4(Phospho)T12(Phospho)S14(Phospho)0.779 S(4): 92.6; Y(8): 22.0; T(12): 92.6; S(14): 92.6; Y(22): 0.1; T(26): 0.052 0.731 12

Low VsLRPPQQVLSVQtALPGMAAMmPsPsmIAGKS2(Phospho)T14(Phospho)S25(Phospho)S27(Phospho)0.707 S(2): 97.9; S(11): 29.3; T(14): 74.0; S(25): 99.4; S(27): 99.626 10

Low VVPDEytLAAVVsASAtLPAmFGGKPLHAEVIKY6(Phospho)T7(Phospho)S13(Phospho)T17(Phospho)0.2 Y(6): 80.0; T(7): 80.0; S(13): 80.0; S(15): 80.0; T(17): 80.00 0.428 11

Low VyHHHPVSPSTmQGSLARPSIHAGsAsLTFRY2(Phospho)S25(Phospho)S27(Phospho)0.013 Y(2): 7.3; S(8): 22.0; S(10): 22.1; T(11): 44.6; S(15): 16.8; S(20): 37.2; S(25): 57.7; S(27): 57.7; T(29): 34.612 0.41 10

Low WLPPtGVQVGSLFRGVGDPTTPmWAsSEGcERT5(Phospho)S26(Phospho)0.014 T(5): 5.8; S(11): 5.8; T(20): 31.7; T(21): 56.9; S(26): 49.9; S(27): 49.93 0.766 13

Low WtGsFDAVQVYTLGEAAsWRDVPAPAGssRT2(Phospho)S4(Phospho)S18(Phospho)S28(Phospho)S29(Phospho)0.18 T(2): 97.6; S(4): 97.6; Y(11): 29.5; T(12): 62.2; S(18): 23.2; S(28): 94.9; S(29): 94.927 0.799 13

Low yGILVDSLDMVEVNGSSYSGDGYEtLtIERKY1(Phospho)T25(Phospho)T27(Phospho)0.004 Y(1): 32.5; S(7): 60.8; S(16): 56.5; S(17): 56.5; Y(18): 40.1; S(19): 26.3; Y(23): 10.3; T(25): 8.5; T(27): 8.55 0.804 11

Low YHmQDIFGAGSEtSAtTLEWVmAELIRNPKT13(Phospho)T16(Phospho)0.187 Y(1): 0.0; S(11): 14.3; T(13): 44.6; S(14): 44.6; T(16): 48.3; T(17): 48.340 0.772 15

Low YHmQDIFGAGsETSAttLEWVMAELIRNPKS11(Phospho)T16(Phospho)T17(Phospho)0.047 Y(1): 0.8; S(11): 83.4; T(13): 83.2; S(14): 48.6; T(16): 30.1; T(17): 53.923 11

Low yLmSFVEGGGGGDDGRQLR Y1(Phospho) 0.5 Y(1): 50.0; S(4): 50.0 45 0.775 11

Os08t0137300-01 Middle

Protein of unknown function DUF604

family protein. AttTTTLAHVVFGIASSR T2(Phospho)T3(Phospho)0.307 T(2): 53.4; T(3): 53.4; T(4): 30.1; T(5): 30.1; T(6): 30.1; S(16): 1.8; S(17): 1.131 0.04 24



Low LLEWyWIVLSLTYmA Y5(Phospho) 0.98 Y(5): 98.0; S(10): 0.7; T(12): 0.7; Y(13): 0.725 0.691 10

Low LtTSNSASASSPPAAAPEEK T2(Phospho) 0.436 T(2): 43.6; T(3): 43.6; S(4): 10.1; S(6): 2.5; S(8): 0.1; S(10): 0.0; S(11): 0.047 0.324 13

Low NRPATGGKEsPPQPPEVR S10(Phospho) 0.962 T(5): 3.8; S(10): 96.2 55 0.616 12

Os08t0154600-01 High Similar to Topoisomerase I. IEQPGDDsEDDKPLASR S8(Phospho) 1 S(8): 100.0; S(16): 0.0 88 0 34

High KPAVGSGTANDsDDDKPLSLK S12(Phospho) 0.847 S(6): 3.8; T(8): 1.6; S(12): 84.7; S(19): 9.830 0.001 28

Low APQtSSSTTTAKPANTtK T4(Phospho)T17(Phospho)0.72 T(4): 89.8; S(5): 5.5; S(6): 1.8; S(7): 1.8; T(8): 1.0; T(9): 1.0; T(10): 1.0; T(16): 18.7; T(17): 79.541 0.082 15

Low GGGVVRcsAGPVSGGmIsK S8(Phospho)S18(Phospho)0.983 S(8): 98.5; S(13): 1.7; S(18): 99.8 45 0.77 14

Low GGSGmVYKGILPNNttVAIK T15(Phospho)T16(Phospho)0.735 S(3): 4.5; Y(7): 23.5; T(15): 86.0; T(16): 86.021 0.504 15

Low RPTtATAmWAAtRWR T4(Phospho)T12(Phospho)0.658 T(3): 16.8; T(4): 67.4; T(6): 18.0; T(12): 97.831 11

Low TSGPKLSASDAAIsPsmR S14(Phospho)S16(Phospho)0.012 T(1): 0.6; S(2): 0.6; S(7): 0.6; S(9): 97.4; S(14): 50.4; S(16): 50.413 13

Low tSSEILVRSTmPVLSSsPK T1(Phospho)S17(Phospho)0.022 T(1): 35.9; S(2): 35.9; S(3): 32.6; S(9): 49.8; T(10): 18.0; S(15): 9.2; S(16): 9.2; S(17): 9.29 0.793 14

Low TTsVLSAVGLtEcPSNR S3(Phospho)T11(Phospho)0.199 T(1): 23.8; T(2): 23.8; S(3): 51.3; S(6): 21.0; T(11): 40.1; S(15): 40.112 15

Low TtSVLSAVGLTEcPsNR T2(Phospho)S15(Phospho)0.084 T(1): 44.5; T(2): 44.5; S(3): 10.7; S(6): 0.8; T(11): 80.4; S(15): 19.029 0.365 14

Os08t0178300-02 High Hypothetical conserved gene. QALGDGDIsPPR S9(Phospho) 1 S(9): 100.0 80 0.005 37

Low MPtNQREPPR T3(Phospho) 1 T(3): 100.0 21 15

Os08t0191700-01 High

Similar to Lactoylglutathione lyase (EC

4.4.1.5) (Methylglyoxalase)

(Aldoketomutase) (Glyoxalase I) (Glx

I) (Ketone-aldehyde mutase) (S-D-

lactoylglutathione methylglyoxal

lyase). TTVIELtYNYGVTEYTK T7(Phospho) 0.767 T(1): 1.0; T(2): 1.0; T(7): 76.7; Y(8): 16.1; Y(10): 3.7; T(13): 1.0; Y(15): 0.3; T(16): 0.347 0.001 15

Low GGAtIDDELAsIGQQIAKK T4(Phospho)S11(Phospho)1 T(4): 100.0; S(11): 100.0 41 11

Low LGLGScVPVANsVLNmYGK S12(Phospho) 0.237 S(5): 0.2; S(12): 23.7; Y(17): 76.1 21 0.701 15

Low SAAVESITSTAVKtGcQER T14(Phospho) 0.929 S(1): 0.7; S(6): 0.1; T(8): 2.1; S(9): 2.1; T(10): 2.1; T(14): 92.939 13

Low SLITNsAADVYLSQMPER S6(Phospho) 0.138 S(1): 13.8; T(4): 72.4; S(6): 13.8; Y(11): 0.0; S(13): 0.054 14

Low TTTTTTTtGAGTGRAAAAAAGGK T8(Phospho) 0.632 T(1): 0.2; T(2): 0.2; T(3): 0.5; T(4): 4.8; T(5): 4.8; T(6): 4.8; T(7): 16.6; T(8): 63.2; T(12): 4.836 0.385 14

Low TVmPsILYLDHRDFGSK S5(Phospho) 0.23 T(1): 73.6; S(5): 23.0; Y(8): 3.2; S(16): 0.320 12

Os08t0234000-01 Low Similar to 60S ribosomal protein L7-2. EAsATALLAK S3(Phospho) 0.5 S(3): 50.0; T(5): 50.0 47 22

Low EATAAAsLLK S7(Phospho) 0.967 T(3): 3.3; S(7): 96.7 37 10



Low GsTVEVIAAK S2(Phospho) 0.839 S(2): 83.9; T(3): 16.1 30 11

Low KKPAAASsSK S8(Phospho) 0.756 S(7): 12.2; S(8): 75.6; S(9): 12.2 35 14

Low KTsVSLPSR S3(Phospho) 0.884 T(2): 11.6; S(3): 88.4; S(5): 0.1; S(8): 0.057 13

Low SEsLNALLK S3(Phospho) 0.5 S(1): 50.0; S(3): 50.0 42 15

Low sGAPQRAMAASATSK S1(Phospho) 0.179 S(1): 17.9; S(11): 57.9; T(13): 17.9; S(14): 6.317 0.503 13

Low sGLSADLLAK S1(Phospho) 0.998 S(1): 99.8; S(4): 0.2 66 14

Low SPsSDKILK S3(Phospho) 0.466 S(1): 46.6; S(3): 46.6; S(4): 6.7 33 17

Low SSLLPAPsRR S8(Phospho) 1 S(1): 0.0; S(2): 0.0; S(8): 100.0 56 0.792 29

Low tAGVSNGKIK T1(Phospho) 0.832 T(1): 83.2; S(5): 16.8 26 0.732 13

Low TAGVsNGKIK S5(Phospho) 0.85 T(1): 15.0; S(5): 85.0 39 11

Low tEIIGLKGR T1(Phospho) 1 T(1): 100.0 42 0.687 12

Os08t0326400-01 Low 60S ribosomal protein L7a. AEGEsGGVVALK S5(Phospho) 1 S(5): 100.0 25 0.201 16

Low APsRHGGHGLK S3(Phospho) 1 S(3): 100.0 12 0.763 11

Low DEKsLFHLK S4(Phospho) 1 S(4): 100.0 45 0.582 12

Low GDIQLtQVSR T6(Phospho) 0.973 T(6): 97.3; S(9): 2.7 47 0.582 12

Low GLNAtAAGRER T5(Phospho) 1 T(5): 100.0 38 0.591 14

Low GPMGRSPSsLK S9(Phospho) 0.859 S(6): 0.5; S(8): 13.6; S(9): 85.9 43 0.773 10

Low KtVALVGR T2(Phospho) 1 T(2): 100.0 34 0.555 14

Low LQVLGLGtALK T8(Phospho) 1 T(8): 100.0 55 11

Low NQRtIDELK T4(Phospho) 1 T(4): 100.0 42 11

Low SSPsDKLLLVK S4(Phospho) 0.952 S(1): 2.4; S(2): 2.4; S(4): 95.2 50 10

Low VLNAtEAVNK T5(Phospho) 1 T(5): 100.0 40 14

Os08t0390000-01 High Moesin domain containing protein. SATAGGAESEEAAESDAKsDEAEAQEEEPAAPVTIKS19(Phospho) 0.59 S(1): 1.0; T(3): 1.0; S(9): 19.5; S(15): 19.5; S(19): 59.0; T(34): 0.046 0.005 30

High sRGLsYssLsmALGGLFIWtHtYSLmQK S1(Phospho)S5(Phospho)S7(Phospho)S8(Phospho)S10(Phospho)T20(Phospho)T22(Phospho)0.011 S(1): 71.2; S(5): 71.2; Y(6): 71.2; S(7): 71.2; S(8): 71.2; S(10): 71.2; T(20): 71.2; T(22): 71.2; Y(23): 71.2; S(24): 59.43 0.005 13

Middle SPPVILADFLPHVITVVGssIsPDFPEtARSRS19(Phospho)S20(Phospho)S22(Phospho)T28(Phospho)0.074 S(1): 24.9; T(15): 61.4; S(19): 67.3; S(20): 67.3; S(22): 67.3; T(28): 55.9; S(31): 55.911 0.034 11

Low AAPLLLStIILALVVVAssTHGtMANGVFQVRRT8(Phospho)S18(Phospho)S19(Phospho)T23(Phospho)0.044 S(7): 78.0; T(8): 86.5; S(18): 58.9; S(19): 58.9; T(20): 58.9; T(23): 58.94 0.653 14

Low AAPsLtVSDGALPTVSDGALPTASSsDDALPHHERS4(Phospho)T6(Phospho)S26(Phospho)0.128 S(4): 76.7; T(6): 43.0; S(8): 75.7; T(14): 2.1; S(16): 1.6; T(22): 5.0; S(24): 10.3; S(25): 24.1; S(26): 61.431 10

Low AIImDmFVGGsDTTttMmAWtmAELINHPRS11(Phospho)T15(Phospho)T16(Phospho)T21(Phospho)0.067 S(11): 66.7; T(13): 66.7; T(14): 66.7; T(15): 66.7; T(16): 66.7; T(21): 66.70 0.261 13

Low AImSNEEFDNLKEELMWEGSSVVmLsPDEQRS26(Phospho) 0.56 S(4): 13.7; S(20): 13.7; S(21): 16.7; S(26): 56.06 0.568 11

Low ALRPWtAEGMcRYVANGGmGEPMGGDGGGIFSERT6(Phospho) 0.09 T(6): 9.0; Y(13): 9.9; S(32): 81.0 0 0.715 11

Low AsIIVAAVIAAcVLLVcMttSsVVDAAAAAPARRS2(Phospho)T19(Phospho)T20(Phospho)S22(Phospho)0.202 S(2): 80.8; T(19): 79.8; T(20): 79.8; S(21): 79.8; S(22): 79.80 0.776 12

Low cVEENFISLLGSVTSYGRHQHtAAttTGHDKT22(Phospho)T25(Phospho)T26(Phospho)0.181 S(8): 2.6; S(12): 14.1; T(14): 6.8; S(15): 33.6; Y(16): 33.6; T(22): 40.2; T(25): 73.3; T(26): 84.3; T(27): 11.635 0.759 10

Low DAPLPsSASSGHGLAATssFPGsssPsAHWRRS6(Phospho)S18(Phospho)S19(Phospho)S23(Phospho)S24(Phospho)S25(Phospho)S27(Phospho)Too many isoforms 0.756 16

Low DcLETISDGISTGTRTSLDSQNILIsMSSQHIRS26(Phospho) 0.238 T(5): 4.2; S(7): 3.5; S(11): 3.1; T(12): 3.1; T(14): 3.1; T(16): 3.1; S(17): 2.9; S(20): 5.6; S(26): 23.8; S(28): 23.8; S(29): 23.89 0.597 11

Low DLHLmIsILNGYYSESPELEDAtAttVARR S7(Phospho)T23(Phospho)T25(Phospho)T26(Phospho)0.098 S(7): 13.0; Y(12): 29.8; Y(13): 29.8; S(14): 29.8; S(16): 9.3; T(23): 95.4; T(25): 96.4; T(26): 96.422 0.28 12

Low DLNLALILmHALLcMSTFtyLmcIcAcKR T19(Phospho)Y20(Phospho)0.259 S(16): 40.8; T(17): 40.8; T(19): 40.8; Y(20): 77.611 0.569 10

Low DtSDRGQVKPPSGLSLAEyLDLsFNEAsNDtT2(Phospho)Y19(Phospho)S23(Phospho)S28(Phospho)T31(Phospho)0.19 T(2): 50.1; S(3): 50.1; S(12): 39.9; S(15): 39.9; Y(19): 78.9; S(23): 82.8; S(28): 79.1; T(31): 79.116 0.719 14

Low EALRyYsIESTIALAVSFMINLFVttVFAK Y5(Phospho)S7(Phospho)T25(Phospho)T26(Phospho)0.018 Y(5): 49.0; Y(6): 49.0; S(7): 49.0; S(10): 49.0; T(11): 49.0; S(17): 49.0; T(25): 53.1; T(26): 53.11 10

Low EDYHREINWQNPLGMVVSTLstsMALKPYVS21(Phospho)T22(Phospho)S23(Phospho)0.052 Y(3): 13.2; S(18): 64.9; T(19): 64.9; S(21): 38.9; T(22): 45.9; S(23): 45.9; Y(29): 26.310 0.459 10

Low EEADDAPPPWRPsKPAAAIDGSSGPLAAAAARLsGRS13(Phospho)S34(Phospho)0.635 S(13): 66.7; S(22): 18.9; S(23): 18.9; S(34): 95.617 0.776 12

Low EsDtGLAPPsQWDLVsDKQMMQEEQPLQVARS2(Phospho)T4(Phospho)S10(Phospho)S16(Phospho)1 S(2): 100.0; T(4): 100.0; S(10): 100.0; S(16): 100.09 11

Low EVFGKsVIAEPsNVIYLssILNtEGPIPSHKS6(Phospho)S12(Phospho)S18(Phospho)S19(Phospho)T23(Phospho)0.046 S(6): 68.3; S(12): 68.3; Y(16): 72.7; S(18): 72.7; S(19): 72.7; T(23): 72.7; S(29): 72.70 0.168 11



Low FtPFsANAVVLLtIGPAVLGVGPssGKPAGESSRT2(Phospho)S5(Phospho)T13(Phospho)S24(Phospho)S25(Phospho)0.746 T(2): 98.6; S(5): 98.6; T(13): 98.2; S(24): 88.5; S(25): 82.9; S(32): 16.6; S(33): 16.626 0.157 10

Low FWcQyWIIVSmVIAcEsFVSWmPMYGEIKY5(Phospho)S17(Phospho)0.109 Y(5): 36.2; S(10): 36.2; S(17): 36.2; S(20): 34.7; Y(25): 56.77 0.378 11

Low GGGGGcVVNISSVAGsVGmPALAVYsMtKGGmNQLTRS16(Phospho)S26(Phospho)T28(Phospho)0.022 S(11): 43.8; S(12): 38.8; S(16): 38.8; Y(25): 39.2; S(26): 39.2; T(28): 43.8; T(36): 56.50 11

Low GINIALFSFSVTVSsFANVGLVPtNENMAIFsKS15(Phospho)T24(Phospho)S32(Phospho)0.274 S(8): 22.6; S(10): 22.6; T(12): 25.0; S(14): 41.2; S(15): 61.2; T(24): 63.7; S(32): 63.714 0.652 10

Low GIQLETsMGsVEFAsMVAALLGmsQGITLLLSKS7(Phospho)S10(Phospho)S15(Phospho)S24(Phospho)0.041 T(6): 60.4; S(7): 60.4; S(10): 60.4; S(15): 59.5; S(24): 48.5; T(28): 55.4; S(32): 55.44 10

Low GMTTVNNEAGVHAsMVSDYESALmVALLSDVGTPRS14(Phospho) 0.124 T(3): 31.8; T(4): 31.8; S(14): 12.4; S(17): 12.4; Y(19): 5.7; S(21): 3.1; S(29): 1.5; T(33): 1.59 0.776 13

Low GsLSQYNLLTLLGYSSSNcTAcSNAVLsEYHRS2(Phospho)S28(Phospho)0.015 S(2): 16.1; S(4): 16.1; Y(6): 16.1; T(10): 16.1; Y(14): 16.1; S(15): 16.1; S(16): 16.1; S(17): 16.1; T(20): 16.1; S(23): 18.3; S(28): 18.3; Y(30): 18.30 0.759 13

Low GsmSTPAAsANGGQVLLLPFPAAQGHTNPmLQFGRS2(Phospho)S9(Phospho)0.07 S(2): 39.8; S(4): 61.5; T(5): 65.6; S(9): 26.9; T(27): 6.17 0.747 22

Low GSTPSLsPARALstAAVTADAPAAAAAAAEEEAmTIKS7(Phospho)S13(Phospho)T14(Phospho)0.064 S(2): 38.4; T(3): 38.4; S(5): 38.4; S(7): 38.4; S(13): 53.2; T(14): 53.2; T(18): 29.4; T(35): 10.613 0.13 16

Low GVAIGNGMtHPVTQVttHADIAYFmGLINGKQKT9(Phospho)T16(Phospho)T17(Phospho)0.1 T(9): 60.0; T(13): 60.0; T(16): 60.0; T(17): 60.0; Y(23): 60.00 11

Low GWKVVIHDLsGsAVAAAFmATPFVAASGcDtVARS10(Phospho)S12(Phospho)T31(Phospho)0.286 S(10): 96.7; S(12): 68.8; T(21): 31.3; S(27): 42.0; T(31): 61.128 0.763 14

Low HGVEAyQGVLFGLELDMDMPSNKtPSLPLVAARY6(Phospho)T24(Phospho)0.673 Y(6): 98.9; S(21): 27.5; T(24): 68.2; S(26): 5.427 0.526 17

Low HHHcARPDPsssSPssPsssssPssR S10(Phospho)S11(Phospho)S12(Phospho)S15(Phospho)S16(Phospho)S18(Phospho)S19(Phospho)S20(Phospho)S21(Phospho)S22(Phospho)S24(Phospho)S25(Phospho)Too many NL-allowing PTMs 0.758 12

Low KsLSLPISTASLHPLLsALPsAPAFALFADmFRS2(Phospho)S17(Phospho)S21(Phospho)0.059 S(2): 43.2; S(4): 43.2; S(8): 35.9; T(9): 35.9; S(11): 35.9; S(17): 40.9; S(21): 65.07 0.713 14

Low LEDyPEASGVEVStIDsFQGREADAVVISmVRY4(Phospho)T14(Phospho)S17(Phospho)0.144 Y(4): 50.1; S(8): 50.1; S(13): 52.9; T(14): 52.9; S(17): 65.7; S(29): 28.213 0.352 14

Low LFGDQAQSDAVLDDVScmLGcTRssLHVVAsEKS24(Phospho)S25(Phospho)S31(Phospho)0.015 S(8): 85.3; S(16): 73.5; T(22): 66.8; S(24): 24.8; S(25): 24.8; S(31): 24.81 0.708 10

Low LFYFAGADTTSVLLtWtMLLLSmHPEWQDRT15(Phospho)T17(Phospho)0.067 Y(3): 19.8; T(9): 21.9; T(10): 26.9; S(11): 23.3; T(15): 33.1; T(17): 33.1; S(22): 42.03 12

Low LGSAcQDWGFFQLVNHGVDEQVVNEMKDsTVKS29(Phospho) 0.496 S(3): 0.8; S(29): 49.6; T(30): 49.6 18 12

Low LGWNVELGAVIYSGVVVtALsYYMQmWtIAKT18(Phospho)S21(Phospho)T28(Phospho)0.037 Y(12): 40.7; S(13): 40.7; T(18): 40.7; S(21): 40.7; Y(22): 40.7; Y(23): 40.7; T(28): 56.05 0.691 11

Low LMEAQEFEGILSNNQTVNsDFyNWNKVVIRS19(Phospho)Y22(Phospho)0.837 S(12): 2.7; T(16): 14.4; S(19): 88.5; Y(22): 94.421 0.417 17

Low LPFyHSFWNHTTRPsLDLAKELIsMFTARY4(Phospho)S15(Phospho)S24(Phospho)0.065 Y(4): 17.9; S(6): 17.9; T(11): 44.2; T(12): 44.2; S(15): 76.2; S(24): 75.7; T(27): 23.721 0.776 13

Low LPGcVPIHAHDLPSsMLADRSsATyAGLLAMARS15(Phospho)S22(Phospho)Y25(Phospho)0.037 S(14): 40.9; S(15): 40.9; S(21): 26.9; S(22): 26.9; T(24): 77.7; Y(25): 86.810 0.691 14

Low LRtLILAPSSGTSmyMDcSsIVssPPLcLQRT3(Phospho)Y15(Phospho)S20(Phospho)S23(Phospho)S24(Phospho)Too many isoforms 0.779 13

Low LSGEIPTALSNLSGLmHLDLDTNmLSGAIPSsLGKS32(Phospho) 0.304 S(2): 6.5; T(7): 6.5; S(10): 6.2; S(13): 6.5; T(22): 6.5; S(26): 7.1; S(31): 30.4; S(32): 30.47 11

Low LtFTQLIEATNGFSTAsLIGsGGFGEVFKAtLKT2(Phospho)S17(Phospho)S21(Phospho)T31(Phospho)0.04 T(2): 38.8; T(4): 38.8; T(10): 38.8; S(14): 48.4; T(15): 48.4; S(17): 48.4; S(21): 48.4; T(31): 89.812 0.543 13

Low LVDAIAAAAAsstAEAAAVNISRQItGPmtDLALRS11(Phospho)S12(Phospho)T13(Phospho)T26(Phospho)T30(Phospho)0.09 S(11): 87.1; S(12): 66.6; T(13): 66.6; S(22): 91.0; T(26): 93.3; T(30): 95.44 0.691 13

Low LVVDWVPstDLEDstATVAPDAYNTAWSLLRS8(Phospho)T9(Phospho)S14(Phospho)T15(Phospho)0.025 S(8): 47.0; T(9): 47.0; S(14): 49.6; T(15): 49.6; T(17): 48.4; Y(23): 52.8; T(25): 52.8; S(28): 52.84 0.642 11

Low MADAAAATVPGEASSSSSAAAtttVLDsLGEDItRT22(Phospho)T23(Phospho)T24(Phospho)S28(Phospho)T34(Phospho)Too many isoforms 0.682 11

Low MIPTsVLWGyFAymAIDSLPGNQFWERLRS5(Phospho)Y10(Phospho)Y13(Phospho)0.209 T(4): 70.6; S(5): 70.6; Y(10): 70.6; Y(13): 72.0; S(18): 16.310 0.531 13

Low MPGDSmLWISSFVcLMAIAKYFEGAyYALQRY26(Phospho) 0.332 S(5): 0.1; S(10): 0.1; S(11): 0.3; Y(21): 33.2; Y(26): 33.2; Y(27): 33.229 0.618 15

Low msLFGsPTVLMAGPAANHFVFSNQDLIFTQtKS2(Phospho)S6(Phospho)T31(Phospho)0.048 S(2): 49.0; S(6): 49.0; T(8): 49.0; S(22): 49.0; T(29): 52.0; T(31): 52.00 14

Low NAITHDPQKsLmSWNDSNHLcSWEGVScSSKS10(Phospho) 0.46 T(4): 15.9; S(10): 46.0; S(13): 15.9; S(17): 6.4; S(22): 3.1; S(27): 6.4; S(29): 3.1; S(30): 3.116 0.727 12

Low NEsDyTVLSHVTSVcLGIDKISVDAtPELsRS3(Phospho)Y5(Phospho)T26(Phospho)S30(Phospho)0.011 S(3): 42.6; Y(5): 42.6; T(6): 42.6; S(9): 45.2; T(12): 42.3; S(13): 42.6; S(22): 47.3; T(26): 47.3; S(30): 47.32 10

Low NPEVDQsGSNGLIQTmAMcGyLPmmmyNNRS7(Phospho)Y21(Phospho)Y27(Phospho)0.069 S(7): 56.9; S(9): 56.9; T(15): 72.3; Y(21): 56.9; Y(27): 56.92 11

Low QcPGsNWcGYGNstAAsSDDDDASFsDALDRS5(Phospho)S13(Phospho)T14(Phospho)S17(Phospho)S26(Phospho)0.067 S(5): 59.4; Y(10): 59.4; S(13): 79.0; T(14): 79.0; S(17): 59.3; S(18): 59.3; S(24): 52.4; S(26): 52.414 0.708 10

Low QsLsYLDGTLPGDFGFDPLGLSDPEGTGGFIEPRS2(Phospho)S4(Phospho)0.07 S(2): 49.4; S(4): 49.4; Y(5): 48.8; T(9): 48.8; S(22): 3.1; T(27): 0.523 12

Low QsSPSPSSSAGASQGETLPRGSEmIPPAVTVAESsRS2(Phospho)S35(Phospho)0.038 S(2): 27.3; S(3): 15.1; S(5): 15.1; S(7): 15.1; S(8): 15.1; S(9): 11.2; S(13): 9.1; T(17): 11.5; S(22): 17.1; T(30): 30.4; S(34): 16.4; S(35): 16.48 0.653 13

Low RHsGDPLALLWtIALLmcTHLFFLISSLsRS3(Phospho)T12(Phospho)S29(Phospho)0.121 S(3): 83.8; T(12): 50.8; T(19): 50.8; S(26): 38.2; S(27): 38.2; S(29): 38.210 0.691 11

Low RLVttsYPLVLVLVGEEEGAGSNGmTATSsGPQT4(Phospho)T5(Phospho)S6(Phospho)S30(Phospho)0.023 T(4): 50.3; T(5): 50.3; S(6): 46.5; Y(7): 46.5; S(22): 39.9; T(26): 39.2; T(28): 40.4; S(29): 40.4; S(30): 46.66 0.776 12

Low RTTTSMVIIcLVILSLtVDSATAAQcGccISSRT17(Phospho) 0.067 T(2): 15.0; T(3): 15.0; T(4): 15.0; S(5): 15.0; S(15): 6.7; T(17): 6.7; S(20): 6.7; T(22): 6.7; S(31): 6.7; S(32): 6.72 0.691 12

Low SFcLVDcPNLVSLstEGLNQctVLEKLHIK S14(Phospho)T15(Phospho)T22(Phospho)0.093 S(1): 65.9; S(12): 59.4; S(14): 61.0; T(15): 61.0; T(22): 52.71 12

Low sFSLVELEAATNDFEVSNMMGQDSHGQmYRGRS1(Phospho) 0.883 S(1): 88.3; S(3): 11.4; T(11): 0.2; S(17): 0.1; S(24): 0.0; Y(29): 0.133 0.763 11

Low sGDGDGTVLAmHRHDIsFAGFTNGSHHWHVFRS1(Phospho)S17(Phospho)0.349 S(1): 51.9; T(7): 51.9; S(17): 72.7; T(22): 17.8; S(25): 5.819 0.691 17

Low SIGssIFYcmLGMAAWLNtmLIELVNRVTRS4(Phospho)S5(Phospho)T19(Phospho)0.051 S(1): 50.0; S(4): 50.0; S(5): 50.0; Y(8): 50.0; T(19): 50.6; T(29): 49.40 11

Low SNmGEGMIIGVLDDGIAAGHPsFDAAGMGPPPARWKS22(Phospho) 0.5 S(1): 50.0; S(22): 50.0 0 11

Low SPSPRNSTSTLsSSQGGGGADSTGVAAVSESSAAAAEATKS12(Phospho) 0.084 S(1): 5.1; S(3): 5.1; S(7): 5.1; T(8): 6.1; S(9): 6.1; T(10): 6.1; S(12): 8.4; S(13): 8.4; S(14): 8.4; S(22): 8.4; T(23): 8.4; S(29): 6.1; S(31): 6.1; S(32): 6.1; T(39): 6.12 0.653 11

Low sQNVARLVQtmDscELScLDSNDSWsLFKS1(Phospho)T10(Phospho)S13(Phospho)S26(Phospho)0.075 S(1): 60.7; T(10): 60.7; S(13): 60.7; S(17): 60.7; S(21): 43.3; S(24): 43.3; S(26): 70.47 0.761 10



Low SSKSTIDLFTAAAGsPVAAHsIMsPPQFmGAIDRS15(Phospho)S21(Phospho)S24(Phospho)0.133 S(1): 32.5; S(2): 32.5; S(4): 32.5; T(5): 32.5; T(10): 32.5; S(15): 44.1; S(21): 46.8; S(24): 46.810 0.774 12

Low ssRsIVNsHNHFSNPTLLSLPAVATTILHERS1(Phospho)S2(Phospho)S4(Phospho)S8(Phospho)0.018 S(1): 45.9; S(2): 45.9; S(4): 45.9; S(8): 45.9; S(13): 45.2; T(16): 44.9; S(19): 42.1; T(25): 42.1; T(26): 42.14 0.39 11

Low SSSGIRSLASLTSFTTSTMsPYAtAsAVDATTcRS20(Phospho)T24(Phospho)S26(Phospho)Too many isoforms 0.256 11

Low STAFSLLSPSNSYPRMEDINTTtstSQSSEINKT23(Phospho)S24(Phospho)T25(Phospho)Too many isoforms 0.535 13

Low STDDLFLTEQEAAGDGLVAAGmSAAGPILPtYVRIAT31(Phospho) 0.409 S(1): 2.1; T(2): 2.1; T(8): 1.9; S(23): 12.0; T(31): 40.9; Y(32): 40.914 0.776 10

Low symtQGLVNGGINVPMMSSsPIFANAPAEKGGKS1(Phospho)Y2(Phospho)T4(Phospho)S20(Phospho)0.575 S(1): 99.7; Y(2): 99.7; T(4): 99.7; S(18): 21.4; S(19): 21.4; S(20): 58.034 0.697 13

Low tADIGQmImVREEDDPAPEGIEytHGLTPPmRT1(Phospho)Y23(Phospho)T24(Phospho)0.904 T(1): 97.2; Y(23): 99.2; T(24): 94.0; T(28): 9.630 0.761 13

Low tPRPMmGAPGNGYNSGGGSGHGtGAGAPRPMLNGGGNDRT1(Phospho)T23(Phospho)0.044 T(1): 76.0; Y(13): 34.3; S(15): 37.5; S(19): 39.7; T(23): 12.56 11

Low TQWYHFtAIVIAGmGFFTDAYDLFSIsLVTKT7(Phospho)S27(Phospho)0.034 T(1): 24.9; Y(4): 24.9; T(7): 24.9; T(18): 24.0; Y(21): 25.3; S(25): 25.3; S(27): 25.3; T(30): 25.30 0.403 12

Low TRVVFQSTFYHTmtDGsLcGPVIDDASLVGLRT14(Phospho)S17(Phospho)0.111 T(1): 12.0; S(7): 14.0; T(8): 14.0; Y(10): 22.0; T(12): 29.0; T(14): 36.3; S(17): 36.3; S(27): 36.39 0.691 15

Low TSsAIsAGVAGWstASGAAATMRPKSDDALAVELRS3(Phospho)S6(Phospho)S13(Phospho)T14(Phospho)0.007 T(1): 44.2; S(2): 44.2; S(3): 44.2; S(6): 44.2; S(13): 44.2; T(14): 44.8; S(16): 44.8; T(21): 44.8; S(26): 44.80 10

Low VAAmtMcAAVAVLLVLTstMAAAAGDGDGDGGGFDYKT5(Phospho)S18(Phospho)T19(Phospho)0.155 T(5): 72.1; T(17): 61.0; S(18): 61.0; T(19): 61.0; Y(36): 44.94 0.145 13

Low VAGDGtTcAtVLTQAILtEGcKAVAAGVNVmDLRT6(Phospho)T10(Phospho)T18(Phospho)0.129 T(6): 57.6; T(7): 57.6; T(10): 58.3; T(13): 58.2; T(18): 68.32 0.662 11

Low VsLyGLLQSTTNQGRAIAAGTVsALAALLstDRS2(Phospho)Y4(Phospho)S23(Phospho)S30(Phospho)T31(Phospho)0.011 S(2): 53.1; Y(4): 53.1; S(9): 53.1; T(10): 53.1; T(11): 55.9; T(21): 54.2; S(23): 57.8; S(30): 59.9; T(31): 59.92 12

Low WFmPAcLLASTFVyFVQSMHttRYGIWR Y14(Phospho)T21(Phospho)T22(Phospho)0.029 S(10): 42.9; T(11): 42.9; Y(14): 42.9; S(18): 42.9; T(21): 42.9; T(22): 42.9; Y(24): 42.90 14

Low WIAEGyAsGSESNSLEEmGELFHKLSSQSVIRY6(Phospho)S8(Phospho)0.054 Y(6): 29.3; S(8): 29.3; S(10): 29.3; S(12): 29.3; S(14): 29.3; S(26): 17.8; S(27): 17.8; S(29): 17.84 11

Low WLREtAQQNQsTSyQVLVTGsLHLVGDVLRT5(Phospho)S11(Phospho)Y14(Phospho)S21(Phospho)0.034 T(5): 57.9; S(11): 57.9; T(12): 57.9; S(13): 57.9; Y(14): 57.9; T(19): 55.3; S(21): 55.32 0.722 11

Low YGVmENETTETSTSGcGsLILEMGALSRLTGDSRS18(Phospho) 0.104 Y(1): 10.4; T(8): 10.4; T(9): 10.4; T(11): 10.4; S(12): 10.4; T(13): 10.4; S(14): 10.4; S(18): 10.4; S(27): 5.7; T(30): 5.6; S(33): 5.63 0.777 14

Low ysNVGtmFQEAPSLPmDTVAGLVDELVVNTKKY1(Phospho)S2(Phospho)T6(Phospho)0.029 Y(1): 58.9; S(2): 58.9; T(6): 58.9; S(13): 43.6; T(18): 39.8; T(30): 39.82 10

Os08t0428800-00 High Similar to High mobility group I/Y-2. DPNAPPPPPKPSsPRPR S13(Phospho) 0.5 S(12): 50.0; S(13): 50.0 114 0 46

High DPNAPPPPPKPsSPRPR S12(Phospho) 0.5 S(12): 50.0; S(13): 50.0 62 0 20

Low ADELEtKVR T6(Phospho) 1 T(6): 100.0 69 0.76 16

Low DLsSASGPPPADLPTLLR S3(Phospho) 0.509 S(3): 50.9; S(4): 16.4; S(6): 16.4; T(15): 16.421 0.127 10

Low DWSKLPVDALsAVFMK S11(Phospho) 0.941 S(3): 5.9; S(11): 94.1 29 10

Low DWsKLPVDALSAVFMK S3(Phospho) 0.966 S(3): 96.6; S(11): 3.4 24 13

Low ILAGLGFDQAMQARStK T16(Phospho) 0.813 S(15): 18.7; T(16): 81.3 10 11

Low mPAKNAVsYGAIISGLAK S8(Phospho) 0.104 S(8): 10.4; Y(9): 13.6; S(14): 76.0 1 0.805 13

Low RAALHVLGcGsPVADQR S11(Phospho) 1 S(11): 100.0 14 0.776 21

Low SGsNKSAISK S3(Phospho) 0.414 S(1): 12.6; S(3): 41.4; S(6): 41.4; S(9): 4.617 11

Low sGSNKSAISK S1(Phospho) 0.811 S(1): 81.1; S(3): 18.0; S(6): 0.6; S(9): 0.327 12

Low STLPPTPAVQVPPmLsR S16(Phospho) 0.999 S(1): 0.0; T(2): 0.0; T(6): 0.1; S(16): 99.942 14

Low WVSWQmIMKILVtR T13(Phospho) 0.996 S(3): 0.4; T(13): 99.6 31 0.741 12

Os08t0512400-02 High Similar to AT-hook protein 1. AVPTAGMGPNsPPSR S11(Phospho) 0.5 T(4): 0.0; S(11): 50.0; S(14): 50.0 113 0 50

High AVPTAGMGPNSPPsR S14(Phospho) 0.916 T(4): 0.0; S(11): 8.4; S(14): 91.6 132 0 53

High DLFGMPKsPPAAAAAPPQSVR S8(Phospho) 1 S(8): 100.0; S(19): 0.0 95 0 22

Low FRySYWNsSQSYVLTK Y3(Phospho)S8(Phospho)0.961 Y(3): 97.6; S(4): 1.2; Y(5): 1.2; S(8): 98.4; S(9): 1.2; S(11): 0.2; Y(12): 0.2; T(15): 0.0104 10

Low MELHPLVVSAAAADsTSPRR S15(Phospho) 0.153 S(9): 54.1; S(15): 15.3; T(16): 15.3; S(17): 15.330 0.746 15

Low mtTALFLRcGcLAAAPALR T2(Phospho) 0.5 T(2): 50.0; T(3): 50.0 40 0.772 12

Low SFsGILtGSSELDFSTPRK S3(Phospho)T7(Phospho)0.798 S(1): 13.1; S(3): 82.4; T(7): 94.8; S(9): 3.0; S(10): 6.7; S(15): 0.0; T(16): 0.077 0.741 17

Low SIFWsTQADItANTTmVK S5(Phospho)T11(Phospho)0.108 S(1): 70.0; S(5): 31.1; T(6): 21.1; T(11): 50.9; T(14): 18.8; T(15): 8.116 0.75 13

Low SIVLQIDsKSQQVSAsALR S8(Phospho)S16(Phospho)0.099 S(1): 3.9; S(8): 48.1; S(10): 48.1; S(14): 79.1; S(16): 20.826 0.806 11

Low syAAIIVAVSSSmPLtsR S1(Phospho)Y2(Phospho)T16(Phospho)S17(Phospho)0.016 S(1): 80.7; Y(2): 80.7; S(10): 60.9; S(11): 38.4; S(12): 38.4; T(16): 50.4; S(17): 50.43 0.526 14



Os08t0528900-01 High

Similar to Transcriptional activator

FHA1. YLSPEDWsPTETK S8(Phospho) 0.988 Y(1): 0.0; S(3): 0.0; S(8): 98.8; T(10): 1.2; T(12): 0.098 0 36

Os08t0533700-01 High Similar to cation cation antiporter. EVESSYEGEKPGSPIsLSSGLR S16(Phospho) 0.435 S(4): 0.0; S(5): 0.0; Y(6): 0.1; S(13): 43.5; S(16): 43.5; S(18): 10.3; S(19): 2.649 0 29

Low DyPSELQLRALEQVNLsPR Y2(Phospho)S17(Phospho)0.245 Y(2): 89.1; S(4): 75.5; S(17): 35.4 10 11

Os08t0558000-01 Middle Similar to Ribosomal protein. MFILPScSPsAAISR S10(Phospho) 0.25 S(6): 25.0; S(8): 25.0; S(10): 25.0; S(14): 25.036 0.032 10

Low AsNLSSGMLGSLATSIK S2(Phospho) 0.997 S(2): 99.7; S(5): 0.1; S(6): 0.1; S(11): 0.0; T(14): 0.0; S(15): 0.037 0.568 13

Os08t0558800-01 Middle Similar to Ribosomal protein. MFILPScSPsAAISR S10(Phospho) 0.25 S(6): 25.0; S(8): 25.0; S(10): 25.0; S(14): 25.036 0.032 10

Low AsNLSSGMLGSLATSIK S2(Phospho) 0.997 S(2): 99.7; S(5): 0.1; S(6): 0.1; S(11): 0.0; T(14): 0.0; S(15): 0.037 0.568 13

Low sDPIIQTLLPmsPK S1(Phospho)S12(Phospho)0.058 S(1): 98.0; T(7): 94.2; S(12): 7.8 7 11

Os08t0559200-01 Low

Similar to Ribosomal protein S25 (40S

ribosomal 25S subunit). DATGKVAHsAGSsLR S9(Phospho)S13(Phospho)0.068 T(3): 6.3; S(9): 14.8; S(12): 89.4; S(13): 89.412 0.48 13

Low FLAGGDGEGVDVTGsR S15(Phospho) 0.5 T(13): 50.0; S(15): 50.0 21 0.467 14

Low GATAmQPPSSSsLMR S12(Phospho) 0.492 T(3): 0.0; S(9): 0.3; S(10): 1.4; S(11): 49.2; S(12): 49.256 0.443 13

Low MPLPLAPAsPHPPGR S9(Phospho) 1 S(9): 100.0 52 0.234 12

Low sDGmMYALASFLSK S1(Phospho) 0.684 S(1): 68.4; Y(6): 21.9; S(10): 1.7; S(13): 8.021 0.766 12

Low VERPHPDsEWER S8(Phospho) 1 S(8): 100.0 66 11

Os09t0115400-03 Low Hypothetical conserved gene. AAVTTtAGGKVVVR T6(Phospho) 0.42 T(4): 42.0; T(5): 16.0; T(6): 42.0 15 0.489 14

Low LTsIGGEIGITLR S3(Phospho) 0.818 T(2): 17.7; S(3): 81.8; T(11): 0.5 31 0.697 12

Low SAtARGGGGGAPTLR T3(Phospho) 0.836 S(1): 16.4; T(3): 83.6; T(13): 0.1 47 0.064 20

Os09t0372400-02 High Conserved hypothetical protein. LGLPEAEEDMFADsPKDK S14(Phospho) 1 S(14): 100.0 71 0.002 27

Low cLDsPPAsPAAPPPPPQGR S4(Phospho)S8(Phospho)1 S(4): 100.0; S(8): 100.0 27 16

Low SKPAAAAADTtstALVAASK T11(Phospho)S12(Phospho)T13(Phospho)0.005 S(1): 96.4; T(10): 13.7; T(11): 27.4; S(12): 64.9; T(13): 81.5; S(19): 16.03 14

Os09t0402100-01 High PF1 protein. DAAAAAAAPAPAPAAPAAsSPRPR S19(Phospho) 0.5 S(19): 50.0; S(20): 50.0 71 0 26

Low ATLTMQPIGPLPSTKQEGtR T19(Phospho) 0.996 T(2): 0.0; T(4): 0.0; S(13): 0.1; T(14): 0.3; T(19): 99.659 13

Low cITGLsGVmDGLVVHGYLVK S6(Phospho) 0.995 T(3): 0.4; S(6): 99.5; Y(17): 0.1 50 0.297 10

Low FPLASPPPAtTSAGAGGWSARK T10(Phospho) 0.429 S(5): 0.5; T(10): 42.9; T(11): 42.9; S(12): 12.4; S(19): 1.435 0.803 16

Low sDILIQVPNGAATGSDAAQAVK S1(Phospho) 0.986 S(1): 98.6; T(13): 0.3; S(15): 1.1 60 13

Low sNAWQIKVNSISGTIDSWK S1(Phospho) 0.785 S(1): 78.5; S(10): 7.6; S(12): 4.6; T(14): 4.6; S(17): 4.615 0.798 11

Low WFRIsPIVEGKPEAFTEK S5(Phospho) 0.999 S(5): 99.9; T(16): 0.1 40 0.611 19



Os09t0413500-01 Low Similar to 60S ribosomal protein L34. KEAAAAAsTPTtTIR S8(Phospho)T12(Phospho)0.665 S(8): 81.9; T(9): 16.0; T(11): 17.5; T(12): 81.3; T(13): 3.353 0.588 10

Low KEAAAAAstPTTTIR S8(Phospho)T9(Phospho)0.005 S(8): 3.7; T(9): 16.8; T(11): 82.6; T(12): 93.3; T(13): 3.734 0.757 10

Os09t0485900-01 Low

Similar to 60S ribosomal protein L9

(Gibberellin-regulated protein GA). HRLGGLyLR Y7(Phospho) 1 Y(7): 100.0 32 0.439 13

Low yPAHITLLR Y1(Phospho) 0.998 Y(1): 99.8; T(6): 0.2 43 0.325 13

Os09t0491708-01 High

Protein of unknown function DUF296

domain containing protein. MVPMSGTGPSsPPSR S11(Phospho) 0.898 S(5): 0.0; T(7): 0.2; S(10): 10.1; S(11): 89.8; S(14): 0.0108 0 47

Low DDLLANPNQSsTGR S11(Phospho) 0.859 S(10): 12.2; S(11): 85.9; T(12): 1.9 65 14

Low DNSsFKKPAQSSGNTIFIK S4(Phospho) 0.5 S(3): 50.0; S(4): 50.0; S(11): 0.0; S(12): 0.0; T(15): 0.064 0.268 15

Low ERLVVVEFAAsHsVNSSR S11(Phospho)S13(Phospho)0.023 S(11): 80.0; S(13): 20.0; S(16): 50.0; S(17): 50.026 0.803 13

Low FEILSLsGSFLLSENGGHR S7(Phospho) 0.529 S(5): 8.1; S(7): 52.9; S(9): 19.5; S(13): 19.518 0.463 10

Low GDGALGAGSGAGGEGsAAK S16(Phospho) 0.787 S(9): 21.3; S(16): 78.7 28 0.09 10

Low GRTVVIEQsFGAPK S9(Phospho) 0.991 T(3): 0.9; S(9): 99.1 46 0.358 14

Low MPTsGPDAmQPALR S4(Phospho) 0.862 T(3): 13.8; S(4): 86.2 51 12

Low SSETSPAPAAAAAGsGR S15(Phospho) 1 S(1): 0.0; S(2): 0.0; T(4): 0.0; S(5): 0.0; S(15): 100.051 11

Low tHPVVAyLRKPK T1(Phospho)Y7(Phospho)1 T(1): 100.0; Y(7): 100.0 58 10

Low VANSSEGGPTRGsGGR S13(Phospho) 0.942 S(4): 0.8; S(5): 1.5; T(10): 3.4; S(13): 94.224 0.704 11

Os09t0502000-01 Low Similar to Ribosomal L32. GtSKVyATIGLDK T2(Phospho)Y6(Phospho)0.701 T(2): 83.9; S(3): 16.7; Y(6): 83.3; T(8): 16.145 19

Low tGSGKTTLLsTLFR T1(Phospho)S10(Phospho)0.326 T(1): 47.4; S(3): 47.4; T(6): 9.7; T(7): 19.9; S(10): 69.1; T(11): 6.325 0.792 17

Os09t0551300-01 Low Similar to predicted protein. NtIDtARssssTIGNGSGssK T2(Phospho)T5(Phospho)S8(Phospho)S9(Phospho)S10(Phospho)S11(Phospho)S19(Phospho)S20(Phospho)0.006 T(2): 82.0; T(5): 48.7; S(8): 92.4; S(9): 92.4; S(10): 92.4; S(11): 92.4; T(12): 95.5; S(17): 84.8; S(19): 59.7; S(20): 59.76 0.766 13

Low NTQLLDISsLHVATLmVYNSINK S9(Phospho) 0.823 T(2): 0.2; S(8): 17.2; S(9): 82.3; T(14): 0.2; Y(18): 0.0; S(20): 0.058 10

Low PATPTIIGALLGLGtQmySNALRK T15(Phospho)Y18(Phospho)0.826 T(3): 0.0; T(5): 0.0; T(15): 99.2; Y(18): 83.4; S(19): 17.469 16

Low VLWKHNVYGItPtIGSAHYLLK T11(Phospho)T13(Phospho)0.033 Y(8): 11.2; T(11): 22.8; T(13): 50.9; S(16): 57.5; Y(19): 57.510 0.755 12

Low yGPVIsTIPQQLSRFQFNmVSS Y1(Phospho)S6(Phospho)0.494 Y(1): 99.1; S(6): 50.1; T(7): 50.1; S(13): 0.2; S(21): 0.3; S(22): 0.145 11

Os09t0565500-01 High Conserved hypothetical protein. HATPAPASAPAAAMADPASPATGELsPRS26(Phospho) 1 T(3): 0.0; S(8): 0.0; S(19): 0.0; T(22): 0.0; S(26): 100.092 0 53

High HATPAPASAPAAAMADPAsPATGELsPRS19(Phospho)S26(Phospho)0.5 T(3): 0.0; S(8): 0.0; S(19): 50.0; T(22): 50.0; S(26): 100.081 0 49

Middle LAATLLsSPGANSsPASAADAHQAVAR S7(Phospho)S14(Phospho)0.067 T(4): 10.4; S(7): 10.4; S(8): 8.9; S(13): 74.7; S(14): 92.2; S(17): 3.428 0.024 10

Low AVLRMHsGVWSGsPcVSAYLLSR S7(Phospho)S13(Phospho)0.053 S(7): 95.3; S(11): 5.3; S(13): 7.0; S(17): 38.9; Y(19): 38.9; S(22): 14.619 11

Low ELRGtGITANAVAPGSTGTPmmYTGK T5(Phospho) 0.845 T(5): 84.5; T(8): 15.5; S(16): 0.0; T(17): 0.0; T(19): 0.0; Y(23): 0.0; T(24): 0.079 11

Low ELRGTGItANAVAPGSTGTPmmYTGK T8(Phospho) 0.746 T(5): 25.3; T(8): 74.6; S(16): 0.0; T(17): 0.0; T(19): 0.0; Y(23): 0.0; T(24): 0.037 11



Low FKLQLQsLmEtLSSTEPHyIR S7(Phospho)T11(Phospho)Y19(Phospho)0.027 S(7): 90.2; T(11): 82.2; S(13): 65.9; S(14): 33.3; T(15): 18.1; Y(19): 10.49 13

Low HssIGGGGGVETASTmGIGGGWQLAWKS2(Phospho)S3(Phospho)1 S(2): 100.0; S(3): 100.0; T(12): 0.0; S(14): 0.0; T(15): 0.067 0.232 15

Low IcAVVEEADGRYItNSGmLMQLK T14(Phospho) 0.668 Y(12): 23.8; T(14): 66.8; S(16): 9.4 23 14

Low IEDAGGFVMWAGtWRVGGVLAVsR T13(Phospho)S23(Phospho)1 T(13): 100.0; S(23): 100.0 13 10

Low ITtQTGIGTcIAIAGVALYsYIKAK T3(Phospho)S20(Phospho)0.103 T(2): 7.1; T(3): 31.0; T(5): 31.0; T(9): 31.0; Y(19): 33.3; S(20): 33.3; Y(21): 33.342 0.253 10

Low MAsSVAAAASTFLGTRLADPAPQsGR S3(Phospho)S24(Phospho)0.038 S(3): 4.1; S(4): 4.1; S(10): 4.0; T(11): 9.9; T(15): 78.5; S(24): 99.520 20

Low RVGGVWLALGSsAIAGGGVGGssWPR S12(Phospho)S22(Phospho)S23(Phospho)0.914 S(11): 8.6; S(12): 91.8; S(22): 99.6; S(23): 99.949 0.755 17

Low RVGVVLPLAVSDDGGtLtVyEHR T16(Phospho)T18(Phospho)Y20(Phospho)0.964 S(11): 3.6; T(16): 97.2; T(18): 99.6; Y(20): 99.636 13

Low sGQQLNFtIIGDRMDVR S1(Phospho)T8(Phospho)1 S(1): 100.0; T(8): 100.0 79 0.373 10

Low tVNLtNGEANLGSFFFTESSHGKR T1(Phospho)T5(Phospho)0.999 T(1): 99.9; T(5): 99.9; S(13): 0.1; T(17): 0.0; S(19): 0.0; S(20): 0.047 13

Low VVIRPASSAsGGGLAQyFLmtRR S10(Phospho)Y17(Phospho)T21(Phospho)0.711 S(7): 22.0; S(8): 7.6; S(10): 71.5; Y(17): 99.2; T(21): 99.734 14

Os09t0570850-00 High Similar to Histone H2B. TGAAADETPPVVPLQSQEtQDPNEPK T19(Phospho) 0.5 T(1): 0.0; T(8): 0.0; S(16): 50.0; T(19): 50.088 0 45

Low KPAATATAAAPSAmsKGFPSYIsPAPR S15(Phospho)S23(Phospho)0.06 T(5): 39.8; T(7): 20.8; S(12): 20.8; S(15): 21.5; S(20): 32.4; Y(21): 32.4; S(23): 32.49 0.713 10

Low NGSNmVTPLGSVPAVMAEtRGHGHGART19(Phospho) 0.04 S(3): 60.5; T(7): 27.2; S(11): 8.3; T(19): 4.00 13

Low QtEGNNYLLVIMKDQYANYVVQK T2(Phospho) 0.298 T(2): 29.8; Y(7): 29.8; Y(16): 29.8; Y(19): 10.622 0.792 17

Os10t0400200-01 Middle Glutelin type II precursor. QALGDGDIsPPR S9(Phospho) 1 S(9): 100.0 36 0.02 21

Low AAGGHQLAKELsVTQLVAIGVGsTIGAGVYVLVGtVARS12(Phospho)S23(Phospho)T35(Phospho)0.504 S(12): 85.0; T(14): 15.1; S(23): 70.3; T(24): 29.6; Y(30): 16.2; T(35): 83.831 0.691 11

Low AALtALAPEAPyLAAGTMSGAVDMLFSAsANIEIFRT4(Phospho)Y12(Phospho)S29(Phospho)0.031 T(4): 88.2; Y(12): 16.1; T(17): 91.7; S(19): 3.2; S(27): 27.5; S(29): 73.325 10

Low AALttAMAGAAATLALSKAEQcGVSVR T4(Phospho)T5(Phospho)0.722 T(4): 80.9; T(5): 80.9; T(13): 18.7; S(17): 18.8; S(25): 0.827 0.792 11

Low AsLGSFLAGR S2(Phospho) 0.842 S(2): 84.2; S(5): 15.8 31 10

Low ATGIIALSDSsLK S11(Phospho) 0.759 T(2): 0.7; S(8): 5.1; S(10): 18.3; S(11): 75.928 10

Low ATSSsLTRR S5(Phospho) 0.466 T(2): 0.0; S(3): 0.2; S(4): 6.6; S(5): 46.6; T(7): 46.646 0.668 11

Low cKLLTIPcMVDGLDDLMQyTVGR Y19(Phospho) 0.494 T(5): 1.2; Y(19): 49.4; T(20): 49.4 26 11

Low cRPLSTAEIsNGcSSIVQIDPSHETELQFVPSDKS10(Phospho) 0.22 S(5): 0.0; T(6): 0.1; S(10): 22.0; S(14): 75.6; S(15): 2.2; S(22): 0.0; T(25): 0.0; S(32): 0.049 0.318 13

Low csAVNPPSPPSSAAASMLATSLAGsLLFLLAGVLVLLFS2(Phospho)S25(Phospho)0.058 S(2): 80.6; S(8): 16.0; S(11): 8.9; S(12): 8.9; S(16): 17.8; T(20): 17.6; S(21): 42.4; S(25): 7.820 11

Low EAVTLGVLMNtK T11(Phospho) 1 T(4): 0.0; T(11): 100.0 45 17

Low EPALtVDGAVDAHAALcERFNSTVR T5(Phospho) 0.992 T(5): 99.2; S(22): 0.4; T(23): 0.4 25 0.711 10

Low FLsVVAEMGLPGFGVKDLEEGsmSsIVEcLLALKS3(Phospho)S22(Phospho)S25(Phospho)0.716 S(3): 100.0; S(22): 78.4; S(24): 28.4; S(25): 93.150 11

Low FSVMAIVAHAVVAsMLGP S14(Phospho) 1 S(2): 0.0; S(14): 100.0 58 0.388 11

Low FtAENGVIK T2(Phospho) 1 T(2): 100.0 49 12

Low FtMVLVPTLNLDGTPDSAFFTQAGR T2(Phospho) 0.999 T(2): 99.9; T(8): 0.1; T(14): 0.0; S(17): 0.0; T(21): 0.051 12

Low GFGIKHQVDSHLFESDQGALmAVLVGYsGAPIHVVKS28(Phospho) 0.497 S(10): 0.3; S(15): 0.4; Y(27): 49.7; S(28): 49.728 0.776 15

Low GGETIAAVINILSAAIyIsNAAPDLQsFsQAKAAGKY17(Phospho)S19(Phospho)S27(Phospho)S29(Phospho)0.092 T(4): 77.2; S(13): 54.8; Y(17): 42.7; S(19): 42.7; S(27): 89.9; S(29): 92.69 10

Low GMAAAQGSGVPAALALSSGHtMPsVGLGVWRmDSPAIRT21(Phospho)S24(Phospho)0.649 S(8): 0.6; S(17): 18.8; S(18): 18.8; T(21): 74.4; S(24): 85.3; S(34): 2.131 0.741 13

Low GREAAASLAAAAAAAAAAAAsSGDQQQQGRS21(Phospho) 0.499 S(7): 0.3; S(21): 49.9; S(22): 49.9 45 11

Low GTIGYAPPEYGAGNtVSTLGDIySYGILVLEmVTGKT15(Phospho)Y23(Phospho)0.019 T(2): 8.0; Y(5): 10.6; Y(10): 12.6; T(15): 15.9; S(17): 13.6; T(18): 13.6; Y(23): 26.4; S(24): 26.4; Y(25): 23.4; T(34): 49.34 0.507 17

Low GtQTLAmLK T2(Phospho) 0.976 T(2): 97.6; T(4): 2.4 45 10

Low HLGmVADEDsPLsAPSVLTEVVVRSssPMLPPLRS10(Phospho)S13(Phospho)S26(Phospho)S27(Phospho)0.027 S(10): 55.5; S(13): 60.4; S(16): 60.4; T(19): 59.1; S(25): 54.9; S(26): 54.9; S(27): 54.91 0.766 10

Low HPQLFYEAKLyNALQGGsGIANVK Y11(Phospho)S18(Phospho)0.746 Y(6): 25.4; Y(11): 77.4; S(18): 97.2 29 13

Low IVAQPYIQEsK S10(Phospho) 0.998 Y(6): 0.2; S(10): 99.8 37 0.671 12

Low KsIAHIVK S2(Phospho) 1 S(2): 100.0 45 0.776 11

Low LLVFTTIVVPLVFVyTLGmYIstAISLFRLTRY15(Phospho)S22(Phospho)T23(Phospho)0.015 T(5): 29.2; T(6): 67.7; Y(15): 28.8; T(16): 26.9; Y(20): 47.8; S(22): 47.8; T(23): 47.8; S(26): 2.5; T(31): 1.520 13

Low LMtDVPFGVLLSGGLDsSLVASVVSR T3(Phospho)S17(Phospho)0.06 T(3): 98.1; S(12): 85.6; S(17): 6.9; S(18): 6.9; S(22): 2.2; S(25): 0.331 0.792 16

Low LPAAttALVLAR T5(Phospho)T6(Phospho)1 T(5): 100.0; T(6): 100.0 15 0.766 10

Low LQVTRLtAAHtIEQAPGQSPAQAAmGVGmSLLPLVRT7(Phospho)T11(Phospho)0.409 T(4): 44.8; T(7): 66.2; T(11): 68.3; S(19): 11.6; S(30): 9.116 0.735 17



Low LtFSGsLKHR T2(Phospho)S6(Phospho)0.333 T(2): 66.7; S(4): 66.7; S(6): 66.7 19 11

Low LVAsGVPR S4(Phospho) 1 S(4): 100.0 10 0.804 14

Low mAAVWtAAAmAR T6(Phospho) 1 T(6): 100.0 60 10

Low mAGsssLAsPHsLLLPLLLLFLLVAAAIGSYDPKS4(Phospho)S5(Phospho)S6(Phospho)S9(Phospho)S12(Phospho)0.53 S(4): 85.6; S(5): 85.6; S(6): 85.6; S(9): 85.0; S(12): 85.0; S(30): 36.8; Y(31): 36.614 10

Low mDmLISAVASDLVSRFIsyLVHK S18(Phospho)Y19(Phospho)0.878 S(6): 0.1; S(10): 0.6; S(14): 11.8; S(18): 93.8; Y(19): 93.849 0.568 11

Low mEttGGGGSPKEAVVPSAASGDTtLGR T3(Phospho)T4(Phospho)T24(Phospho)0.024 T(3): 52.4; T(4): 52.4; S(9): 93.6; S(17): 1.6; S(20): 2.7; T(23): 48.7; T(24): 48.726 0.49 18

Low mLVDVVGFsTSLEFLQHHLSHccKEVyLVTRS9(Phospho)Y27(Phospho)0.047 S(9): 39.0; T(10): 39.0; S(11): 39.0; S(20): 46.6; Y(27): 18.2; T(30): 18.27 11

Low MPLDRtPLIPHQDAGAsAQALFLR T6(Phospho)S17(Phospho)1 T(6): 100.0; S(17): 100.0 53 0.531 12

Low NDtFVAALK T3(Phospho) 1 T(3): 100.0 39 10

Low QAmsQVLVEANGVtRtLVLNRPK S4(Phospho)T14(Phospho)T16(Phospho)1 S(4): 100.0; T(14): 100.0; T(16): 100.0 25 0.456 11

Low QEmFLEDINLTASDGAGNStVLPIR T20(Phospho) 0.628 T(11): 6.0; S(13): 6.0; S(19): 25.3; T(20): 62.816 0.49 10

Low RAVVtVR T5(Phospho) 1 T(5): 100.0 34 11

Low RGLLsPR S5(Phospho) 1 S(5): 100.0 26 11

Low RGLVsLR S5(Phospho) 1 S(5): 100.0 18 0.785 13

Low RHGGsLLAAAAVAAtPK S5(Phospho)T15(Phospho)1 S(5): 100.0; T(15): 100.0 24 0.665 15

Low RIEAASIDDsPPPPsLPGGmGVSLLK S10(Phospho)S15(Phospho)0.06 S(6): 93.9; S(10): 26.3; S(15): 79.6; S(23): 0.229 0.073 11

Low SAMAtLVAAAFPSR T5(Phospho) 0.482 S(1): 48.2; T(5): 48.2; S(13): 3.6 24 11

Low SKNFAVSLAELIsAAGKPNNSGEAsR S13(Phospho)S25(Phospho)0.828 S(1): 0.1; S(7): 0.2; S(13): 91.3; S(21): 17.0; S(25): 91.440 11

Low sLPAsAAcRPDVETYTLLLTSVVR S1(Phospho)S5(Phospho)0.953 S(1): 96.5; S(5): 96.5; T(14): 3.2; Y(15): 3.2; T(16): 0.6; T(20): 0.1; S(21): 0.049 0.26 17

Low sLPASAAcRPDVETYtLLLTSVVR S1(Phospho)T16(Phospho)0.011 S(1): 93.6; S(5): 93.6; T(14): 3.6; Y(15): 3.6; T(16): 3.7; T(20): 1.3; S(21): 0.612 0.055 14

Low SMTFtARPAVRR T5(Phospho) 0.972 S(1): 0.4; T(3): 2.3; T(5): 97.2 51 12

Low sSASAPAPAKGGNASGAAVTK S1(Phospho) 0.475 S(1): 47.5; S(2): 47.5; S(4): 4.7; S(15): 0.2; T(20): 0.231 0.753 11

Low sVVSPSAAQVGGGSSAR S1(Phospho) 0.891 S(1): 89.1; S(4): 5.4; S(6): 5.4; S(14): 0.0; S(15): 0.040 0.35 21

Low tAGsAREsLGSmAGVVTLVTSILLLLSGSTyGyGPKT1(Phospho)S4(Phospho)S8(Phospho)Y31(Phospho)Y33(Phospho)Too many isoforms 0.477 12

Low TELSKsELIQK S6(Phospho) 0.132 T(1): 13.2; S(4): 73.6; S(6): 13.2 32 10

Low TNQDVVVsEMGIAAGAALPGGPAGPAGGLFAcRSAAASmRS8(Phospho) 0.339 T(1): 33.9; S(8): 33.9; S(34): 16.1; S(38): 16.13 0.744 11

Low tPtVATTTPAAAAATtAAAAEVKPAKR T1(Phospho)T3(Phospho)T16(Phospho)0.007 T(1): 97.3; T(3): 97.3; T(6): 34.5; T(7): 34.5; T(8): 34.5; T(15): 1.0; T(16): 1.030 10

Low TTLENmWLETLmALIGEQFDEsEEIcGVVASVRS22(Phospho) 0.216 T(1): 7.2; T(2): 7.2; T(10): 6.0; S(22): 21.6; S(31): 58.06 10

Low VcQVVVAAVcKFNVAPPDDmsLLYELPDDASSmKS21(Phospho) 0.431 S(21): 43.1; Y(24): 19.0; S(31): 19.0; S(32): 19.019 11

Low VPLPLLLmTNTADGVGGDtSGcDIFK T19(Phospho) 0.12 T(9): 38.0; T(11): 38.0; T(19): 12.0; S(20): 12.06 0.092 10

Low VPPPsEDSSPISGGEPVVSVSSPTEsGyFGAAEGsLKS5(Phospho)S26(Phospho)Y28(Phospho)S35(Phospho)Too many isoforms 0.628 13

Low VtWVVDPKGtPGDTTFTTIAAALEK T2(Phospho)T10(Phospho)0.98 T(2): 100.0; T(10): 98.0; T(14): 0.3; T(15): 0.3; T(17): 1.1; T(18): 0.366 13

Low VtWVVDPKGTPGDTTFTtIAAALEK T2(Phospho)T18(Phospho)0.646 T(2): 100.0; T(10): 14.3; T(14): 3.4; T(15): 3.4; T(17): 14.3; T(18): 64.655 13

Low VVEKPGIMSsTK S10(Phospho) 0.333 S(9): 33.3; S(10): 33.3; T(11): 33.3 15 0.46 13

Os10t0411700-01 Low

Similar to S28 ribosomal protein

(Fragment). DKsTPVSASEmK S3(Phospho) 0.394 S(3): 39.4; T(4): 39.4; S(7): 14.5; S(9): 6.811 12

Low SKsLESTESDGR S3(Phospho) 0.067 S(1): 2.7; S(3): 6.7; S(6): 19.4; T(7): 6.7; S(9): 64.512 0.796 14

Low TIDsEKDGQFR S4(Phospho) 0.715 T(1): 28.5; S(4): 71.5 8 0.711 10

Os10t0411800-01 Low

Similar to 40S ribosomal protein S17-

3. GASLSAQNASGWtPLMVAR T13(Phospho) 0.548 S(3): 11.2; S(5): 11.2; S(10): 22.9; T(13): 54.812 11

Low GFFHcVVsGDGSLLVYR S8(Phospho) 0.821 S(8): 82.1; S(12): 17.8; Y(16): 0.1 43 0.783 12

Low IGEIVDQHsEsYKQSR S9(Phospho)S11(Phospho)0.934 S(9): 96.7; S(11): 96.7; Y(12): 6.5; S(15): 0.045 0.76 10

Low IGTWGGNGGGRVDLsVLPR S15(Phospho) 0.848 T(3): 15.2; S(15): 84.8 17 0.803 12



Low IPLAGGPQAGDsSGAmPKDK S12(Phospho) 0.969 S(12): 96.9; S(13): 3.1 47 0.806 12

Low KFLHVGsEALLEQsmK S7(Phospho)S14(Phospho)1 S(7): 100.0; S(14): 100.0 62 10

Low LLEWyWIVLSLTYmA Y5(Phospho) 0.837 Y(5): 83.7; S(10): 1.2; T(12): 7.6; Y(13): 7.626 0.617 11

Low LLsHGGLLR S3(Phospho) 1 S(3): 100.0 45 19

Low msKSAGAAAGPTAAAAAAAVQK S2(Phospho) 0.688 S(2): 68.8; S(4): 15.6; T(12): 15.6 12 0.752 15

Low RVLVtGGNGFIGsWIVR T5(Phospho)S13(Phospho)1 T(5): 100.0; S(13): 100.0 47 10

Low tIANSSSGNLGLNHTVFGK T1(Phospho) 0.43 T(1): 43.0; S(5): 20.2; S(6): 20.2; S(7): 10.5; T(15): 6.213 0.333 11

Low tLPLRLPR T1(Phospho) 1 T(1): 100.0 23 0.776 10

Low VGQPELAGAGHQLGVsSGPR S16(Phospho) 0.5 S(16): 50.0; S(17): 50.0 9 10

Low WGMIHHTGLLMPPsSPR S14(Phospho) 0.574 T(7): 21.3; S(14): 57.4; S(15): 21.3 16 0.691 11

Os10t0466300-01 Middle

Similar to Yarrowia lipolytica

chromosome C of strain CLIB99 of

Yarrowia lipolytica. DKPItAPssAmLAIsNsSNFVLsDLEGHtF T5(Phospho)S8(Phospho)S9(Phospho)S15(Phospho)S17(Phospho)S23(Phospho)T29(Phospho)0.228 T(5): 93.7; S(8): 93.7; S(9): 93.7; S(15): 77.2; S(17): 77.2; S(18): 77.2; S(23): 93.7; T(29): 93.79 0.015 13

Middle sLSELFHSFmPcIASSASLLSSSsEHLIIEDRS1(Phospho)S24(Phospho)0.022 S(1): 20.0; S(3): 20.0; S(8): 20.0; S(15): 20.0; S(16): 20.0; S(18): 20.0; S(21): 20.0; S(22): 20.0; S(23): 20.0; S(24): 20.00 0.024 13

Middle WcGGAAsDDDTTAAPmPSLGSGSAALGAGAGFAstERS7(Phospho)S34(Phospho)T35(Phospho)0.013 S(7): 41.1; T(11): 41.1; T(12): 41.1; S(18): 41.1; S(21): 40.3; S(23): 40.3; S(34): 27.5; T(35): 27.50 0.021 11

Low AGALVETPSISALQRGHSAFILsHLstQsLWKS23(Phospho)S26(Phospho)T27(Phospho)S29(Phospho)0.194 T(7): 31.7; S(9): 31.7; S(11): 31.7; S(18): 43.1; S(23): 57.3; S(26): 65.1; T(27): 77.5; S(29): 62.018 11

Low AGLIDEAmEMIssMPmEADtyVWGGILAGcRS12(Phospho)S13(Phospho)T20(Phospho)Y21(Phospho)1 S(12): 100.0; S(13): 100.0; T(20): 100.0; Y(21): 100.03 0.629 11

Low AKLmFLEAYEPGWtASQQDLGWISSLMISPTcT14(Phospho) 0.526 Y(9): 15.2; T(14): 52.6; S(16): 15.2; S(24): 5.6; S(25): 5.6; S(29): 2.8; T(31): 2.814 10

Low APTPPAAAAAPAAPPAPPsGLPSWPLLVRPPTGPARARS19(Phospho) 0.338 T(3): 16.2; S(19): 33.8; S(23): 33.8; T(32): 16.25 0.749 11

Low ASLNcIDDDESTGGLsQVR S16(Phospho) 1 S(2): 0.0; S(11): 0.0; T(12): 0.0; S(16): 100.074 14

Low AsSIHLIEGKLYLLLLGTtALsLVttPLLFK S2(Phospho)T19(Phospho)S22(Phospho)T25(Phospho)T26(Phospho)0.073 S(2): 50.2; S(3): 50.2; Y(12): 25.9; T(18): 71.9; T(19): 71.9; S(22): 76.6; T(25): 76.6; T(26): 76.622 0.55 23

Low AtmLsELALAGNsIAGEVPQLGSLNKLEmLDLRT2(Phospho)S5(Phospho)S13(Phospho)0.25 T(2): 75.0; S(5): 75.0; S(13): 75.0; S(23): 75.00 11

Low AycsFVVEHsLWVVmPFmTEGscLHLmKY2(Phospho)S4(Phospho)S10(Phospho)S22(Phospho)0.2 Y(2): 80.0; S(4): 80.0; S(10): 80.0; T(19): 80.0; S(22): 80.00 11

Low cAAAGEVVGsAAGVGRsAGmEVAIAtAAVVAMGtGNRS10(Phospho)S17(Phospho)T26(Phospho)T34(Phospho)1 S(10): 100.0; S(17): 100.0; T(26): 100.0; T(34): 100.05 11

Low cGPFGLcDADAAAtSFcGcVDGFTAASPsAWALRT14(Phospho)S29(Phospho)0.129 T(14): 45.6; S(15): 45.6; T(24): 36.3; S(27): 36.3; S(29): 36.34 0.336 12

Low cTSPmAAtsAAEsAAccFcmAsssDcHER T8(Phospho)S9(Phospho)S13(Phospho)S22(Phospho)S23(Phospho)S24(Phospho)Too many NL-allowing PTMs 0.673 11

Low DGPEGDDtHVSTRVmGTHGYAAPEYImTGHLTAKT8(Phospho) 0.125 T(8): 12.5; S(11): 12.5; T(12): 12.5; T(17): 12.5; Y(20): 12.5; Y(25): 12.5; T(28): 12.5; T(32): 12.50 10

Low DIIAtGGIDtNAVLFDRPSGQILcTLtGHsKKT5(Phospho)T10(Phospho)T27(Phospho)S30(Phospho)0.244 T(5): 88.6; T(10): 78.4; S(19): 52.1; T(25): 45.4; T(27): 67.8; S(30): 67.813 0.541 10

Low DQIYDIFQLLPPKIQVGVFsATmPPEALEITRS20(Phospho) 0.319 Y(4): 18.1; S(20): 31.9; T(22): 31.9; T(31): 18.14 0.803 10

Low DTVTIELAPAtttAIDDVDGDQPPTTMATAVSIRT11(Phospho)T12(Phospho)T13(Phospho)0.008 T(2): 33.5; T(4): 33.5; T(11): 28.7; T(12): 28.7; T(13): 28.7; T(25): 36.7; T(26): 36.7; T(29): 36.7; S(32): 36.70 10

Low DVIsWtGLLNGyMEFGLVDmAMDVFDRMPVRS4(Phospho)T6(Phospho)Y12(Phospho)1 S(4): 100.0; T(6): 100.0; Y(12): 100.0 7 0.516 11

Low DVNtLANFVSEVSLTLHDNNTAySLLISNNGTKT4(Phospho)Y23(Phospho)0.122 T(4): 53.8; S(10): 13.3; S(13): 13.8; T(15): 13.8; T(21): 8.7; Y(23): 24.2; S(24): 24.2; S(28): 24.2; T(32): 24.220 15

Low EFsmNyImVGYtLDKDyRPyPsSDPPK S3(Phospho)Y6(Phospho)T12(Phospho)Y17(Phospho)Y20(Phospho)S22(Phospho)0.078 S(3): 82.8; Y(6): 82.8; Y(11): 57.6; T(12): 75.3; Y(17): 75.3; Y(20): 75.3; S(22): 75.3; S(23): 75.37 0.405 10

Low EsNtNVHVEsVFFSAVEQLTKMNPPPVPRPKS2(Phospho)T4(Phospho)S10(Phospho)0.436 S(2): 79.8; T(4): 73.2; S(10): 73.2; S(14): 36.9; T(20): 36.99 11

Low FGGVLPDSLSNLStsLQtLsLQYNTISGRIPKT14(Phospho)S15(Phospho)T18(Phospho)S20(Phospho)Too many isoforms 0.254 10

Low GAHDPALWLAAPFtFEELDSLVYLKAALSETLRT14(Phospho) 0.269 T(14): 26.9; S(20): 18.3; Y(23): 18.3; S(29): 18.3; T(31): 18.32 0.745 10

Low GAYNAFQtLQKVFmGATVAFcAtAGIPADVQFRT8(Phospho)T23(Phospho)0.167 Y(3): 50.0; T(8): 50.0; T(17): 50.0; T(23): 50.00 0.054 12

Low GNsRALAtVsAIIDGTGSVGAALGPLLTGyIstRS3(Phospho)T8(Phospho)S10(Phospho)Y30(Phospho)S32(Phospho)T33(Phospho)0.006 S(3): 38.1; T(8): 38.1; S(10): 61.8; T(16): 81.2; S(18): 81.3; T(28): 74.9; Y(30): 74.9; S(32): 74.9; T(33): 74.914 0.804 11

Low GyVDPESFSAGHVsEAGDVYSFGVVLLELATGMRY2(Phospho)S14(Phospho)0.096 Y(2): 47.7; S(7): 34.9; S(9): 28.5; S(14): 28.1; Y(20): 21.2; S(21): 21.2; T(31): 18.65 0.203 10

Low IFNsyVNLLIsALPGSmEDEANIDGLGNKIVRS4(Phospho)Y5(Phospho)S11(Phospho)0.498 S(4): 99.8; Y(5): 99.8; S(11): 50.2; S(16): 50.228 10

Low IPHTYVSSNcFAAYFcPNLsQLTSFLPPKERS20(Phospho) 0.144 T(4): 14.4; Y(5): 14.4; S(7): 14.4; S(8): 14.4; Y(14): 14.4; S(20): 14.4; T(23): 6.9; S(24): 6.95 11

Low KDFEPDsGHWsLRPLWSQMIIDFPQDFmKS7(Phospho)S11(Phospho)0.394 S(7): 78.8; S(11): 60.6; S(17): 60.6 3 0.713 13



Low LFKGtHcImPLHSGMASLSSDSLVcAESVDtGRT5(Phospho)T31(Phospho)0.089 T(5): 31.3; S(13): 17.9; S(17): 17.0; S(19): 17.0; S(20): 17.0; S(22): 22.2; S(28): 34.6; T(31): 43.07 0.799 13

Low LKKPALAYmmGWLGWVAsDTTNVcWNTDSAARS18(Phospho) 0.242 Y(8): 24.2; S(18): 24.2; T(20): 14.3; T(21): 14.3; T(27): 11.4; S(29): 11.43 0.806 11

Low LtANsMYGcLGFsNSRFYAKPLAELITLQGRT2(Phospho)S5(Phospho)S13(Phospho)0.34 T(2): 91.0; S(5): 52.9; Y(7): 52.9; S(13): 75.3; S(15): 13.6; Y(18): 13.6; T(27): 0.837 0.597 22

Low mMDPSsssAAVPAAAPAVGDGGGGGGGGPAVAVSSAVAmASRS6(Phospho)S7(Phospho)S8(Phospho)0.011 S(5): 44.3; S(6): 44.3; S(7): 44.3; S(8): 60.1; S(34): 33.7; S(35): 54.6; S(41): 18.87 0.686 14

Low MTADTVTTTtAAVAEHPAtSLSPSSPHPQLHPRRT10(Phospho)T19(Phospho)0.232 T(2): 7.2; T(5): 7.2; T(7): 7.2; T(8): 7.2; T(9): 7.2; T(10): 62.2; T(19): 36.3; S(20): 36.3; S(22): 12.1; S(24): 12.1; S(25): 4.921 0.405 11

Low MTASANGDTDEtSGLTTPRScEVPLcSSYENGITRT12(Phospho) 0.647 T(2): 0.3; S(4): 0.3; T(9): 0.9; T(12): 64.7; S(13): 24.1; T(16): 4.0; T(17): 4.0; S(20): 0.9; S(27): 0.3; S(28): 0.3; Y(29): 0.3; T(34): 0.233 10

Low NFADGLTTFKTATFAAQGDGFMAIGmGFQNtAGAAKT31(Phospho) 0.722 T(7): 4.9; T(8): 4.9; T(11): 9.1; T(13): 9.1; T(31): 72.213 0.645 22

Low NVQPyDVFLSEPHVSFtGIIGAVAsGSFGDcSKY5(Phospho)T17(Phospho)S25(Phospho)0.027 Y(5): 41.5; S(10): 41.5; S(15): 46.0; T(17): 44.5; S(25): 42.2; S(27): 42.2; S(32): 42.20 0.611 14

Low NVSQLSEVFPDVDmVFGNGQKLsLSPENYLFRS23(Phospho) 0.659 S(3): 1.9; S(6): 1.9; S(23): 65.9; S(25): 15.2; Y(29): 15.217 0.109 12

Low QAGENSIDcSLVAPAALVLFmVmmytPsLtKY25(Phospho)T26(Phospho)S28(Phospho)T30(Phospho)0.147 S(6): 59.5; S(10): 59.5; Y(25): 66.5; T(26): 66.5; S(28): 74.1; T(30): 74.15 0.482 12

Low QNVsQHyDLSNDFFSLFLDKSMTySsAIFKS4(Phospho)Y7(Phospho)Y24(Phospho)S26(Phospho)0.005 S(4): 35.3; Y(7): 59.5; S(10): 64.0; S(15): 38.5; S(21): 38.5; T(23): 38.5; Y(24): 38.5; S(25): 43.6; S(26): 43.62 0.806 14

Low QPtmPLPtNcHcRsMPTPQsLPHPPVtAR T3(Phospho)T8(Phospho)S14(Phospho)S20(Phospho)T27(Phospho)0.178 T(3): 82.2; T(8): 82.2; S(14): 82.2; T(17): 82.2; S(20): 85.6; T(27): 85.61 0.423 14

Low QRssMALQDVEEEASANMFAATTDSEMGSSTERS3(Phospho)S4(Phospho)0.057 S(3): 27.7; S(4): 27.7; S(15): 20.7; T(22): 20.7; T(23): 20.7; S(25): 20.7; S(29): 20.7; S(30): 20.7; T(31): 20.74 0.443 14

Low SENySSsVsDDEALNAmEELLPKAsAVYPGITKY4(Phospho)S7(Phospho)S9(Phospho)S25(Phospho)0.007 S(1): 41.9; Y(4): 41.9; S(5): 41.9; S(6): 41.9; S(7): 41.9; S(9): 43.1; S(25): 44.8; Y(28): 51.2; T(32): 51.21 0.803 10

Low SESTFVQQLARPLAEyMsLPASQySVLDAERY16(Phospho)S18(Phospho)Y24(Phospho)0.028 S(1): 32.9; S(3): 32.9; T(4): 32.9; Y(16): 40.2; S(18): 40.2; S(22): 40.2; Y(24): 40.2; S(25): 40.23 0.532 13

Low SLGELDLSsNALtGGIPVELGGcsGLLKLSLSGNRS9(Phospho)T13(Phospho)S24(Phospho)0.03 S(1): 44.1; S(8): 44.1; S(9): 44.1; T(13): 44.1; S(24): 41.2; S(30): 41.2; S(32): 41.21 0.802 11

Low SNImNYSSPSNFRSGsmK S16(Phospho) 0.989 S(1): 0.0; Y(6): 0.1; S(7): 0.1; S(8): 0.1; S(10): 0.1; S(14): 0.8; S(16): 98.953 0.736 11

Low ssIsYFLVAmLLcNGFGFIVsAQVVGGGSSsRS1(Phospho)S2(Phospho)S4(Phospho)S21(Phospho)S31(Phospho)0.017 S(1): 62.5; S(2): 62.5; S(4): 62.5; Y(5): 62.5; S(21): 62.5; S(29): 62.5; S(30): 62.5; S(31): 62.50 12

Low tEMVAIAGILLLGVFVAVTGtYtsLLQIIAtF T1(Phospho)T21(Phospho)T23(Phospho)S24(Phospho)T31(Phospho)0.023 T(1): 71.7; T(19): 82.9; T(21): 73.3; Y(22): 73.3; T(23): 73.3; S(24): 73.3; T(31): 52.51 0.44 11

Low tSGIHGGGPGGPLLSQITQtmQIPLTYAEDIIGVKT1(Phospho)T20(Phospho)0.054 T(1): 27.9; S(2): 27.9; S(15): 27.9; T(18): 27.9; T(20): 27.9; T(26): 30.3; Y(27): 30.32 0.601 10

Low TTyNSSQyGILNQEGmFLAsyFVsSDLFKY3(Phospho)Y8(Phospho)S20(Phospho)Y21(Phospho)S24(Phospho)Too many isoforms 0.57 15

Low TYAFKmYDEmISSGFtPcLTTYNALLNVLSRT16(Phospho) 0.094 T(1): 13.1; Y(2): 13.1; Y(7): 9.4; S(12): 9.4; S(13): 9.4; T(16): 9.4; T(20): 9.4; T(21): 9.4; Y(22): 9.4; S(30): 8.31 0.741 12

Low tyYIGAPSESVEQDVmHSYSmAFGGGGFAISYPAAT1(Phospho)Y2(Phospho)0.067 T(1): 28.0; Y(2): 28.0; Y(3): 28.0; S(8): 22.2; S(10): 18.3; S(18): 15.1; Y(19): 15.1; S(20): 15.1; S(31): 15.0; Y(32): 15.06 12

Low VKDcFDIDAAEtEGSAmSLLtPAmEEFyWKT12(Phospho)T21(Phospho)Y28(Phospho)0.1 T(12): 60.0; S(15): 60.0; S(18): 60.0; T(21): 60.0; Y(28): 60.00 0.113 12

Low VSStQLLyQsAPYQAAILFATGPFVDQLLTSRT4(Phospho)Y8(Phospho)S10(Phospho)0.019 S(2): 35.6; S(3): 35.6; T(4): 35.6; Y(8): 35.6; S(10): 35.6; Y(13): 32.1; T(21): 32.1; T(30): 29.0; S(31): 29.03 0.368 11

Low VtVPFmVLHGTADRVtDPLASQDLYNEAssRT2(Phospho)T16(Phospho)S29(Phospho)S30(Phospho)0.03 T(2): 54.5; T(11): 58.6; T(16): 58.8; S(21): 55.8; Y(25): 57.5; S(29): 57.5; S(30): 57.51 0.69 12

Low VVNPPNNTSLtFLGmVVVmDDPLtERPDPAsKT11(Phospho)T24(Phospho)S31(Phospho)0.654 T(8): 21.2; S(9): 21.2; T(11): 79.5; T(24): 89.0; S(31): 89.018 0.764 19

Low VVVsESGWPSAEGIGAsmDNARAYNQGLIDHVGRS4(Phospho)S17(Phospho)0.139 S(4): 42.0; S(6): 42.0; S(10): 31.8; S(17): 42.0; Y(24): 42.04 0.806 11

Low VyLmRVPDASSLGALPAASLVKPtSLAEVLDAsKY2(Phospho)T24(Phospho)S33(Phospho)0.048 Y(2): 37.9; S(10): 37.9; S(11): 37.9; S(19): 37.9; T(24): 37.9; S(25): 37.9; S(33): 72.55 0.304 12

Low WsRTQSTNISWLYRPLSsLtGLcPQVIsRS2(Phospho)S18(Phospho)T20(Phospho)S28(Phospho)Too many isoforms 0.103 13

Low ysGGsLAAARtLGsGTADIAINWsGGMHHAcRY1(Phospho)S2(Phospho)S5(Phospho)T11(Phospho)S14(Phospho)S24(Phospho)0.288 Y(1): 91.5; S(2): 91.5; S(5): 91.5; T(11): 91.5; S(14): 71.2; T(16): 71.2; S(24): 91.58 0.422 13

Os10t0466700-01 Low Similar to 60S ribosomal protein L17. AGLLsAAERAGLSLsAVER S5(Phospho)S15(Phospho)0.229 S(5): 98.8; S(13): 77.1; S(15): 24.1 24 10

Low ASMSKSsLR S7(Phospho) 0.872 S(2): 0.0; S(4): 1.7; S(6): 11.1; S(7): 87.245 11

Low ASMSKsSLR S6(Phospho) 0.487 S(2): 0.5; S(4): 2.0; S(6): 48.7; S(7): 48.728 10

Low cAKmIPVmIWGtIIMR T12(Phospho) 1 T(12): 100.0 8 0.678 11

Low EIFLDLLsKLDENcNK S8(Phospho) 1 S(8): 100.0 49 0.203 11

Low HKVMAFVGIFTGFGsVGR S15(Phospho) 0.5 T(11): 50.0; S(15): 50.0 10 13

Low HLASGAGtPR T8(Phospho) 0.5 S(4): 50.0; T(8): 50.0 26 10

Low LHtNAASPR T3(Phospho) 0.999 T(3): 99.9; S(7): 0.1 42 16

Low LItsSLPR T3(Phospho)S4(Phospho)0.985 T(3): 99.8; S(4): 98.7; S(5): 1.5 55 11

Low mILFLIIscsMSVRGK S8(Phospho)S10(Phospho)0.425 S(8): 57.5; S(10): 84.9; S(12): 57.5 17 0.776 13

Low PRPNEtPR T6(Phospho) 1 T(6): 100.0 40 13

Low RADAAAAAAAMEPLVPGAtR T19(Phospho) 1 T(19): 100.0 30 10

Low RGAEPPsPR S7(Phospho) 1 S(7): 100.0 47 17

Low VcsGTQVQTLRFAFPAK S3(Phospho) 0.446 S(3): 44.6; T(5): 44.6; T(9): 10.9 31 17



Low VGTAIQQDLPKVmtmMR T14(Phospho) 0.5 T(3): 50.0; T(14): 50.0 19 10

Low VyGDFLPR Y2(Phospho) 1 Y(2): 100.0 36 13

Low VyTRTGNR Y2(Phospho) 0.489 Y(2): 48.9; T(3): 48.9; T(5): 2.1 30 14

Low yPPKEsADAAVLVAATLR Y1(Phospho)S6(Phospho)1 Y(1): 100.0; S(6): 100.0; T(16): 0.0 63 0.398 13

Low ySPPPVVEVVAEKtISR Y1(Phospho)T14(Phospho)0.726 Y(1): 81.5; S(2): 22.8; T(14): 89.8; S(16): 6.035 0.773 15

Low yVLDPGFR Y1(Phospho) 1 Y(1): 100.0 38 10

Os11t0137100-01 Low Similar to predicted protein. APGDADFEFsVGSHPMmAADQLISKGRS10(Phospho) 0.26 S(10): 26.0; S(13): 26.0; S(24): 48.0 7 0.766 14

Low ASNNTINNtPSVGPKDWSGSFLWDSR T9(Phospho) 0.459 S(2): 15.4; T(5): 15.4; T(9): 45.9; S(11): 15.4; S(18): 5.6; S(20): 2.2; S(25): 0.229 0.249 10

Low LmMPPIKNSVLPSssGVWtHFWR S14(Phospho)S15(Phospho)T19(Phospho)0.697 S(9): 2.7; S(13): 29.2; S(14): 78.7; S(15): 92.4; T(19): 97.044 14

Low mLVYEymHNQSLDtFIFDEGKR Y6(Phospho)T14(Phospho)0.128 Y(4): 19.9; Y(6): 19.9; S(11): 71.5; T(14): 88.89 0.515 17

Low TSSIDTINGSGGAGNNNFDSFsEAGWSRS22(Phospho) 0.446 T(1): 1.0; S(2): 1.0; S(3): 1.0; T(6): 1.8; S(10): 1.3; S(20): 4.8; S(22): 44.6; S(27): 44.618 13

Os11t0168200-01 Low 60S ribosomal protein L3. EHVTLGPKLSEtVK T12(Phospho) 0.403 T(4): 40.3; S(10): 19.5; T(12): 40.3 8 12

Low FLKSsAGGFLGDLVK S5(Phospho) 0.5 S(4): 50.0; S(5): 50.0 39 0.596 12

Low ISTyIRTPVsGALVSR Y4(Phospho)S10(Phospho)0.159 S(2): 17.4; T(3): 64.6; Y(4): 18.7; T(7): 4.2; S(10): 94.0; S(15): 1.128 0.799 10

Low MLLSYYHyHRR Y8(Phospho) 0.668 S(4): 14.6; Y(5): 14.6; Y(6): 4.0; Y(8): 66.821 0.615 11

Low MVPTAISHKNTSAVsTR S15(Phospho) 0.625 T(4): 0.1; S(7): 0.5; T(11): 4.6; S(12): 16.2; S(15): 62.5; T(16): 16.241 10

Low sKINGLK S1(Phospho) 1 S(1): 100.0 59 13

Low sYNLRSDSTILLR S1(Phospho) 0.5 S(1): 50.0; Y(2): 50.0; S(6): 0.0; S(8): 0.0; T(9): 0.044 14

Low VEPtVRDVLAFHR T4(Phospho) 1 T(4): 100.0 53 12

Os11t0174700-00 Middle Os11t0174700-00 WVmDAMVDAtELWSLDAyTGHGLPR T10(Phospho)Y18(Phospho)0.95 T(10): 99.7; S(14): 0.3; Y(18): 95.2; T(19): 4.775 0.013 22

Low ATmAssGAAAAAMAVFLAmALVLsGTEARS5(Phospho)S6(Phospho)S24(Phospho)0.365 T(2): 25.7; S(5): 86.3; S(6): 86.6; S(24): 50.7; T(26): 50.727 0.617 12

Low EmTGsGIFAAEGEVEEDEsANASATPVRS5(Phospho)S19(Phospho)0.447 T(3): 30.4; S(5): 65.6; S(19): 65.2; S(23): 19.4; T(25): 19.416 10

Low FIEmEHFLIPtVEPtQEPtQGRR T11(Phospho)T15(Phospho)T19(Phospho)1 T(11): 100.0; T(15): 100.0; T(19): 100.0 53 10

Low ILFsGsIHYPRstPEmWDGLIEK S4(Phospho)S6(Phospho)S12(Phospho)T13(Phospho)0.071 S(4): 28.4; S(6): 92.9; Y(9): 92.9; S(12): 92.9; T(13): 92.911 12

Low ISDFGDLASVAtFGFRGEALsSLcALGK T12(Phospho)S21(Phospho)0.441 S(2): 2.1; S(9): 49.4; T(12): 49.3; S(21): 89.9; S(22): 9.333 0.105 11

Low LEPGVQLKDTMMmGADyyQtEAER Y17(Phospho)Y18(Phospho)T20(Phospho)0.813 T(10): 18.7; Y(17): 95.2; Y(18): 93.0; T(20): 93.013 0.643 16

Low mEVTEEGLtNLtyLQcIIKETLR T9(Phospho)T12(Phospho)Y13(Phospho)0.001 T(4): 99.9; T(9): 99.4; T(12): 50.2; Y(13): 50.2; T(21): 0.311 0.731 17

Low mtVtQLAAAGAAGGASGGAAGAGGAPAADVsLRT2(Phospho)T4(Phospho)S31(Phospho)0.987 T(2): 99.4; T(4): 99.4; S(16): 1.3; S(31): 99.935 0.106 15

Low PssAATASAAGQSmSVSNVVtPAGEDEPRS2(Phospho)S3(Phospho)T21(Phospho)0.125 S(2): 51.1; S(3): 51.1; T(6): 51.1; S(8): 27.0; S(13): 16.3; S(15): 15.0; S(17): 25.4; T(21): 63.018 0.612 13

Low QLTKWLySDEQGSTVItVsGmGGLGK Y7(Phospho)T17(Phospho)S19(Phospho)0.01 T(3): 56.1; Y(7): 33.8; S(8): 33.8; S(13): 67.5; T(14): 63.1; T(17): 22.9; S(19): 22.93 0.805 19

Low tAsLLPIMIttsSPSSQPVRLQQR T1(Phospho)S3(Phospho)T10(Phospho)T11(Phospho)S12(Phospho)0.043 T(1): 70.7; S(3): 70.7; T(10): 61.5; T(11): 67.1; S(12): 67.6; S(13): 67.6; S(15): 50.5; S(16): 44.36 0.572 11

Low yLIGDKPLmDMVDPtLKSVPEEQVR Y1(Phospho)T15(Phospho)0.443 Y(1): 88.6; T(15): 55.7; S(18): 55.7 6 0.803 12

Low yTTPVPPmPTmLASLmHAstsALVK Y1(Phospho)S19(Phospho)T20(Phospho)S21(Phospho)0.013 Y(1): 50.4; T(2): 50.4; T(3): 50.4; T(10): 48.6; S(14): 51.5; S(19): 52.0; T(20): 48.3; S(21): 48.30 0.483 14

Os11t0303500-01 High

Nucleotide-binding, alpha-beta plait

domain containing protein. ATNTGScAsFSDVDEDIPEK S9(Phospho) 0.999 T(2): 0.0; T(4): 0.0; S(6): 0.0; S(9): 99.9; S(11): 0.0133 0 29

High ATNTGScASFsDVDEDIPEK S11(Phospho) 0.888 T(2): 0.0; T(4): 0.0; S(6): 0.0; S(9): 11.2; S(11): 88.899 0 50

Low EPPAPAAAsRQcDAcGDDVR S9(Phospho) 1 S(9): 100.0 19 14

Low IsLSNFAmDSINsDLsKK S2(Phospho)S13(Phospho)S16(Phospho)0.904 S(2): 98.0; S(4): 5.5; S(10): 4.8; S(13): 93.3; S(16): 98.332 0.483 12



Low KMEtEDQSLVHDyNPEK T4(Phospho)Y13(Phospho)0.995 T(4): 99.5; S(8): 0.5; Y(13): 100.0 77 10

Low KMETEDQsLVHDyNPEK S8(Phospho)Y13(Phospho)0.052 T(4): 94.8; S(8): 10.5; Y(13): 94.8 23 15

Low mmTRAsMGAMEGAAVDEVVR S6(Phospho) 0.948 T(3): 5.2; S(6): 94.8 37 0.792 11

Low MtsVVHDVSGNHGADERQK T2(Phospho)S3(Phospho)0.825 T(2): 88.1; S(3): 94.4; S(9): 17.5 18 0.62 13

Os11t0482000-01 Low Similar to 40S ribosomal protein S5. ADVcFSLsTPtDLVIHRSQVPK S8(Phospho)T11(Phospho)0.098 S(6): 15.2; S(8): 38.8; T(9): 37.8; T(11): 43.1; S(18): 65.27 0.467 10

Low ANcNLASLGVQRsRPPTPQHGGAR S13(Phospho) 0.066 S(7): 0.2; S(13): 6.6; T(17): 93.1 40 11

Low IGADGYsRmLLFHGNVLQPNVAR S7(Phospho) 0.839 Y(6): 16.1; S(7): 83.9 63 14

Low mARDVLAIPATsVAsEAAFSTGER S12(Phospho)S15(Phospho)0.311 T(11): 64.5; S(12): 64.5; S(15): 63.7; S(20): 4.4; T(21): 3.019 11

Low SEGASSSSASSSAGAGGAHRSAPGAsAGARS26(Phospho) 0.963 S(1): 0.0; S(5): 0.0; S(6): 0.0; S(7): 0.0; S(8): 0.0; S(10): 0.2; S(11): 0.2; S(12): 0.2; S(21): 3.0; S(26): 96.337 0.803 12

Low VTYIAPPQPPSPVPEESEEGsPSR S21(Phospho) 0.707 T(2): 0.0; Y(3): 0.0; S(11): 0.0; S(17): 14.6; S(21): 70.7; S(23): 14.670 0.132 17

Low WQAQDLAtIVPtLDPAGLDLLSK T8(Phospho)T12(Phospho)1 T(8): 100.0; T(12): 100.0; S(22): 0.0 58 0.657 13

Low YLsNHFYVGGSSYAGKVIPIIMK S3(Phospho) 0.498 Y(1): 49.8; S(3): 49.8; Y(7): 0.2; S(11): 0.1; S(12): 0.1; Y(13): 0.053 12

Low YsVNGVSHVNPDTPLKVADyYK S2(Phospho)Y20(Phospho)0.023 Y(1): 12.4; S(2): 12.4; S(7): 29.5; T(13): 29.5; Y(20): 58.1; Y(21): 58.11 0.735 16

Os12t0165900-01 High Hypothetical conserved gene. VPFFADDEESPAtPK T13(Phospho) 0.999 S(10): 0.1; T(13): 99.9 109 0 47

Low EVmVGsKGVIK S6(Phospho) 1 S(6): 100.0 53 10

Low IVGTsGGYRPR S5(Phospho) 0.18 T(4): 1.4; S(5): 18.0; Y(8): 80.6 26 0.395 12

Low LtGVPcKIFK T2(Phospho) 1 T(2): 100.0 93 0.802 19

Low LVKSsKPEmK S5(Phospho) 0.981 S(4): 1.9; S(5): 98.1 61 0.584 18

Low NRGVLLsEFK S7(Phospho) 1 S(7): 100.0 48 11

Low tKLFPPANFK T1(Phospho) 1 T(1): 100.0 53 0.673 13

Low tLISRNSIMK T1(Phospho) 0.891 T(1): 89.1; S(4): 5.5; S(7): 5.5 26 0.509 12

Os12t0166000-00 High Conserved hypothetical protein. VPFFADDEESPAtPK T13(Phospho) 1 S(10): 0.0; T(13): 100.0 101 0 35

Os12t0167900-01 Low 60S ribosomal protein L3. VEPtVRDVLAFHR T4(Phospho) 1 T(4): 100.0 53 12

Os12t0170700-01 Low Conserved hypothetical protein. tsDLSSLSLVSK T1(Phospho)S2(Phospho)0.779 T(1): 85.3; S(2): 85.3; S(5): 12.3; S(6): 7.6; S(8): 4.7; S(11): 4.729 11

Os12t0256300-01 High

Similar to Schizosaccharomyces

pombe (Fragment). KEPtPPLPPPPPLLPELIPGR T4(Phospho) 1 T(4): 100.0 125 0 41

Low mPLIFALSsLIKGtPFTLSK S9(Phospho)T14(Phospho)0.64 S(8): 18.3; S(9): 81.5; T(14): 78.2; T(17): 17.6; S(19): 4.541 0.322 11

Os12t0288600-01 High Conserved hypothetical protein. DVLPSPsSNQNNSSLPFVR S7(Phospho) 0.468 S(5): 46.8; S(7): 46.8; S(8): 6.5; S(13): 0.0; S(14): 0.092 0 23

High DVLPsPSSNQNNSSLPFVR S5(Phospho) 0.999 S(5): 99.9; S(7): 0.0; S(8): 0.0; S(13): 0.0; S(14): 0.0102 0 48

Low ARPAFVDAstGAALSFAGLR S9(Phospho)T10(Phospho)0.998 S(9): 99.9; T(10): 99.8; S(15): 0.2 44 11

Low EGcyLVsLmAtDATLIK Y4(Phospho)S7(Phospho)T11(Phospho)0.031 Y(4): 25.6; S(7): 80.5; T(11): 96.9; T(14): 96.92 0.125 14

Low VVEtstSSSWFLASPFR T4(Phospho)S5(Phospho)T6(Phospho)0.075 T(4): 21.5; S(5): 58.4; T(6): 58.4; S(7): 52.4; S(8): 52.4; S(9): 52.4; S(14): 4.323 0.765 15



Os12t0406200-01 Low

Similar to 40S ribosomal protein S3a

(CYC07 protein). LLLPAsGR S6(Phospho) 1 S(6): 100.0 18 0.21 11

Os12t0481100-01 High

Similar to cDNA clone:J033010C22,

full insert sequence. EMLEDEsEDEEEAK S7(Phospho) 1 S(7): 100.0 102 0 58

High FDPDGsDDDGAAASAAAGR S6(Phospho) 1 S(6): 100.0; S(14): 0.0 131 0 57

Low RDVVTWNSMIsGYSR S11(Phospho) 0.322 T(5): 1.7; S(8): 1.7; S(11): 32.2; Y(13): 32.2; S(14): 32.226 0.313 17

Low SLAAsmANLNIEVmNR S5(Phospho) 0.5 S(1): 50.0; S(5): 50.0 29 0.575 12

Os12t0502200-01 Low

Similar to Low temperature-responsive

RNA-binding protein. RAHtADEAAAVLR T4(Phospho) 1 T(4): 100.0 38 0.714 13

Low SIYAPLSPsLTAR S9(Phospho) 0.481 S(1): 1.8; Y(3): 1.8; S(7): 48.1; S(9): 48.1; T(11): 0.140 13

Os12t0530000-01 High Similar to Histone H2A. DKADIGSAsQEF S9(Phospho) 0.989 S(7): 1.1; S(9): 98.9 94 0.002 29

Low ItTSNGGSGSGSDK T2(Phospho) 0.902 T(2): 90.2; T(3): 6.8; S(4): 2.3; S(8): 0.2; S(10): 0.2; S(12): 0.229 11

Low LKVtYLK T4(Phospho) 0.991 T(4): 99.1; Y(5): 0.9 60 10

Low SLLDHLEQtAAAAsGGAAGLRK T9(Phospho)S14(Phospho)0.986 S(1): 1.4; T(9): 99.6; S(14): 99.0 36 0.77 13

Low sRsTTPASPAGR S1(Phospho)S3(Phospho)0.112 S(1): 25.3; S(3): 74.1; T(4): 74.1; T(5): 25.5; S(8): 0.927 10

Low tLLNPPPsLR T1(Phospho)S8(Phospho)1 T(1): 100.0; S(8): 100.0 53 17

Os12t0567700-01 High

Similar to 60S ribosomal protein L2

(Fragment). ASGsPPVPVMHsPPRPVTVK S4(Phospho)S12(Phospho)0.471 S(2): 52.4; S(4): 52.4; S(12): 94.4; T(18): 0.833 0 13

High DAAAAAAAPAPAPAAPAAsSPRPR S19(Phospho) 0.807 S(19): 80.7; S(20): 19.3 48 0 13

Low AIDPVLsEFAIVPPDFmSR S7(Phospho) 0.5 S(7): 50.0; S(18): 50.0 21 11

Low AtAAGAPPDAAAFNALLAALsR T2(Phospho)S21(Phospho)1 T(2): 100.0; S(21): 100.0 13 10

Low GPPPPPGQARAAtAAGALGAELR T13(Phospho) 1 T(13): 100.0 34 0.455 13

Low IGAGMtLSVAAmAAAATVEGRR T6(Phospho) 0.671 T(6): 67.1; S(8): 29.9; T(17): 3.0 14 0.714 11

Low LAcRsIFGTSTGFTDmLVK S5(Phospho) 0.42 S(5): 42.0; T(9): 14.5; S(10): 14.5; T(11): 14.5; T(14): 14.524 0.803 14

Low mALAFAGKsVAVsAISMIVR S9(Phospho)S13(Phospho)0.83 S(9): 99.2; S(13): 83.8; S(16): 17.0 58 0.612 10

Low mFIGHRsMVLSLAMSPDGR S7(Phospho) 0.486 S(7): 48.6; S(11): 48.6; S(15): 2.9 43 0.711 10

Low TQAGETAAGKYPLNVtAEGSR T16(Phospho) 0.134 T(1): 35.2; T(6): 35.2; Y(11): 13.4; T(16): 13.4; S(20): 2.714 0.776 15

Low TRVSPASPAsAR S10(Phospho) 0.767 T(1): 0.7; S(4): 4.9; S(7): 17.8; S(10): 76.726 0.562 13

Os12t0579000-01 High Leo1-like protein family protein. DVFGEsDEDEPAPYR S6(Phospho) 1 S(6): 100.0; Y(14): 0.0 94 0 32

High VMQNDAAGMDsEDEAYQQRPVASR S11(Phospho) 0.835 S(11): 83.5; Y(16): 16.5; S(23): 0.1 64 0 38

Low ImDPVKIFEGNsNHSGsQVGNWR S12(Phospho)S17(Phospho)0.433 S(12): 86.7; S(15): 56.7; S(17): 56.7 34 11



Low LyNLDWHtsAAKNEcTAAFGLK Y2(Phospho)T8(Phospho)S9(Phospho)0.283 Y(2): 84.9; T(8): 71.7; S(9): 71.7; T(16): 71.79 0.752 16

Low mDmGISSSTFAsLIsAAAsVGMLTK S12(Phospho)S15(Phospho)S19(Phospho)0.024 S(6): 51.4; S(7): 51.4; S(8): 53.3; T(9): 40.1; S(12): 25.5; S(15): 28.9; S(19): 27.2; T(24): 22.25 17

Low RtPPAPTcsAPPAsR T2(Phospho)S9(Phospho)S14(Phospho)0.83 T(2): 100.0; T(7): 17.0; S(9): 97.3; S(14): 85.853 15

Low SVLIFDLGGNTFDIsIIAIDNGVFK S15(Phospho) 0.874 S(1): 1.9; T(11): 10.7; S(15): 87.4 29 0.563 12

Low YWVTEMHVDGFRFDLAsImtR S17(Phospho)T20(Phospho)0.013 Y(1): 49.7; T(4): 49.7; S(17): 50.3; T(20): 50.34 0.805 11
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Supplemental Table 5. Nuclear phosphoproteins identified in rice embryos after 24 h of imbibition 

No. Protein IDa Description Score M.P.b M.P.P.c MW(kDa) Calc. pI Functiond 

1 Os01t0104800-01 Sas10/Utp3 family protein. 67.77 1 1 73.2 5.49 not assigned 

2 Os01t0128400-01 Protein of unknown function DUF2359, TMEM214 domain containing protein 107.61 1 1 63.3 8.75 not assigned 

3 Os01t0191100-01 Similar to Acidic ribosomal protein P2a-4 (Fragment). 498.28 3 2 11.6 4.32 protein 

4 Os01t0205500-01 Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2. 422.16 4 1 20.8 9.92 protein 

5 Os01t0226400-01 ATPase, AAA-type, core domain containing protein. 35.1 1 1 93.4 8.18 protein 

6 Os01t0243100-01 Similar to Kinesin 35.1 1 1 10 8.18 cell 

7 Os01t0851700-01 Similar to Cytosolic starch phosphorylase (Fragment). 60.66 2 1 94.4 7.24 major CHO metabolism 

8 Os01t0924900-01 GTP-binding signal recognition particle SRP54, G-domain containing protein. 224.43 3 3 56.2 6.47 not assigned 

9 Os02t0161200-01 Zinc finger, CCCH-type domain containing protein. 31.04 1 2 49 9.11 RNA 

10 Os02t0257200-01 Conserved hypothetical protein. 35.17 2 2 32.3 9.47 not assigned 

11 Os02t0288200-01 Protein of unknown function DUF573 domain containing protein 70.56 3 1 61.5 6.07 not assigned 

12 Os02t0519900-01 Similar to Elongation factor EF-2 (Fragment). 442.39 9 1 94 6.16 protein 

13 Os02t0523500-02 Similar to RNA binding protein Rp120. 39.41 1 1 44.2 5.6 RNA 

14 Os02t0549600-01 Similar to 40S ribosomal protein S10-1. 140.94 4 1 20.3 9.76 protein 

15 Os02t0550700-01 Similar to Nucleolar autoantigen-like protein 21.92 1 1 43.2 6.14 RNA 

16 Os02t0788400-01 Similar to Eukaryotic translation initiation factor 3 subunit-like protein. 69.71 2 1 32 8.5 protein 

17 Os03t0219300-01 Similar to Tubulin alpha-2 chain (Alpha-2 tubulin). 89.41 2 1 50 5.25 cell 

18 Os03t0249900-01 Conserved hypothetical protein 40.18 3 1 35.1 8.73 not assigned 

19 Os03t0327600-01 Ricin B-related lectin domain containing protein. 245.88 8 1 38.8 6.8 not assigned 

20 Os03t0337800-01 Similar to 60S ribosomal protein L19 (Fragment). 85.36 3 1 24.1 11.39 protein 

21 Os03t0350100-01 SAR DNA-binding protein-2. 387.34 9 3 61 8.82 RNA 

22 Os03t0352450-00 Hypothetical conserved gene. 20.19 1 1 52.2 9.54 not assigned 

23 Os03t0383800-02 Nucleotide-binding, alpha-beta plait domain containing protein. 39.86 4 3 78.1 4.7 RNA 

24 Os03t0383800-03 Nucleotide-binding, alpha-beta plait domain containing protein. 26.64 3 3 31.6 9.03 RNA 
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25 Os03t0392400-01 Heat shock protein DnaJ, N-terminal domain containing protein. 41.61 1 1 42.4 6.9 stress 

26 Os03t0403100-01 Similar to DNA-directed RNA polymerase subunit. 25.18 2 3 130 8.62 RNA 

27 Os03t0579300-00 Similar to 60S ribosomal protein L19 (Fragment). 72.84 3 1 24.1 11.31 protein 

28 Os03t0596900-01 GTP-binding signal recognition particle SRP54, G-domain containing protein. 34.76 1 3 77.8 5.14 not assigned 

29 Os03t0663800-01 Globulin 1 (Fragment). 3212.39 5 1 28.4 10.04 development 

30 Os03t0718500-00 Homeodomain-related domain containing protein. 28.58 1 1 24.3 7.93 RNA 

31 Os03t0726100-02 Similar to Alpha-tubulin. 68.47 2 1 41.5 5.19 cell 

32 Os03t0733400-01 Zinc finger, BED-type predicted domain containing protein. 42.31 2 1 80.9 5.33 DNA 

33 Os03t0787300-01 Similar to DnaJ homolog. 61.19 2 1 46.7 6.19 stress 

34 Os03t0839100-01 Ubiquinone biosynthesis hydroxylase, UbiH/UbiF/VisC/COQ6 domain containing protein. 0 1 1 55.6 7.77 misc 

35 Os04t0103200-01 Proteasome component region PCI domain containing protein. 24.63 1 1 46.3 5.24 protein 

36 Os04t0162533-00 Unknown 24.63 1 1 10.3 5.24 not assigned 

37 Os04t0419600-01 Histone H3. 24.69 2 1 30.5 11.82 DNA 

38 Os04t0421900-01 Similar to H0525E10.11 protein. 40.98 1 1 122.7 6.02 not assigned 

39 Os04t0446500-01 Similar to OSIGBa0140O07.15 protein. 68.29 2 1 39.3 4.97 protein 

40 Os04t0486600-01 Similar to Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC 1.2.1.12). 41.55 3 2 36.7 6.81 glycolysis 

41 Os04t0486600-02 Similar to Glyceralde-3-phosphate dehydrogenase. 41.55 2 1 25 7.93 glycolysis 

42 Os04t0501600-01 AT hook, DNA-binding, conserved site domain containing protein. 81.77 4 4 92.5 6.43 not assigned 

43 Os04t0501600-02 Nucleotide-binding, alpha-beta plait domain containing protein. 95.68 3 2 67.9 8.6 not assigned 

44 Os04t0543200-01 Nucleotide-binding, alpha-beta plait domain containing protein. 0 1 1 86.6 5.87 RNA 

45 Os04t0635900-01 DNA repair exonuclease family protein. 47.92 2 1 79.1 6.38 DNA 

46 Os04t0671800-02 Similar to H0624F09.12 protein. 32.8 1 1 45.4 5.97 RNA 

47 Os04t0679400-03 Similar to H0801D08.15 protein. 32.79 1 1 10.7 6.51 hormone metabolism 

48 Os05t0295100-01 Hypothetical conserved gene 54.83 1 1 42.9 6.4 not assigned 

49 Os05t0302700-01 Similar to ATP/ADP carrier protein. 35.72 2 2 41 9.74 transport 

50 Os05t0350500-01 Peptidase M24, structural domain domain containing protein. 174.63 4 1 43.2 7.08 protein 
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51 Os05t0367100-01 Ribosome biogenesis protein Nop16 domain containing protein. 75.78 1 1 21.1 9.67 not assigned 

52 Os05t0445500-01 Similar to Acidic ribosomal protein (Fragment). 477.23 6 3 14.4 4.27 protein 

53 Os05t0445500-02 Similar to 60S acidic ribosomal protein p2b (Fragment). 438.76 5 3 7.6 4.22 protein 

54 Os05t0494800-01 Hypothetical protein 75.78 1 1 7.6 4.22 not assigned 

55 Os05t0520100-00 Similar to MPPN domain containing protein. 31.9 1 1 34.7 9.86 not assigned 

56 Os05t0524400-01 Phosphofructokinase family protein. 68.3 2 2 62.5 6.9 glycolysis 

57 Os05t0540800-01 Homeodomain-like containing protein. 32.05 1 1 49.3 9.51 RNA 

58 Os05t0576700-01 Oleosin family protein. 68.22 1 1 18.1 9.7 lipid metabolism 

59 Os05t0592600-03 Hypothetical conserved gene. 48.7 2 1 32.5 4.64 protein 

60 Os05t0596200-03 Similar to cDNA clone:001-104-D04, full insert sequence. 35.99 1 1 18.2 9.96 not assigned 

61 Os05t0597100-01 Similar to Nucleolar histone deacetylase HD2-p39. 316.59 4 2 32.5 4.68 RNA 

62 Os06t0115500-01 Similar to 60S ribosomal protein L13 (BBC1 protein homolog). 139.65 4 1 24 10.99 protein 

63 Os06t0149400-01 Similar to Chitinase A. 46.34 2 1 42.6 4.48 DNA 

64 Os06t0234100-01 Peptidase S1C, HrtA/DegP2/Q/S family protein. 79.35 3 2 68 8.75 protein 

65 Os06t0698859-01 Similar to C2H2 zinc-finger protein SERRATE (Fragment). 10 2 2 79.9 8.85 RNA 

66 Os06t0724600-02 Sas10/Utp3 family protein.Similar to transformer-2 protein. 29.22 2 2 31.6 10.54 RNA 

67 Os07t0167200-01 Similar to Zinc finger POZ domain protein (Fragment). 21.51 1 1 46.1 5.53 protein 

68 Os07t0180900-01 Similar to 60S ribosomal protein L4. 353.84 6 1 44.7 10.54 protein 

69 Os07t0557500-01 WRC domain containing protein. 143.01 4 4 74.8 4.82 protein 

70 Os07t0574800-01 Tubulin alpha-1 chain. 80.86 2 1 49.6 5.06 cell 

71 Os07t0607800-01 Similar to leucine-rich repeat family protein. 31.68 1 1 51.8 3.93 not assigned 

72 Os08t0116500-01 Similar to 60S acidic ribosomal protein P1 (L12). 76.29 4 2 11.1 4.51 protein 

73 Os08t0117300-01 Similar to 40S ribosomal protein S13. 226.19 3 1 17.1 10.54 protein 

74 Os08t0127700-01 Similar to Pre-mRNA-splicing factor SLU7. 50.57 1 1 62 5.88 RNA 

75 Os08t0130500-01 60S acidic ribosomal protein P0. 242.92 7 4 34.4 5.49 protein 

76 Os08t0137300-01 Protein of unknown function DUF604 family protein 50.57 1 1 42 5.88 not assigned 
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77 Os08t0154600-01 Similar to Topoisomerase I. 44.57 2 2 102.6 9.54 DNA 

78 Os08t0178300-02 Hypothetical conserved gene. 36.42 1 1 50 9.82 not assigned 

79 Os08t0191700-01 Similar to Lactoylglutathione lyase (EC 4.4.1.5) 50.57 1 1 32.8 9.82 amino acid metabolism 

80 Os08t0328300-01 ENT domain containing protein. 34.69 1 1 50.3 7.66 not assigned 

81 Os08t0390000-01 Moesin domain containing protein 10.69 1 1 50.3 7.66 transport 

82 Os08t0428800-00 Similar to High mobility group I/Y-2. 70.46 3 3 18.7 10.46 DNA 

83 Os08t0512400-02 Similar to AT-hook protein 1. 153.37 2 2 35.2 10.07 RNA 

84 Os08t0528900-01 Similar to Transcriptional activator FHA1. 36.21 1 1 38.1 7.69 RNA 

85 Os08t0533700-01 Similar to cation cation antiporter. 10 1 1 26.4 5.83 transport 

86 Os09t0369500-01 Conserved hypothetical protein 36.21 1 1 41.4 5.83 not assigned 

87 Os09t0372400-02 Conserved hypothetical protein. 30.39 2 1 47.3 4.61 not assigned 

88 Os09t0402100-01 PF1 protein. 40.3 3 1 21.7 9.95 DNA 

89 Os09t0491708-01 Protein of unknown function DUF296 domain containing protein. 46.37 2 2 35.5 10.14 RNA 

90 Os09t0565500-01 Conserved hypothetical protein. 67.47 2 2 70 7.46 not assigned 

91 Os09t0570850-00 Similar to Histone H2B. 45.18 1 1 16.8 9.55 DNA 

92 Os10t0466300-01 Similar to Yarrowia lipolytica chromosome C of strain CLIB99 of Yarrowia lipolytica. 29.8 2 1 57.8 6.39 RNA 

93 Os11t0174700-00 Unknown 10 1 1 37.9 6.07 not assigned 

94 Os11t0247300-01 Alfa-tubulin. 84.67 3 1 49.7 4.96 cell 

95 Os11t0303500-01 Nucleotide-binding, alpha-beta plait domain containing protein. 33.59 1 1 77.6 9.76 RNA 

96 Os12t0165900-01 Hypothetical conserved gene. 68.04 2 1 98.7 8.31 protein 

97 Os12t0166000-00 Conserved hypothetical protein. 34.9 1 1 75.2 9.64 protein 

98 Os12t0256300-01 Similar to Schizosaccharomyces pombe (Fragment). 40.76 1 1 90 7.8 protein 

99 Os12t0288600-01 Conserved hypothetical protein. 59.79 1 1 62.3 7.09 not assigned 

100 Os12t0481100-01 Similar to cDNA clone:J033010C22, full insert sequence. 111.67 2 2 89.5 5.43 DNA 

101 Os12t0530000-01 Similar to Histone H2A. 531.28 3 1 14.3 10.2 DNA 

102 Os12t0579000-01 Leo1-like protein family protein. 47.08 2 2 75.9 4.69 RNA 
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aProtein ID is according to The Rice Annotation Project Database, bM.P. means number of matched peptide, cM.P.P. means number of matched phosphopeptide, dFunction 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. 
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Supplemental Table 6. Nuclear phosphoproteins identified in rice embryos during early stage of germination  

No. Protein IDa Description M.P.P.b Ratio_0 StdDev_0 PValue_0 Ratio_12 StdDev_12 PValue_12 Ratio_24 StdDev_24 PValue_24 

1 Os01t0896700-00 Similar to 60S ribosomal protein L5. 4 1 0.229  1 14.267  0.509  0.0831  12.866  0.197  0.0000  

2 Os01t0896800-01 Ribosomal protein L18/L5 domain containing protein. 4 1 0.229  1 14.267  0.509  0.0831  12.866  0.197  0.0000  

3 Os08t0512400-01 Protein of unknown function DUF296 domain containing protein. 2 1 0.400  1 55.609  0.783  0.0965  6.752  0.329  0.0033  

4 Os08t0512400-02 Similar to AT_hook protein 1. 4 1 0.289  1 28.402  0.549  0.0055  5.076  0.285  0.0004  

5 Os06t0234100-01 Peptidase S1C_ HrtA/DegP2/Q/S family protein. 1 1 0.493  1 36.110  1.133  0.1978  3.457  1.935  0.5419  

6 Os08t0246001-01 Hypothetical gene. 1 1 0.570  1 1.534  0.582  0.1747  0.987  0.903  0.9751  

7 Os01t0962600-01 Similar to 40S ribosomal protein S10_1. 1 1 1.740  1 6.837  1.761  0.2371  0.950  1.080  0.9312  

8 Os02t0549600-01 Similar to 40S ribosomal protein S10_1. 1 1 1.740  1 6.837  1.761  0.2371  0.950  1.080  0.9312  

9 Os07t0557500-01 WRC domain containing protein. 5 1 0.106  1 1.700  0.510  0.0017  0.600  0.143  0.0000  

10 Os04t0501600-01 AT hook_ DNA_binding_ conserved site domain containing protein. 6 1 0.223  1 10.264  0.461  0.2846  0.470  0.229  0.0000  

11 Os04t0501600-02 Similar to H0311C03.6 protein. 6 1 0.223  1 10.264  0.461  0.2846  0.470  0.229  0.0000  

12 Os03t0327600-01 Ricin B_related lectin domain containing protein. 2 1 0.873  1 2.200  1.069  0.1284  0.433  0.753  0.2335  

13 Os09t0565500-01 Conserved hypothetical protein. 2 1 0.614  1 1.781  0.777  0.7400  0.344  0.549  0.0830  

14 Os11t0303500-01 Nucleotide_binding_ alpha_beta plait domain containing protein. 2 1 0.551  1 3.197  0.844  0.5207  0.335  0.392  0.0881  

15 Os02t0744650-00 Similar to CSLA1_cellulose synthase_like family A; mannan synthase. 2 1 0.281  1 2.301  0.493  0.3279  0.269  0.255  0.0015  

16 Os06t0724600-02 Similar to transformer_2 protein. 1 1 1.161  1 1.762  1.480  0.5008  0.257  0.730  0.1565  

17 Os03t0403100-01 Similar to DNA_directed RNA polymerase subunit. 2 1 0.661  1 4.808  1.069  0.3346  0.241  0.340  0.0622  

18 Os03t0733400-01 Zinc finger_ BED_type predicted domain containing protein. 1 1 0.185  1 1.712  0.744  0.6220  0.198  0.187  0.0005  

19 Os02t0161200-01 Zinc finger_ CCCH_type domain containing protein. 6 1 0.136  1 2.994  0.759  0.0000  0.191  0.467  0.0003  

20 Os06t0532101-00 Hypothetical protein. 1 1 0.948  1 0.830  0.990  0.6698  0.159  1.110  0.0856  

21 Os09t0491708-01 Protein of unknown function DUF296 domain containing protein. 1 1 0.686  1 0.469  1.784  0.3127  0.157  0.465  0.0506  

22 Os07t0574800-01 Tubulin alpha_1 chain. 2 1 0.082  1 0.247  0.672  0.0000  0.137  1.051  0.0155  

23 Os03t0350100-01 SAR DNA_binding protein_2. 7 1 0.083  1 0.031  0.371  0.0000  0.124  0.177  0.0000  

24 Os01t0924900-02 Similar to BRI1_KD interacting protein 112 (Fragment). 5 1 0.058  1 0.663  0.285  0.0000  0.113  0.057  0.0000  
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25 Os01t0924900-01 GTP_binding signal recognition particle SRP54_ G_domain containing protein. 7 1 0.057  1 0.594  0.270  0.0000  0.113  0.057  0.0000  

26 Os03t0383800-02 Nucleotide_binding_ alpha_beta plait domain containing protein. 8 1 0.196  1 0.208  0.521  0.0000  0.106  0.350  0.0005  

27 Os02t0204300-01 Similar to Fgenesh protein 41. 3 1 0.282  1 0.783  0.844  0.0007  0.098  0.323  0.0008  

28 Os02t0759800-01 Similar to GAMYB_binding protein (Fragment). 3 1 0.482  1 0.584  1.042  0.1347  0.070  0.561  0.0286  

29 Os02t0759800-02 Similar to pre_mRNA_splicing factor prp45. 3 1 0.482  1 0.584  1.042  0.1347  0.070  0.561  0.0286  

30 Os01t0959000-01 Nucleotide_binding_ alpha_beta plait domain containing protein. 1 1 0.514  1 0.247  0.963  0.0166  0.065  1.043  0.0132  

31 Os05t0295100-01 Hypothetical conserved gene. 1 1 1.386  1 0.331  1.564  0.2314  0.061  0.852  0.1435  

32 Os05t0295100-02 Protein of unknown function DUF1253 family protein. 1 1 1.386  1 0.331  1.564  0.2314  0.061  0.852  0.1435  

33 Os05t0524400-01 Phosphofructokinase family protein. 2 1 0.361  1 0.875  0.661  0.9939  0.061  0.475  0.0024  

34 Os05t0105900-01 Nucleotide_binding_ alpha_beta plait domain containing protein. 1 1 0.186  1 0.375  0.814  0.0451  0.058  0.175  0.0032  

35 Os03t0350300-01 Similar to SAR DNA_binding protein_like protein. 4 1 0.189  1 0.014  0.579  0.0000  0.051  0.420  0.0001  

36 Os03t0249900-01 Conserved hypothetical protein. 7 1 0.116  1 0.358  0.378  0.0000  0.044  0.217  0.0000  

37 Os01t0125700-01 Conserved hypothetical protein. 1 1 2.114  1 6.954  2.055  0.2743  0.041  2.789  0.2565  

38 Os01t0744300-01 Similar to Casein kinase_like protein. 1 1 0.472  1 0.664  0.885  0.5325  0.041  0.570  0.0107  

39 Os02t0709900-01 Conserved hypothetical protein. 2 1 0.702  1 0.452  1.039  0.2040  0.041  0.956  0.0386  

40 Os08t0117300-01 Similar to 40S ribosomal protein S13. 3 1 0.171  1 0.249  0.611  0.1569  0.033  0.337  0.0036  

41 Os05t0445500-01 Similar to Acidic ribosomal protein (Fragment). 6 1 0.116  1 0.170  0.382  0.0000  0.029  0.201  0.0000  

42 Os05t0445500-02 Similar to 60S acidic ribosomal protein p2b (Fragment). 6 1 0.116  1 0.170  0.382  0.0000  0.029  0.201  0.0000  

43 Os02t0288200-01 Protein of unknown function DUF573 domain containing protein. 13 1 0.171  1 0.014  0.402  0.0000  0.029  0.246  0.0000  

44 Os05t0596200-03 Similar to cDNA clone:001_104_D04_ full insert sequence. 2 1 0.805  1 2.819  0.940  0.4973  0.023  0.885  0.0707  

45 Os03t0596900-01 GTP_binding signal recognition particle SRP54_ G_domain containing protein. 3 1 0.525  1 0.215  0.742  0.0295  0.020  0.922  0.0121  

46 Os05t0367100-01 Ribosome biogenesis protein Nop16 domain containing protein. 3 1 0.166  1 0.320  0.706  0.0111  0.020  0.539  0.0814  

47 Os12t0165900-01 Hypothetical conserved gene. 2 1 0.567  1 0.554  0.718  0.0856  0.018  0.437  0.0212  

48 Os12t0166000-00 Conserved hypothetical protein. 2 1 0.567  1 0.554  0.718  0.0856  0.018  0.437  0.0212  

49 Os01t0191100-01 Similar to Acidic ribosomal protein P2a_4 (Fragment). 4 1 0.122  1 0.199  0.432  0.0003  0.017  0.220  0.0000  

50 Os02t0529700-01 Similar to Acidic ribosomal protein P2a_4 (Fragment). 4 1 0.122  1 0.199  0.432  0.0003  0.017  0.220  0.0000  
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51 Os03t0811500-01 Zinc finger_ HIT_type domain containing protein. 1 1 1.811  1 0.770  1.796  0.7443  0.016  2.005  0.2004  

52 Os05t0597100-01 Similar to Nucleolar histone deacetylase HD2_p39. 7 1 0.182  1 0.051  0.317  0.0000  0.015  0.205  0.0000  

53 Os12t0288600-01 Conserved hypothetical protein. 2 1 0.170  1 0.046  0.875  0.1723  0.014  0.711  0.0003  

54 Os04t0446500-01 Similar to OSIGBa0140O07.15 protein. 4 1 0.072  1 0.071  0.354  0.0000  0.014  0.108  0.0000  

55 Os04t0446500-02 Similar to FK506_binding protein 2 precursor (EC 5.2.1.8)  4 1 0.072  1 0.071  0.354  0.0000  0.014  0.108  0.0000  

56 Os01t0505700-01 Conserved hypothetical protein. 1 1 1.693  1 0.189  1.838  0.2356  0.014  1.160  0.1812  

57 Os07t0203300-01 Nucleic acid_binding_ OB_fold domain containing protein. 1 1 1.085  1 0.158  1.474  0.1062  0.014  1.127  0.0877  

58 Os04t0306800-01 RNA recognition motif_ RNP_1 domain containing protein. 1 1 1.334  1 0.087  1.957  0.1376  0.012  1.383  0.1242  

59 Os04t0306800-02 Similar to OSIGBa0096F13.9 protein. 1 1 1.334  1 0.087  1.957  0.1376  0.012  1.383  0.1242  

60 Os01t0128400-01 Protein of unknown function DUF2359_ TMEM214 domain containing protein. 2 1 0.125  1 0.289  0.914  0.0241  0.010  0.383  0.0000  

61 Os07t0603200-01 WD40 repeat_like domain containing protein. 3 1 0.347  1 0.154  0.606  0.0062  0.010  0.577  0.0028  

62 Os08t0130500-01 60S acidic ribosomal protein P0. 2 1 0.270  1 0.307  0.657  0.0023  0.009  0.613  0.0003  

63 Os08t0130500-02 Similar to 60S acidic ribosomal protein p0. 2 1 0.270  1 0.307  0.657  0.0023  0.009  0.613  0.0003  

64 Os11t0135400-00 60S acidic ribosomal protein P0. 2 1 0.270  1 0.307  0.657  0.0023  0.009  0.613  0.0003  

65 Os12t0133050-00 Similar to 60S acidic ribosomal protein P0. 2 1 0.270  1 0.307  0.657  0.0023  0.009  0.613  0.0003  

66 Os08t0528900-01 Similar to Transcriptional activator FHA1. 1 1 0.838  1 0.214  1.505  0.0626  0.009  1.476  0.0547  

67 Os12t0481100-01 Similar to cDNA clone:J033010C22_ full insert sequence. 2 1 0.358  1 0.101  0.823  0.0012  0.008  0.346  0.0014  

68 Os03t0249900-02 Hypothetical conserved gene. 3 1 0.504  1 0.846  0.778  0.9613  0.007  0.318  0.0092  

69 Os08t0129200-02 Similar to Cold shock protein_1. 1 1 0.668  1 0.041  1.755  0.0348  0.007  1.204  0.0356  

70 Os09t0551300-01 Similar to predicted protein. 9 1 0.424  1 0.048  0.610  0.0745  0.006  0.462  0.2504  

71 Os09t0551300-02 Bacterial Fmu (Sun)/eukaryotic nucleolar NOL1/Nop2p domain containing protein. 9 1 0.424  1 0.048  0.610  0.0745  0.006  0.462  0.2504  

72 Os01t0224500-01 Conserved hypothetical protein. 3 1 1.011  1 0.371  1.057  0.3761  0.005  1.007  0.1231  

73 Os01t0582400-01 Similar to Multidomain cyclophilin type peptidyl_prolyl cis_trans isomerase. 3 1 0.121  1 0.098  0.423  0.0000  0.004  0.318  0.0000  

74 Os08t0154600-01 Similar to Topoisomerase I. 2 1 0.256  1 0.064  1.404  0.0022  0.003  1.008  0.0029  

75 Os08t0127700-01 Similar to Pre_mRNA_splicing factor SLU7. 3 1 0.174  1 0.092  0.648  0.0002  0.003  0.826  0.0257  

76 Os04t0480400-01 Similar to OSIGBa0158F13.7 protein. 3 1 0.131  1 0.005  0.738  0.0023  0.003  0.625  0.3703  
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77 Os07t0636000-01 Similar to H/ACA ribonucleoprotein complex subunit 4 (EC 5.4.99._)  2 1 0.384  1 0.004  0.496  0.0022  0.002  0.760  0.0022  

78 Os07t0633200-01 Similar to SC35_like splicing factor SCL30a_ 30a kD. 1 1 0.753  1 0.002  2.109  0.0443  0.002  0.530  0.0443  

79 Os05t0560600-01 Homeodomain_like containing protein. 1 1 0.852  1 0.019  1.076  0.0618  0.002  1.262  0.0590  

80 Os12t0579000-01 Leo1_like protein family protein. 1 1 0.451  1 0.687  0.888  0.6026  0.002  1.034  0.0085  

81 Os12t0527800-01 Zinc finger_ RING/FYVE/PHD_type domain containing protein. 3 1 0.317  1 0.144  0.629  0.0004  0.002  0.668  0.0005  

82 Os03t0352450-00 Hypothetical conserved gene. 1 1 1.032  1 0.323  1.396  0.1373  0.002  1.383  0.0787  

83 Os01t0104800-01 Sas10/Utp3 family protein. 3 1 0.065  1 0.055  0.410  0.0000  0.001  0.336  0.0000  

84 Os05t0490000-01 KRR1 interacting protein 1 domain containing protein. 4 1 0.096  1 0.009  0.797  0.0005  0.001  0.517  0.2361  

85 Os07t0644300-02 Similar to XPA_binding protein 2 (Adapter protein ATH_55). 1 1 0.205  1 0.013  1.762  0.0026  0.001  1.098  0.0035  

86 Os08t0116500-01 Similar to 60S acidic ribosomal protein P1 (L12). 3 1 0.160  1 0.138  0.595  0.0215  0.001  0.639  0.0037  

87 Os09t0103400-01 Conserved hypothetical protein. 2 1 0.191  1 0.006  1.320  0.0004  0.001  1.320  0.0004  

88 Os10t0559700-01 Similar to Agenet domain containing protein_ expressed. 4 1 0.504  1 0.004  0.865  0.0081  0.000  1.118  0.0080  

89 Os10t0559700-02 Similar to Agenet domain containing protein_ expressed. 4 1 0.504  1 0.004  0.865  0.0081  0.000  1.118  0.0080  

90 Os03t0219300-01 Similar to Tubulin alpha_2 chain (Alpha_2 tubulin). 1 1 0.082  1 0.073  0.716  0.0000  0.000  1.784  0.0070  

91 Os02t0523500-01 Similar to 110 kDa 4SNc_Tudor domain protein (Fragment). 1 1 0.349  1 0.026  1.403  0.0032  0.000  1.952  0.0814  

92 Os02t0523500-02 Similar to RNA binding protein Rp120. 1 1 0.349  1 0.026  1.403  0.0032  0.000  1.952  0.0814  

93 Os07t0408100-01 WD40 repeat_like domain containing protein. 1 1 1.103  1 0.125  2.276  0.0962  0.000  2.284  0.0883  

94 Os02t0591800-01 Brix domain containing protein. 1 1 0.397  1 0.000  1.931  0.0129  0.000  1.931  0.0129  

95 Os08t0467600-00 Hypothetical conserved gene. 2 1 0.630  1 0.000  0.919  0.6979  0.000  0.912  0.2607  

96 Os02t0771200-01 Protein of unknown function DUF573 domain containing protein. 11 1 0.144  1 0.024  0.505  0.0259  0.000  0.327  0.9972  

97 Os02t0728700-01 Ribosomal RNA_processint protein 7 domain containing protein. 4 1 0.115  1 0.026  0.458  0.0000  0.000  0.552  0.5965  

98 Os08t0192900-01 Nucleotide_binding_ alpha_beta plait domain containing protein. 11 1 0.050  1 0.003  0.376  0.1053  0.000  0.314  1.0000  

99 Os01t0109700-01 Similar to Paired amphipathic helix repeat_containing protein / transcription 

regulator_related. 

1 1 0.938  1 0.167  1.610  0.0755  0.000  1.000  1.0000  

100 Os03t0343700-01 Brix domain containing protein. 1 1 1.160  1 0.026  1.447  0.1005  0.000  1.000  1.0000  

101 Os02t0301000-01 Zinc finger_ RING/FYVE/PHD_type domain containing protein. 3 1 0.260  1 0.010  0.949  0.0005  0.000  0.577  1.0000  
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102 Os08t0532400-01 Similar to AT.I.24_7 protein. 1 1 0.411  1 0.006  1.937  0.0137  0.000  1.000  1.0000  

103 Os03t0726100-01 Similar to Tubulin alpha_1 chain (Alpha_1 tubulin). 1 1 0.157  1 0.004  1.811  0.0019  0.000  1.000  1.0000  

104 Os03t0726100-02 Similar to Alpha_tubulin. 1 1 0.157  1 0.004  1.811  0.0019  0.000  1.000  1.0000  

105 Os11t0247300-01 Alfa_tubulin. 1 1 0.157  1 0.004  1.811  0.0019  0.000  1.000  1.0000  

106 Os05t0519500-02 WD40/YVTN repeat_like domain containing protein. 1 1 0.401  1 0.003  1.429  0.0058  0.000  1.000  1.0000  

107 Os03t0110400-01 Similar to nuclear matrix protein_related. 1 1 0.743  1 0.000  1.000  1.0000  0.000  1.000  1.0000  

108 Os06t0698859-01 Similar to C2H2 zinc_finger protein SERRATE (Fragment). 1 1 0.409  1 0.000  1.000  1.0000  0.000  1.000  1.0000  

109 Os06t0275900-01 Forkhead_associated domain containing protein. 1 1 0.156  1 0.000  1.000  1.0000  0.000  1.000  1.0000  

110 Os06t0275900-02 Similar to FHA domain protein. 1 1 0.156  1 0.000  1.000  1.0000  0.000  1.000  1.0000  

111 Os02t0766700-01 Similar to Abscisic acid responsive elements_binding factor (ABA_responsive element 

binding protein 2) (AREB2). 

1 1 0.618  1 0.000  1.000  1.0000  0.000  1.000  1.0000  

112 Os06t0211200-01 Similar to Abscisic acid responsive elements_binding factor (ABA_responsive element 

binding protein 1) (AREB1). 

1 1 0.618  1 0.000  1.000  1.0000  0.000  1.000  1.0000  

113 Os09t0456200-01 Similar to BZIP transcription factor ABI5. 1 1 0.618  1 0.000  1.000  1.0000  0.000  1.000  1.0000  

114 Os02t0565000-01 Homeodomain_like containing protein. 1 1 0.795  1 0.000  1.000  1.0000  0.000  1.000  1.0000  

115 Os03t0708900-01 Zinc finger_ RanBP2_type domain containing protein. 1 1 0.224  1 0.000  1.000  1.0000  0.000  1.000  1.0000  

aProtein ID is accordint to The Rice Annotation Project Database, bM.P.P. means number of matched phosphopeptide. 
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Supplemental Table 7. The probabilities of phosphorylation site assignment for nuclear phosphopeptides in rice embryos during early stage of 

germination 

No. Protein IDa Description M.P.P.b Ratio_0 StdDev_0 PValue_0 Ratio_12 StdDev_12 PValue_12 Ratio_24 StdDev_24 PValue_24 

1 Os06t0234100-01 Peptidase S1C_ HrtA/DegP2/Q/S family protein. 1 1 0.492919 1 36.11041 1.13269 0.197771 3.457322 1.935045 0.541873 

  RTRPEPPSDATAAPHAPPSPPR+Phospho(19) 1 0.492919 1 36.11041 1.13269 0.197771 3.457322 1.935045 0.541873 0 

2 Os08t0512400-02 Similar to AT_hook protein 1. 4 1 0.289151 1 28.40185 0.548853 0.005505 5.07571 0.284603 0.000426 

  AVPTATMTPNSPPSR+Phospho(11) 3 0.510058 1 69.61356 0.912254 0.095355 7.945661 0.496959 0.046109 0 

  AVPTATMTPNSPPSR+Phospho(14) 2 0.645682 1 16.27102 1.528893 0.205195 5.818563 0.439274 0.008022 0 

  DLFTMPKSPPAAAAAPPQSVR+Phospho(8) 1 1.054297 1 2.722583 0.861726 0.061028 0.188139 0.755025 0.11554 0 

  SPPAAAAAPPQSVR+Phospho(1) 1 0.455562 1 0.019962 1.706173 0.01626 0.005116 0.857448 0.017012 0 

3 Os01t0896700-00 Similar to 60S ribosomal protein L5. 4 1 0.229473 1 14.26698 0.508612 0.083096 12.86558 0.196937 8.81E-06 

  LNALNSSATADDDDEEEDDE+Phospho(6) 1 0.631609 1 4.089508 1.341531 0.330018 0.014986 1.552409 0.03222 0 

  LNALNSSATADDDDEEEDDE+Phospho(7) 1 0.631609 1 4.089508 1.341531 0.330018 0.014986 1.552409 0.03222 0 

4 Os01t0896800-01 Ribosomal protein L18/L5 domain containing protein. 4 1 0.229473 1 14.26698 0.508612 0.083096 12.86558 0.196937 8.81E-06 

  LNALNSSATADDDDEEEDDE+Phospho(6) 1 0.631609 1 4.089508 1.341531 0.330018 0.014986 1.552409 0.03222 0 

  LNALNSSATADDDDEEEDDE+Phospho(7) 1 0.631609 1 4.089508 1.341531 0.330018 0.014986 1.552409 0.03222 0 

5 Os04t0501600-01 AT hook_ DNA_binding_ conserved site domain containing protein. 6 1 0.223193 1 10.26439 0.461481 0.284596 0.469936 0.228932 1.57E-05 

  ELSPETDDTDNKLPPETTNR+Phospho(3) 4 0.35113 1 27.06246 0.790591 0.222594 0.723455 0.315833 0.001829 0 

  QQEDTPPDEDTDEDLSLK+Phospho(11) 1 0.52999 1 1.010305 1.191305 0.986819 0.157869 0.617782 0.027195 0 

  QQEDTPPDEDTDEDLSLK+Phospho(16) 1 0.603739 1 1.048844 1.230099 0.940317 0.161453 0.600213 0.037693 0 

  QQEDTPPDEDTDEDLSLK+Phospho(5) 2 0.678131 1 0.133541 1.496464 0.034006 0.000946 1.231154 0.031546 0 

  QQEDTPPDEDTDEDLSLKDIVSPK+Phospho(11) 1 0.757519 1 2.67628 1.248213 0.337888 0.283854 0.816554 0.069964 0 

  QQEDTPPDEDTDEDLSLKDIVSPK+Phospho(5) 1 0.757519 1 2.67628 1.248213 0.337888 0.283854 0.816554 0.069964 0 

6 Os01t0125700-01 Conserved hypothetical protein. 1 1 2.114293 1 6.954111 2.05516 0.274331 0.041388 2.789197 0.256521 

  ENANLIDADDSDELR+Phospho(11) 1 2.114293 1 6.954111 2.05516 0.274331 0.041388 2.789197 0.256521 0 

7 Os01t0962600-01 Similar to 40S ribosomal protein S10_1. 1 1 1.740245 1 6.837108 1.760834 0.237148 0.950299 1.080216 0.931224 
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  TTAPAEFQPSFR+Phospho(10) 1 1.740245 1 6.837108 1.760834 0.237148 0.950299 1.080216 0.931224 0 

8 Os02t0549600-01 Similar to 40S ribosomal protein S10_1. 1 1 1.740245 1 6.837108 1.760834 0.237148 0.950299 1.080216 0.931224 

  TTAPAEFQPSFR+Phospho(10) 1 1.740245 1 6.837108 1.760834 0.237148 0.950299 1.080216 0.931224 0 

9 Os03t0403100-01 Similar to DNA_directed RNA polymerase subunit. 2 1 0.661022 1 4.808104 1.069062 0.33456 0.241077 0.340285 0.062236 

  TEEEEAPAAKDPNASLPSPTYR+Phospho(20) 1 0.934826 1 4.808104 1.511881 0.31918 0.241077 0.481236 0.106594 0 

  TEEEEAPAAKDPNASLPSPTYR+Phospho(21) 1 0.934826 1 4.808104 1.511881 0.31918 0.241077 0.481236 0.106594 0 

10 Os11t0303500-01 Nucleotide_binding_ alpha_beta plait domain containing protein. 2 1 0.550892 1 3.19684 0.844354 0.520717 0.335376 0.391816 0.088131 

  ATNTTSCASFSDVDEDIPEK+Carbamidomethyl(7)Phospho(11) 3 0.679352 1 3.382344 1.003902 0.47558 0.332211 0.477005 0.131 0 

  ATNTTSCASFSDVDEDIPEK+Carbamidomethyl(7)Phospho(9) 1 0.941417 1 2.748355 1.560951 0.419011 0.34194 0.686988 0.133274 0 

11 Os02t0161200-01 Zinc finger_ CCCH_type domain containing protein. 6 1 0.136386 1 2.994013 0.758803 1.19E-06 0.19075 0.466915 0.000274 

  TANEETSSVNEDLNERSPNTAATK+Phospho(17) 2 0.190805 1 0.057058 1.320884 0.000272 0.00945 1.167899 0.000379 0 

  TANEETSSVNEDLNERSPNTAATK+Phospho(20) 1 0.292306 1 0.114339 1.878204 0.004435 0.01561 1.501655 0.006384 0 

  TANEETSSVNEDLNERSPNTAATK+Phospho(23) 1 0.292306 1 0.114339 1.878204 0.004435 0.01561 1.501655 0.006384 0 

  TANEETSSVNEDLNERSPNTAATK+Phospho(7)Phospho(17) 1 0.963056 1 0.119869 2.208672 0.070055 0 0 1 0 

  TANEETSSVNEDLNERSPNTAATK+Phospho(7)Phospho(20) 1 1.171098 1 27.0688 2.31446 0.436439 0.88345 1.016983 0.789201 0 

  TANEETSSVNEDLNERSPNTAATK+Phospho(8)Phospho(17) 1 0.963056 1 0.119869 2.208672 0.070055 0 0 1 0 

12 Os05t0596200-03 Similar to cDNA clone:001_104_D04_ full insert sequence. 2 1 0.805178 1 2.818894 0.939969 0.497342 0.022637 0.884824 0.070724 

  RVDYSDDDDDFIVK+Phospho(5) 2 0.929071 1 3.338694 1.132506 0.344575 0.013027 1.32842 0.076911 0 

  VDYSDDDDDFIVK+Phospho(4) 1 1.613845 1 1.667936 1.685202 0.537191 0.0303 1.18627 0.172832 0 

13 Os02t0744650-00 Similar to CSLA1_cellulose synthase_like family A; mannan synthase. 2 1 0.281196 1 2.301067 0.492918 0.327885 0.269123 0.255324 0.001456 

  WEFVNANDCLLTRMQEMSMDYHFK+Carbamidomethyl(9)Phospho(18)Phospho(21

)Oxidation(17) 

2 0.397671 1 2.301067 0.697092 0.314598 0.269123 0.361083 0.012179 0 

  WEFVNANDCLLTRMQEMSMDYHFK+Carbamidomethyl(9)Phospho(18)Phospho(21

)Oxidation(19) 

2 0.397671 1 2.301067 0.697092 0.314598 0.269123 0.361083 0.012179 0 

14 Os03t0733400-01 Zinc finger_ BED_type predicted domain containing protein. 1 1 0.185177 1 1.712272 0.743561 0.622031 0.197736 0.187141 0.000533 

  LALTPAVTTDNDTETTVERPSK+Phospho(9) 2 0.185177 1 1.712272 0.743561 0.622031 0.197736 0.187141 0.000533 0 



3 

 

15 Os07t0557500-01 WRC domain containing protein. 5 1 0.106109 1 1.700232 0.509798 0.001681 0.600387 0.143333 9.99E-08 

  ATDRTDSPPPLPDHLR+Phospho(7) 1 0.119516 1 0.392933 0.98669 0.098267 0.046302 0.175649 0.001208 0 

  TDSPPPLPDHLR+Phospho(3) 1 0.31144 1 0.128208 1.110048 0.001972 0.005019 0.543214 0.008058 0 

  ISPTSSEPAASLPSPVTTK+Phospho(14) 1 1.938805 1 0.401178 1.878821 0.401845 0.100246 1.294921 0.249084 0 

  ISPTSSEPAASLPSPVTTK+Phospho(2)Phospho(18) 1 0.466688 1 0.302017 1.135819 0.029089 0.004543 0.677314 0.017821 0 

  NVNASPASPPAATSDVTR+Phospho(8) 3 0.523982 1 5.982289 1.025669 0.333186 2.736856 0.314692 0.000101 0 

16 Os01t0924900-01 GTP_binding signal recognition particle SRP54_ G_domain containing protein. 7 1 0.056828 1 0.594343 0.27004 9.69E-08 0.112638 0.056517 6.18E-12 

  TVSKPSQDTEEDDEPEVELESK+Phospho(3) 1 0.301099 1 0.790458 1.046596 0.662285 0.154277 0.298661 0.009166 0 

  TVSKPSQDTEEDDEPEVELESK+Phospho(6) 4 0.13769 1 0.696215 0.529081 0.683928 0.129379 0.14018 4.54E-06 0 

  TVSKPSQDTEEDDEPEVELESK+Phospho(9) 3 0.161335 1 0.703909 0.610986 0.659881 0.131457 0.161014 5.71E-05 0 

  HIIEEVINSMSDDEETEEDNAEDDKDK+Phospho(11) 4 0.322995 1 0.008501 0.927176 0.000673 9.38E-06 2.044975 0.543226 0 

  HIIEEVINSMSDDEETEEDNAEDDKDK+Phospho(9) 1 0.625849 1 0.008155 1.926344 0.031423 0.000127 2.044975 0.031132 0 

17 Os03t0249900-01 Conserved hypothetical protein. 7 1 0.115812 1 0.358115 0.377573 2.43E-05 0.044198 0.216525 7.41E-07 

  ASSDTDDDDDDFIVSK+Phospho(2) 1 0.872542 1 0.846254 1.347583 0.782454 0.006801 0.551419 0.058709 0 

  ASSDTDDDDDDFIVSK+Phospho(3) 1 0.872542 1 0.846254 1.347583 0.782454 0.006801 0.551419 0.058709 0 

  ASSDTDDDDDDFIVSK+Phospho(5) 1 0.872542 1 0.846254 1.347583 0.782454 0.006801 0.551419 0.058709 0 

  DEDDSTDDDDDYHVPLSR+Phospho(5) 3 0.233379 1 0.010553 0.779501 0.000493 0.00018 1.97675 0.246887 0 

  KDEDDSTDDDDDYHVPLSR+Phospho(6) 2 0.159128 1 0.028341 0.791111 0.000102 0.000162 1.304352 0.000211 0 

18 Os01t0191100-01 Similar to Acidic ribosomal protein P2a_4 (Fragment). 4 1 0.122044 1 0.198767 0.431906 0.000275 0.017029 0.219956 1.99E-06 

  EESDDDMTFSLFD+Phospho(3) 1 0.598724 1 0.122693 1.181066 0.025803 0.001166 0.935146 0.028661 0 

  EESDDDMTFSLFD+Phospho(3)Oxidation(7) 1 3.421376 1 0 0 1 0 0 1 0 

  VEEKEESDDDMTFSLFD+Phospho(7) 4 0.172269 1 0.248292 0.552892 5.55E-05 0.015277 0.247967 2.61E-05 0 

  VEEKEESDDDMTFSLFD+Phospho(7)Oxidation(11) 1 0.180876 1 0.443832 1.638431 0.295141 0.045165 0.664823 0.001585 0 

19 Os02t0529700-01 Similar to Acidic ribosomal protein P2a_4 (Fragment). 4 1 0.122044 1 0.198767 0.431906 0.000275 0.017029 0.219956 1.99E-06 

  EESDDDMTFSLFD+Phospho(3) 1 0.598724 1 0.122693 1.181066 0.025803 0.001166 0.935146 0.028661 0 

  EESDDDMTFSLFD+Phospho(3)Oxidation(7) 1 3.421376 1 0 0 1 0 0 1 0 
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  VEEKEESDDDMTFSLFD+Phospho(7) 4 0.172269 1 0.248292 0.552892 5.55E-05 0.015277 0.247967 2.61E-05 0 

  VEEKEESDDDMTFSLFD+Phospho(7)Oxidation(11) 1 0.180876 1 0.443832 1.638431 0.295141 0.045165 0.664823 0.001585 0 

20 Os05t0445500-01 Similar to Acidic ribosomal protein (Fragment). 6 1 0.115693 1 0.170423 0.382338 1.16E-05 0.028809 0.201281 1.08E-07 

  EESDDDMTFSLFD+Phospho(3) 1 0.598724 1 0.122693 1.181066 0.025803 0.001166 0.935146 0.028661 0 

  EESDDDMTFSLFD+Phospho(3)Oxidation(7) 1 3.421376 1 0 0 1 0 0 1 0 

  VEEKEESDDDMTFSLFD+Phospho(7) 4 0.172269 1 0.248292 0.552892 5.55E-05 0.015277 0.247967 2.61E-05 0 

  VEEKEESDDDMTFSLFD+Phospho(7)Oxidation(11) 1 0.180876 1 0.443832 1.638431 0.295141 0.045165 0.664823 0.001585 0 

21 Os01t0582400-01 Similar to Multidomain cyclophilin type peptidyl_prolyl cis_trans isomerase. 3 1 0.120695 1 0.098031 0.423189 5.59E-11 0.003745 0.31795 1.63E-08 

  ELEHDSETDDYPDDENEEDFDNR+Phospho(6) 3 0.199245 1 0.114166 0.662447 5.68E-06 0.001402 0.560303 0.000108 0 

  ELEHDSETDDYPDDENEEDFDNR+Phospho(8) 3 0.199245 1 0.114166 0.662447 5.68E-06 0.001402 0.560303 0.000108 0 

22 Os04t0446500-01 Similar to OSIGBa0140O07.15 protein. 4 1 0.072403 1 0.070987 0.354175 9.9E-20 0.014075 0.1079 7.77E-16 

  TPPAESLESEDEDTFPVSFSESK+Phospho(1) 4 0.132358 1 0.057272 0.676799 2.23E-08 0.011433 0.198503 2.85E-06 0 

  TPPAESLESEDEDTFPVSFSESK+Phospho(6) 4 0.132358 1 0.057272 0.676799 2.23E-08 0.011433 0.198503 2.85E-06 0 

  TPPAESLESEDEDTFPVSFSESK+Phospho(9) 5 0.116168 1 0.063712 0.614835 3.33E-10 0.011994 0.174843 1.84E-07 0 

23 Os01t0104800-01 Sas10/Utp3 family protein. 3 1 0.065237 1 0.054625 0.409828 7.73E-13 0.001174 0.3364 2.4E-09 

  LSMQDFTLEDTESDEEDR+Phospho(13) 4 0.220518 1 0.037639 0.929485 1.66E-05 0.000675 0.645333 0.001322 0 

  NAYYDATEQSTDDEDDYEEAR+Phospho(10) 4 0.169418 1 0.023952 0.601225 8.29E-06 0.000213 0.90433 0.000387 0 

  NAYYDATEQSTDDEDDYEEARR+Phospho(10) 2 0.074625 1 0.106116 0.701886 9.01E-06 0.001629 0.437995 1.31E-05 0 

24 Os05t0597100-01 Similar to Nucleolar histone deacetylase HD2_p39. 7 1 0.182433 1 0.050705 0.317211 2.88E-07 0.015257 0.205489 8.44E-08 

  VSQPAEEDEMDFDSEEVEDEEEEEK+Phospho(14) 9 0.305847 1 0.07767 0.502737 0.001076 0.004745 0.32046 0.000267 0 

  VSQPAEEDEMDFDSEEVEDEEEEEK+Phospho(14)Oxidation(10) 5 0.52605 1 0.061986 0.683897 0.02169 0.034459 0.429897 0.018564 0 

  VSQPAEEDEMDFDSEEVEDEEEEEKIIPAPR+Phospho(14) 2 0.374071 1 0.017061 0.978306 0.004633 0.001173 0.578524 0.004537 0 

25 Os03t0350100-01 SAR DNA_binding protein_2. 7 1 0.08287 1 0.031329 0.370994 9.1E-15 0.123938 0.176693 2.49E-14 

  TYNPAADLVLTQSTEETPKKPETASK+Phospho(13) 1 0.347028 1 0.002628 1.269109 0.009923 0.008789 1.129597 0.009929 0 

  TYNPAADLVLTQSTEETPKKPETASK+Phospho(14) 1 0.347028 1 0.002628 1.269109 0.009923 0.008789 1.129597 0.009929 0 

  TYNPAADLVLTQSTEETPKKPETASK+Phospho(17) 2 0.307016 1 0.007307 0.926114 0.003111 0.017054 0.635384 0.003163 0 
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26 Os02t0728700-01 Ribosomal RNA_processing protein 7 domain containing protein. 4 1 0.11453 1 0.025599 0.458442 6.28E-08 2.2E-05 0.55174 0.59651 

  SSQTDSDDMLELLTSK+Phospho(1) 1 0.250589 1 0.028539 1.019552 0.004174 0 0 1 0 

  SSQTDSDDMLELLTSK+Phospho(2) 1 0.250589 1 0.028539 1.019552 0.004174 0 0 1 0 

  SSQTDSDDMLELLTSK+Phospho(4) 1 0.250589 1 0.028539 1.019552 0.004174 0 0 1 0 

  SSQTDSDDMLELLTSK+Phospho(6) 2 0.187442 1 0.021066 0.730877 0.00031 0.000253 1.873262 0.039676 0 

27 Os02t0771200-01 Protein of unknown function DUF573 domain containing protein. 11 1 0.143548 1 0.023754 0.504949 0.025929 3.8E-05 0.327298 0.997177 

  TAESDSSTEEESEEEEEEDLVR+Phospho(12) 1 1.133463 1 0.036321 1.776717 0.097664 0 0 1 0 

  TAESDSSTEEESEEEEEEDLVR+Phospho(4) 2 1.360431 1 0.004091 1.330101 0.188091 0 0 1 0 

  TAESDSSTEEESEEEEEEDLVR+Phospho(4)Phospho(12) 2 1.351054 1 0.090652 1.562207 0.221474 0 0 1 0 

  TAESDSSTEEESEEEEEEDLVR+Phospho(4)Phospho(6) 3 0.260977 1 8.52E-05 1.993328 0.266478 0 0 1 0 

  TAESDSSTEEESEEEEEEDLVR+Phospho(4)Phospho(7) 3 0.260977 1 8.52E-05 1.993328 0.266478 0 0 1 0 

  TAESDSSTEEESEEEEEEDLVR+Phospho(6) 2 1.360431 1 0.004091 1.330101 0.188091 0 0 1 0 

  TAESDSSTEEESEEEEEEDLVR+Phospho(6)Phospho(12) 2 1.351054 1 0.090652 1.562207 0.221474 0 0 1 0 

  TAESDSSTEEESEEEEEEDLVR+Phospho(6)Phospho(7) 3 0.260977 1 8.52E-05 1.993328 0.266478 0 0 1 0 

  TAESDSSTEEESEEEEEEDLVR+Phospho(7) 2 1.360431 1 0.004091 1.330101 0.188091 0 0 1 0 

  RPTPPPPPPPVASSEETASTSDSDESEEEEEESPLAQPAPVVSNK+Phospho(19) 1 1.423021 1 0.001092 2.443561 0.135562 0.00106 2.443561 0.135555 0 

  RPTPPPPPPPVASSEETASTSDSDESEEEEEESPLAQPAPVVSNK+Phospho(26) 1 1.423021 1 0.001092 2.443561 0.135562 0.00106 2.443561 0.135555 0 

28 Os02t0288200-01 Protein of unknown function DUF573 domain containing protein. 13 1 0.171018 1 0.013552 0.401673 1.19E-05 0.0288 0.245968 2.6E-05 

  TAASSDEEEEEEEDSDTDTYAQTFQLR+Phospho(15) 1 1.131334 1 0.000396 2.297718 0.092217 0.000286 2.297718 0.092199 0 

  TAASSDEEEEEEEDSDTDTYAQTFQLR+Phospho(17) 2 0.802014 1 0.001186 1.229433 0.049481 4.55E-05 2.297718 0.311984 0 

  TAASSDEEEEEEEDSDTDTYAQTFQLR+Phospho(19) 2 0.802014 1 0.001186 1.229433 0.049481 4.55E-05 2.297718 0.311984 0 

  TAASSDEEEEEEEDSDTDTYAQTFQLR+Phospho(20) 1 1.137125 1 0.001502 1.455278 0.093213 0 0 1 0 

  VTTTDEETEEVETDSSESEPEPEPVKK+Phospho(15) 2 0.578023 1 0.015773 1.513757 0.018792 0.000549 0.746063 0.018362 0 

  VTTTDEETEEVETDSSESEPEPEPVKK+Phospho(15)Phospho(18) 1 0.782367 1 0.052204 2.106933 0.046258 0.000196 1.300537 0.047427 0 

  VTTTDEETEEVETDSSESEPEPEPVKK+Phospho(16) 1 0.818713 1 0.005978 2.141407 0.052064 8.9E-05 2.141407 0.051583 0 

  VTTTDEETEEVETDSSESEPEPEPVKK+Phospho(18) 2 0.578023 1 0.015773 1.513757 0.018792 0.000549 0.746063 0.018362 0 
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  YNLAPEPSPSSK+Phospho(10) 1 0.757357 1 0.0611 1.828658 0.043929 0.051083 0.568878 0.049114 0 

  YNLAPEPSPSSK+Phospho(11) 1 0.757357 1 0.0611 1.828658 0.043929 0.051083 0.568878 0.049114 0 

  YNLAPEPSPSSK+Phospho(8) 1 0.757357 1 0.0611 1.828658 0.043929 0.051083 0.568878 0.049114 0 

29 Os08t0192900-01 Nucleotide_binding_ alpha_beta plait domain containing protein. 11 1 0.050329 1 0.003076 0.375817 0.105307 5.64E-06 0.314173 1 

  TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(10) 1 0.588043 1 0.027208 2.026072 0.026617 0 0 1 0 

  TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(10)Phospho(12) 1 0.13766 1 0 0 1 0 0 1 0 

  TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(12) 1 0.588043 1 0.027208 2.026072 0.026617 0 0 1 0 

  TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(6)Phospho(10) 1 0.13766 1 0 0 1 0 0 1 0 

  TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(6)Phospho(12) 1 0.13766 1 0 0 1 0 0 1 0 

  TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(6)Phospho(8) 1 0.13766 1 0 0 1 0 0 1 0 

  TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(8) 1 0.588043 1 0.027208 2.026072 0.026617 0 0 1 0 

  TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(8)Phospho(10) 2 0.107427 1 0 0 1 0 0 1 0 

  TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(8)Phospho(10)Phospho(12) 1 2.057063 1 0.00101 2.760582 0.234537 0.000436 2.760582 0.234355 0 

  TKPASSDSESDSDDEMDEDEKPAAPVK+Phospho(8)Phospho(12) 2 0.107427 1 0 0 1 0 0 1 0 

aProtein ID is according to The Rice Annotation Project Database, bM.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.

No. Protein ID
a Mass(Da) M.P.

b
Mol (%)

c Description
WoLFPSORT
d NucPred

e
Function

f

1 Os01t0147900-01 27274 89 1.95 Triosephosphate isomerase, cytosolic (EC 5.3.1.1) cyto 0.03 PS

2 Os01t0905800-01 39141 236 1.36 Aldolase C-1. cyto 0.05 PS

3 Os05t0140800-01 39249 114 1.28 Similar to Dormancy related protein (Fragment). mito 0.3 misc

4 Os07t0638300-01 24198 99 1.26 Similar to 1-Cys peroxiredoxin. cyto /nucl 0.03 redox

5 Os02t0268100-01 57229 222 1.25 Similar to Glutelin (Fragment). vacu 0.39 development

6 Os04t0508300-01 11938 23 1.25 Glutaredoxin. chlo 0.03 redox

7 Os02t0121300-01 18634 80 1.22 Cyclophilin 2. cyto 0.01 cell

8 Os05t0445500-01 14419 23 1.2 Similar to Acidic ribosomal protein (Fragment). chlo 0 protein

9 Os01t0762500-00 56782 308 1.1 Glutelin subunit mRNA. chlo 0.44 development

10 Os10t0400200-01 56841 282 1.06 Glutelin type II precursor. vacu 0.4 development

11 Os01t0675100-01 17337 21 1 Similar to peroxiredoxin. cyto 0.01 redox

12 Os01t0276300-01 24470 21 0.96 Similar to Group 3 late embryogenesis abundant protein (Fragment). mito 0.44 not assitned

13 Os03t0159600-01 27174 30 0.94 Similar to Rab28 protein. cyto 0.02 not assitned

14 Os10t0563700-01 16769 23 0.91 Similar to Nucleoside diphosphate kinase I (EC 2.7.4.6) cyto 0.02
nucleotide

metabolism

15 Os06t0668200-01 42310 86 0.91 Similar to Phosphoglycerate kinase, cytosolic (EC 2.7.2.3). chlo 0.01 PS

16 Os07t0214300-01 18423 25 0.89 Seed allergenic protein RAG2 precursor. mito 0.04 stress

17 Os07t0219400-01 17062 23 0.88 Prolamin precursor. chlo 0.24 not assitned

18 Os06t0625500-01 23788 32 0.87 Similar to Thioredoxin peroxidase. chlo 0.05 redox

19 Os03t0327600-01 39254 85 0.85 Ricin B-related lectin domain containing protein. cyto/nucl 0.01 not assitned

20 Os03t0793700-01 52436 408 0.83 RmlC-like jelly roll fold domain containing protein. mito 0.38 development

21 Os08t0126300-01 36561 185 0.79 Similar to Glyceraldehyde-3-phosphate dehydrogenase (Fragment). cyto 0.01 tlycolysis

22 Os02t0601300-01 36716 241 0.79
Similar to Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC

1.2.1.12).
cyto 0 tlycolysis

24 Os01t0191100-01 11714 9 0.76 Similar to Acidic ribosomal protein P2a-4 (Fragment). chlo 0.01 protein

23 Os10t0167300-01 48226 85 0.76 Similar to Enolase 2 (EC 4.2.1.11) chlo 0.04 tlycolysis

25 Os02t0249800-01 56915 253 0.75 Glutelin precursor. chlo/nucl 0.41 development

26 Os10t0542100-01 9457 5 0.75 Plant EC metallothionein-like protein, family 15 protein. cyto 0.38 not assitned

27 Os03t0266300-01 17899 65 0.74 Class I low-molecular-weight heat shock protein 17.9. cyto 0.03 stress

28 Os02t0169300-01 42196 48 0.74 Similar to Phosphoglycerate kinase, cytosolic (EC 2.7.2.3). chlo 0.02 PS

29 Os09t0109600-01 7843 9 0.74 Conserved hypothetical protein. chlo 0.09 not assitned

30 Os02t0699600-01 17820 13 0.72 Similar to 60S ribosomal protein L12. cyto 0.03 protein

31 Os01t0705200-01 22119 22 0.72 Late embryogenesis abundant protein repeat containing protein. nucl 0.22 not assitned

32 Os03t0424500-01 16434 26 0.72 Similar to 40S ribosomal protein S19-3. cyto/nucl 0.18 protein

33 Os01t0686800-01 36665 46 0.7 Protein containing the WD-40 repeat, Innate immunuty cyto/nucl 0.01 development

34 Os03t0277300-01 71932 88 0.7 Heat shock protein 70. cyto 0.28 stress

35 Os03t0427300-01 56550 118 0.7 Glutelin type-A III precursor. chlo 0.37 development

36 Os02t0249600-01 56411 240 0.7 Similar to Glutelin. chlo/nucl 0.43 development

37 Os12t0569200-01 17071 40 0.7 Conserved hypothetical protein. extr 0.02 not assitned

38 Os05t0329100-01 16916 31 0.68 Prolamin. chlo 0.26 not assitned

39 Os08t0191700-01 32875 50 0.68 Similar to Lactoylglutathione lyase (EC 4.4.1.5) cyto 0.09
amino acid

metabolism

40 Os01t0159600-01 10130 17 0.67 Small hydrophilic plant seed protein family protein. nucl 0.36 not assitned

41 Os11t0199200-01 57047 65 0.66 Similar to Protein disulfide isomerase (Fragment). E.R. 0 redox

42 Os10t0505900-01 45554 43 0.65 Conserved hypothetical protein. nucl 0.12 not assitned

43 Os01t0124401-01 29253 103 0.65 Similar to Bowman-Birk type bran trypsin inhibitor. extr 0.2 not assitned

44 Os05t0116100-01 23726 35 0.65 Dehydroascorbate reductase. chlo 0.3 redox

45 Os03t0336100-01 36974 149 0.64 11-S plant seed storage protein family protein. chlo 0.3 development

46 Os03t0277500-01 17773 16 0.63 Similar to Glyoxalase family protein, expressed. nucl 0.13

Biodetradatio

n of

Xenobiotics

47 Os02t0814700-01 16392 17 0.63 Similar to Ribosomal Pr 117 (Fragment). cyto 0.1 protein

48 Os05t0490100-01 12581 7 0.63 Similar to 60S ribosomal protein L30. nucl 0.04 protein

50 Os03t0577000-01 25590 30 0.62 Similar to Ribosomal protein S3 (Fragment). cyto 0.21 protein

49 Os05t0553000-02 59012 71 0.62 ATP synthase beta chain, mitochondrial precursor (EC 3.6.3.14). mito 0.06

mitochondrial

electron

transport

51 Os05t0468800-01 18234 19 0.61 Phosphatidylethanolamine-binding protein PEBP domain containing protein. cyto 0.02 not assitned

52 Os11t0210300-01 41699 133 0.6 Alcohol dehydrogenase 1. cyto 0 misc

53 Os06t0341300-01 27905 30 0.59 Seed maturation protein domain containing protein. cyto 0.12 development

54 Os10t0478200-01 35888 29 0.59 Cytoplasmic malate dehydrogenase. cyto 0.08 TCA

55 Os02t0549600-01 20307 36 0.59 Similar to 40S ribosomal protein S10-1. nucl 0.19 protein

56 Os01t0749000-01 28266 18 0.58 Protein of unknown function DUF1264 family protein. cyto 0.1 not assitned

57 Os05t0542500-02 20502 28 0.58 LEA-like protein. nucl 0.2 not assitned

58 Os08t0129200-02 19024 20 0.57 Similar to Cold shock protein-1. mito /nucl 0.08 stress

59 Os03t0248600-01 48285 71 0.56 Similar to Enolase 2 (EC 4.2.1.11) chlo 0.04 tlycolysis

60 Os02t0250600-01 47344 46 0.55 Late embryogenesis abundant protein repeat containing protein. nucl 0.23 not assitned

61 Os01t0835900-00 11402 17 0.55 Similar to Histone H4. nucl 0.32 DNA

62 Os03t0712700-01 63138 41 0.54 Similar to Phosphoglucomutase, cytoplasmic 2 (EC 5.4.2.2) cyto 0.03 not assitned

63 Os03t0200500-01 29880 28 0.53 40S ribosomal protein S3a (CYC07 protein). cyto/nucl 0.4 protein

64 Os02t0162500-01 16410 11 0.53 Similar to 40S ribosomal protein S14. cyto/nucl 0.3 protein

65 Os04t0486600-01 36921 170 0.53
Similar to Glyceraldehyde-3-phosphate dehydrogenase, cytosolic 3 (EC

1.2.1.12).
cyto 0.01 tlycolysis

66 Os11t0115400-00 11766 26 0.52 Lipid transfer protein LPT IV. extr 0.05 not assitned

67 Os01t0136100-01 16929 61 0.52 16.9 kDa class I heat shock protein 1. cyto 0.07 stress

68 Os01t0136200-01 16947 59 0.52 16.9 kDa class I heat shock protein 1. cyto 0.07 stress

69 Os07t0150200-01 15132 8 0.51 Similar to 40S ribosomal protein S12-1. cyto 0.01 protein

70 Os07t0229900-01 15112 10 0.51 Ribosomal protein S12e domain containing protein. chlo 0.02 protein

71 Os09t0553200-01 51821 38 0.51 Similar to UTP--glucose-1-phosphate uridylyltransferase (EC 2.7.7.9) cyto 0 not assitned

72 Os04t0546500-01 15190 18 0.51 Similar to Oleosin. nucl 0.01
lipid

metabolism

73 Os05t0574400-01 35642 40 0.48 Similar to Malate dehydrogenase. mito 0.12 TCA

74 Os08t0104400-01 10597 4 0.47 Conserved hypothetical protein. chlo 0.07 not assitned

75 Os05t0499100-01 21497 30 0.47 26 kDa globulin (Alpha-globulin). extr 0.45 not assitned



76 Os01t0728700-01 27724 27 0.45 Protein of unknown function DUF1264 family protein. chlo 0.07 not assitned

77 Os01t0840100-01 71306 65 0.45 Heat shock protein Hsp70 family protein. cyto 0.19 stress

78 Os03t0360700-01 15005 8 0.44 Similar to Protein-methionine-S-oxide reductase, PilB family. chlo 0 RNA

79 Os01t0348900-01 15163 6 0.44 SalT gene product (Salt-induced protein). cyto 0.01 misc

80 Os03t0177400-01 49604 62 0.44 EF-1 alpha. cyto 0.06 protein

81 Os05t0323900-01 24982 13 0.43 Manganese-superoxide dismutase precursor (EC 1.15.1.1). mito 0.03 redox

82 Os03t0663800-01 28776 105 0.43 Globulin 1 (Fragment). vacu 0.63 development

83 Os12t0626500-00 21879 27 0.41 Similar to late embryogenesis abundant protein D-34. cyto 0.08 not assitned

84 Os03t0343500-01 14520 7 0.4 Similar to 60S ribosomal protein L22-2. cyto 0.06 protein

85 Os01t0328400-01 17885 26 0.4 Ubiquitin. nucl 0.51 protein

86 Os07t0215500-01 17838 12 0.4 Allergenic protein. extr 0.03 stress

88 Os01t0231700-01 11926 11 0.4 Similar to 60S acidic ribosomal protein P2-B (CaRP2B). nucl 0.01 protein

87 Os12t0569300-01 23985 31 0.4 Thaumatin, pathogenesis-related family protein. chlo 0.02 not assitned

89 Os02t0591700-01 24243 16 0.4
Similar to Candida glabrata strain CBS138 chromosome L complete

sequence.
nucl 0.04 protein

90 Os02t0115900-01 73573 54 0.39 Endosperm lumenal binding protein. E.R. 0.09 stress

91 Os02t0453600-01 28808 39 0.39 Similar to Glutelin. chlo 0.48 development

92 Os03t0245800-02 26705 20 0.39 Similar to Heat shock protein 26. chlo 0.2 stress

93 Os03t0305600-01 18416 10 0.39
Mitochondrial import inner membrane translocase, subunit Tim17/22 family

protein.
chlo 0.21 protein

94 Os08t0559200-01 12061 12 0.39 Similar to Ribosomal protein S25 (40S ribosomal 25S subunit). nucl 0.52 protein

95 Os01t0649100-01 35667 26 0.38 Malate dehydrogenase. mito 0.18 TCA

96 Os01t0210500-01 23753 17 0.37 Similar to SOUL-like protein. chlo 0.03
tetrapyrrole

synthesis

97 Os07t0216700-01 17036 13 0.37 Bifunctional trypsin/alpha-amylase inhibitor domain containing protein. chlo 0.02 not assitned

98 Os01t0276000-01 12584 10 0.37 Similar to 60S ribosomal protein L30. cyto 0.08 protein

99 Os12t0464400-01 39255 32 0.36
Similar to Oxidoreductase, short chain dehydrogenase/reductase family

protein, expressed.
chlo 0.1 misc

100 Os02t0249000-01 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 Os11t0453900-01 15543 7 0.35 Dehydrin RAB 16D. nucl 0.34 not assitned

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

103 Os08t0117200-00 17874 10 0.35 Similar to 40S ribosomal protein S13 (Fragment). nucl 0.41 protein

105 Os01t0124200-02 29198 30 0.34 Similar to Bowman Birk trypsin inhibitor. extr 0.21 not assitned

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 assitned

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

109 Os03t0820500-01 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 0.41 protein

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

112 Os03t0197300-01 71138 142 0.32 Similar to Cupin family protein, expressed. chlo/nucl 0.75 development

113 Os04t0510900-01 35414 43 0.32 Similar to Embryo-specific protein 1 (ATS1). chlo 0.05 development

114 Os02t0804100-01 6927 3 0.31 Similar to predicted protein. nucl 0.38 not assitned

116 Os01t0938900-01 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 Os02t0478700-01 9864 5 0.31 Ribosomal protein S27. nucl 0.27 not assitned

118 Os03t0659300-01 15165 7 0.31
Glyoxalase/bleomycin resistance protein/dioxygenase domain containing

protein.
cyto 0.03

Biodetradatio

n of

Xenobiotics

119 Os03t0699000-01 17211 4 0.3 Oleosin 18 kDa (OSE721). plas 0.2 not assitned

120 Os03t0807800-01 30185 30 0.3 Similar to 40S ribosomal protein S2 (Fragment). cyto 0.04 protein

121 Os01t0916600-01 15537 5 0.3 RNA recognition motif, glycine rich protein domain containing protein. mito 0.01 RNA

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

123 Os01t0760600-01 50074 22 0.28 Aspartate aminotransferase, cytoplasmic (EC 2.6.1.1) chlo 0.16
amino acid

metabolism

124 Os08t0130500-01 34470 20 0.28 60S acidic ribosomal protein P0. cyto 0.07 protein

125 Os03t0780600-01 50417 42 0.28 Tubulin beta-1 chain (Beta-1 tubulin). chlo 0.16 cell

126 Os01t0866600-01 7831 3 0.26 Similar to bolA-like protein. cyto 0.05 RNA

127 Os12t0632000-01 16130 7 0.26 Similar to Glycine-rich RNA-binding protein 1 (Fragment). nucl 0.17 RNA

128 Os06t0221300-01 18450 4 0.26 Similar to Dehydration stress-induced protein. extr 0.02 not assitned

129 Os07t0246200-01 48450 19 0.25 Similar to Calreticulin (Fragment). vacu 0.08 sitnallint

130 Os10t0411700-01 8184 4 0.25 Similar to S28 ribosomal protein (Fragment). cyto 0.1 protein

131 Os07t0219250-00 16984 16 0.25 Similar to cDNA, clone: J090058L24, full insert sequence. nucl 0.22 not assitned

132 Os03t0750000-01 8481 2 0.24 Similar to ethylene-responsive protein. cyto 0.02 not assitned

133 Os09t0568900-01 8449 4 0.24 Similar to predicted protein. nucl 0.04 not assitned

134 Os04t0445100-01 23271 14 0.24 Similar to 22.7 kDa class IV heat shock protein precursor. extr 0.12 stress

135 Os03t0341100-01 21118 3 0.24 Similar to 60S ribosomal protein L18. nucl 0.27 protein

136 Os01t0654400-01 8528 10 0.24 Similar to Salt tolerant correlative protein. mito 0.15 not assitned

137 Os02t0478600-01 14866 10 0.24 Similar to 40S ribosomal protein S15A. cyto/nucl 0.09 protein

138 Os01t0205500-01 20978 8 0.23 Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2. cyto 0.28 protein

140 Os02t0530600-01 93542 30 0.23 Poly(ADP-ribose) polymerase, regulatory region domain containing protein. cyto/nucl 0.21 protein

139 Os03t0819600-01 23992 5 0.23 Chalcone isomerase (EC 5.5.1.6). cyto 0.54 not assitned

141 Os03t0758800-01 17762 15 0.23 Similar to Eukaryotic translation initiation factor 5A-2 cysk 0.01 protein

142 Os08t0327700-01 15154 5 0.23 Late embryogenesis abundant (LEA) group 1 family protein. nucl 0.2 development

143 Os01t0303300-01 17908 6 0.23 Similar to Stress-inducible membrane pore protein. mito 0.3 protein

144 Os02t0519900-01 94987 48 0.23 Similar to Elongation factor EF-2 (Fragment). cyto/nucl 0.16 protein

145 Os01t0184100-01 18133 21 0.23 Similar to 17.5 kDa class II heat shock protein. cyto/nucl 0.05 stress

146 Os03t0182600-03 12620 10 0.22 Similar to 40S ribosomal protein SA. cyto 0.2 protein

147 Os05t0519700-01 101062 30 0.22 Heat shock protein 101. cyto 0.42 stress

148 Os03t0130300-01 9207 7 0.22 Similar to Cp-thionin. extr 0.07 not assitned

149 Os03t0154700-01 22716 16 0.21 Similar to 40S ribosomal protein S9. nucl 0.37 protein

150 Os05t0569500-01 29290 20 0.21 Similar to Embryo-specific protein. cyto 0.11 not assitned

151 Os11t0247300-01 50390 19 0.2 Alfa-tubulin. cyto /nucl 0.13 cell

152 Os02t0242600-01 57190 66 0.2 Similar to Glutelin. vacu 0.39 development

153 Os06t0701100-02 47343 15 0.2 Eukaryotic initiation factor 4A (eIF4A) (eIF-4A). cyto 0.37 DNA

154 Os03t0756000-01 23829 4 0.2 Similar to 60S ribosomal protein L13a-4. chlo 0.51 protein

155 Os07t0662500-01 23842 9 0.2 Similar to Elongation factor 1-beta' (EF-1-beta'). cyto /nucl 0.1 protein

156 Os02t0753300-01 20315 11 0.2 Lipoxygenase, LH2 domain containing protein. chlo 0.01 not assitned



157 Os05t0349800-01 10159 9 0.19 Embryonic abundant protein 1. nucl 0.39 not assitned

159 Os05t0155100-01 21355 4 0.19 Similar to 60S ribosomal protein L18. nucl 0.35 protein

158 Os07t0574800-01 50250 27 0.19 Tubulin alpha-1 chain. cyto 0.13 cell

160 Os05t0474600-01 35852 19 0.19 Similar to Aldose reductase-related protein (EC 1.1.1.21). E.R. 0.79 development

161 Os03t0760800-01 10589 3 0.18 Similar to GAST1 protein precursor. extr 0.2
hormone

metabolism

162 Os03t0293500-02 65761 38 0.18 Similar to Pyruvate decarboxylase isozyme 3 (EC 4.1.1.1) (PDC) (Fragment). cyto 0.01 fermentation

163 Os06t0247500-01 61907 13 0.18
Similar to Pyrophosphate-fructose 6-phosphate 1-phosphotransferase (EC

2.7.1.90) (Fragment).
chlo 0.08 not assitned

164 Os03t0151800-02 90429 22 0.18 Similar to Cell division control protein 48 homolog A (AtCDC48a). cyto/nucl 0.57 cell

165 Os03t0351500-01 15356 5 0.17 Similar to Superoxide dismutase. cyto 0.03 redox

166 Os09t0252100-01 41397 15 0.17 Similar to Acetyl-CoA C-acetyltransferase. chlo 0.01
secondary

metabolism

167 Os03t0157900-01 45302 14 0.17
Phosphoserine aminotransferase, chloroplast precursor (EC 2.6.1.52)

(PSAT).
chlo 0.05

amino acid

metabolism

168 Os09t0324000-02 15553 4 0.17 Similar to Oleosin. chlo 0 not assitned

170 Os01t0270100-01 27252 3 0.17 Similar to Cysteine protease inhibitor. chlo 0.06 protein

169 Os04t0390700-01 39866 18 0.17 Short-chain dehydrogenase/reductase SDR domain containing protein. chlo 0.14 misc

171 Os05t0350500-01 43570 17 0.17 Peptidase M24, structural domain domain containing protein. cyto 0.29 protein

172 Os01t0652600-01 59986 12 0.16 Similar to Ketol-acid reductoisomerase, chloroplast precursor (EC 1.1.1.86) chlo 0.15
amino acid

metabolism

173 Os03t0408300-00 16101 10 0.16 Similar to 60S ribosomal protein L27a-3. nucl 0.14 protein

174 Os08t0189100-01 23811 93 0.16 Similar to Germin-like protein precursor. extr 0 stress

175 Os04t0402100-01 60920 21 0.16 Similar to Calnexin (Fragment). plas 0.27 sitnallint

176 Os11t0116000-01 11889 6 0.16
Similar to Nonspecific lipid-transfer protein 1 (LTP 1) (Major allergen Pru d

3).
extr 0.02

lipid

metabolism

177 Os03t0322900-00 36997 19 0.16 Late embryogenesis abundant protein repeat containing protein. chlo 0.35 development

180 Os05t0501700-01 28532 8 0.16 Rossmann-like alpha/beta/alpha sandwich fold domain containing protein. chlo 0.21 stress

179 Os10t0411800-01 16419 5 0.16 Similar to 40S ribosomal protein S17-3. cyto /nucl 0.39 protein

178 Os11t0582400-01 49179 36 0.16 Similar to Embryo-specific protein. extr 0.73 not assitned

181 Os02t0760300-01 12192 3 0.16 Similar to Immunophilin. chlo 0 protein

182 Os01t0267900-01 16878 2 0.15 Similar to Calmodulin NtCaM3 cyto 0.03 sitnallint

183 Os03t0718100-01 42014 16 0.15 Actin 1. cysk 0.05 cell

184 Os06t0133000-01 67004 18 0.15 Granule-bound starch synthase I, chloroplast precursor (EC 2.4.1.21). chlo 0.05
major CHO

metabolism

185 Os02t0489400-01 24928 11 0.15 Similar to 40S ribosomal protein S8. chlo 0.69 protein

186 Os05t0169100-01 25112 8 0.15 Similar to 60S ribosomal protein L10 (QM protein homolog). chlo 0.16 protein

188 Os04t0526600-01 21689 9 0.15 Similar to Alpha-amylase/subtilisin inhibitor (RASI). vacu 0.05 stress

187 Os06t0547400-01 34498 4 0.15 Similar to Peroxidase P7 (EC 1.11.1.7) (TP7). chlo 0.26 misc

190 Os07t0214600-01 17542 4 0.15 Similar to Seed allergenic protein RA17 precursor. cyto 0.07 stress

189 Os10t0483000-01 17624 3 0.15 Similar to Transcription factor homolog BTF3-like protein. cyto 0.31 RNA

192 Os02t0785800-01 12821 3 0.15 Similar to Ribosomal protein L35A. cyto 0.14 protein

191 Os05t0595400-01 26092 8 0.15 Similar to Nucleoside diphosphate kinase III (EC 2.7.4.6) chlo 0.03
nucleotide

metabolism

195 Os02t0100300-01 44180 10 0.14 Similar to HSP associated protein like. nucl 0.49 redox

193 Os03t0757900-01 53435 8 0.14 Similar to UDP-glucose 6-dehydrogenase (EC 1.1.1.22) extr 0.01 cell wall

194 Os05t0346300-01 22350 8 0.14 Similar to 40S ribosomal protein S7. cyto/nucl 0.17 protein

196 Os07t0186000-02 13319 6 0.14 Similar to Thioredoxin h isoform 1. cyto 0 redox

197 Os08t0156800-01 13669 4 0.14 Similar to 60S ribosomal protein L34. cyto 0.75 protein

199 Os01t0851700-01 94867 17 0.13 Similar to Cytosolic starch phosphorylase (Fragment). cyto 0.29
major CHO

metabolism

198 Os12t0623900-01 84874 22 0.13 Similar to Ethylene-responsive methionine synthase (Fragment). cyto 0.12
amino acid

metabolism

201 Os02t0130000-01 13826 3 0.13 Similar to SWIb domain-containing protein (Fragment). mito 0.09 RNA

200 Os03t0390000-02 28269 8 0.13 Similar to Ribosomal protein s6 RPS6-2. nucl 0.88 protein

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

203 Os01t0743500-01 64629 18 0.13 Cytosolic NADP malic enzyme. cyto 0.21 TCA

204 Os03t0842900-01 39287 5 0.13 Similar to Steroleosin-B. chlo 0.06 misc

205 Os04t0574200-01 44679 7 0.13 FAS1 domain domain containing protein. plas 0.32 cell wall

206 Os01t0611000-01 40112 14 0.13 Protein of unknown function DUF642 domain containing protein. chlo 0.04 not assitned

208 Os01t0823300-00 15381 6 0.12 Similar to Ribosomal protein S26. chlo 0.42 protein

209 Os02t0622300-00 15435 3 0.12 Ribosomal protein L14 family protein. cyto 0.24 protein

207 Os11t0451700-00 31233 11 0.12 Similar to Dehydrin DHN1 (M3) (RAB-17 protein). nucl 0.22 not assitned

210 Os03t0101600-01 36833 5 0.12
Similar to Oxidoreductase, zinc-binding dehydrogenase family protein,

expressed.
chlo 0.05 misc

212 Os01t0834500-01 15765 11 0.12 Similar to 40S ribosomal protein S23 (S12). cyto 0.23 not assitned

213 Os04t0394200-01 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 Os05t0268500-01 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 Os02t0257200-01 32543 7 0.11 Conserved hypothetical protein. plas 0.08 not assitned

219 Os03t0735300-01 32498 6 0.11 Alba, DNA/RNA-binding protein family protein. nucl 0.25 RNA

220 Os04t0404400-01 32258 9 0.11 Similar to H0502B11.4 protein. extr 0 stress

216 Os05t0469600-01 66083 22 0.11 Similar to Pyruvate decarboxylase (Fragment). chlo 0.01 fermentation

218 Os11t0149200-00 15846 2 0.11 Conserved hypothetical protein. cyto 0.01 not assitned

221 Os01t0783500-01 27781 5 0.11 Rossmann-like alpha/beta/alpha sandwich fold domain containing protein. chlo 0.14 stress

223 Os08t0545200-01 39990 6 0.11 Alcohol dehydrogenase superfamily, zinc-containing protein. cyto 0.01 misc

222 Os09t0501850-01 16394 2 0.11 Similar to FK506-binding protein 2-1 precursor (EC 5.2.1.8) extr 0.09 cell

224 Os04t0605900-01 28401 11 0.11 Similar to 60S ribosomal protein L7-2. cyto 0.53 not assitned

225 Os06t0727200-01 57064 9 0.11 Catalase isozyme B (EC 1.11.1.6) (CAT-B). pero 0.13 redox

226 Os11t0455800-01 51812 4 0.11 Similar to Serine hydroxymethyltransferase. cysk 0.01
C1-

metabolism

230 Os01t0348700-01 17040 6 0.11 Similar to 60S ribosomal protein L23a (L25). cyto 0.36 protein

232 Os01t0598600-01 51795 6 0.11 Peptidase A1 domain containing protein. chlo 0.15 RNA

231 Os05t0156300-01 40429 7 0.11 Similar to protein disulfide isomerase. chlo 0.12 redox

228 Os05t0584200-01 16706 4 0.11 Similar to Late embryogenesis abundant protein Lea14-A. nucl 0.01 development

229 Os07t0492000-01 16851 2 0.11 Nucleoside diphosphate kinase I (EC 2.7.4.6) cyto 0.01
nucleotide

metabolism

227 Os10t0390500-01 34639 3 0.11 Similar to Alanine aminotransferase. cyto 0.09
amino acid

metabolism



233 Os07t0188800-01 57666 6 0.11 Similar to Methylmalonate-semialdehyde dehydrogenase (EC 1.2.1.27). chlo 0.02
amino acid

metabolism

234 Os05t0589600-01 41004 7 0.1 Similar to Nuclear RNA binding protein B (Fragment). nucl 0.45 RNA

236 Os03t0807700-01 41248 7 0.1 Protein of unknown function DUF642 domain containing protein. chlo 0.01 not assitned

240 Os03t0851000-01 17275 3 0.1 Similar to Transcription factor homolog BTF3-like protein. cyto 0.31 RNA

235 Os05t0438800-01 41866 5 0.1 Similar to Actin 1. cysk 0.01 cell

237 Os06t0507200-01 17405 2 0.1
Bifunctional inhibitor/plant lipid transfer protein/seed storage domain

containing protein.
chlo 0.28 not assitned

238 Os09t0278000-00 17324 2 0.1 Hypothetical conserved gene. cyto 0.06 not assitned

239 Os11t0454300-01 17315 20 0.1 Similar to Water-stress inducible protein RAB21. nucl 0.25 not assitned

241 Os02t0196800-01 47645 7 0.1 Similar to Fumarylacetoacetase (Fragment). cyto 0.07
amino acid

metabolism

242 Os01t0531500-01 30505 5 0.1 Dienelactone hydrolase domain containing protein. chlo 0.14 misc

243 Os06t0675700-01 96503 24 0.1 Similar to High pI alpha-glucosidase. chlo 0.1 misc

246 Os03t0794700-01 17709 6 0.1 Similar to 40S ribosomal protein S18. cyto 0.24 protein

247 Os04t0613600-00 18053 9 0.1 Similar to 40S ribosomal protein S11. cyto/nucl 0.09 protein

248 Os05t0157200-01 18163 2 0.1 UspA domain containing protein. cyto 0.01 stress

244 Os05t0576700-01 18145 2 0.1 Oleosin family protein. plas 0.04
lipid

metabolism

245 Os07t0206500-00 17923 4 0.1 13 kDa prolamin precursor. extr 0.25 not assitned

249 Os09t0505600-01 24608 3 0.1 Proteasome subunit beta type 1 (EC 3.4.25.1) chlo 0.09 protein

251 Os01t0860300-01 24837 4 0.1 Similar to Ribosomal protein L1. cyto 0.16 protein

250 Os02t0797500-01 50547 7 0.1 Similar to Plastidic aspartate aminotransferase. chlo 0.03
amino acid

metabolism

252 Os12t0502200-01 25086 4 0.1 Similar to Low temperature-responsive RNA-binding protein. nucl 0.22 RNA

253 Os06t0662000-01 68711 5 0.1 Similar to Vacuolar H+-ATPase subunit A (Fragment). chlo 0.07 transport

255 Os01t0702500-01 19331 8 0.09 Similar to Dehydrin Rab25. nucl 0.34 stress

254 Os03t0296400-01 38496 7 0.09 Similar to Eukaryotic translation initiation factor 2 subunit 1 cyto 0.25 protein

256 Os01t0172400-01 85659 14 0.09 Similar to Phospholipase D alpha 1. chlo 0.25
lipid

metabolism

257 Os03t0113700-01 72806 10 0.09 Similar to Heat shock 70 kDa protein, mitochondrial precursor. mito 0.25 stress

263 Os01t0300200-01 66541 6 0.09 Similar to ATP-citrate lyase subunit B. chlo 0.11 TCA

258 Os01t0542000-00 33660 4 0.09 Similar to DNA-damage-repair/toleration protein DRT102. cyto 0.01 DNA

259 Os01t0817700-01 60980 6 0.09
Similar to 2,3-bisphosphoglycerate-independent phosphoglycerate mutase

(EC 5.4.2.1)
cyto 0.03 not assitned

260 Os08t0338700-01 33755 4 0.09 Similar to Chaperone GrpE type 2. chlo 0.63 protein

262 Os11t0579800-01 20050 2 0.09 Gar1 protein RNA-binding region family protein. nucl 0.15 RNA

261 Os12t0207600-00 53704 10 0.09 Similar to ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit. cyto 0.16 protein

264 Os03t0189600-01 41305 3 0.09 Similar to Alcohol dehydrogenase. cyto 0 misc

266 Os05t0302700-01 41122 9 0.09 Similar to ATP/ADP carrier protein. chlo 0.14 transport

265 Os06t0232000-01 41752 6 0.09 Similar to Pro-resilin. nucl 0.6 not assitned

267 Os07t0568700-02 36012 8 0.09
Polygalacturonase inhibitor 1 precursor (Polygalacturonase-inhibiting protein)

(Floral organ regulator 1).
chlo 0.25 cell wall

268 Os10t0177200-02 42732 3 0.09 EF-HAND 2 domain containing protein. cyto 0.3 sitnallint

269 Os12t0145700-01 57862 8 0.08 Pyruvate kinase family protein. cyto 0.04
lipid

metabolism

270 Os12t0567700-01 28460 5 0.08 Similar to 60S ribosomal protein L2 (Fragment). cyto 0.13 protein

273 Os01t0752300-01 21500 5 0.08 Similar to 60S ribosomal protein L18a-1. nucl 0.38 protein

274 Os01t0829800-01 42046 12 0.08 Similar to Malate dehydrogenase precursor (EC 1.1.1.37). chlo 0.03 TCA

272 Os03t0796000-02 21255 2 0.08 Similar to Ripening-associated protein (Fragment). chlo 0
hormone

metabolism

271 Os06t0264300-01 43107 3 0.08 Similar to RAD23, isoform I. chlo 0.29 DNA

276 Os03t0212700-01 58829 10 0.08
Similar to Cytochrome C reductase-processing peptidase subunit I, MPP

subunit I, P55.
mito 0.29 protein

277 Os09t0482100-01 80435 14 0.08 Similar to Heat shock protein 82. nucl 0.53 stress

275 Os10t0548100-01 29200 2 0.08 Similar to DM280 protein. chlo 0.06 not assitned

278 Os08t0345700-01 67910 11 0.08 Similar to Fructose-6-phosphate 1-phosphotransferase (Fragment). cyto 0.12 not assitned

279 Os01t0328700-01 53009 10 0.08
FAD-dependent pyridine nucleotide-disulphide oxidoreductase domain

containing protein.
chlo 0.13 TCA

280 Os04t0677500-01 55875 6 0.07 Pyruvate kinase (EC 2.7.1.40). cyto 0.01
lipid

metabolism

284 Os02t0774300-01 73081 7 0.07 Similar to Heat shock 70 kDa protein, mitochondrial precursor. mito 0.29 stress

283 Os03t0695600-01 23634 4 0.07 Proteasome subunit beta type 2 (EC 3.4.25.1) cyto 0.02 protein

281 Os06t0708500-01 24167 10 0.07 Similar to Peptidyl-prolyl cis-trans isomerase. mito 0.05 cell

282 Os11t0104866-00 64410 8 0.07 Similar to Clathrin heavy chain. cyto 0.3 not assitned

286 Os05t0304400-01 50074 6 0.07 Similar to GDP dissociation inhibitor protein OsGDI2. cyto 0.14 sitnallint

285 Os07t0614500-01 24904 3 0.07 Similar to Elongation factor 1 beta 2. cyto 0.05 protein

287 Os01t0896700-00 34773 14 0.07 Similar to 60S ribosomal protein L5. mito 0.55 not assitned

290 Os02t0770000-01 26371 7 0.07 Beta 1 subunit of 20S proteasome. cyto 0.02 protein

291 Os03t0146100-01 25740 2 0.07 Tonoplast intrinsic protein (Tonoplast water channel). vacu 0 transport

289 Os06t0111500-01 52973 11 0.07 Cytosolic 6-phosphogluconate dehydrogenase. chlo 0.03 OPP

288 Os07t0609000-01 26540 9 0.07 Stress responsive alpha-beta barrel domain containing protein. chlo 0.03 not assitned

292 Os04t0650800-01 64153 3 0.06 Similar to Phosphoglycerate dehydrogenase. mito 0.08
amino acid

metabolism

293 Os05t0103200-01 26745 2 0.06 Cyclophilin-like domain containing protein. chlo 0.04 cell

294 Os10t0492600-01 27496 7 0.06 Similar to Tonoplast membrane integral protein ZmTIP3-1. mito 0.01 transport

295 Os09t0451500-02 47703 4 0.06 Thioredoxin domain 2 containing protein. chlo 0.01 redox

296 Os02t0248800-01 56996 32 0.06 Similar to Glutelin type-B 2 precursor. vacu 0.4 development

299 Os02t0537700-01 28307 5 0.06 Similar to 2-cys peroxiredoxin BAS1, chloroplast precursor (EC 1.11.1.15) chlo 0.04 redox

300 Os03t0202200-01 29456 15 0.06 Porin-like protein. cyto 0.01 transport

298 Os03t0851100-01 48564 19 0.06 Similar to Translational elongation factor EF-TuM. mito 0.03 protein

297 Os04t0610600-01 28848 2 0.06 Similar to Cor14b protein precursor. chlo 0.28 not assitned

301 Os09t0361400-01 29202 2 0.06
Outer mitochondrial membrane protein porin (Voltage-dependent anion-

selective channel protein) (VDAC).
cyto 0.12 transport

303 Os02t0205200-01 39575 5 0.06 Similar to Unidentified precursor. extr 0.09 not assitned

302 Os10t0155500-01 39620 4 0.06 Similar to Aldose 1-epimerase-like protein. cyto 0.02
minor CHO

metabolism

304 Os07t0410100-01 59248 10 0.06 Similar to Dihydrolipoamide S-acetyltransferase (EC 2.3.1.12). mito 0.42 TCA

305 Os02t0187100-00 30010 4 0.06 Similar to cyclase. plas 0 DNA

306 Os02t0669100-01 30904 2 0.06 Dehydrin family protein. nucl 0.37 not assitned

307 Os04t0386700-01 29660 2 0.06 Similar to OSIGBa0148P16.6 protein. plas 0.02 RNA



308 Os06t0486800-01 41543 5 0.06 Similar to Formate dehydrogenase, mitochondrial precursor (EC 1.2.1.2) mito 0.01
C1-

metabolism

309 Os12t0620400-01 31548 3 0.05 Methyl-CpG DNA binding domain containing protein. nucl 0.57 RNA

310 Os01t0711000-01 54360 3 0.05 Similar to Vacuolar ATP synthase subunit B isoform 2 (EC 3.6.3.14) cysk 0.14

mitochondrial

electron

transport

311 Os01t0937100-01 44500 5 0.05 Similar to Xylanase inhibitor precursor (Xylanase inhibitor TAXI-I). chlo 0.18 protein

312 Os03t0340500-01 92501 5 0.05 Similar to Sucrose synthase (EC 2.4.1.13). cyto 0.1
major CHO

metabolism

314 Os04t0117900-01 45861 7 0.05 Amidase family protein. cyto 0 protein

313 Os06t0726400-01 93747 3 0.05 Branching enzyme-I precursor (Starch-branching enzyme I) chlo 0.17
major CHO

metabolism

315 Os02t0817700-02 47370 3 0.05 Similar to 3-ketoacyl-CoA thiolase (Fragment). chlo 0.05
amino acid

metabolism

316 Os05t0155601-00 59100 8 0.05 Importin alpha-1b subunit. nucl 0.64 protein

317 Os03t0143400-01 61292 7 0.05
Similar to mitochondrial chaperonin-60 [Oryza sativa (japonica cultivar-

group)].
mito 0.06 protein

318 Os06t0538000-01 61316 3 0.05 Similar to T-complex protein 1, gamma subunit (TCP-1-gamma) cyto 0.18 protein

319 Os09t0474300-01 75044 7 0.05 Similar to Heat-shock protein precursor. chlo 0.49 stress

320 Os02t0575800-01 40366 2 0.04 Aldose-1-epimerase domain containing protein. chlo 0.03
minor CHO

metabolism

322 Os02t0735200-01 39405 4 0.04 Glutamine synthetase shoot isozyme (EC 6.3.1.2) cyto 0.06 N-metabolism

325 Os02t0767500-01 39333 2 0.04 Mitochondrial phosphate transporter. extr 0.03 transport

321 Os04t0390800-01 39547 7 0.04 NAD(P)-binding domain containing protein. chlo 0.01 misc

324 Os06t0716700-02 93044 4 0.04 Similar to Heat shock protein 90. vacu 0.44 stress

323 Os07t0622000-01 38913 20 0.04 Serine/threonine-protein kinase SAPK2 (EC 2.7.1.37) cysk 0.1 protein

328 Os01t0118000-01 42253 2 0.04 Similar to Fructose-bisphosphate aldolase (EC 4.1.2.13) (Fragment). chlo 0.06 PS

326 Os02t0815500-01 41652 4 0.04 Alcohol dehydrogenase class III (EC 1.1.1.1) extr 0.01 misc

327 Os03t0610650-01 42114 2 0.04 Similar to cDNA clone:002-125-A07, full insert sequence. plas 0.18 not assitned

329 Os09t0115400-01 71870 2 0.04 Similar to Poly(A)-binding protein. nucl 0.38 RNA

331 Os01t0180800-01 93904 6 0.04 Heat shock protein Hsp70 family protein. cyto 0.24 stress

330 Os10t0470900-01 45593 4 0.04 Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.19 RNA

332 Os04t0670200-01 50964 7 0.03 Similar to Oryzain beta chain precursor (EC 3.4.22.-). extr 0.05 protein

333 Os07t0134800-01 69494 3 0.03
Similar to Succinate dehydrogenase [ubiquinone] flavoprotein subunit, (EC

1.3.5.1)
mito 0.1 TCA

334 Os02t0523500-01 108515 5 0.03 Similar to 110 kDa 4SNc-Tudor domain protein (Fragment). chlo 0.3 RNA

337 Os08t0440800-01 53963 2 0.03 Glyceraldehyde-3-phosphate dehydrogenase. cyto 0.01 PS

335 Os09t0440300-01 55208 3 0.03 Similar to Aldehyde dehydrogenase family 7 member A1 (EC 1.2.1.3) chlo 0.07 fermentation

336 Os11t0525600-01 114599 4 0.03 Similar to Alpha-mannosidase. chlo 0.22 misc

338 Os02t0274100-01 79038 8 0.03
Similar to Peroxisomal fatty acid beta-oxidation multifunctional protein

(MFP).
plas 0.06

lipid

metabolism

341 Os02t0100100-01 62443 2 0.03 Thioredoxin domain domain containing protein. E.R. 0.06 redox

343 Os02t0644100-01 65159 3 0.03 Similar to Heat shock protein STI (Stress inducible protein) (GmSTI). mito 0.59 stress

340 Os04t0164900-01 62247 3 0.03 Similar to Starch debranching enzyme. chlo/nucl 0.16 not assitned

339 Os07t0447800-01 58553 2 0.03
Alpha-D-phosphohexomutase, alpha/beta/alpha I, II and III domain

containing protein.
chlo 0.06 tlycolysis

342 Os08t0192900-01 60472 2 0.03 Nucleotide-binding, alpha-beta plait domain containing protein. nucl 0.68 sitnallint

344 Os03t0136900-01 106862 8 0.03 Similar to Aconitate hydratase, cytoplasmic (EC 4.2.1.3) chlo 0.04 TCA

345 Os03t0810600-01 72125 4 0.02 Miro-like domain containing protein. plas 0.61 sitnallint

346 Os06t0303400-00 90373 10 0.02 Similar to aconitate hydratase, cytoplasmic. cyto 0.08 TCA

347 Os05t0405000-01 103578 3 0.02 Orthophosphate dikinase precursor (EC 2.7.9.1). chlo 0.11 not assitned

348 Os01t0226400-01 93590 6 0.02 ATPase, AAA-type, core domain containing protein. vacu 0.76 protein

349 Os02t0218200-01 98904 7 0.02 Peptidase M1, membrane alanine aminopeptidase family protein. cyto 0.05 protein
aProtein ID is accordint to The Rice Annotation Project Database, bM.P. means number of matched peptide, the protein with >2 matched peptides were considered, cMol (%) is the percentate calculated usint

each emPAI of identified protein to divide the total emPAI of total identified proteins, dWoLFPSORT is protein location prediction software, eNucPred is protein location prediction software, fFunction were

obtained usint 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 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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