Table S1.

fold upregulation and downregulation, respectively, in MSD10E.

Quantitative shotgun proteomic analysis of developing seeds of MSD10E and WT at 4 and 10 DAF under hot and control conditions.
WT, Nipponbare wild type; MSD10E, Nipponbare MSD1 overexpressor. Hot condition = 33/28 °C (12/12 h); control condition = 28/23 °C (12/12 h). Numerical values in blue and red indicate =2-

GTP: chioroplast transit peptide
mTP: mitochondrion transit peptide
SP: signal peptide

NTS: nuclear transport signal

PTS: peroxisome targeting signal

Stress
hot (ight 12h, 33°C / dark 12h, 28°C ) Control (light 12h, 28°C / dark 12h, 23°C ) -
Accession  Coverage  Peptide Ratio Ratio Coverage  Peptide Ratio Ratio Description | ?"”t'_"i S'?":i' e
(MSD1OE/WT for 4days) (MSD1OE/MT for 10days) (MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (localization predicted)
reactive oxygen scavenging
POC5CY 37.29 29 0.562 0132 3091 20 1.343 1.967 1-Cys peroxiredoxin A 0S=Oryza sativa subsp. japonica GN=0s07g0638300 - [REHYA_ORYSJ] NTS (nucleus)
POC5DS5 7.83 2 2022 1.756 15.21 12 1.067 1.121 Peroxiredoxin Q, chloroplastic 0S=Oryza sativa subsp. japonica GN=0s06g0196300 - [PRXQ_ORYSJ] CTP (plastid)
P93407 30.33 15 2.989 3.078 34.60 27 1.003 1.067 P [cu-zn], ic 0S=Oryza sativa subsp. japonica GN=SODCP - [SODCP_ORYSJ] undlear (plastid, cytoplasm)
QO0D840 48.36 41 1.179 2.383 40.98 60 1.301 0.788 Thioredoxin H1 OS=Oryza sativa subsp. japonica GN=TRXH - [TRXH1_ORYSJ] none (cytoplasm)
Qton21 4280 20 3.993 5523 54.40 68 1492 0.987 L-ascorbate peroxidase 1, cytosolic OS=Oryza sativa subsp. japonica GN=APX1 - [APX1_ORYS.] none (cytoplasm)
Peptide methionine sulf B3, chloroplastic OS= i i N=MSRB3 -
QBAUKS 80 . 2058 2088 1650 ; 1267 0074 eptide methionine sulfoxide reductase B3, chloroplastic OS=Oryza sativa subsp. japonica GN=MSRB3 oTP (pastid)
[MSRB3_ORYSU]
Q6ER94 26.44 9 1.843 2329 3142 40 1.628 1.010 2-Cys peroxiredoxin BAS1, chloroplastic 0S=Oryza sativa subsp. japonica GN=BAS1 - [BAS1_ORYSJ] CTP (plastid)
Q6208 1.61 1 5117 4124 2621 18 1.657 0.774 Monodehydroascorbate reductase OS=Oryza sativa subsp. japonica GN=0J1150_A11.25 - [Q6ZJ08_ORYS.] SP (ER)
Q6401 13.75 5 2.020 4853 2852 18 1772 0.995 Probable L-ascorbate peroxidase 4 0S=Oryza sativa subsp. japonica GN=APX4 - [APX4_ORYSJ] mTP (mitochondrion)
QrFess 489 1 2614 3754 44.00 12 1.404 1.197 Peroxiredoxin-2E-2, chloroplastic OS=Oryza sativa subsp. japonica GN=PRXIIE-2 - [PR2E2_ORYSJ] CTP (plastid)
NADH-ubiquinone oxidoreductase 23 kDa subunit, mitochondrial, putative, expressed 0S=Oryza sativa " .
Q7xzwi 4.04 1 1.866 4315 538 4 1.836 1.267 Subsp. japonica GN-OSINBH0094003.18 - [Q7TXZW1 ORYSJ] mTP (mitochondrion)
i N-terminal domain protein, exp 0S=0ryza sativa subsp. japonica
Q8HBD6 313 1 3239 2758 N.D N.D N.D N.D GNSOL1006F06.6 - [QBHEDS, ORYS] SP (ER)
Q8RZT1 242 1 0447 1.147 242 6 1513 0.998 050190316100 protein OS=Oryza sativa subsp. japonica GN=B1012D10.43 - [Q8RZT1_ORYSJ] Putative L-pipecolic acid oxidase ~ unclear
QOFE01 38.25 9 25569 3760 4064 56 1,562 1.001 L-ascorbate peroxidase 2, cytosolic OS=Oryza sativa subsp. japonica GN=APX2 - [APX2_ORYS.] none (cytoplasm)
Q9FR35 13.58 2 1.953 2011 51.23 28 1.389 0.982 Peroxiredoxin-2C 0S=Oryza sativa subsp. japonica GN=PRXIIC - [PRX2C_ORYSJ] none (cytoplasm)
chaperone, heat shock protein N.D
DnaK-type molecular chaperone hsp70-rice OS=Oryza sativa subsp. japonica GN=0s11g0703900 -
Q53NM9 2635 55 1.807 2385 55.62 251 1.705 1.086 (s3I ORYSS NTS (nucleus)
Q53RJ5 4.19 1 0.299 0410 7.62 34 0.755 N.D DnaK protein OS=Oryza sativa subsp. japonica GN=0s03g0710500 - [Q53RJ5_ORYSJ] SP (secretory)
Isoform 1 of 18.0 kDa class Il heat shock protein OS=Oryza sativa subsp. japonica GN=HSP18.0 -
QSVRY1-1  17.47 4 1772 2086 16.87 6 1.653 0.836 [HSP18. ORYS.] none (cytoplasm)
Q5Z9N8 419 6 2200 2741 28.82 a7 1722 0.832 Heat shock protein 90 0S=Oryza sativa subsp. japonica GN=P0481E08.35 - [Q5Z9N8_ORYS.] SP (secretory)
Q69Y99 23.41 6 0.997 3305 51.59 40 1.304 1.019 Putative chaperonin 21 0S=Oryza sativa subsp. japonica GN=P0528E04.36-1 - [Q69Y99_ORYSJ] CTP (plastid)
QBK7E9 7.56 3 0.984 0248 6.40 1 1.472 1.324 18.6 kDa class Ill heat shock protein OS=Oryza sativa subsp. japonica GN=HSP18.6 - [HS186_ORYSJ] none (cytoplasm)
Q62780 4752 14 0.382 0.793 52.78 316 1.389 0.982 Dnak-type molecular chaperone Bip OS=Oryza sativa subsp. japonica GN=P0036E06.29 - [Q6Z7B0_ORYS.] SP (secretory)
Q62711 17.23 16 1647 3.257 27.98 48 1500 1.084 050290774300 protein 0S=Oryza sativa subsp. japonica GN=0J1448_G06.10 - [Q6Z7L1_ORYSJ] :::‘;‘:ZUZ"EK’W"E moleaular b (mitochondrion)
Q6z7v2 2273 6 1.602 2648 591 1 1110 0.695 24.1 kDa heat shock protein, mitochondrial 0S=Oryza sativa subsp. japonica GN=HSP24.1 - [HS24M_ORYSJ] unclear
aszcvr 4.97 6 1738 24107 2115 40 4480 1.003 050890487800 protein 0S=Oryza sativa subsp. japonica GN=P0028A08.21 - [Q6ZCV7_ORYSJ] Putative heat-shock protein CTP (plastid)
Putative heat shock protein, 5'-partial (Fragment) OS=Oryza sativa subsp. japonica GN=OSJNBa0083F 15.25 -
Qrsis? 448 8 1477 2021 14.67 17 1.437 0.943 (75157 ORYS) unclear
Q8H3I7 6.12 1 1217 2184 16.33 13 1.176 1.285 10 kDa chaperonin OS=Oryza sativa subsp. japonica GN=P0524G08.116 - [Q8H3I7_ORYSJ] mTP (mitochondrion)
Q8H903 2265 18 1,576 2.021 4129 69 1512 1.073 Mitochondrial chaperonin-60 OS=Oryza sativa subsp. japonica GN=OSJNBa0071K18.10 - [Q8H903_ORYSJ] mTP (mitochondrion)
Q943E6 18.00 9 1.659 0243 12.00 1 N.D N.D 16.9 kDa class | heat shock protein 2 0S=Oryza sativa subsp. japonica GN=HSP16.98 - [HS16B_ORYSJ] none (cytoplasm)
QoSLY8-1 3844 28 2484 4216 3443 45 1.399 0.954 Isoform 1 of Calreticulin 0S=Oryza sativa subsp. japonica GN=0s07g0246200 - [CALR_ORYSJ] SP (secretory)
stress related
004226 237 2 29045 N.D 6.42 6 1574 0.829 Delta-1-pyrroline-5-carboxylate synthase OS=Oryza sativa subsp. japonica GN=P5CS - [P5CS_ORYSJ] none (cytoplasm)
QoumYs 552 1 4795 3210 2207 3 1.299 0.689 Salt stress-induced protein 0S=Oryza sativa subsp. japonica GN=SALT - [SALT_ORYSJ] none (cytoplasm)
Q67X37 6.82 2 1.150 2329 10.71 2 1.473 0.869 050690231300 protein OS=Oryza sativa subsp. japonica GN=P0525F01.37 - [Q67X37_ORYSJ] Putative salt tolerance protein 5 ¢TP (plastid)
Q6ESR4 414 2 0.801 2244 N.D N.D N.D N.D Dehydration-stress inducible protein 1 0S=Oryza sativa subsp. japonica GN=P0B84A08.9-1 - [Q6ESR4_ORYSJ] NTS (nucleus)
QBHB60 20.70 15 1116 2128 36.16 46 1.202 1.281 050290644100 protein OS=Oryza sativa subsp. japonica GN=0J1282_H11.17 - [Q6HB60_ORYSJ] :“’1"""‘/9 stress-induced protein | ¢ toplasm)
Q6YURS 25.31 9 1.981 4368 29.05 10 1.127 1114 Cold shock domain protein 1 0S=Oryza sativa subsp. japonica GN=OSJNBb008BNOG.21 - [Q6YURE_ORYSJ] none (cytoplasm)
Q6Z4N4 9.80 1 1.966 2.335 9.80 1 1,643 1.262 050790684000 protein OS=Oryza sativa subsp. japonica GN=OSJNBa0060017.15 - [Q6Z4N4_ORYSJ] zf";i;;eg'a;‘g;‘w" domain - ear
Q6ZBK6 1.99 1 0.256 0.279 310 2 1.812 0.965 050890519400 protein OS=Oryza sativa subsp. japonica GN=POSBIE12.19 - [Q6ZBK6_ORYS.] ;:';f:;’z:“ess related-fike protein oo <. cretory)
Q7sLL0 33.52 10 0428 0264 19.78 22 1,623 1.423 Putative stress-related protein OS=Oryza sativa subsp. japonica GN=0SJNBa0047E24.27 - [Q75LLO_ORYSJ] none (cytoplasm)
Q7xuYs 74.52 83 2059 3846 79.62 146 1.295 1.196 0SJNBbO048E2.12 protein OS=Oryza sativa subsp. japonica GN=OSJNBb0048E02.12 - [Q7XUY5_ORYSJ]  Pathogenesis-related protein  none (cytoplasm)
Q84URS 4162 24 1.670 3357 4873 16 0.765 1.249 Cold shock domain protein 2 0S=Oryza sativa subsp. japonica GN=P0582005.112 - [Q84URS_ORYSJ] none
hot control sorting siomal
Accession  Coverage  Peptide Ratio Ratio Coverage  Peptide Ratio Ratio Description ocon °":"9 5'9":d ’
(MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (MSD1OE/WT for 4days) (MSD1OE/T for 10days) (localization predicted)
glycometabolism, glycolysis
Isoform 2 of Glucose-1 small subunit, ic 0S=Oryza sativa )
P15280-2 27 2 ; 4 4 1 114 TP (ol
5280. 30 3 0344 0.845 8.85 98 356 6 auben, japorics ONSAGPS - [0LOS. ORYS.] CTP (plastid)
P27934-2 429 2 0.351 0.082 N.D N.D N.D N.D Isoform 2 of Alpha-amylase isozyme 3E OS=Oryza sativa subsp. japonica GN=AMY1.4 - [AMY3E_ORYS.] SP (secretory)
P29421 13.50 4 0202 0.124 21.00 12 1.200 1.185 Alpha-amylase/subtilisin inhibitor 0S=Oryza sativa subsp. japonica GN=RASI - [IAAS_ORYSJ] SP (secretory)




Glucose-6-phosphate isomerase, cytosolic B 0S=Oryza sativa subsp. japonica GN=0s06g0256500 -

[G6PIB_ORYS]

Isoform 1 of 1,4-alpha-glucan-branching enzyme, chioroplastic/amyloplastic OS=Oryza sativa subsp. japonica

GN=SBE1 - [GLGB_ORYSJ]

QoD3D2 2.04 1 1.830 2.148 477 5 1.977 1.089 Pyruvate decarboxylase isozyme 3 0S=Oryza sativa subsp. japonica GN=PDC3 - [PDC3_ORYSJ] none (cytoplasm)
3 , cytosolic 0S=Oryza sativa subsp. japonica GN=GAPC -

P42863 1.59 1 0.953 2315 14.64 9 1.753 0.725 none (cytoplasm)

Q01401-1 23.66 31 0.114 0.685 28.66 84 1.272 0.659 cTP (plastid)

QOJBA4 33.23 34 1.686 2210 59.35 164 2051 0.899 [G3PC_ORYSJ] none (cytoplasm)
Fruct aldolase, tic OS=Oryza sativa subsp. japonica GN=0s11g0171300 - N
Q40677 16.49 9 2461 2338 29.64 41 1.846 1175 [ALFC_ORYSJ] cTP (plastid)
Q5JK10 9.49 4 2,053 1.960 27.31 28 1.913 0.694 0s01g0926300 protein OS=Oryza sativa subsp. japonica GN=OSJNBa0093F 16.14 - [Q5JK10_ORYSJ] Putative transaldolase unclear
119027/ = i It i N=P F12.26 - NBP! RY! Protein ki K-H
QsNEPS 130 4 2504 4814 D ND D D 050190276800 protein OS=Oryza sativa subsp. japonica GN=P0038F 12.26 - [Q5NBP9_ORYSJ] is::f:;lr: zwr:lz:(:e Csubstrate 8OKH o o)
Q5VNTS 3.31 3 0.372 1.057 37.74 84 1.377 1313 Glucose-1-phosphate adenylyltransferase OS=Oryza sativa subsp. japonica GN=PO663E10.9 - [Q5VNT5_ORYSJ] none (cytoplasm)
Q5VNW1 5.37 4 2791 1.058 28.12 68 1.768 0.834 Putative transketolase 1 OS=Oryza sativa subsp. japonica GN=P0001H02.3 - [Q5VNW1_ORYSJ] NTS (nucleus)
QB0EY9 3902 3 2.036 2478 25.16 15 1.936 0.666 0s0590208000 protein OS=Oryza sativa subsp. japonica GN=0J1430_B02.7 - [Q60EY9_ORYSJ] r:::]astlzzaf::xoglu(arale/malale mTP (mitochondrion)
Qesav7 a7 . 0110 D 1356 19 1463 1382 Probable alpha-glucosidase Os06g0675700 OS=Oryza sativa subsp. japonica GN=0s06g0675700 - 5P (secrelony)
[AGLU_ORYSJ]
Q69K00 8.88 4 3120 2.710 25.00 18 1557 1.044 Triose phosphate isomerase OS=Oryza sativa subsp. japonica GN=P0569E11.2-1 - [Q69K00_ORYSJ] TP (plastid)
QBEN36 1.81 1 0.398 7427 N.D N.D N.D N.D 0s02g0256100 protein OS=Oryza sativa subsp. japonica GN=0SJNBa0052K15.27 - [Q6EN36_ORYSJ] Putative SP (secretory)
QBEUF8 11.00 4 1.676 2,058 8.20 3 1.817 0449 Citrate synthase OS=Oryza sativa subsp. japonica GN=0J1705_E12.26 - [Q6EUF8_ORYSJ] unclear
Q6HEP8 7.52 8 0.667 2.082 24.24 77 1.381 0.759 Branching enzyme-3 OS=Oryza sativa subsp. japonica GN=P0475F05.16 - [Q6H6P8_ORYS.] TP (plastid)
Q6258 1077 s 1691 2182 1795 o4 1730 0.889 050290739600 protein OS=Oryza sativa subsp. japonica GN=P0684F11.25 - [Q6Z5N4_ORYSJ] Putative pyruvate dehydrogenase (mitochonrion)
E1 alpha subunit
Probable 3, ic 0S=Oryza sativa subsp. japonica GN=0s08g0547100 - .
Q6Z9C3 7.65 4 0.500 1.047 N.D N.D N.D N.D [6PGL3_ORYSJ] cTP (plastid)
Q6ZBH2 12.47 16 0.237 0.583 27.10 67 1.357 1.248 0s0890545200 protein OS=Oryza sativa subsp. japonica GN=P0623F08.37 - [Q6ZBH2_ORYSJ] Putative sorbitol dehydrogenase  unclear
Q75K90 17.10 6 2,752 0.984 44.84 42 2.093 1.028 Phosphoglycerate kinase OS=Oryza sativa subsp. japonica GN=0J1118_C04.1 - [Q75K90_ORYSJ] none (cytoplasm)
3 0S=0ryza sativa subsp. japonica GN=0J000223_09.15 -
Q7FAH2 35.31 41 2.256 2.998 48.66 187 1.873 0.885 [Q7FAH2_ORYSJ] unclear
INB: B21.24 il = i j N=t INB: B21.24 - [Q7X8A1_ORY:! I li |
Q7X8A1 7.46 3 2835 2518 28.61 42 2,024 0910 (OSJNBa0036! protein OS=Oryza sativa subsp. japonica GN=0SJNBa0036| [Q7X8A1_ORYSJ] gr\;:::;e metabolic process related TP (plastid)
Q8H3Q7 8.77 5 2.116 3.116 30.48 34 1.776 0.912 Xylose isomerase OS=Oryza sativa subsp. japonica GN=P0625E02.119 - [Q8H3Q7_ORYSJ] SP (secretory)
Q8HAV1 154 2 3583 1.746 28.32 50 1,685 0675 0s0890366000 protein OS=Oryza sativa subsp. japonica GN=0J1484_G09.129-1 - [Q8H4V1_ORYSJ] ::iscif;lo:::lpyruvate unclear
Q94JJ0 6.95 2 2877 2770 9.02 8 1.961 0.885 Fructose-bisphosphate aldolase OS=Oryza sativa subsp. japonica GN=P0494A10.15 - [Q94JJ0_ORYSJ] unclear
Q9AUQ4 22.68 27 1.095 2.004 44.85 105 1.665 0.935 Phosphoglucomutase OS=Oryza sativa GN=OSJNBb0033N16.5 - [Q9AUQ4_ORYSA] PTS(peroxisome)
QOFRX7 4.74 3 2.259 1.558 26.96 34 1.738 0.902 Aldehvde dehvdrogenase ALDH2b OS=Orvza sativa subsp. japonica GN=Aldh2b - [Q9FRX7 ORYSJ] mTP (mitochondrion)
EST C74302(E30840) corresponds to a region of the predicted gene OS=Oryza sativa subsp. japonica Glyceraldehyde-3-phosphate "
9SNK3 14.41 7 X 30.63 44 1.868 1.063 TP (plastid]
a 2494 2030 GN=0503g0129300 - [Q9SNK3_ORYSJ] dehydrogenase B, CTP (plastid)
energy metabolism
P0C522 9.63 6 2.664 4.095 46.56 132 1.804 0.860 ATP synthase subunit alpha, mitochondrial 0S=Oryza sativa subsp. japonica GN=ATPA - [ATPAM_ORYSJ] mitochondrial gene
P12085 14.26 22 2,063 2,056 65.46 178 1.850 1.082 ATP synthase subunit beta, chloroplastic OS=Oryza sativa subsp. japonica GN=atpB - [ATPB_ORYSJ] chloroplastic gene
Q01859 46.74 63 2.046 2436 56.70 212 1.586 1.190 ATP synthase subunit beta, mitochondrial 0S=Oryza sativa subsp. japonica GN=ATPB - [ATPBM_ORYSJ] mTP (mitochondrion)
Q5TKF4 25.10 8 2.070 2402 21.34 14 1.644 0.901 Nucleoside diphosphate kinase OS=Oryza sativa subsp. japonica GN=0SJNBa0030I14.12 - [Q5TKF4_ORYSJ] cTP (plastid)
Q8s7T5 11.53 6 2622 2,007 N.D N.D N.D N.D ATP synthase subunit alpha OS=Oryza sativa subsp. japonica GN=OSJNBb0005J14.21 - [Q8S7T5_ORYSJ] none (cytoplasm)
Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial 0S=Oryza sativa subsp. japonica N N
QBKING 11.37 6 1.874 2.564 30.33 22 1.630 1.094 GN=050290621700 - [SUCB_ORYSJ] mTP (mitochondrion)
lipld metabollsm
Q10EK7 37.79 17 0422 0.121 18.60 6 1.343 1.967 Oleosin 18 kDa OS=Oryza sativa subsp. japonica GN=OLE18 - [OLEO2_ORYSJ] unclear
Q42980 7.43 2 0.954 0.384 7.43 4 1.139 1.683 Oleosin 16 kDa OS=Oryza sativa subsp. japonica GN=OLE16 - [OLEO1_ORYSJ] unclear
QeYY47 273 2 3.469 4.556 1.34 1 2.004 1.091 0s02g0588500 protein OS=Oryza sativa subsp. japonica GN=OSJNBb0046012.21 - [Q6YY47_ORYSJ] Putative GPl-anchored protein SP (plasma membrane)
Q6YZX6 4.90 4 3413 34178 23.39 73 1623 0.983 Putative aconitate hydratase, cytoplasmic OS=Oryza sativa subsp. japonica GN=0s08g0191100 - [ACOC_ORYSJ] none (cytoplasm)
Q62014 21.33 9 1.210 2222 14.93 7 1.795 0.981 0s0890327400 protein OS=Oryza sativa subsp. japonica GN=0SJNBa0049101.2 - [Q6Z014_ORYSJ] Putative enoyl-ACP reductase cTP (plastid)
Q75GN2 10.14 1 0213 0.224 10.14 2 1.505 1.543 Non-specific lipid-transfer protein 0S=Oryza sativa subsp. japonica GN=0SJNBa0018K15.7 - [Q75GN2_ORYSJ] SP (secretory)
n GDSL-motif lipase/hydrolase family protein, putative, expressed 0S=Oryza sativa subsp. japonica
751 272 .6 N.D 2.4! 1 7 P
QarsLee 3 5639 5 3 856 0.579 GN=0SJNBa0032G11.17 - [Q75LC6_ORYS.] SP (secretory)
Q7F280 267 1 4.106 N.D 30.83 25 1.838 0.753 Isocitrate dehydrogenase [NADP] OS=Oryza sativa subsp. japonica GN=0OSJNBb0006H05.32 - [Q7F280_ORYS.] PTS(peroxisome)
Q8SOE1 341 3 2.049 0.951 N.D N.D N.D N.D Pyruvate kinase OS=Oryza sativa subsp. japonica GN=0J1014_E09.29-2 - [Q69WE5_ORYSJ] Mitochondrion
nucleotide and amino acid metabolism
P14656 3.09 1 2847 3.026 29.21 19 1.549 0.998 Glutamine synthetase cytosolic isozyme 1-1 0S=Oryza sativa subsp. japonica GN=GLN1-1 - [GLN11_ORYSJ] PTS(peroxisome)
P37833 9.83 7 0.491 0.958 47.42 78 1538 0.712 Aspartate aminotransferase, cytoplasmic OS=Oryza sativa subsp. japonica GN=0s01g0760600 - [AATC_ORYSJ] none (cytoplasm)
QODKY4 13.38 6 3404 2219 38.13 42 1.652 1.363 S-adenosylmethionine synthase 1 OS=Oryza sativa subsp. japonica GN=SAM1 - [METK1_ORYSJ] none (cytoplasm)
Putative N'-5" i formimino-5 imi 4 i ide i 08=0ryza
QBATYS 8.84 1 1595 2468 9.52 5 1685 1188 sativa subsp. japonica GN=0SJNBa0035J16.8 - [QBATY5_ORYSJ] none (cytoplasm)
QBK1RS 10.56 2 1.846 2459 39.30 55 1.785 0.944 Putative adenosine kinase OS=Oryza sativa subsp. japonica GN=B1215B07.34 - [Q6K1R5_ORYSJ] SP (ER)
Q7FIF2 6.38 5 1.855 2.350 16.90 18 1.524 1.009 ‘0s0890525600 protein OS=Oryza sativa subsp. japonica GN=0J1191_A10.119 - [Q7F1F2_ORYSJ] Z:Ir:tenr/:;u kDa peptidyl-prolyl none (cytoplasm)
Q94HC5 10.54 13 0425 0.998 43.60 105 1.329 0.998 Putative alanine aminotransferase OS=Oryza sativa subsp. japonica GN=0SJNBb0061118.10 - [Q94HC5_ORYSJ] none (cytoplasm)
secondary metabolite
050190174300 protein 0S=Oryza sativa subsp. japonica GN=0SJNBa0089K24.21 - [Q5VR12_ORYSJ] Flavoprotein pyridine nucleotide
Q5VR12 3.54 1 2.328 3.321 17.04 6 1.704 0.986 cytochrome reductase domain mTP (mitochondrion)
containing protein
QBATP8 8.06 2 8291 8.456 N.D N.D N.D N.D Dirigent-like protein, expressed OS=Oryza sativa subsp. japonica GN=0SJNBa0028F23.22 - [Q6ATP8_ORYSJ] SP (secretory)
129032 te = ti . i N=P0622F08.20 - Z6B: RY: Phenol hy 1
Q67685 348 4 2218 as87 1150 s 1693 0073 050290328300 protein 0S=Oryza sativa subsp. japonica GN=P0622F08.20 - [Q6Z6B5_ORYSJ] far:i;;/opr:tderi:xy ase reductase 1o i
Q6z817 4.49 2 8.203 N.D 21.03 24 1.823 0.801 050290752200 protein OS=Oryza sativa subsp. japonica GN=P0431B06.43 - [Q6Z8I7_ORYSJ] Similar to Beta-D-xylosidase SP (plasma membrane)
Q8W3D0 4.47 2 2.087 2404 N.D N.D N.D N.D Probable pyridoxal biosynthesis protein PDX1.2 0S=Oryza sativa subsp. japonica GN=PDX12 - [PDX12_ORYSJ] none (cytoplasm)

photosynthesis
POC358 1.63 8 4.091 1.941 15.94 34 1.689 0.882 1 P700 a A2 0S=Oryza sativa subsp. japonica GN=psaB - [PSAB_ORYSJ] chloroplastic gene




POC367 11.63 7 3.207 1,696 2452 39 1.953 0.972 11 CP43 in 0S=Oryza sativa subsp. japonica GN=psbC - [PSBC_ORYSJ] chioroplastic gene
POC434 6.80 4 4586 2025 2096 a7 1.728 1.082 Photosystem Q(B) protein 0S=Oryza sativa subsp. japonica GN=psbA - [PSBA_ORYSJ] chioroplastic gene
POC512 19.92 46 2653 1.308 37.32 232 1.739 0.722 Ribulose bisphosphate carboxylase large chain 0S=Oryza sativa subsp. japonica GN=rbcl - [RBL_ORYSJ] chloroplastic gene
Isoform 2 of Ribulose activase, ic 0S=Oryza sativa subsp. )
- . 1. ; X
P93431-2 7.6 3 3430 1518 51.96 14 1.763 0.973 {anonion GNLROA - [ROA ORYSU] CTP (plastid)
QODFCY 5.19 2 2306 1.950 2078 8 0.751 1.652 Plastocyanin, chloroplastic OS=Oryza sativa subsp. japonica GN=PETE - [PLAS_ORYSJ] CTP (plastid)
Q10HDO 2471 8 2799 1.653 2471 49 1.760 0.906 Chiorophyll a-b binding protein, chloroplastic 0S=Oryza sativa subsp. japonica GN=RCABP8S - [CB23_ORYSJ] CTP (plastid)
QBAVAB-2 2063 61 0312 1373 52.83 274 1.208 1143 Isoform 2 of Pyruvate, phosphate dikinase 1, chloroplastic OS=Oryza sativa subsp. japonica GN=PPDK1 - TP (plastid)
[PPDK1_ORYS.]
Q6411 483 3 2297 1.547 2034 50 1.937 0.892 Chiorophyll a/b-binding protein OS=Oryza sativa subsp. japonica GN=P0567H04.14 - [Q6Z411_ORYSJ] CTP (plastid)
7905627 = ! japonica GN=P0406F06.32 - [Q6ZF30_ORY! Putative chiorophyll A-B bi
QszF30 677 s 2005 2680 e 2 2000 0889 0807908562700 protein OS=Oryza sativa subsp. japonica GN=P0406F06.32 - [Q6ZF30_ORYSJ] utative chlorophyll ABDINGNG 1o 1
protein of LHCII type IlI
Q6zFJ9 11.04 29 1.584 6532 27.09 58 1718 1313 050290102900 protein OS=Oryza sativa subsp. japonica GN=0,1435_F07.26 - [Q6ZFJ9_ORYSJ] 60 kDa chaperonin beta subunit  cTP (plastid)
Putative Rubisco subunit binding-protein alpha subunit (60 kDa chaperonin alpha subunit) OS=Oryza sativa subsp. )
Q7X9A7 11.82 16 2208 2875 57.02 115 1.396 1.130 {anonica GN-OSINBA0033P042 . [Q7XOAT ORYS] CTP (plastid)
Qrxm7e 584 2 3.704 2649 55.84 45 1.983 0.957 0SJNBa0079C19.2 protein 0S=Oryza sativa GN=0SJNBa0079C19.2 - [Q7XM78_ORYSA] SP (plasma membrane)
Chioroplast photosystem | reaction center subunit ll-like protein OS=Oryza sativa subsp. japonica )
4PB4 18.72 1.7 ¥ 44 2 1 1 TP (pl
a8 8 3 58 2215 33 3 563 0.99 ONSOL0BR0560900 - (aB4PBS ORYS) CTP (plastid)
Q8GTKe 2047 1 2845 2440 646 » 1576 0988 050790141400 protein OS=Oryza sativa subsp. japonica GN=0J1351_C05.112 - [Q8GTK4_ORYSJ] Probable photosystem lloxygen 1o/
evolving complex protein 2
Photosystem | reaction center subunit ll, chioroplast, putative, expressed OS=Oryza sativa subsp. japonica )
Q8s7H8 424 1 3491 1.671 2246 12 1.751 1.129 CNCOSINEA0010109.4. [Q6S7HE ORYSJ] CTP (plastid)
- 2372 2 2668 2388 a5 0 a6 22 050190501800 protein OS=Oryza sativa subsp. japonica GN=B1080D07.27 - [Q943W1_ORYSJ] Putaiive 33KDa oygen evoling 1oL
protein of photosystem II
QeLwTs 2995 . 5o 2565 0.9 121 1415 1138 050690114000 protein OS=Oryza sativa subsp. japonica GN=P0541H01.20 - [Q9LWT6_ORYS.] Rubisco suburit binding-protein o
beta subunit
Storags protein
hot control sorting siomal
Accession  Coverage  Peptide Ratio Ratio Coverage  Peptide Ratio Ratio Description . “’“""9 5'9":d ’
(MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (MSD1OE/WT for 4days) (MSD1OE/T for 10days) (localization predicted)
PO7728 37.47 384 0.196 0.197 4168 439 1.305 0.887 Glutelin type-A 1 0S=Oryza sativa subsp. japonica GN=GLUAT - [GLUA1_ORYS.] SP (protein body)
PO7730 34.87 330 0423 0.882 4329 383 1.255 0.527 Glutelin type-A 2 0S=Oryza sativa subsp. japonica GN=GLUAZ - [GLUA2_ORYS.] SP (protein body)
P14323 46.00 351 0073 0271 4128 566 1.215 1.160 Glutelin type-B 1 0S=Oryza sativa subsp. japonica GN=GIuB1-A - [GLUB1_ORYSJ] SP (protein body)
P14614 56.60 356 0.068 0.187 46.80 459 0.950 0.893 Glutelin type-B 4 0S=Oryza sativa subsp. japonica GN=GLUB4 - [GLUB4_ORYS.J] SP (protein body)
Q02897 46.87 335 0.023 0.285 37.78 484 1.221 0.893 Glutelin type-B 2 0S=Oryza sativa subsp. japonica GN=GLUB?2 - [GLUB2_ORYS.J] SP (protein body)
Q09151 34.48 255 0193 0174 4153 333 1.055 0.577 Glutelin type-A 3 0S=Oryza sativa subsp. japonica GN=GLUA3 - [GLUA3_ORYS.] SP (protein body)
Q42465 33.77 82 0.904 0280 33.77 50 0479 0.597 Prolamin PPROL 14P 0S=Oryza sativa subsp. japonica GN=PROLM20 - [PRO20_ORYSJ] SP (protein body)
Q5W695 39.19 56 N.D 0019 N.D N.D N.D N.D Putative prolamin 7 0S=Oryza sativa subsp. japonica GN=OSJNBa0051L16.21 - [Q5W695_ORYSJ] SP (protein body)
Q5W6A3 38.67 39 N.D 0.033 4867 75 0.762 0273 Prolamin OS=Oryza sativa subsp. japonica GN=OSJNBa0051L16.13 - [Q5W6A3_ORYS.] SP (protein body)
Q5W6AS 18.11 10 0.245 0.148 N.D N.D N.D N.D Putative prolamin 7 0S=Oryza sativa subsp. japonica GN=OSJNBa0051L16.9 - [Q5W6A5_ORYSJ] unclear
Q65XA1 13.93 4 2029 1,591 27.88 50 1.689 0.986 0s05g0116000 protein OS=Oryza sativa subsp. japonica GN=01654_B10.17 - [Q65XA1_ORYSJ] Putative legumin unclear
QBESW6 26.65 197 0.149 0.708 35.47 243 1.056 0.547 Glutelin 0S=Oryza sativa subsp. japonica GN=P0503B05.14 - [QBESW6_ORYS.] SP (protein body)
Q6K508 25.21 203 0421 0235 32.44 205 1.313 1.032 Glutelin 0S=Oryza sativa subsp. japonica GN=0SJNBa0011N12.22 - [Q6K508_ORYSJ] SP (protein body)
Q6K7K6 43.33 110 0470 0349 4627 275 1.238 1.068 Glutelin 0S=Oryza sativa subsp. japonica GN=P0533E11.34-1 - [Q6K7K6_ORYS.] SP (protein body)
QBGVKS 80.79 79 0479 N.D N.D N.D N.D N.D 13 kDa prolamin 0S=Oryza sativa subsp. japonica GN=OSJNBa0031C24.138 - [Q8GVK5_ORYSJ] SP (protein body)
Q8GVK? 80.79 79 0496 N.D 58.94 33 N.D 0.583 13 kDa prolamin OS=Oryza sativa subsp. japonica GN=OSJNBa0031C24.134 - [Q8GVK7_ORYSJ] SP (protein body)
Q8S0E1 341 3 0,066 0077 N.D N.D N.D N.D 050190898500 protein OS=Oryza sativa subsp. japonica GN=P0506A10.18 - [QBSOE1_ORYSJ] Putative patatin-like protein unclear
F i protein i
hot control —
Accession  Coverage  Peptide Ratio Ratio Coverage  Peptide Ratio Ratio Description ) ?"“""9 s'g":'d |
(MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (localization predicted)
proteolysis
P52428 259 1 2018 1.828 2296 10 2026 1.016 Proteasome subunit alpha type-1 OS=Oryza sativa subsp. japonica GN=PAF1 - [PSA1_ORYSJ] none (cytoplasm)
1 = i japonica GN=P0470C02.1 - [Q5SMV5_ORY: I
QsSMVS 10 ) 1719 2088 D D N D 050690186400 protein OS=Oryza sativa subsp. japonica GN=P0470C02.1 - [Q5SMV5_ORYSJ] Similar o Serine 5P (secrotory)
carboxypeptidase Il-2 precursor
- . s 1536 2507 52 o o5 0960 050190191500 protein OS=Oryza sativa subsp. japonica GN=P0710E05.34 - [Q5SNJ4_ORYSJ] E:';it:;es;miochondrla\ Processing | 1o ochondrion)
Q5VMN4 3.25 1 2547 2719 17.33 8 1.767 0.736 Proteasome subunit beta type OS=Oryza sativa subsp. japonica GN=OSJNBa0085L11.4 - [Q5VMN4_ORYSJ] unclear
Q5VPF1 447 2 2259 2544 N.D N.D N.D N.D Proteasome subunit beta type OS=Oryza sativa subsp. japonica GN=0SJNBa0041F 13.35 - [Q5VPF1_ORYSJ] none (cytoplasm)
QszAMS w06 s 062 0014 ot ) 1635 0511 050190767100 protein OS=Oryza sativa subsp. japonica GN=0SJNBb0053G03. 16 - [Q5ZAMB_ORYSJ] :::'Ztlr\:‘ewproly\ carborypeptidase, |
Q6Hes2 5.96 1 1.581 2804 N.D N.D N.D N.D Proteasome subunit alpha type OS=Oryza sativa subsp. japonica GN=0J1626_B09.4 - [Q6H852_ORYSJ] none (cytoplasm)
Q6K669 401 3 2387 0.911 34.28 36 1.702 1.238 Leucine aminopeptidase 2, chioroplastic 0S=Oryza sativa subsp. japonica GN=0s02g0794700 - [AMPL2_ORYSJ] CTP (plastid)
Q6YT00 442 1 2443 25537 25.70 15 1.992 1.033 Proteasome subunit alpha type-7-A OS=Oryza sativa subsp. japonica GN=0s08g0548900 - [PSA7A_ORYS.] none (cytoplasm)
Q6z6L4 3.76 4 3861 N.D. 15.38 18 1,501 0.716 050290218200 protein OS=Oryza sativa subsp. japonica GN=P0027A02.7 - [Q6Z6L4_ORYSJ] Putative aminopeptidase M unclear
Q62189 510 s 527 2499 1420 51 145 0767 050790578300 protein OS=Oryza sativa subsp. japonica GN=0J1065_B06.27 - [Q6ZL89_ORYSJ] E:j';’«;tla\/seesubtmslnrhke serine oo ery
Q8H5C3 7.32 1 1.857 3573 7.32 2 1.083 1.688 Putative Skp1 OS=Oryza sativa subsp. japonica GN=0J1343_B12.137 - [Q8H5C3_ORYSJ] none (cytoplasm)
Q8RZW? 436 3 1.661 6911 2739 35 1.783 0.875 050190916400 protein OS=Oryza sativa subsp. japonica GN=P0413C03.8 - [Q8RZW7_ORYSJ] Putative selenium binding protein PTS(peroxisome)
QoLST 5.19 1 1527 2112 33.49 9 1.965 0.806 Proteasome subunit beta type-2 0S=Oryza sativa subsp. japonica GN=PBD1 - [PSB2_ORYSJ] unclear
QoLsU3 407 1 2710 1522 24.80 21 1.750 0.929 Proteasome subunit alpha type-6 OS=Oryza sativa subsp. japonica GN=PAA1 - [PSA6_ORYSJ] none (cytoplasm)
protein folding
Q53LQ0 61.72 94 0494 1.022 60.94 279 1.162 1.005 Protein disulfide isomerase-like 1-1 0S=Oryza sativa subsp. japonica GN=PDIL1-1 - [PDI11_ORYSJ] SP (ER)
Q5NBO1 17.09 3 1.339 3919 17.09 4 1.252 1.238 050190915800 protein OS=Oryza sativa subsp. japonica GN=P0004D12.26 - [Q5N801_ORYSJ] Putative SP (secretory)




Q529H9 28.18 17 0.912 2114 Peptidyl-prolyl cis-trans isomerase 0S=Oryza sativa subsp. japonica GN=POB55A07 5-1 - [Q5Z9H9_ORYSJ] mTP (mitochondrion)
Q653F6 1.61 1 2207 1.167 Putative t-complex protein 1 theta chain OS=Oryza sativa subsp. japonica GN=P0623A10.31 - [Q653F6_ORYSJ] none (cytoplasm)
Q67IX6 2013 36 0.299 0.755 Protein disulfide isomerase-like 1-4 0$=Oryza sativa subsp. japonica GN=PDIL1-4 - [PDI14_ORYS.] SP (ER)
Q6zHE8 26.74 1" 1.898 2201 Peptidyl-prolyl cis-trans isomerase 0S=Oryza safiva subsp. japonica GN=041020_C02.14 - [Q6ZH98_ORYS.] PTS(peroxisome)
Q7sMos-1 19.40 13 1971 2714 Isoform 1 of Protein disifide isomerase-like 2-1 0S=Oryza sativa subsp. japonica GN=PDIL2-1 - [PDI21_ORYSJ] SP (secretory)
Q7sM32 15.60 6 2106 1.983 Peptidyl-prolyl cis-trans isomerase 0S=Oryza sativa subsp. japonica GN=P0B68H12.6 - [Q75M32_ORYS.] unclear
phosphorylation
P48489 31 1 3.805 N.D. Serine/threonine-protein phosphatase PP1 OS=0Oryza sativa subsp. japonica GN=0s03g0268000 - [PP1_ORYSJ] none (cytoplasm)
Q06967 14.23 15 2080 2724 14-3-3-like protein GF14-F 0S=Oryza sativa subsp. japonica GN=GF14F - [14336_ORYS.J] none (cytoplasm)
Q69020 339 1 0.141 0.207 Probable protein phosphatase 2C 27 0S=Oryza sativa subsp. japonica GN=0s02g0799000 - [P2C27_ORYSJ] none (cytoplasm)
asHaz1 151 ) 1148 0338 050290650500 protein OS=Oryza sativa subsp. japonica GN=0SJNBb0012410.12 - [QBH3Z1_ORYSJ] Similar to Protein kinase-ike
(Protein serinefthreonine kinase).
Q62GJ8 15.36 4 2136 3.662 Putative inorganic pyrophosphatase OS=Oryza sativa subsp. japonica GN=01767_D02.15-2 - [Q62GJ8_ORYS.] mTP (mitochondrion)
Bel he protein ki
Q7XTTe 071 1 0.384 0.084 0SJNBa0058K23.13 protein OS=Oryza sativa subsp. japonica GN=0SJNBa0058K23.13 - [Q7XTT9_ORYSJ] Sfp‘;':'ga:ﬁy' e proteinkinase oo (- jasma membrane)
enzyme
putative 1,4-benzoquinone reductase’ 0S=Oryza sativa subsp. japonica GN=0SJNBa0017K09.5 -
Q60ES3 12.68 2 2478 ND. [o60813 ORYS] unclear
Q69QR4 16.67 2 24170 N.D 050990481400 protein 0S=Oryza sativa subsp. japonica GN=P0463D04.22 - [Q69QR4_ORYS.] none (cytoplasm)
Putati lar ATP synth
Q6L4RS 7.43 3 4280 3042 050590593100 protein OS=Oryza sativa subsp. japonica GN=P0BB3C08.13 - [QBL4RE_ORYS.] s::: o U ATE SYTRESE  nclear
CBS domain containing protein, expressed OS=Oryza sativa subsp. japonica GN=0SJNBb0016H12.19 - )
Q84R32 19.02 5 1.926 2422 [aBaRs2 ORYN CTP (plastid)
Q8GRU7 1.96 1 2749 8813 0s07g0640200 protein OS=Oryza sativa subsp. japonica GN=P0524G08.102 - [Q8GRU7_ORYSJ] none (cytoplasm)
Q8GTK7 9.76 6 1.730 2527 050790495200 protein OS=Oryza sativa subsp. japonica GN=0J1457_D07.102 - [Q8GTK7_ORYSJ] Putative ATP synthase delta mTP (mitochondrion)
chain, mitochondrial
L 1 4 1.687 hyl ligase-lik = i japonica GN=P0702H08.32 - Putati -Doxyl
Q8LasS5 5.30 2182 68 Carboxymethylenebutenolidase-like protein OS=Oryza sativa subsp. japonica GN=P0702H08.3 utative beta-D-xylosidase TP (mitoshondrion)
[QBLQS5_ORYSJ]
others
QOJR25 6.69 3 1.494 0279 Bowman-Birk type bran trypsin inhibitor OS=Oryza sativa subsp. japonica GN=RBBI3.3 - IBBR_ORYSJ] SP (secretory)
Phosphatidylinositol transfer
QsTkI2 1.20 1 1.346 2269 050590429400 protein 0S=Oryza sativa subsp. japonica GN=0SJNBb0048121.5 - [Q5TKJ2_ORYS.] protein-like, N-terminal domain  NTS (nucleus)
containing protein
Qs7vz1 3.15 1 2114 1310 080690221200 protein OS=Oryza sativa subsp. japonica GN=P0516A04.15 - [Q67VZ1_ORYSJ] Putative annexin none (cytoplasm)
Q6YUAT 12.75 6 1272 2793 050290100300 protein 0S=Oryza sativa subsp. japonica GN=B1370C05.2 - [Q6YUA1_ORYSJ] Putative tetralricopeptide repeat  \irg (i 1ey5)
(TPR)-containing protein
Q67851 6.29 2 1.176 2.370 ‘0s0890442300 protein OS=Oryza sativa subsp. japonica GN=P0708B04.3-1 - [Q6Z851_ORYSJ] Putative Calcineurin B subunit none (cytoplasm)
Q756x9 4270 113 1.257 0345 Cupin family protein, expressed 0S=Oryza sativa subsp. japonica GN=0SJNBa0034D21.12 - [Q75GX9_ORYSJ] SP (secretory)
NB-ARC domain containing protein, expressed OS=Oryza sativa subsp. japonica GN=OSJNBa0020E23.2 -
7G8G4 1 1.4 ; I
Q768G 0.86 63 2716 (a76804 ORYS unclear
Q84vG0 36.49 15 1,569 3154 Probable calcium-binding protein CML7 0S=Oryza sativa subsp. japonica GN=CML7 - [CML7_ORYSJ] PTS(peroxisome)
Ankyrin repeat domain protein 2, putative, expressed 0S=Oryza sativa subsp. japonica GN=0SJNBa0015N08.20 -
1v1 257 1 ; 1.302 I
Qss 5 2765 30 (aBs 11 ORYS] unclear
Q8H8B0 11.96 2 1255 0.247 050390159600 protein OS=Oryza sativa subsp. japonica GN=0J1134F05.19 - [Q8H8BO_ORYSJ] E::‘aeti':e abscisic acid-induced | o toplasm)
Ricin B-related lecti
QOFTY4 4.10 1 3122 2721 050190104400 protein OS=Oryza sativa subsp. japonica GN=PO436E04.19 - [QOFTY4_ORYS.] oin Brrel ire:‘;‘c indomain o1 peroxisome)
Ti ion, T
hot o
Accession  Coverage  Peptide Ratio Ratio Sorting signal

(MSD1OE/WT for 4days) (MSD1OE/WT for 10days)

(MSD1OE/WT for 4days) (MSD1OE/WT for 10days)

(localization predicted)

translation

P31674 27.92 13 1.281
P40978 36.30 17 0.993
P49216 6.77 1 1.554
P49398 22.64 8 1.806
P51431 39.35 60 1.478
P56724 2017 3 1.283
QODK10 5.49 2 1.824
Q53JG0 2.06 2 2.828
Q52984 5.80 1 2216
QBH541 5.80 1 2.605
Q6ZFJ5 10.38 3 2.076
Q6ZLB8 2222 14 1.400
Q75G91 5.70 4 2.184
Q7F5L2 251 1 1.507
Q8H2J8 6.52 1 0.929
Q8L4F2 2042 5 1474
Q8L5X0 15.45 2 1.200
QOAY43 8.82 2 2.356
QILWS2 9.62 4 1.469
Q9zsT1 5.52 1 3.051
Protein biosynthesis

064937 17.00 27 2,01
P29545 46.88 39 1.032

2.395

2476

2.088
2,039
3.108
2477
2.329
2919

2.646
2137

408 ribosomal protein $15 0S=Oryza sativa subsp. japonica GN=RPS15 - [RS15_ORYSJ]

ryza sativa subsp. japonica GN=RPS19A - [RS19_ORYSJ]

ryza sativa subsp. japonica GN=RPS26 - [RS26_ORYSJ]

408 ribosomal protein S4 OS=Oryza sativa subsp. japonica GN=RPS4 - [RS4_ORYSJ]

Ubiquitin-40S ribosomal protein S27a-2 0S=Oryza sativa subsp. japonica GN=RPS27AB - [R27AB_ORYSJ]
608 acidic ribosomal protein P3 0S=Oryza sativa subsp. japonica GN=0s06g0701400 - [RLA3_ORYSJ]

608 ribosomal protein L11 0S=Oryza sativa subsp. japonica GN=RPL11 - [RL11_ORYSJ]

60S ribosomal protein L3, putative, expressed OS=Oryza sativa subsp. japonica GN=RPL3B - [Q53JG0_ORYSJ]
40S ribosomal protein S$24 0S=Oryza sativa subsp. japonica GN=P0458E11.17 - [Q52954_ORYSJ]

408 ribosomal protein $24 0S=Oryza sativa subsp. japonica GN=OSJNBb0035N08.11 - [Q6H541_ORYSJ]
Putative 60S ribosomal protein L9 OS=Oryza sativa subsp. japonica GN=0J1435_F07.31 - [Q6ZFJ5_ORYSJ]
Putative 60S ribosomal protein L4/L1 OS=Oryza sativa subsp. japonica GN=0J1014_E09.28 - [Q6ZLB8_ORYSJ]
408 ribosomal protein S3, putative, expressed OS=Oryza sativa subsp. japonica GN=0s03g0577000 -

408 ribosomal protein S19 O!
408 ribosomal protein $26 O!

[Q75G91_ORYSJ]

050190196600 protein OS=Oryza sativa subsp. japonica GN=P0419B01.3 - [Q7F5L2_ORYSJ]
40S ribosomal protein $12 0S=Oryza sativa subsp. japonica GN=OSJNBa0016A21.128-2 - [Q8H2J8_ORYSJ]

40S ribosomal protein $23 O!

60S ribosomal protein L36 OS=
60S ribosomal protein L27 OS=Oryza sativa GN=OSJNBa0027P10.10 - [Q9AY43_ORYSA]

60S ribosomal protein L13 OS=Oryza sativa subsp. japonica GN=P0541H01.38 - [Q9LWS2_ORYSJ]
30S ribosomal protein $17, chloroplastic OS=Oryza sativa subsp. japonica GN=RPS17 - [RR17_ORYSJ]

Elongation factor 1-alpha OS=Oryza sativa subsp. japonica GN=REFA1 - [EF1A_ORYSJ]
Elongation factor 1-beta OS=Oryza sativa subsp. japonica GN=0s07g0662500 - [EF1B_ORYSJ]

Putative nucleotide diphosphatase

ribosome
ribosome
ribosome

none (cytoplasm)
none(cytoplasm), NTS (nucleus)
ribosome
cytoplasm
ribosome
ribosome
ribosome
ribosome
ribosome

ribosome

unclear

ribosome

ribosome
ribosome
ribosome
unclear

NTS (nucleus)
NTS (nucleus)



P35683 12.08 1.877 2313 1.882 Eukaryoic initiation factor 4A-1 0S=Oryza sativa subsp. japonica GN=0s06g0701100 - [IF4A1_ORYSJ] ribosome
Q40680 29.69 1.033 2153 1225 Elongation factor 1-delta 1 0S=Oryza sativa subsp. japonica GN=0s07g0614500 - [EF1D1_ORYSJ] none (cytoplasm)
asze27 10.82 1.855 2420 1759 Elongation factor 1-gamma 3 OS=Oryza sativa subsp. japonica GN=0s060571400 - [EF1G3_ORYSJ] undlear
_ ) S Putative eukaryotic translation

Q688X1 3.93 2.246 1.966 1.750 0s0590566500 protein OS=Oryza sativa subsp. japonica GN=0J1781_H11.6 - [Q688X1_ORYSJ] initiation factor (EIF3d) none (cytoplasm)
Q6H4L2 12.81 2010 2587 1710 Elongation factor 2 0S=Oryza sativa subsp. japonica GN=P0461D06.32 - [QBHAL2_ORYSJ] unclear

Putatiy ki tic ti lati
QsK2Pe 222 1527 3272 ND 050990326900 protein OS=Oryza sativa subsp. japonica GN=PO70BE03.4-1 - [Q6K2P8_ORYSJ] in“’t':‘:ﬁ oote ransiaton NS (nucleus)
Q6vSXo 2000 1498 2260 0057 050790674200 protein 0S=Oryza sativa subsp. japonica GN=P0037D09.3 - [Q6YSX0_ORYSJ] fzu;anve 60S ribosoma protein

ot ation intation f
Q7xXHW8 13.06 1578 2.006 ND. 0s07g0681000 protein OS=Oryza sativa subsp. japonica GN=0SJNBa0008J01.17 - [Q7XHW8_ORYS.] el‘;‘_azt"éz";a;::r:“’" initiation factor \ v (nucieus)
Q7XIKS 1056.00 2.357 6.595 1.043 050490613600 protein OS=Oryza sativa subsp. japonica GN=0J1773_H01.103 - [Q7XIK5_ORYSJ] Z:"f"ve 408 ribosomal protein e
ary1vz 1458 1132 2665 1512 Eukaryofic transation initiation factor 1A OS=Oryza sativa subsp. japonica GN=eif-1a-OF2 - [Q7Y1V2_ORYSJ] none (cytoplasm)
Q84zK1 11.25 1.344 2799 1335 050790597000 protein 0S=Oryza sativa subsp. japonica GN=P0453E05.118 - [Q84ZK1_ORYSJ] Translation initiation factor 5 none (cytoplasm)
Q8Hes4 8.70 0489 0.895 1712 OSEYA1 0S=Oryza sativa subsp. japonica GN=08JNBa0004120.20 - [Q8H684_ORYSJ] none (cytoplasm)

N N Transcription factor BTF3,

QBLNWA 427 1374 4337 0.985 081090483000 protein OS=Oryza sativa subsp. japonica GN=0SJNBa0012L23.32 - [QBLNW1_ORYSJ] NTS (nucleus)

putative, expressed
nuclecsome assembly
Q2RADY 6.62 2.766 5586 1434 Histone H3.2 0S=Oryza sativa subsp. japonica GN=0s01g0866200 - [H32_ORYS.] NTS (nucleus)
Q53WK4 14.56 1172 2461 1324 050590539700 protein 0S=Oryza sativa subsp. japonica GN=0SJNBa0052K01.18 - [Q53WK4_ORYSJ] E:':e‘i':e nucleosome assembly 1o 1 cleus)

Putative nucl I
Q5VND6 1164 1.223 2532 1138 050690149400 protein OS=Oryza sativa subsp. japonica GN=P0710H01.4 - [Q5VND6_ORYSJ] plﬂﬁ nucleosome assembly 1 (1 cleus)
Q688F7 17.85 2.068 4682 0.918 Putative histone deacetylase HD2 0S=Oryza sativa subsp. japonica GN=0SJNBa0035101.3 - [Q688F7_ORYSJ] none (cytoplasm)
Qsouw2 2076 3.086 9999 1.398 050290576700 protein OS=Oryza sativa subsp. japonica GN=B1342F01.10 - [Q69JW2_ORYSJ] none (cytoplasm)
QsAVQ4 777 0.421 0.681 1.090 Putative prohibitin OS=Oryza sativa subsp. japonica GN=0SJNBa0075M12.18 - [Q6AVQ4_ORYSJ] unclear
Q6F362 28.95 2004 3652 N.D. Histone H2B.9 0S=Oryza sativa subsp. japonica GN=H2B.9 - [H2B9_ORYSJ] NTS (nucleus)
nuclelc acld binding
Q5WBH1 534 2,036 1.976 1538 050590350500 protein 0S=Oryza sativa subsp. japonica GN=0SJNBa0077J17.8 - [Q5WEH1_ORYSJ] Zg:::: DNA-binding protein oo

' nuclear ri in A2/B1-lie OS=Oryza sativa subsp. japonica GN=P0410E01.38 -

7D 1.7 1 1521 Y 12 NTS (nucl
Q5ZDX8 9 5 2651 08 (o508 ORvS) S (nucleus)
QB0DW3 10.85 1412 2281 1.862 050590419100 protein OS=Oryza sativa subsp. japonica GN=P0426G01.9 - [Q60DW3_ORYSJ] s:':et:‘n'e nucleic acid binding none (cytoplasm)
Q6ASXT 16.05 1.003 2649 1410 Glycine-rich RNA binding protein OS=Oryza safiva subsp. japonica GN=B1130H05.5 - [QBASX7_ORYS.] unclear
Q6K6Z4 7.29 1775 2.900 1542 KH domain-containing protein NOVA-lie OS=Oryza sativa subsp. japonica GN=P0474F 11.35 - [Q6K6Z4_ORYSJ] CTP (plastid)
QsYYV1 423 1.256 2132 1,550 050990115400 protein 0S=Oryza sativa subsp. japonica GN=0J1310_F05.15 - [Q6YYV1_ORYSJ] Poly(A)-binding protein CTP (plastid)
Q62100 1.22 1.282 2147 N.D. 050890192900 protein OS=Oryza sativa subsp. japonica GN=0SJNBa0056006.24 - [Q6Z1CO_ORYSJ] Putative nucleolin unclear
Q7F2xs 14.67 3486 10.360 1.290 050190916600 protein OS=Oryza sativa subsp. japonica GN=P0004D12.37 - [Q7F2X8_ORYS.] 0sGRP2 CTP (plastid)
Q8WOD1 2395 1229 2184 N.D. 050190721900 protein 0S=Oryza sativa subsp. japonica GN=P0690B02.26-1 - [Q8WOD1_ORYSJ] ;“;2;:1"”0'53' RNAbinding ¢ (cytoplasm)
Q94020 260 4380 3837 1.868 Nucleoid DNA-binding protein cndé1-ike OS=Oryza sativa subsp. japonica GN=P0025A05.25 - [Q94D20_ORYS.] SP (secretory)
QoFWa7 20.15 1707 2741 1535 0505g0100800 protein OS=Oryza sativa subsp. japonica GN=P0036D10.5 - [Q9FW37_ORYSJ] Putative ized protein  none
QOFWK8 582 2840 4308 1.308 Putative RNA binding protein OS=Oryza sativa GN=0SJNBa0079L 16.15 - [Q9FWKS_ORYSA] undlear
DNA recombination, repair, replication
Q576P9 944 1.269 3021 1.352 00690264300 protein OS=Oryza sativa subsp. japonica GN=0J1001_B06.1 - [Q526P9_ORYSJ] Similar to RAD23 none (cytoplasm)
QBH734 9.88 1.087 2.304 1.440 050290198600 protein OS=Oryza sativa subsp. japonica GN=P0026H03.19 - [Q6H734_ORYSJ] E:;:i':e DNA-damage inducible o (¢ vtoplasm)
Q7F953 255 0.128 0483 ND. 0SJNBb0002J11.12 protein OS=Oryza sativa GN=0SJNBb0002,11.12 - [Q7F953 ORYSA] mismatch repair unclear
Q7067 0.74 3.021 4260 1.751 DNA ligase 0S=Oryza sativa subsp. japonica GN=B1288B10.3 - [Q7XD67_ORYSJ] NTS (nucleus)

Retrotransposon protein, putative, unclassified OS=Oryza sativa subsp. japonica GN=LOC_Os10g37940 -

HOA 11 . N.D. ND NTS (nucl
Q8HOAS 6 0.107 [0BHOAS ORYS S (nucleus)
RNA splicing
qomire  ads 255 1686 D Isoform 2 of DEAD-box ATP-dependent RNA helicase 56 OS=Oryza sativa subsp. japonica GN=0s01g0549700 - uncioar

[RH56_ORYSJ]
Q6EUDS 1.52 1785 3480 ND. 050290245000 protein OS=Oryza sativa subsp. japonica GN=0J1134_F06.6 - [Q6EUD5_ORYS.] Putative splicing factor 3a NTS (nucleus)
others
Q53062 6.48 1 0.495 1313 ND 051190153800 protein OS=Oryza sativa subsp. japonica GN=Os11g0153800 - [Q53QG2_ORYSJ] Ribonucleoprotein ribosome
Q6YTEY 5.65 1 0.179 1.248 ND. Epstein-Barr virus EBNA-1-like protein 0S=Oryza sativa subsp. japonica GN=P0025F02.34 - [Q6YTE9_ORYSJ] unclear
QX140 801 3 2281 4010 N.D. 050790624700 protein 0S=Oryza sativa subsp. japonica GN=P0524E08.133 - [Q7XI40_ORYSJ] UMP/CMP kinase a none (cytoplasm)
Nascent polypeptide associated complex alpha chain OS=Oryza sativa subsp. japonica GN=0s05g0373700 -
7XXR 7 1 ; ND !
Q7XXR8 976 6 556 2721 (oS Ova) none (cytoplasm)
Transport
hot control o
Accession  Coverage Ratio Ratio Ratio . ‘s°"t'_"9 5'9":,61 ’
(MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (MSD1OE/WT for 4days) (MSD10E/WT for 10days) (localization predicted)
P31691 13.55 1 2318 2089 1.761 ADP, ATP carier protein, mitochondrial OS=Oryza sativa subsp. japonica GN=0s02g0718900 - [ADT_ORYS.] undlear
Qs3Mw2 1.11 2 0.637 0401 1,599 Non-specific lipid-transfer protein OS=Oryza sativa subsp. japonica GN=Os11g0427800 - [Q53MW2_ORYS.] SP (secretory)
QsNTW3 1.58 2 2530 N.D 1.709 050190911200 protein 0S=Oryza sativa subsp. japonica GN=P0470A12.10 - [Q5N7W3_ORYSJ] Putative ribophorin I unclear
Q65178 4.35 3 2.508 0.958 1.818 ‘0s0690662000 protein OS=Oryza sativa subsp. japonica GN=0SJNBa0051002.43 - [Q651T8_ORYSJ] Putative vacuolar proton-ATPase none (cytoplasm)
QB5XV6 26.71 5 0358 0431 1.521 050590111200 protein OS=Oryza sativa subsp. japonica GN=P0016H04.12 - [Q65XV6_ORYS.] CP:;::‘: ::2;2;“"’ selective e (oytoplasm)
Putative mitochondrial phosph
Q69TX3 761 2.831 1.080 1.166 050690210500 protein OS=Oryza sativa subsp. japonica GN=P0021C04.12 - [Q69TX3_ORYS.] utative mitochondrial phosphate o - uvocondrion)

transporter



Putative Britle-1 protein,

Q62782 17.65 13 0.359 0.918 31.53 45 1.229 0.501 050290202400 protein OS=Oryza sativa subsp. japonica GN=P0419A09.38 - [Q62782_ORYSJ] ehloropiast unclear
QrF270 442 4 2457 2.325 4365 4 1.467 0.965 ADP-ribosylation factor 1 0S=Oryza sativa subsp. japonica GN=0J1118_B03.103 - [Q7F270_ORYSJ] unclear
Q8Hes2 0.90 1 1.280 2216 7.69 8 1.684 0.753 Coatomer subunit gamma-1 0S=Oryza safiva subsp. japonica GN=0s03g0227000 - [COPG1_ORYS.] none (cytoplasm)
Putative chioroplast inner envelope protein OS=Oryza sativa subsp. japonica GN=0SJNBa0051D19.7 - )
QoFWV2 344 4 0.623 3.086 18.72 33 1.703 1.264 (00PN ORVSY CTP (plastid)
QOFWVE 17.05 2 0372 N.D N.D N.D N.D N.D Probable aquaporin TIP3-1 0S=Oryza sativa subsp. japonica GN=TIP3-1 - [TIP31_ORYSJ] undlear
Cell wall,
hot control orting sl
Accession  Coverage  Peptide Ratio Ratio Coverage  Peptide Ratio Ratio Description ) ‘° t'_"g S'g": -
(MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (MSD1OE/WT for 4days) (MSD1OE/T for 10days) (localization predicted)
P28752 14.00 12 2723 5.167 36.89 7 1721 0.772 Tubulin alpha-1 chain 0S=Oryza sativa subsp. japonica GN=TUBAT - [TBA1_ORYSJ] none (cytoplasm)
P45960 17.23 21 2.800 3.339 40.27 123 1.528 0.619 Tubulin beta-4 chain OS=0Oryza sativa subsp. japonica GN=TUBB4 - [TBB4_ORYSJ] none (cytoplasm)
Q40665-1  19.96 28 1.950 2578 N.D N.D N.D N.D Isoform 1 of Tubulin beta-3 chain OS=Oryza sativa subsp. japonica GN=TUBBS3 - [TBB3_ORYSJ] none (cytoplasm)
Qs3M52 13.97 14 3383 3835 38.36 %6 1.704 0617 Tubulin alpha-2 chain 0S=Oryza sativa subsp. japonica GN=TUBA - [TBA2_ORYSJ] none (cytoplasm)
QS3NLS 19.66 8 0434 0.902 30.00 25 1.233 0.796 Xylanase inhibitor protein 2 0S=Oryza sativa subsp. japonica GN=Chib3H-h - [XIP2_ORYSJ] SP (secretory)
QrsLLe 071 1 0193 0.552 1.74 3 1.760 1.744 Kinesin-like protein OS=Oryza sativa subsp. japonica GN=0SJNBa0047E24.25 - [Q75LL2_ORYSJ] NTS (nucleus)
Morph (embry ing, seed set)
hot control —
Accession  Coverage  Peptide Ratio Ratio Coverage  Peptide Ratio Ratio Description ) ?"“""9 s'g":'d |
(MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (localization predicted)
P46520 51.58 10 0.185 0120 12.63 1 N.D 4371 Embryonic abundant protein 1 0S=Oryza sativa subsp. japonica GN=EMP1 - [EMP1_ORYSJ] none (cytoplasm)
Q656A5 6.82 1 0.265 0366 18.18 3 1.254 1.822 050690498800 protein OS=Oryza sativa subsp. japonica GN=P0596H06.13 - [QB56A5_ORYSJ] Putative terminal flower 1 NTS (nucleus)
Putative 24 kD: i
Q656J2 491 2 0.606 0.193 16.23 6 1.596 1471 050690503400 protein OS=Oryza sativa subsp. japonica GN=P0564B04.17 - [Q656J2_ORYS.] p::fe‘i“n'e a seed maturation e
Putative late embryogenesis
Q6KA29 15.29 10 0.703 0258 276 1 N.D N.D 050290250600 protein 0S=Oryza sativa subsp. japonica GN=0J1113_G05.23 - [QBKA29_ORYSJ] abundant domain-containing  unclear
protein
Q6vZA9 14.03 1 1.259 0452 9.95 14 1544 1.229 Germin-like protein 8-2 0S=Oryza sativa subsp. japonica GN=GERS - [GL82_ORYSJ] SP (secretory)
Q62010 20.00 3 0.790 0361 N.D N.D N.D N.D 050890327700 protein OS=Oryza sativa subsp. japonica GN=0SJNBa0049101.9 - [Q6Z0I0_ORYSJ] Putative seed maturation protein ~ unclear
Q6ZK46 7.91 15 1.905 0172 13.56 13 1.299 1573 050890127900 protein 0S=Oryza sativa subsp. japonica GN=0J1163_G08.32 - [Q62K46_ORYSJ] E::‘a;::e early embryogenesis o o cretory)
Agamous-like MADS box protein AGL14, putative, expressed OS=Oryza safiva subsp. japonica
Q8HBH1 14.66 6 0.973 2.950 14.66 1 0.857 0.843 ONeOU1126812.10 - [QBHBHT ORYS)] NTS (nucleus)
Allergen
hot control o sl
Accession  Coverage  Peptide Ratio Ratio Coverage  Peptide Ratio Ratio Description . ‘T“’"{'”g s'gnjm ’
(MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (MSD1OE/WT for 4days) (MSD10E/WT for 10days) (localization predicted)
Q01881 16.25 68 0512 0380 2438 54 1.185 1.557 Seed allergenic protein RAS 0S=Oryza sativa subsp. japonica GN=RAS - [RA05_ORYSJ] SP (secretory)
Qo1882 6.02 14 0.247 0135 6.02 1 1217 2.144 Seed allergenic protein RAG2 0S=Oryza sativa subsp. japonica GN=RAG2 - [RAG2_ORYSJ] SP (secretory)
Q62029 14.57 3 0.137 0236 68.87 29 1117 1.021 050890374000 protein 0S=Oryza sativa subsp. japonica GN=P0690C12.27 - [Q6ZD29_ORYS.] Betv | allergen family protein.  unclear
Cereal seed allergen,
Q7X7E6 570 1 0475 0.144 11.39 29 1.409 1.682 050790216600 protein OS=Oryza sativa subsp. japonica GN=01080_F08.102 - [Q7X7E6_ORYS.] t lase inhibitor  SP (secretory)
family protein.
Q8H4LS 18.47 7 0.100 0.063 10.19 8 1724 1.702 Allergen RA16 0S=Oryza sativa subsp. japonica GN=0J1116_C08.118 - [Q8H4L8_ORYSJ] SP (secretory)
Q8H4M4 13.13 10 0.188 0.054 10.00 1 1.404 1.940 Allergenic protein OS=Oryza sativa subsp. japonica GN=0J1116_C08.108 - [Q8H4M4_ORYS.J] SP (plasma membrane)
E1 prot Def2/Der2 all
Q8H559 855 2 0477 0716 15.79 8 1912 0845 050790159800 protein OS=Oryza sativa subsp. japonica GN=0J1714_H10.115 - [Q8H559_ORYS.] fam‘iry":r‘;::d ef2/Der2 allergen o (<ecretory)
Cell
hot control o sl
Accession  Coverage  Peptide Ratio Ratio Coverage  Peptide Ratio Ratio Description ' ‘T“’"{'”g 5'9";m ’
(MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (MSD1OE/WT for 4days) (MSD10E/WT for 10days) (localization predicted)
Q6K8D4 536 1 1.663 3.196 30.36 8 1618 1.085 050290760300 protein OS=Oryza sativa subsp. japonica GN=0J1175_B01.15 - [Q6K8D4_ORYSJ] Putative PT:
Q62347 451 4 1,698 3.208 20.68 4 1.860 1471 050290726000 protein OS=Oryza sativa subsp. japonica GN=B1121A12.6 - [Q6Z347_ORYSJ] Putative 'asc'C"""'K? SP (plasma membrane)
p
Ui
hot control sorting sl
Accession  Coverage  Peptide Ratio Ratio Coverage  Peptide Ratio Ratio Description ' “’“t'"g 5"—‘": -
(MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (MSD1OE/WT for 4days) (MSD1OE/WT for 10days) (localization predicted)
Q5W645 551 3 2.938 3.647 381 2 N.D N.D 050590349500 protein OS=Oryza sativa subsp. japonica GN=0SJNBbO052F 16.17 - [Q5W645_ORYSJ] none (cytoplasm)
P h ? NBa0077J17.9 OS= N=0SJNBa0077.17.9 -
QBWEHO 2450 ; 2008 2202 2940 ; 1628 1122 Utative uncharacterized protein OSJNBa0077.17.9 0S=Oryza sativa subsp. japonica GN=0SJNBa0077417.9 unclear
[Q5W6HO_ORYSJ]
Q657K0 5.15 1 0126 02903 5.15 2 0.683 1.367 050190567200 protein OS=Oryza sativa subsp. japonica GN=P0002B05.18 - [Q657K0_ORYSJ] NTS (nucleus)



Putative uncharacterized protein OSJNBa0057D11.11 OS=Oryza sativa subsp. japonica GN=0SJNBa0057D11.11

QBILX0 3.64 3.697 12.378 3.64 1 2,018 0.781 - [QB9LX0_ORYSJ] unclear
QB69RX0 722 2637 4.227 N.D N.D N.D N.D Putative uncharacterized protein 0S=Oryza sativa subsp. japonica GN=0SJNBa0058D03.120 - [Q69RX0_ORYSJ] none (cytoplasm)
Q6K316 1515 0.144 0.219 N.D N.D N.D N.D Putative uncharacterized protein OSJNBb0066C12.15 OS=0ryza sativa subsp. japonica GN=0SJNBb0066C12.15 unclear
- [Q6K316_ORYSJ]
QBYYBO 329 2.684 3.960 5.16 3 1.288 1.156 Uncharacterized protein Os08g0359500 OS=Oryza sativa subsp. japonica GN=0s08g0359500 - [Y8359_ORYSJ] PTS(peroxisome)
Q624717 1.96 1.613 2470 N.D N.D N.D N.D 0s0890175200 protein OS=Oryza sativa subsp. japonica GN=OSJNBa0054L03.38 - [Q6Z4T7_ORYSJ] none (cytoplasm)
Putative uncharacterized protein 0J1449_H02.17 OS=Oryza sativa subsp. japonica GN=0J1449_H02.17 -
Q6zB13 6.25 0.322 0.373 N.D N.D N.D N.D [Q67813 ORYSJ] unclear
Q6ZHP6 36.63 0.149 0.383 36.63 9 1.634 1.607 0s02g0715400 protein OS=Oryza sativa subsp. japonica GN=0J1191_G08.15 - [Q6ZHP6_ORYSJ] unclear
Putative uncharacterized protein PO689E12.5 0S=Oryza sativa subsp. japonica GN=P0700D12.129 -
Q7EZB3 7.08 2441 2918 N.D N.D N.D N.D |Q7EZB3_ORYS.] unclear
Putative uncharacterized protein 0J1163_G08.42 OS=0Oryza sativa subsp. japonica GN=P0582D05.141 -
Q7EZS5 13.79 2570 3.306 N.D N.D N.D N.D [Q7EZS5_ORYSJ] unclear
Q7xu87 1.18 3.155 3.350 N.D N.D N.D N.D (OSJNBa0029H02.25 protein OS=Oryza sativa GN=O0SJNBa0029H02.25 - [Q7XU87_ORYSA] NTS (nucleus)
Putative uncharacterized protein OSJNBb0036F07.11 OS=Oryza sativa subsp. japonica GN=0SJNBb0036F07.11
Q84MQ0 299 2.206 2209 8.98 2 1.605 0.638 - [Q84MQO_ORYSJ] none (cytoplasm)
Q9FU80 2.65 2.187 3.675 15.91 10 1.218 1.095 0s0190143300 protein OS=Oryza sativa subsp. japonica GN=P0019D06.31 - [Q9FU80_ORYSJ] mTP.




