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APPENDIX A
CHEMICAL SOLUTIONS

1 Modified WP No.2 nutrient solution (Vajrabhaya and Vajrabhaya, 1991)

Chemicals Content (mg/L)
Macroelements
Potassium nitrate (KN03 580
Calcium sulfate (CaS04) 500
Magnesium sulfate (MgS04.7H2) 450
Triple superphosphate 250
Ammonium sulfate ((NHA2504) 100
Microelements
Di-sodium ethylene diamine tetraacetate (NaZEDTA)a 160
Ferrous sulfate (FeSO047HA)a 120
Manganese sulfate (MnS04H2) 15
Boric acid (H3BOs) 5
Zinc sulfate (ZnS04.7TH2) 15
Potassium iodide (KI) 10
Sodium molybdate (Na2M004. 2H2) 0.1
Copper sulfate(CuS04. 5H2) 0.05
Cobalt chloride (CoCl2 6HD) 0.05
aPreparation of 30 g/L. FeS04stock solution
Na2EDTA 40 §
FeS047HD 308

Stir each chemical separately in distilled water with a magnetic stirrer and adjust the
total volume to 1L



2. Solution preparation for proteomic analysis
21 Protein extraction
0.1% (wiv) SDS

2.2 Deoxycholate-trichloroacetic acid (DOC-TCA) precipitation

0.15% (w/v) DOC 950 pi
72% (w/v) TCA 100 pi
2.3 Lowry protein assay
Reagent A
0.2% CuSQu + 0.4% tartaric acid 5ml
20% NaZC03 5ml
0.8 N NaCH 10 ml
5% SDS 20 ml
Reagent B
Folin-Ciocalteu phenol 10 ml
Distilled water 50 ml

2.4 Tris-glycine running buffer pH 8.3

Tris base 1514 ¢
Glycine 124
SDS 059
Distilled water 850 ml

2.5 Protein loading buffer

50 mM Tris.HCI pH 6.8

2% SDS

10% Glycerol

125 mM EDTA

0.02 % Bromophenol Blue
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2.6 Separating and Stacking gel preparation for SDS-PAGE analysis

Separating gel:

Reagents Content (pi)
40% (w/v) acrylamide/bis-acrylamide solution (29:1) 3125
15 M Tris.HCI pH 8.8 2500
10% DS 125
10% ammonium persulfate (APS) 50
Tetramethylethylenediamine (TEMED) 6
Distilled water 4200

Stacking gel.

Reagents Content (pi)
40% (w/v) acrylamide/his-acrylamide solution (29:1) 300
0.5 M Tris.HCI pH 6.8 742
10% SDS 30
10% ammonium persulfate (APS) 23
Tetramethylethylenediamine (TEMED) 35
Distilled water 1900

2.7 Coomassie brilliant blue staining

Coomassie brilliant blue R250 5¢

Acetic acid 100 ml
Methanol 500 ml
Distilled water 400 ml

Destaining solution

Acetic acid 100 ml
Methanol 200 ml
Distilled water 700 ml



3. DNA and RNA electrophoresis
31 b5xTBE

Tris base
Boric acid
0.5 M EDTA pH 8.0
For 0.5x TBE diluted with sterile distilled water

3.2 DNA and RNA loading dyes

50% (v/v) glycerol in water
0.25% (w/v) bromophenol blue
0.25% (w/v) xylene cyanol FF

4. Genomic DNA extraction buffer

150 M Tris pH 8.0

50 mM EDTA pH 8.0

500 mM NaCl

0.7% SDS

50 pg/ml DNAse-free RNAse A

5. 5x Second strand synthesis buffer

200 mM Tris.HCl pH 7.0
22 mM MgCI2
425 mM KCl

54 §
215 8
20 ml
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APPENDIX B
PROTEOMIC ANALYSIS

1. Protein standard

0.5

y =0.0420X

o R2=0.9757

A750

BSA (ug/ml)

Figure B standard curve of standard protein (BSA)
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2. One-dimensional SDS-PAGE of total protein extracts

MW (> 0 2 6 2a a8 96h 0 2 6 2a 48 96h MAVGQ

30
60
50

30
25

Rep 1
MW (0e) 8 MDY
250 B 250
80 80
60 60
50 50
40 40
30 30
25 25
Rep 2 : Rep 2

250
250

60 60

50 50

40
30
25

40
30

25

Rep 3 Rep 3

Control o Chitosan

Figure B2 The total protein extract of ‘LPT123' leaves treated with water (left) or
40mg/L of chitosan 080 (right) at 0, 2, 6, 24, 48, and 96 hours after
transferred to new freshly prepared nutrient solution with three
independent biological replications. The protein were separated on 12.5%
SDS-PAGE and visualized by coomassie blue staining. Only proteins from
leaves of rice seedlings at 0 and 24 hours were analyzed by proteomic
analysis for this study.
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3. Protein ladder

Lol KDa
A 250
150
B - 10
I 80

~ 50

D

j-30

E 25
Lot D)

E e ey
g )

Figure B3 Protein ladder (10-250 kDa, New England Biolabs). The letters indicated the
range of protein size for markers; A (>150 kDa), B (80-150 kDa), ¢ (50-80
kDa), D (30-50 kDa), E (20-30 kDa), and F (10-20 kDa).

4. Coomassie blue staining

Stain and destain solutions were freshly prepared prior to use. After gel
electrophoresis, gel was stained for 2 hours at room temperature with gentle agitation.
After that, gel was destained for an hour with changing the destain solution three times
before overnight shaking until protein bands were seen and background color is clear.



Loc
LOC_OslI§13990
LOC_O0  §47970
LOC_0s04§41759
LOc_0s06§06560
LOc_0s01§74000
LOc_0s02§14900
LOC_Os04§16680
LOc_0s04§38600
LOc_0s06§40640
LOC_0s07g10680
LOC_0s07§47120
LOc_0sl0§20650
LOc_0s05g09620
LOC_Os08§33430
LOC_0s04§38470
LOC_0s01§54510
LOc_0s04§02030
LOc_0s08§09770
LOc_0s09§20330
LOC_0s01§61880
LOC_0s03§27460
LOc_0s04§58090
LOC _0sl0§25487
LOc_0s03§11040
LOC_0s03§31360

LOc_0sl0§09990

LOc_0s01805630

Description
AAA-type ATPase family protein, putative, expressed
AAA-type ATPase family protein, putative, expressed
Wxpressed protein
Starch synthase
Glycerol-3-phosphate dehydrogenase, putative, expressed
1.3-beta-glucan synthase component domain containing protein, expressed
Fructose-1,6-bisphosphatase
Glyceraldehyde-3-phosphate dehydrogenase, putative, expressed
Fructose-bisphospate aldolase isozyme, putative, expressed
Polygalacturonase, putative, expressed
Beta-amylase, putative, expressed
Glucan endo-l,3-beta-glucosidase-related, putative, expressed
SCC3, putative, expressed

Formin, putative, expressed

2-Cys peroxiredoxin BAS1, chloroplast precursor, putative, expressed
MAC/Perforin domain containing protein, putative, expressed
RPI, expressed

DnaK family protein, putative, expressed

Annexin, putative, expressed

Respiratory burst oxidase, putative, expressed

Heat shock protein Dnal

Harpin-induced protein 1 domain containing protein, expressed
NBS-LRR disease resistance protein, putative, expressed
Cyclin, putative, expressed

Glutelin, putative, expressed

Cytokinin-O-glucosyltransferase 3

Core histone H2A/H2B/H3/H4 domain containing protein

HLRHTER AT

Function

ATPase

ATPase

carbohydrate metabolic process

carbohydrate metabolic process

carbohydrate metabolic process

carbohydrate metabolic process

carbohydrate metabolic process

carbohydrate metabolic process

carbohydrate metabolic process

carbohydrate metabolic process

carbohydrate metabolic process

carbohydrate metabolic process

cell division

cellular component

defense response
defense response
defense response
defense response
defense response
defense response
defense response
defense response

defense response

developmental process

developmental process

developmental process

DNA binding

ID Score
13.48
53.86
9.41

7.81
7.31
15.16
32.14
87.70
76.18
13.93
12.94
15,59
8.21
7.78
6.42
11.23
16.80
14.34
12.09
16.02
18.31
6.24
11.82
9.10
4.47

2.50

70.35

Mass (Da)
563.847
1152.790
627.189
2270.303
578.901
519.304
1235.984
1787.637
1453.545
591.230
562.421
1217.357
521.173
580.147
844.451
772.344
1400.955
702.733
595.761
736.768
566.181
870.619
756.284
746.281
539.265

511.070

1791.200

Peptide
AHIPK
VPULGIWGGK

VPQGAR

DNIQFVMLGSGDPGFEGWMR

AAIMR

SGSIR
GIFTNVTSPTAK
V1IAWYDNEWGYSQR
LASINVENVEPNR
GGGSDAK
CGAVR
QEPMAAAATRR
ASGSNS

GMAMR
SMMFSAR
YSLLNY
CPNLRALGEDQK
TMVPVR

TTFAR

TTSSLAR
GGYGGR
STVSYGEK
LPSSIIK
QPAMSGR
WEHG

HVGAQ

AMSIMNSFINDIFEK
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10C

LOC_0s01g49270
10c_0s07838600
LOC_0sI2818770
LOC_0s02g15230
LOc_0s04855060
LOC_0s07838850
LOC_0s01804200
LOC_0s03808999
LOC_0s068& 17090
LOc_0s06§37300
LOC_0s08843430
LOC_0Osl0821266
LOc_0s01807530
LOc_0s018§11300
LOC_0s01861380
LOC_0s01861460
LOc_0s01862800
LOC_0s01866180
LOC_0s01874650
LOC_0s02826710
LOC_Os03§ 14450
LOC_0Os03g 18640
LOC_0s04816740
LOc_0s04820260
LOc_0s05g33400
LOc_0s06802180

LOc_0s068§04270

Description

XPA-binding protein 2

REX1 DNA Repair family protein, expressed
Oxysterol-binding protein

GDSL-like lipase/acylhydrolase, putative, expressed
3-oxoacyl-synthase Il chtoroplast precursor, putative, expressed
Prenyltransferase, putative, expressed
Metallo-beta-lactamase family protein, putative, expressed
Dehydrogenase, putative, expressed
UDP-glycosyltransferase

Cytochrome P450

CXE carboxylesterase, putative, expressed

ATP synthase subunit beta

Uncharacterized glycosyltransferase, putative, expressed
Cytochrome P450, putative, expressed

Lactate/malate dehydrogenase, putative, expressed

Leaf senescence related protein, putative, expressed
Methyltransferase

Cytochrome c, putative, expressed

Cysteine synthase, mitochondrial precursor, putative, expressed
Cyclo-DOPA 5-O-glucosyltransferase, putative

Enolase, putative, expressed

Laccase precursor protein, putative, expressed

ATP synthase subunit alpha, putative, expressed
UDP-glucoronosyl and UDP-glucosyl transferase

Basic 7S globulin precursor, putative, expressed

CSLD2 - cellulose synthase-like family D

Transketolase, chloroplast precursor, putative, expressed

(K 7 4%
HIHTTERTITE

Function

DNA repair

DNA repair

lipid metabolic process
lipid metabolic process
lipid metabolic process

lipid metabolic process

metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
Metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process

metabolic process

ID Score

12.56

14.58

16.87

13.15

12.13

10.00

15.48

6.29

8.71

9.34

11.33

48.36

17.95

6.70

11.23

13.78

12.47

11.44

25.23

13.24

93.79

14.30

33.60

9.65

10.94

5.46

55.28

Mass (Da)

655.422
989.556
1165.261
533.374
459.021
2183.111
616.828
519.434
537.740
1003.561
1225.576
1328.383
540.398
585.475
677.069
514.296
835.421
483.845
1114.988
617.363
1573.714
766.243
1416.565
1031.019
533.080
761.359

1085.794

Peptide
AHAEAR
AENMVNAIK
WVNYGKGWR
MGAVR

GGGIR

FLRPHTIRGTALGSMSLVAR

NSGNEP
DGTAR

AGAYR

DAIMNALIK
GDVTAAAPPSPDK
AHGGVSVFGGVGER
WAPR

AEPIR

QQAAATS

TAAPR

APIPWPR

AAGHK
IQGIGAGFVPR
GGSAWK
VNQIGSVTESIEAVK
ATFGLEK
IAQIPVSEAYLGR
DGAMSHQLR
VASTR

ASSGGGGLR

AVTDKPTLIK
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LOC

LOC_0s068§43490
LOC_0s06g48620
LOC_0s07§38620
LOC_0s07§44840
LOC_0s07§46852
LOC_0s07§46980
LOC_0s08§01150
LOc_0s08§01750
LOC_0s088§14180
LOC_0s088§39694
LOc_0s08g40330
LOc_0sl0§08550
LOCJDsIOgl 1140
LOC~0sl0§31780

LOC._Os 11807020
LOC_0slI§26850
LOC_0s01§31690
LOc_0s02g01340
LOc_0s03§03720
LOC_0s07§35860
LOC_0s09§17740
LOC_0sl0§21268
LOC_Osl2§ 17600
LOC_Osl2§ 19381
LOC_0s02g17360

LOc_0s01804710

Description

Cytochrome P450, putative, expressed

4-amino-4-deoxychorismate synthase, putative, expressed

Pyridoxamine 5'-phosphate oxidase family protein, putative, expressed

Bacterial transferase hexapeptide domain containing protein,
Sex determination protein tasselseed-2, putative, expressed
Sex determination protein tasselseed-2

DTA2, putative, expressed

SAC domain containing protein, putative, expressed
Ravonol sulfotransferase, putative, expressed
cytochrome P450, putative, expressed

Sulfotransferase domain containing protein, expressed
Enolase, putative, expressed

Phosphoglucomutase, putative, expressed

Oxidoreductase, short chain dehydrogenase/reductase

family domain containing protein, expressed
Fructose-bisphospate aldolase isozyme

Erythronate-4-phosphate dehydrogenase, putative, expressed

Oxygen-evolving enhancer protein 1, chloroplast precursor

Ferredoxin-NADP reductase, chloroplast precursor
Glyceraldehyde-3-phosphate dehydrogenase, putative, expressed
Plastocyanin-like domain containing protein

Chlorophyll A-B binding protein

ribulose bisphosphate carboxylase large chain precursor, putative, expressed
ribulose bisphosphate carboxylase small chain, chloroplast precursor
ribulose bisphosphate carboxylase small chain, chloroplast precursor
PPR repeat domain containing protein

Aspartic proteinase, expressed

DI
LT

Function

metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process
metabolic process

metabolic process

metabolic process
metabolic process
photosynthesis
photosynthesis
photosynthesis
photosynthesis
photosynthesis
photosynthesis
photosynthesis
photosynthesis
post transcription

protein metabolic process

ID Score

4.00

10.27

5.20

5.45

16.50

16.50

15.34

22.08

15.34

23.52

15.43

44.03

19.89

11.90

64.39

43.24

39.04

8.03

41.91

10.09

49.36

72.89

28.13

62.22

13.09

19.71

Mass (Da)

525.208
758.590
883.025
1833.725
589.541
589.541
1030.859
957.119
710.817
594.480
1519.669
1887.851
773.482

697,693

1351.978
827.966
964.936
833.001

1051.837
548.429
983.512

2410.059

1230.747

1597.297
674.040

608.360

Peptide

VPLPV

ISSPDLK

FLHIKPK
GTGQAMDRLGSTIQGGLR
VMAPR

VMAPR

MRGSSNNHK

FYUGTSR

GGGGLVPR

GGPAHR
LLSTHMPPQLLPR
LAMQEFMILPTGAASFK
DKPTVIT

IPAGAGGR

ATPEQVSDYTLK
IVLTIIR

VPFLFTIK
RSSGNGVR
AVALVLPQLK

YGPVI

FGEAVWFK
LTYYTPEYETKDTDILAAFR
XQVWPIEGIK
LPMFGCTDATQVLK
AAEGAGAK

DAFVR
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LOC

LOc_0s01g16200
LOc_0s03g52070
LOC_0s03g58204
LOC_0s04g15790
LOc_0s04g56400
LOc_0s06g42810
LOc_0s07g09670
LOC_Osligl3560
LOC_0s01g39810
LOc_0s02g01010
LOC_0s04g35680
LOc_0s08g32970
LOC_0s05g51550
LOc_0s08g07840
LOC_0s08g36330
LOC_0sl0g26280
LOc_0s01g38740
LOC_0s03gl7340
LOc_0s039g30190
LOc_0s04g04530
10c_0s05§21120
LOC_0s05g38910
LOC_0s06g26290
LOC_0s09g21650
LOC_0sl2gl4020
LOC_Osl2g25570

LOC_0s04g03260

Description

Serpin domain containing protein, putative, expressed
0sSCP20 - Putative Serine Carboxypeptidase homologue, expressed
Ribosomal protein L4, putative, expressed

Eukaryotic aspartyl protease domain containing protein, expressed
Glutamine synthetase, catalytic domain containing protein, expressed
UBA and UBX domain-containing protein
Galactosyltransférase family protein, putative, expressed
Serpin domain containing protein, putative, expressed
Alg9-like mannosyltransferase protein

OsPDILI-4 protein disulfide isomerase PDIL1-4, expressed
U-box domain containing protein, expressed

annexin, putative, expressed

DNA binding protein, putative, expressed

Poll-like DNA polymerase, putative, expressed

POLE2B - Putative DNA polymerase epsilon complex subunit, expressed
ORC3 - Putative origin recognition complex subunit 3, expressed
Retrotransposon protein, 1Tyl-copia subclass, expressed
Retrotransposon protein, putative, unclassified, expressed
Retrotransposon protein, putative, unclassified, expressed
Retrotransposon protein, putative, Ty3-gypsy subclass, expressed
Retrotransposon protein, putative, unclassified, expressed
Retrotransposon protein, putative, unclassified, expressed
Retrotransposon protein, , Ty3-gypsy subclass, expressed
Retrotransposon protein, putative, Ty3-gypsy subclass, expressed
Retrotransposon protein, Ty3-gypsy subclass, expressed
Retrotransposon protein, Ty3-gypsy subclass, expressed

Retrotransposon protein, Ty3-gypsy subclass, expressed

LY

Function

protein metabolic
protein metabolic
protein metabolic
protein metabolic
protein metabolic
protein metabolic
protein metabolic

protein metabolic

process
process
process
process
process
process
process

process

protein modification process

protein modification process

protein modification process

protein modification process

replication

replication

replication

replication

retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon

retrotransposon

Score

10.37
13.32
44.86
13.09
10.06
24.77
7.01
3.18
14.83
6.69
14.17
16.31
30.94
14,28
10.83
8.42
9.46
12.63
16.40
4.98
27,09
20.34
8.16
14.26
9.36
8.83

7.70

Mass (Da)

630.057
1446.205
1282.937

517.282

591.382

778.593
862.698

543.199
826.717

513.887

558.501

761.971

790.850
2461.713

774.065
1882.610
1176.152
932.826
861.993

585.304

902.509

534.053
1606.019

795.484
498.817
829.250

589.229

Peptide

AGGPTAR
LQGYIVGNPITGSK
NLPGVDVANVER
DGIGR

GCSIR

MAAGDAAR
KLQSGSSR

AVEPK

AANALLVR

IWGK

APGGTR

CAESPAK

MILLMR
AAINAPGQGSAADVAMCAMLEIER
ATPSAATR
SGDNMVDGLSELMNIQK
UKDNMWAR
SSPADYHR
GKTSQVSR

VTPIR

KINLLSSK

VAGMR
AAHMPTMAAEDDSAR
FMGNPGR

GGPIR

EPADVGNK

GSVTPK
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LOC

LOc_0s10g09500
LOC_0sI2g23030
LOC_0s01§71840
LOC_0s03g38284
LOC_0s03§41790
LOc_0s04g27420
LOC_0sl0gl2630
LOC_Osl 1922160
LOC_Osllg30880
LOC_0sI2g09480
LOc_0s02934030
LOC_0s04g29120
LOC_0s06g38019
LOC_Osligl7700
LOC_Osl 1842630
LOC_0s12g09530
LOC_Osl2§16840
LOC_0s01g22370
LOC_0s02§14170
LOc_0s03g03910
LOC_0s06g51150
LOC_0s02g33450
LOC_0s04§33970
LOC _0sl2g08730
LOC_0s01gI2390
LOc_0s03g62500

LOc_0s04808170

Description

Retrotransposon protein, Ty3-gypsy subclass, expressed
Retrotransposon protein, unclassified, expressed
Retrotransposon protein, unclassified, expressed
Retrotransposon protein, unclassified, expressed
Retrotransposon, centromere-specific, expressed
Retrotransposon protein, expressed

Retrotransposon protein, Ty3-gypsy subclass, expressed
Retrotransposon protein, unclassified, expressed
Retrotransposon protein, expressed

Retrotransposon protein, Ty3-gypsy subclass, expressed
Retrotransposon protein, unclassified,- expressed
Retrotransposon protein

Retrotransposon protein, unclassified

Retrotransposon protein, unclassified, expressed
Retrotransposon protein, Ty3-gypsy subclass, expressed
Retrotransposon protein, putative, unclassified, expressed
Retrotransposon protein, Ty3-gypsy subclass, expressed
Peroxidase precursor, putative, expressed

Peroxidase precursor, putative, expressed

Catalase domain containing protein, expressed

Catalase isozyme B, putative, expressed

Peroxiredoxin, putative, expressed

2-Cys peroxiredoxin BASL, chloroplast precursor, putative, expressed
Thioredoxin

Inactive receptor kinase At2g26730 precursor

CGMC GSK.5 -CGMC includes CDA, MAPK, GSK3, and CIKC kinases, expressed

CBL-interacting protein kinase

TR

936~ 2

Function

retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon
retrotransposon

retrotransposon

ROS scavenging system

ROS scavenging system

ROS scavenging system

ROS scavenging system

ROS scavenging system

ROS scavenging system

ROS scavenging system

signal transduction
signal transduction

signal transduction

Score

33,71
15.89
5.86
5.12
10.82
14.41
18.00
7.73
6.95
8.30
6.18
17.04
9.87
4.02
18.91
125
10.43
41.00
5.58
69.36
69,36
19.90
73.79
24.69
19.70
17.05

3.79

Mass (Da)

905.847
1294.879
1758.548

525.780

624.133

824.592

928.293

729.026

599.822
1234.435

905.380

548.449

623.755

756.965

668.357

831.026

604.419
1146.127

460.160
1136.550
1136.550
1486.717
2508.231
1051.997

773.322
1121.142

461.540

Peptide
DEICKLK
VIVFGGDFRQR
SALPSVRFFGDMFIR
PGVPR
GAGQHR
ISIGNGHK
ANWADALR
VAGVGNGR
AGVKPK
GVLNVEMTVGSK
NWASGSER
GGMER
GEGGMR
DPGPSER
ADGGGHR
SMGGMGFK
GYAHR
LVQQAVAAAFK
AVGGR
APGVQTPVIVR
APGVQTPVIVR

SFGVLIPDQGIALR

GLFIIDKEGVIQHSTINNLAIGR

SIPTVLMFK
EVSAGRR
RQSLFMALR

AGGTR
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LoC

LOC_0Os04g45170
LOc_0s08801900
LOC_Osl2g26940
LOC_Osl2g34320
LOc_0s01g08140
LOC_0Os01g62760
LOc_0s02g06090
LOC_0s02g19550
LOc~0s02g21700

LOC_0s02g39970
LOc_0s02g45320
LOC_0s03g 15770
LOC_0Os03g49510
LOc_0s03g53100
LOC_0s04g39160
LOC_0Os04g41950
LOc_0s04g52600
LOC_0s04g52840
LOc_0s04g54070
LOC_0Os05g43820
LOC_0s06g21380

LOC_0s06g47680
LOC~0s06g47740

LOC_0s07g41910
LOC_0s08g25380

LOc_0s08g30590

Description

Leucine-rich repeat family protein, putative, expressed
Armadillo/beta-catenin repeat family protein

CHASE domain containing protein, expressed

S-locus-like receptor protein kinase, putative, expressed
Phototropic-responsive NPH3 family protein, putative, expressed
Protein phosphatase 2C, putative, expressed
Phytosulfokine receptor precursor

Lectin-like receptor kinase

STE_MEKK_stell_MAP3K.8 - STE kinases include homologs

to sterile 7, sterile 11 and sterile 20 from yeast, expressed
Regulatory subunit

OsFBX58 - F-box domain containing protein, expressed
Tyrosine protein kinase domain containing protein, putative, expressed
Phosphatidylinositol-4-phosphate 5-kinase

Response regulator receiver domain containing protein, expressed
RNA-dependent RNA polymerase, putative, expressed
Calcium-binding mitochondrial protein anon-60Da, putative, expressed
SHR5-receptor-like kinase, putative, expressed

Tyrosine protein kinase domain containing protein
Receptor-like kinase, putative, expressed

Ras-related protein, putative, expressed

OsCttP3 - Putative c-terminal processing peptidase homologue

OSFBX205 - F-box domain containing protein, expressed

phytosulfokine receptor precursor

DC1 domain-containing protein, putative, expressed
Serinelthreonine-protein kinase BRIHike 1 precursor, putative, expressed

Cl-like domain containing protein, expressed

TR

Function

signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction

signal transduction

signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction

signal transduction

ID Score

17.51
14.34
6.27
9.42
25.90
9.07
3.16

6.63
19.86

3.85
9.27
4.60
12.62
21.69
5.82
13.59
13.70
7.28
13.44
5.86
4.88
21,69
4.40
8.82
12.12

10.32

Mass (Da)

1722.726
749.208
1837.149
535.468
1140.856
809.973
584.448

719.812
1259.998

649.257
1011.417
479.509
767.380
661.872
832.440
533.159
2216.139
594.879
734.887
1534.613
537.197
661.872
636.598
713.288
554.019

1415.549

Peptide
MFACVDDDLLANVPK
SATSDIR
QLLLVYELMAQGSLDK
GTNSR
GGAAGAAAATPTPK
ICSHHR

VGIMT

KSYPPK
GTPMFLAPEAAR

GAVCSR

LHLGRPYR

VAGTM

DSVYER

TTWSR

KGFSIGPK

DTIGK
MGLGSNHFNGSLPTELGNIIK
SSNMR

GMLGDNK
WPHGSTQNGIEDHG
SKGSAS

TTWSR

VFSAGR

AATAQPR

HGSPR

QEEEGPDHCCR

sisA[eue o1woalold Agq pazAjeue

sBuljpaas 2oL JO sanea| ul sulajoid anlsuodsal-uesolyo |je 4o 1si (Juod)



LOC

LOc_0s08g31060
LOC_0s08g39550

LOC_0s09g02729
LOc~0s09g09370

LOC_0s09g 13820
LOC_0s09g36520
LOc_0sl0g02720
LOc_0sl0g04180
LOC_0Osl0g22484
LOc_0sl0g25010
LOC_Osliglo340
LOC_Osllg44250
LOC_Osllg45130
LOC_Osl2g31610
LOC_0Osl2g32630
LOC_Osl2g39120
LOC_Osl2g41270
LOC_0sl2g41490
LOc_0s03g05270
LOc_0s03g09820
LOC_0s03g42420
LOc_0s04g32600
LOC_0Os07g41910
LOC_Osl 1840210
LOc_0s01g04800

LOC_0s01gl 1120

Description

Phospholipase D alpha 1, putative, expressed
Polygalacturonase inhibitor 2 precursor, putative, expressed

Phospholipase C, putative, expressed
BTBN18 - Bric-a-Brac, Tramtrack, Broad Complex BTB domain
with non-phototropic hypocotyl 3 NPH3 domain, expressed

Pollen signalling protein with adenylyl cyclase activity, putative, expressed
KIl protein, putative, expressed

OsWAK99 - OsWAK receptor-like protein kinase, expressed
NB-ARC domain containing protein, expressed

RGH2B, putative, expressed

OsCML8 - Calmodulin-related calcium sensor protein
OsFBX417 - F-box domain containing protein, expressed
Protein kinase, putative, expressed

Pollen signalling protein with adenylyl cyclase activity, putative, expressed
Lectin-like protein kinase, putative, expressed
OsFBX448 - F-box domain containing protein, expressed
Protein phosphatase 2C, putative, expressed

Cysteine-rich receptor-llke protein kinase 20 precursor, putative, expressed
Cysteine-rich receptor-like protein kinase 8 precursor
RING finger and CHY zinc finger domain-containing protein 1 putative, expressed
transcription initiation factor MB putative, expressed

B3 DNA binding domain containing protein, expressed
Expressed protein Histone-fold TFIID-31kDa

Zinc finger, RING-type, putative, expressed

Remorin C-terminal domain containing protein, putative, expressed
B3 DNA binding domain containing protein, expressed

CID11, putative, expressed

TR

Function

signal transduction
signal transduction

signal transduction

signal transduction

signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
signal transduction
transcription
transcription
transcription
transcription
transcription
transcription
transcription

transcription

ID Score

11.45
20.11

16.56
17.40

2.96
10.12
17.96
8.34
14.09
8.80
27.67
11.40
9.87
10.24
8.93
28.21
9.54
16.03
9.80
5.79
7.21
13.07
8.88
7.32
6.50

14.64

Mass (Da)

849.643
786.571

576.162
629.859

681.442
660.024
516.828
864.431
1539.183
582.232
846.236
598.188
2199.340
991.116
544.555
801.128
1032.051
981.592
1183.637
876.179
1983.444
888.135
463.896
745.152
851.134

688.525

Peptide
DGRMGAAR
LTGEIPR

GAAGSGR
RPTSGGG

CNNSVS
ARVDGAA

VIVGK

QRMSGGGR
GLQLLETMDMKTK
MSTVK

LDADKER

GTHGVK

TTLAQQIYNDEKITGNFDK

SGLRGCDAR
SPGAGR
AALTEAAR
GLLPEECSK
KEYASEVR
MASWPTSCTK

AAQTLEDK

EWMERGGGGGGGDQWHVR

GKEPSSER

AGSTK

MTTVHR

MTVSDIGK

AAVAGGSR
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LaC

LOC_0s018§38710
LOC_0s01§50040
LOC_0s018§63160
LOC_0s01§74410
LOC_0s028§06584
LOC_0s028§52960
LOc_0s03§02240
LOC_0s03g 17060
LOc_0s03g27030
LOC_0s03g40710
LOC_0s03g45450
LOc_0s03§60130
LOC_0s048§32940
LOc_0s07g40780
LOc_0s07§44030
LOC_0s07845350
LOc_0s08g05510
LOC_0s08g28214
LOC_0s08g44910
LOc_0s09g32010
LOC_0s098§37910
LOc_0sl0g30054
LOC_0sl0§30719
LOC_Os 11§48000
LOC_0sl2§ 10250
LOC_0 12931430

LOC_0s01861814

Description

Nucleic acid binding protein, putative, expressed
DNA binding protein
MYB family transcription factor, putative, expressed

MY8 family transcription factor, putative, expressed

Zinc finger C-x8-C-x5-C-x3-H type family protein, expressed

PHD-finger domain containing protein, putative, expressed

AT-GTL1, putative, expressed

RNA recognition motif containing protein

RNA recognition motif containing protein, expressed
Z0S3-13 - C2H2 zinc finger protein, expressed

WRKY60, expressed

Transcription elongation factor protein, putative, expressed

Leucine Rich Repeat family protein, expressed
ZOS7-11 - C2H2 zinc finger protein, expressed
MYB/SANT domain protein

zinc finger, RING-type, putative, expressed

MYB family transcription factor, putative, expressed
Tesmin/TSOl-like CXC domain containing protein
DNA binding protein, putative, expressed

Ternary complex factor MIP1, putative, expressed
HMG1/2, putative, expressed

ENT domain containing protein, expressed

MYB family transcription factor, putative, expressed
Z0S11-11 - C2H2 zinc finger protein

Zinc finger family protein, putative, expressed
Helix-loop-helix DNA-binding domain containing protein, expressed

40S ribosomal protein S23, putative, expressed

peviliVed
LRI

Function

transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription
transcription

translation

ID Score
4,73
10,41
10.98
3.20
4.02
10.80
6.86
1951
15.09
14.48
17.35
6.78
8.23
2.23
25.16
8.88
8.05
5.46
7.37
13.99
8.15
17.55
10.86
11.39
11.36
11.31

30.44

Mass (Da)

620.791
543.037
499.035
528.946
552.977
2267.609
1044.261
1497.169
547.704
661.814
473.453
429.723
1489.994
699.638
767.603
463.896
726.277
875.697
612.791
673.260
447.651
659.509
530.964
496.099
603.528
630.126

816.011

Peptide
TAADDK
PAAKR
GIPGR
SIPGR

HSPGR

ARAEGLPEGAAPGVGVDLYAQAR

RGGGGIGGGGGGGK
MALSSSLLHRLLR
TVDGR

VATEPK
GAGGGR

GGAPK
ELPAEIPNLPQLR
HASGGGGR
QPNHSGK
AGSTK
ADPPAEK
NPAAFMPK
STTFR

YWHR

AGGDK
AMVPDK
GKAQK

AWHA

AMGGIR

ATIPAR

ILIHKSK
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10C

LOc_0s01gl0820
LOC_0s04g28180
LOC_0s05§47630
LOC_0s06g43760
LOc_0s09g34070
LOc_0s01g08020
LOC_0s02921630
LOc_0s06g36090
LOC_0s09g21760
LOC_0sl0g02230
LOC_Osllgn8980
LOC_0s01gl2680
LOC_0s01g61180
LOc_0s02g52060
LOc_0s03?08070
LOc_0s04g04870
LOC_0s04g41320
LOC_0s04g44810
LOC_0s07g01920
LOC_0O 09903750
LOC_0s09g 15330

LOc~0s09g37300

LOCjDsl Ig09750
LOC_0s03g37920
LOC_0s07g27470

LOC_Oslig46290

Description

Ribosomal protein LS

Ribosomal protein, putative, expressed

Peptidyl-tRNA hydrolase, mitochondrial precursor protein, expressed
tRNA synthetase class 1 putative, expressed

RNA recognition motif containing protein, expressed
Boron transporter protein, putative, expressed

SEC14 cytosolic factor family protein

ABC-2 type transporter, putative, expressed

Proteasome subunit, putative, expressed

Expressed protein

Preprotein translocase secA family protein, putative, expressed
C4-dicarboxylate transporter/malic acid transport protein, expressed
Exo70 exocyst complex subunit domain containing protein, expressed
Peptide transporter like protein, expressed
Copper-transporting ATPase PAAL, putative, expressed
Retrotransposon protein,unclassified, expressed
Nucleotide-sugar transporter family protein, putative, expressed
Syntaxin-18

Nucleolar GTP-binding protein 1, putative, expressed
Ankyrin, putative, expressed

Transporter family protein, putative, expressed
Transporter, monovalent cation:proton antiporter-2 family,
putative, expressed

Transposon protein, putative, CACTA, En/spm sub-class, expressed
Transposon protein, unclassified, expressed

Transposon protein, putative, CACTA, En/spm sub-class, expressed

Transposon protein, putative, unclassified, expressed

translation
translation
translation
translation
translation
transport
transport
transport
transport
transport
transport
transport
transport
transport
transport
transport
transport
transport
transport
transport

transport

transport

transposon
transposon
transposon

transposon

A2 e
HLHTRRTTLE

Function

ID score

30.53
10.22
15.60
5.82
4.08
2.50
3.90
7.39
8.67
26.02
12.43
9.78
9.15
6.17
14.13
14.88
23.47
4.35
16.46
17.70

11.27
7.55

11.98
17.47
4.53

10,56

Mass (Da)

1516.966
473.276
520.379
711.817
550.542
511.070
1106.014
576.303
1098.400
492.919
729.704
515.839
622.581
1935.934
809.092
576.651
679.454
448.323
490.678
535.256
726.927

693.948

537.487
854.057
640.903

1053,677

Peptide
VLEQLSGQSPVFSK
GKGAAA
SMVGK
GRHVSR
GYGVR
HVGAQ
KLSVDETVSK
AFIPK
LQSAGSFLMK
MGIGV
TSSMMR
DGAPR
AACGSR
MAATTMAASDLVDQHSVR
SHTGFML
ASDER

KPLLPI
GGSTK

SSIGK

TASTR

LIAASPR
HVGPKR

GSAFR
HATSWLK
THTER

EVMNMFKR
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LOC

LOc_0s01g15220
LOC_0s01g31560
LOC_0s01g37790
LOC_0s02g 13360
LOc_0s02g50570
LOc_0s03g04930
LOC 0s03g08740
LOC_0s03g 10700
LOC_0s03g21530
LOC_0s03g21690
LOC_0s03g62660
LOC_0s04¢22780
LOC_0s04g53660
LOc_0s04g58100
LOc_0s05g03140
LOc_0s05g08730
10c_0s05g40730
LOC_0s05g49980
LOC_0s06g 12876
LOC_0s06gl9750
LOc_0s06g40130
LOc_0s07g01720
loc_oso7gl2100
LOc_0s07g29950
LOC_0s07g33750
LOC_0s08g33170

LOC_0s08935939

Description

Expressed protein

Expressed protein

Expressed protein

Expressed protein

No Plant GOStim ID has been assigned
Expressed protein

Expressed protein

Expressed protein

AARP2CN domain containing protein, expressed
lur>$ seven transmembrane domain containing protein, putative, expressed
No Plant GOSIlim ID has been assigned

No Plant GOSlim ID has been assigned
Transposon protein, unclassified, expressed
Protein|expressed protein

Tetraspanin family protein

Early fruit mRNA

Expressed protein

OsFBL26 - F-box domain and LRR containing protein, expressed

Expressed protein
Expressed protein
Expressed protein
Expressed protein
Expressed protein
Expressed protein
Expressed protein
Expressed protein

Expressed protein

unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown

unknown

AR
LT RT

Function

ID Score

15,69
14,97
11,66
16,23
12.63
7.01
6,77
18.47
10.75
6.61
10,64
13.25
4.61
5.35
6.37
2.62
8.47
13.24
2.64
7.14
3.98
13.04
10,52
30.18
6.30
3.91

16.52

Mass (Da)

1381.459
604,213
617.457
459.366
932.826
538.332
554.874
560.853

1376.612

1127.154
821.185

1229.405
969.758
725.095

1009.312
720.350
481.907

1207.440
741.440

1051.860

1179.418
615.870
773.497
691.491
584.471

1959.027

819.227

Peptide
LLPLRALTAGLSR
GGGDAGGGG
SATSPR

GGGIR
SSPADYHR
GMTGR

SHGTR
DGGGVR
FEGAAIRTVSGIR
SMAKLELYR
TLPSGMSK
REAAGAEGGGGAAR
HQSTLNIR
SVGYSGR
TQPSRFQF
KPSSSSK
SGGMN
MSRAQDEILK
ASMDFR
ARGSGYSPTR
WPMAMPCVR
SPALAR
DPNPSDK
TTEANR

AVGLPK

SNSLEVAQAGADPPMSTGVK

MLLFPAK
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LOC

LOC_0s08g37990
LOc_0s09g07520
LOC_0s09g28470
1.0c_0s09g30060
LOC_0s09g32940
LOc_0s09g35540
LOc_0sl0g08830
LOc_0sl0§30270
LOC_0sl0g34120
LOC_0Osl2g 19660
LOC_0sl2g38540
LOc_0s01g08750
LOc_0s01g09330
LOc_0s01g27030
LOC_0s01g56530
LOC_0s01g69240
LOC_0s02928580
LOC_0s02g32570
LOC_0s02g40110
LOc_0s02g50370
LOC_0s03g23970
LOc_0s03g24090
LOC_0s03g35370
LOC_0s03g38740
LOC_0 03g40084
LOc_0s04g02350

LOc_0s04g07670

Description

Expressed protein

Expressed protein

Leucine-rich repeat family protein, putative, expressed
Expressed protein

Expressed protein

Expressed protein

Expressed protein

Unknown

No Plant GOSlim ID has been assigned

Expressed protein

Expressed protein

Expressed protein

Expressed protein

hypothetical protein

No Plant GOSlim ID has been assigned for

CBS domain containing membrane protein, putative, expressed
No Plant GOSlim ID has been assigned

SNF2 family N-terminal domain containing protein, expressed
Expressed protein

No Plant GOSlim ID has been assigned

Diphthine synthase, putative, expressed

No Plant GOSIlim ID has been assigned

Expressed protein

No Plant GOSlim ID has been assigned

Expressed protein

No Plant GOSIlim ID has been assigned

No Plant GOSIlim ID has been assigned

unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown

unknown

HTHRRTE

Function

9.80
13.25
7.88
17.47
2.76
9.98
9.15
8.77
1211
7.05
9.44
32.13
1.44
11.27
21.39
7.28
9.67
5.29
8.36
10.27
8.69
16.88
10.94
15.21
21.81
20.21

10.45

ID Score

Mass (Da)

632.818
520.608
882.438
959.881
473.971
579.361
658.723
591.570
1150.337
751.599
544.648
721.983
657.233
525.981
1028.676
506.017
741.716
596.499
1540.139
1061.203
716.037
1611.150
545.663
751.968
917.240
701.416

577.281

Peptide
AGKTEK
GRMAS
APGPLSWR
RSSPAGTQR
ATSVP

AMTIK
VSAARR
CGTVR
MNMAIISKAR
ADGGGYGR
AVSIR
EMSLIK
IGLEPK
VAAHK
GAAEFAAVHR
SGPFV
NIVDGPK
KSMSK
LNPWAAAAAAVSASTK
AFPGPSKDDK
IVAGPMK
MAVLVTDSSVGMTLR
NGAKR
DLIAGHK
DTEVRNGK
HAGMLR

FGGAAR
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LOc_0s04g09380
LOC_0s04gI5510
LOC_0 04gl9684
LOC_0s04gI9760
LOc_0s04g34600
LOC_0s04g49580
LOC_0s04g52950
LOC_0s05g 15700
LOC_0s05g31690
LOc_0s05g32100
LOC_0s05g39190
LOc_0s06g05560
LOc_0s06g05580
LOC_0s06g07470
LOc_0s06g27800
LOC_0s06g36230
LOc_0s07g08040
LOc_0s07g08290
LOc_0s07g09530
LOC_0s07gl1290
LOC_0s07gl4910
LOC_0s07g27760
LOC_0s07g41270
LOC_0s07g48080
LOC_0s08g 17020
LOC_0s08g 17820

LOC_0s08g43150

Description

No Plant GOSIlim ID has been assigned

No Plant GOSIlim ID has been assigned
Methyl-CpG binding domain containing protein, expressed
No Plant GOSlim ID has been assigned

Abscisic stress-ripening, putative, expressed
Nucleolar complex protein, putative, expressed
Nitrate-induced NOI protein

Expressed protein

Expressed protein

Expressed protein

Expressed protein

Expressed protein

OsFBDUF30 - F-box and DUF domain containing protein
No Plant GOSIlim ID has been assigned
Tm-1GCR237 protein, putative, expressed
Expressed protein

Expressed protein

Expressed protein

Ankyrin repeat family protein, putative, expressed
Expressed protein

Expressed protein

Expressed protein

No Plant GOSIlim ID has been assigned

Expressed protein

Expressed protein

No Plant GOSlim ID has been assigned

No Plant GOSIlim ID has been assigned

unknown
unknown

known
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown

known
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown

unknown

A
TR

Function

ID Score

3.14

14.17

18.87

7.46

18.60

6.89

9.89

7.73

13.27

6.21

23.12

15.20

15.20

24.09

16.86

14.81

13.68

19.73

3.98

6.66

3.32

6.46

9.52

441

12.02

5.84

9.44

Mass (Da)

846.684
1822.125
677.995
642.529
737.370
636.353
725.850
766.135
597.890
628.867
835.824
2231.996
2231.996
679.361
811.520
1170.202
590.720
534.623
784.225
807.863
602.287
1569.340
1071.831
638.985
983.277
785.943

617.936

Peptide

DQMFYK
TPTIPTCSKMEAAEGGR
EIFR

SHKSGK

KHHLFG

LRMVT

MTTMDK

GCQTNSV

FGAFR

GPRGSR

RLAHPSR
TLSFWYEADLSNGSRMWR
TLSFWYEADLSNGSRMWR
DAGIFR

TKSVLHK
QVGTPEMGPVR
YGGHR

DGVSR

PNLPSEK

FLTATVR

VAAGER
FSNDGPDVQAEDFK
GDGVYTGMTR
AHAANR
AAAMNDHVR
LPGMRGR

ACGGTR
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LOC

LOC_0s08g43520
LOc_0s09g15200
LOC_0s09g 15560
LOc_0s09g28060
LOC_0s09928370
LOC_0s09931230
LOC_0s09g37510
LOc_0sl0g06910
LOc_0sl0g08530
LOCjDslOg17940
LOC_0sl0g19980
LOc_0sl0g22030
LOC_0slig03550
LOC_0slig05550
LOC_0slig06720
LOoC_Osligl730
LOC_Oslligl2680
LOC_0slliglgo70
LOC_Oslig22530
LOC_Oslig38410
LOC_Oslig42100
LOC_Oslig42940
LOc_0sl2g02050
LOC_0sl2g14500
LOC_0sl2gl7120
LOC_0sI2g29719

LOC 0sl2g40279

Description

No Plant GOSlim ID has been assigned

No Plant GOSIlim ID has been assigned

OsFBX314 - F-box domain containing protein, expressed

MORN repeat domain containing protein, expressed
No Plant GOSlim ID has been assigned
Expressed protein

DUF292 domain containing protein

No Plant GOSIlim ID has been assigned
Expressed protein

No Plant GOSIlim ID has been assigned
conserved hypothetical protein

No Plant GOSIlim ID has been assigned
Expressed protein

No Plant GOSIlim ID has been assigned
Abscisic stress-ripening, putative, expressed
No Plant GOSIlim ID has been assigned
Expressed protein

No Plant GOSIlim ID has been assigned

No Plant GOSIlim ID has been assigned
Expressed protein

Leucine Rich Repeat family protein, expressed
integral membrane protein, putative, expressed
No Plant GOSIlim ID has been assigned
Expressed protein

No Plant GOSlim ID has been assigned

No Plant GOSlim ID has been assigned

Protein kinase domain containing protein, expressed

unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown

unknown

HTHTRRD

Function

ID Score

31.84

20.84

15.55

8.45

5.00

7.64

11.78

5.02

10.63

14.56

3.02

5.30

6.66

12.59

19.21

10.49

6.42

29.39

13.85

12.18

16.72

9.99

12.76

33.00

14.54

15.45

7.97

Mass (Da)

814.312
916.477
927.449
1299.840
679.115
579.158
829.334
462.173
604.433
1092.643
839.681
715.416
742.393
848.360
737.963
1105.456
874.135
775.370
1016.768
539.819
761.468
621.560
868.805
706.920
563.298
710.364

787.187

Peptide
LDTAGLPK
DGPDRSDR
GGLLLLSKK
MDGHGGGGGGKLTR
IFTSVL
TSDGAK
MMATAGSK
GPSSD

DIEAR
KVAAPPGHCR
YGEGESAK
AGSIVIR
MASSAFK
MAADGGALK
KHHLFG
DAIAAVQECK
GMAAASLPR
DIIR
PSGTELQQR
RHGGL
ACLNAGR
MDGAAR
MENTSSGK
TSSLSGR
GSGGASK
IVAPPGR

ADVSGIPK
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6. Calculation of relative gene expression level

133

The level of gene expression was calculated by the ratio between the
amount of target gene and an endogenous reference gene (OsEFIOC), which is
present in all samples. The calibrator sample was the day 0 of treatment. The
standard curve for each primer set was calculated using 5-fold dilution (1:1 to
1:625) of cDNA. The slope of the standard curve gives the efficiency (E) of the PCR
reaction by the following equation: E= 10(1dop . Crossing point (CP) is defined as
the cycle in which there is a significant increase above the threshold.

The relative expression level is calculated only from the PCR efficiencies
and the crossing point deviation of an unknown sample versus a control.

Relative gene expression level

(BrSef)AcPtarset (el et senle)
N MoPref (cltretr g

The relative gene expression level was subjected to Student’s t-test
statistic analysis to compare the difference of gene expression.

7. Primer for gPCR

Gene name

Elongation factor l-alpha (EFia)

Serine/threonine-protein kinase
BRII-like 1 precursor

Phytosulfokine receptor precursor

Primer name
OsEFla-F
OsEFla-R
OsBRLI-F
OsBRLTR
OsPSKR-F
OsPSKR-R

Primer sequence (5'->3")
ATGGTTGTGGAGACCTTC
TCACCTTGGCACCGGTTG
CTTGATCTCTCACACAACCA
AATGTGATGAGCTGCCCTGA
CTCGTTGCTCTCGTCATCTT
GACTGCTCCAAAGACACGAT
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APPENDIX C
TRANSCRIPTOMIC ANALYSIS

1 RNA-seq library statistics

Library Mapped reads3 Unique Readsb % Mapped readsc
Control#l 10,703,588 9,159,350 85.6%
Control#2 12,101,404 10,756,647 88.9%
Chitosanttl 14,072,326 11,694,623 83.1%
Chitosan#2 11,934,265 10,398,454 87.1%

aThe number of reads mapped to TAIR10
bThe uniquely mapped reads as showed in the count script

c Percentage of total mapped reads cDNA to all gene models

2. Adapter and barcode sequences

Library Primer Index Sequence

Contrdlai Bioo2 TGACCA tgaccaAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAG
Control#2 Bioo5 CAGATC cagatcAGATCGGAAGAGCGG 11CAGCAGGAATGCCGAG
Chitosanttl Bioo3 ACAGTG acagtgAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAG
Chitosan#2 Bioo8 TTAGGC ttaggcAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAG

primer A
5" AATGATACGGCGACCACCGAGATCTACACTcmCCCTACACGACGCTCTTCCGATCT 3’

primer B
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4. List of all significantly expressed genes of high dose chitosan-responsive gene

in Arabidopsis

Biological function: cell organization

Gene ID

At3g02480
At5g15500
At 1810340
At5858650
At48§22240
At2838750
Atl§58200
At5856180
At 1864740
At2837080
At5854710
At3852750
At2836200
At5860930

At4826760
At5848600
At3804630
At381