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	Supplementary table 1. List of the primers used in this study.

	
	
	

	cerk1 genotyping
	SALK_007193C_LP
	GACGCCACAGAGTTAAAGCAG

	
	SALK_007193C_RP
	TGAAGCTTCCTTAGATTCCCC

	qRT-PCR
	AT1G22810-F
	TCCACAGTACCAGCGTGAAC

	
	AT1G22810-R
	GGCCGCCCAGATAATCATAC

	
	AT2G37430-F
	GTTTTGAAACGATGCGGTAG

	
	AT2G37430-R
	GGGACAAATGTCTTCCCAAAG

	
	AT2G44840-F
	CAGTTAACGTCGGAGCAGAAG

	
	AT2G44840-R
	[bookmark: _GoBack]CATCGAAGTAAAACTGATCCAC

	
	Actine 1-F
	CGATGAAGCTCAATCCAAACGA

	
	Actine 1-R
	CAGAGTCGAGCACAATACCG





































Supplementary table 2. Complete list of the proteins identified in the nuclear fractions of cerk1 plants following chitosan treatment.
	

	
	
	
	
	

	#
	Protein description
	Uniprot ID
	Number of spectra

	1
	Ribosomal protein L6 family
	Q9FZ76
	9
	13

	2
	Hyaluronan / mRNA binding family
	O23593
	5
	3

	3
	Putative uncharacterized, mRNA binding family
	Q9LN10
	5
	2

	4
	Transducin family protein/WD-40 repeat family protein, nucleotide binding;
	B5X503
	13
	6

	5
	Carboxyltransferase alpha subunit of acetyl-CoA carboxylase
	Q9LD43
	11
	7

	6
	RPT1A, 26S protease regulatory subunit 7 homolog A, REGULATORY PARTICLE TRIPLE-A 1
	Q9SSB5
	6
	4

	7
	CRWN3, Crowded nuclei 3, nuclear matrix component
	Q9CA42
	14
	2

	8
	FUG1, Translation initiation factor
	Q9SHI1
	11
	5

	9
	AMY3, Alpha-amylase 3
	Q94A41
	11
	6

	10
	MGP1 MALE GAMETOPHYTE DEFECTIVE 1, FAd subunit of mitochondrial F1F0-ATP synthase
	F4III4
	5
	5

	11
	Chromatin structure-remodeling complex protein SYD
	F4IHS2
	8
	7

	12
	Ferredoxin-dependent glutamate synthase
	Q540F4
	9
	8

	13
	Protein EMSY-LIKE 3, regulation of chromatin states, basal immunity (PubMed:21830950)
	F4K2F0
	4
	6

	14
	CDC73 homolog, Component of the PAF1 complex (PAF1C) which is involved in histone modifications
	Q9LJ87
	8
	5

	15
	Sheperd, HSP90-like protein
	D7M8W9 
	6
	7

	16
	Subunit of eukaryotic initiation factor 3 (eIF3)  required for binding of mRNA to 40S subunit
	Q0WW10
	8
	6

	17
	MED16, Mediator of RNA polymerase II transcription subunit 16, positive regulation of SAR
	F4JGZ1
	3
	6

	18
	 EUKARYOTIC TRANSLATION INITIATION FACTOR 2 GAMMA SUBUNIT
	O64490
	7
	3

	19
	ATP5CS, DELTA1-PYRROLINE-5-CARBOXYLATE SYNTHASE 1
	B9DFG0
	7
	8

	20
	Putative ribosomal protein S9
	Q67Y29
	3
	2

	21
	26S proteasome non-ATPase regulatory subunit 13 
	PS13A
	4
	4

	22
	ACT domain-containing protein
	Q9FZ47
	6
	5

	23
	NUCLEOSTEMIN-LIKE 1, nucleolar GTP- binding protein involved in RNA methylation
	Q93Y17
	6
	6

	24
	26S protease regulatory subunit 8 homolog B
	D7LZD8
	6
	5

	25
	14-3-3-like protein GF14 omega
	Q01525
	3
	2

	26
	NAD(P)H DEHYDROGENASE SUBUNIT 48
	Q9S9N6
	3
	5

	27
	MAK16 protein-related, RNA methylation
	F4I4Q1
	4
	5

	28
	RPT2a encodes the 26S proteasome subunit, shown to regulate gene silencing via DNA methylation
	Q9SZD4
	7
	4

	29
	TGF-BETA RECEPTOR INTERACTING PROTEIN 1, co-immunoprecipitates with BRI1
	Q0WVZ3
	5
	4

	30
	5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase
	O50008
	7
	5

	31
	TRANSCURVATA 1, encodes a member of the Nup62 subcomplex of the Arabidopsis NPC.
	Q8RWH9
	6
	4

	32
	MITOTIC ARREST DEFICIENT 1, encodes a spindle assembly checkpoint protein MAD1
	Q9LTY1
	8
	4

	33
	Protein TOC75, mediates the insertion of proteins targeted to the outer membrane of chloroplast
	Q9STE8
	3
	5

	34
	RNA-binding motif/Ribosomal protein S4 family protein
	Q683D4
	3
	3

	35
	Ribosomal protein L7Ae/L30e/S12e/Gadd45 family protein
	Q8LCC7
	3
	2

	36
	PRP38 family protein, Pre-mRNA-splicing factor 38 
	Q8LB54
	5
	4

	37
	Carboxylate clamp-tetratricopeptide repeat protein, interact with Hsp90/Hsp70 as co-chaperones
	O48802
	7
	3

	38
	RNA helicase DRH1
	Q8H136
	5
	5

	39
	EMBRYO DEFECTIVE 2770,  RNA-directed DNA methylation, mRNA splicing
	Q9ZT71
	9
	3

	40
	Serine/arginine-rich SC35-like splicing factor
	Q8L3X8
	3
	5

	41
	RZ1B, Putative RNA-binding, zinc finger- glycine-rich RNA-binding  involved in cold tolerance
	O22703
	5
	3

	42
	 EMBRYO DEFECTIVE 2738, GTP binding
	B5X565
	5
	2

	43
	WD-40 protein involved in histone deacetylation in response to abiotic stress
	Q9FN19
	4
	5

	44
	LFR, Armadillo-repeat containing protein
	Q9LS90
	4
	4

	45
	VATE1_V-type proton ATPase subunit E1
	D7LYX4
	3
	6

	46
	SWIB/MDM2 domain superfamily protein, function unknown
	O82326
	5
	5

	47
	TOUGH, Interacts with TATA-box binding protein 2. RNA binding
	Q8GXN9
	5
	5

	48
	40S ribosomal protein S11-1
	P16181
	5
	6

	49
	RH40_DEAD box RNA helicase family protein
	Q9SQV1
	8
	3

	50
	2-oxoglutarate dehydrogenase
	F4IWV2
	5
	4

	51
	THO complex subunit 7B, component THO/TREX complex, RNA splicing, 
	Q9M8T6
	3
	2

	52
	Galactose oxidase/kelch repeat superfamily protein;
	Q9FZ82
	3
	2

	53
	26-kD peroxisomal membrane protein, Belongs to the small heat shock protein (HSP20) family
	A7VJH1
	3
	4

	54
	Small RNA degrading nuclease 3, regulation of transcription
	F4K3N3
	4
	3

	55
	Ribosomal S17 family protein
	B9DGM0
	3
	3

	56
	26S protease regulatory subunit 6B homolog
	Q9SEI4
	4
	4

	57
	Signal recognition particle 54 kDa protein
	P37107
	3
	4

	58
	Phototropin 2 
	A8MS49
	5
	4

	59
	Alpha-adaptin (alpha-ADR), protein transporter activity
	Q8LPL6
	5
	4

	60
	Oxidoreductases,
	C0Z2J2
	7
	3

	61
	Probable sucrose-phosphatase 2 
	Q9SJ66
	8
	2

	62
	RPT5B, 26S protease regulatory subunit 6A homolog B 
	O04019
	6
	4

	63
	TIR-NB-LRR receptor-like protein that confers resistance to the pathogens L. maculans 
	Q9FT77
	5
	3

	64
	RNA binding (RRM/RBD/RNP motifs), RNA processing
	F4J9U9
	2
	3

	65
	LWD1,  transcription regulatory region DNA binding
	Q9LPV9
	3
	3

	66
	Magnesium-chelatase subunit
	P16127
	4
	4

	67
	ACT domain-containing small subunit of acetolactate synthase protein
	Q93YZ7
	5
	2

	68
	RPN10, 26S proteasome non-ATPase regulatory subunit 4
	P55034
	4
	3

	69
	Trihelix transcription factor ASIL2, sequence-specific DNA binding transcription factors
	Q9LJG8
	5
	3

	70
	Elongation factor G
	Q9SI75
	4
	3

	71
	Transducin/WD40 repeat-like superfamily protein, nucleotide binding
	Q94AH2
	4
	3

	72
	ARATH ABC transporter F family 4
	Q9M1H3
	6
	2

	73
	Light-harvesting complex I chlorophyll a/b
	A8MS75
	4
	2

	74
	VERNALIZATION INDEPENDENCE 5, regulation of transcription, DNA binding
	D7KW58
	5
	3

	75
	DEA(D/H)-box RNA helicase family protein
	B9DFQ2
	5
	3

	76
	Surfeit locus protein 6, function onknown 
	A8MR82
	3
	3

	77
	Thiamine thiazole synthase
	Q38814
	2
	2

	78
	mRNA splicing factor, Cwf18
	Q9MAB2
	3
	2

	79
	SWI/SNF complex subunit SWI3C, ATP-dependent chromatin-remodeling complex
	Q9XI07
	2
	3

	80
	Splicing factor U2af large subunit B, Necessary for the splicing of pre-mRNA
	Q8L716
	2
	3

	81
	RNA polymerase subunit 
	Q39215
	2
	3

	82
	DNA J PROTEIN A7, Molecular chaperone
	B9DFS2
	3
	3

	83
	vacuolar ATP synthase subunit H family protein
	B9DHN8
	4
	2

	84
	Unknown protein
	F4IYD5
	3
	2

	85
	GDSL-motif esterase/acyltransferase/lipase
	Q9M153
	2
	3

	86
	PER31_Peroxidase 31 
	Q9LHA7
	4
	3

	87
	Sequence-specific DNA binding transcription factors
	Q8LF33
	2
	4

	88
	26S protease regulatory subunit 10B homolog A 
	Q9SEI3
	4
	2

	89
	DNA J PROTEIN A5, molecular chaperone
	Q940V1
	2
	5

	90
	Zinc knuckle (CCHC-type), RNA/DNA binding
	Q9LZQ7
	4
	4

	91
	Casein kinase-like protein
	Q9LID3
	5
	3

	92
	ARM repeat superfamily protein, metal binding
	Q94K48
	6
	2

	93
	Nucleus-acting plant-specific clock regulator 
	B3H7F6
	5
	3

	94
	Protochlorophyllide reductase C
	D7KCG7
	4
	3

	95
	Glutathione S-transferase
	D7KBE1
	4
	2

	96
	Small nuclear ribonucleoprotein
	Q9SUM2
	2
	2

	97
	Thioredoxin-like protein CITRX
	Q9M7X9
	2
	3

	98
	60S ribosomal protein L14-1 
	Q9SIM4
	2
	3

	99
	COBRA, glycosylphosphatidylinositol-anchored protein
	Q94KT8
	3
	2

	100
	Probable methyltransferase PMT14
	Q94EJ6
	2
	3

	101
	40S ribosomal protein
	O64650
	3
	3

	102
	Dihydrolipoamide acetyltransferase
	Q8RWN9
	3
	2

	103
	40S ribosomal protein S3a
	Q42262
	2
	2

	104
	PECTIN METHYLESTERASE INHIBITOR 1, PME1
	Q8LC60
	2
	2

	105
	Prohibitin-2
	Q9ZNT7
	2
	3

	106
	Glutathione transferase
	O80852
	3
	2

	107
	 ROOT INITIATION DEFECTIVE 3, nucleotide binding
	Q9M3B4
	2
	3

	108
	ACYL-COA OXIDASE 5
	Q9ZQP2
	3
	3

	109
	MITOCHONDRIAL PHOSPHATE TRANSPORTER 3
	Q9FMU6
	3
	3

	110
	Short life 1, PHD finger and BAH motif containing putative transcription factor 
	F4JV93
	2
	3

	111
	Sterile alpha motif (SAM) domain-containing protein, chromatin silencing by small RNA
	F4I5C6
	4
	2

	112
	 40S ribosomal protein S19
	Q9FNP8
	4
	3

	113
	ENHANCED SILENCING PHENOTYPE 4, RNA processing
	Q9M033
	4
	3

	114
	Suppressor-of-White-Apricot, RNA processing
	O49570
	4
	3

	115
	3-KETOACYL-ACYL CARRIER PROTEIN SYNTHASE I, KAS1
	P52410
	4
	2

	116
	Mediator of RNA polymerase II transcription subunit 32 
	Q84VW5
	4
	3

	117
	CELL DIVISION CYCLE 48, cell division cycle protein, a member of AAA-type ATPases gene family
	B9DI55
	4
	3

	118
	CALMODULIN-BINDING TRANSCRIPTION ACTIVATOR 2, CAMTA2
	Q6NPP4
	4
	3

	119
	Signal recognition particle 9 kDa protein
	Q9SMU7
	2
	2

	120
	Small nuclear ribonucleoprotein family protein, mRNA splicing
	Q9C6K5
	2
	3

	121
	EARLY BOLTING IN SHORT DAYS,  chromatin assembly or disassembly, regulation of transcription
	O65462
	2
	2

	122
	protein homologous to translationally controlled tumor protein (TCTP) from Drosophila
	P31265
	2
	2

	123
	ATP-dependent helicase activity
	P93008
	2
	3

	124
	nuclear cap-binding protein, mRNA metabolism
	Q9XFD1
	2
	2

	125
	Signal recognition particle 19 kDa protein
	Q943Z6 
	2
	2

	126
	 predicted to encode a protein with a DWD motif, nucleotide binding
	Q5XEV4
	3
	2

	127
	DEAD-box ATP-dependent RNA helicase 51, RNA methylation
	Q9LIH9
	3
	2

	128
	TUDOR-SN protein, RNA binding protein with nuclease activity essential for stress response
	F4K6N0
	2
	3

	129
	Tripeptidyl Peptidase II.
	F4JVN6
	3
	3

	130
	40S ribosomal protein S23 
	Q8LG36
	2
	2

	131
	DEAD-box ATP-dependent RNA helicase PRH75
	Q39189
	4
	2

	132
	Elongation factor Ts, RNA binding, translation elongation factor activity
	Q9SZD6
	4
	2

	133
	Histone chaparone. Binds to 18S rDNA and represses its expression.
	F4JSK5
	3
	2

	134
	Ribosomal protein S5 family protein
	B5BRD8
	2
	2

	135
	PLASTID MOVEMENT IMPAIRED1, positive regulation of transcription
	C0Z238
	3
	3

	136
	60S ribosomal protein L24-, RNA methylation
	P38666
	3
	3

	137
	3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPHATE SYNTHASE
	Q00218
	4
	2

	138
	Glutathione S-transferase F10
	P42761
	2
	3

	139
	Rubredoxin-like superfamily protein
	Q9FI47
	2
	2

	140
	Glycine-rich protein, RNA/DNA binding, DSB-repair
	F4JP90
	2
	2

	141
	MALATE DEHYDROGENASE
	B9DI56
	2
	2

	142
	Signal recognition particle, RNA binding
	B9DGY4
	2
	2

	143
	HEAT STRESS TOLERANT DWD 1
	Q9ZUN8
	2
	2

	144
	Unknown function
	C0Z386
	2
	2

	145
	Small-subunit processome, Utp12 
	Q8L403
	2
	2

	146
	FAR-RED ELONGATED HYPOCOTYL 3 
	Q9LIE5
	2
	2

	147
	Ribosomal protein L7Ae
	Q9SKZ3
	2
	2

	148
	ketol-acid reductoisomerase
	Q05758
	3
	2

	149
	Pescadillo nucleolar protein, regulates of ribosome biogenesis and mitotic progression
	Q9LYK7
	3
	2

	150
	Putative uncharacterized protein 
	F4JRA0
	3
	2

	151
	HEMERA, Present in transcriptionally active plastid chromosomes.
	O64683
	2
	3

	152
	SEC6, member of the exocyst complex gene family
	Q94AI6
	2
	3

	153
	 LIPOAMIDE DEHYDROGENASE 1
	Q9M5K3
	3
	2

	154
	ATU2AF35A, RNA splicing, mRNA processing
	A8MRI1
	3
	2

	155
	Importin subunit alpha
	F4HZG6
	2
	2

	156
	 ZINC FINGER PROTEIN 1, negative regulation of translation
	Q8GXX7
	2
	2

	157
	RNA-binding protein-related
	F4JM55
	2
	2




	Supplementary table 3. Complete list of the proteins identified in the nuclear fractions of both cerk1 AND Col-0 plants following chitosan treatment.
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	Protein description
	Uniprot ID
	Number of spectra

	
	
	
	cerk1 chitosan
	Col-0 chitosan

	1
	Magnesium-chelatase subunit ChlD
	Q9SJE1
	23
	14
	9
	10

	2
	FRUCTOSE-BISPHOSPHATE ALDOLASE 2
	Q944G9
	12
	9
	10
	9

	3
	Ribulose 1,5-bisphosphate carboxylase/oxygenase small subunit
	Q0WVH4 
	8
	3
	8
	2

	4
	Nuclear RNA binding protein A-like protein 
	Q8LDQ7
	9
	6
	8
	8

	5
	GLYCINE-RICH RNA-BINDING PROTEIN 7, DNA binding, RNA binding
	C0Z2N6
	7
	6
	5
	5

	6
	Homologous to the co-chaperon DNAJ protein
	Q94AW8
	7
	6
	8
	5

	7
	SAR DNA-binding protein, DNA binding
	O04658
	11
	9
	7
	6

	8
	LOS1, translation elongation factor 2
	Q9ASR1
	15
	10
	5
	4

	9
	60S ribosomal protein L18a 
	P51418
	7
	8
	4
	4

	10
	DNA-directed RNA polymerase subunit beta'
	P56764
	5
	13
	6
	9

	11
	ACTIN 8
	Q8LB94
	9
	3
	4
	6

	12
	HYDROXYPYRUVATE REDUCTASE
	Q9C9W5
	13
	9
	6
	4

	13
	ALANINE-2-OXOGLUTARATE AMINOTRANSFERASE 1
	Q9LR30 
	11
	12
	5
	5

	14
	 VESICLE-INDUCING PROTEIN IN PLASTIDS 1, VIPP1
	O80796 
	8
	8
	4
	4

	15
	mRNA splicing factor
	B3H6J5
	11
	8
	5
	3

	16
	RNA BINDING PROTEIN, RNA modification, RNA processing, RNA stabilization
	Q04836
	5
	5
	5
	4

	17
	Ribosomal protein L4/L1 family
	F4KDU5
	4
	4
	3
	15

	18
	SKS4,  oxidoreductase activity
	O65449
	8
	5
	5
	6

	19
	EMBRYO DEFECTIVE 2184, structural constituent of ribosome
	Q9FWS4
	5
	5
	4
	2

	20
	RNA polymerase I-associated factor PAF67
	F4JY76
	9
	7
	5
	5

	21
	ATWTF1, RNA recognition domain
	A0MFS5
	9
	10
	4
	5

	22
	GENERAL REGULATORY FACTOR 3, 14-3-3 gene
	P42644
	4
	8
	5
	7

	23
	COPPER RESPONSE DEFECT 1, putative ZIP protein, DNA binding
	Q9M591
	8
	7
	5
	3

	24
	Eukaryotic translation initiation factor 3 subunit E 
	Q9C5Z3 
	8
	8
	5
	3

	25
	Eukaryotic translation initiation factor 3 subunit B 
	F4K4D5
	11
	5
	4
	4

	26
	Histone deacetylase HDT2 
	Q56WH4
	5
	5
	3
	4

	27
	EPITHIOSPECIFIER MODIFIER 1, defense response to bacterium, glucosinolate biosynthetic process
	Q9LJG3
	7
	6
	4
	3

	28
	MAR-binding filament-like protein 1, DNA-binding protein
	Q9LW85
	8
	6
	4
	6

	29
	40S ribosomal protein S3a-1
	Q9CAV0
	6
	7
	4
	2

	30
	40S ribosomal protein S16-3 OS=Arabidopsis thaliana GN=At5g18380 PE=4 SV=1
	A8MRX2
	4
	4
	4
	3

	31
	Ribosomal protein L19
	Q8W101
	4
	4
	3
	5

	32
	Nucleosome assembly protein 1-like 1 
	B3H684
	4
	6
	4
	3

	33
	Rho-N domain-containing protein 1
	Q94K75
	5
	6
	4
	4

	34
	Geranylgeranyl reductase
	Q9CA67
	7
	6
	3
	5

	35
	RECEPTOR FOR ACTIVATED C KINASE 1 A, MAP-kinase scaffold activity
	O24456
	6
	5
	5
	3

	36
	40S ribosomal protein S20-1
	P49200
	5
	4
	4
	3

	37
	Translation elongation factor EF1B/ribosomal protein S6 
	D7KNE3
	6
	6
	4
	2

	38
	Elongation factor 1-beta 2
	Q9SCX3
	5
	6
	5
	3

	39
	Ribosomal protein S10p/S20e family protein
	Q9LK61
	3
	3
	3
	3

	40
	Ribosomal protein L10 family protein
	B5X0P0
	3
	4
	5
	3

	41
	Putative H+-transporting ATP synthase
	Q8RY87
	6
	5
	5
	2

	42
	METHIONINE ADENOSYLTRANSFERASE 4
	Q9LUT2
	7
	3
	2
	3

	43
	Emsy N Terminus and plant Tudor-like domain, defense response to fungus
	Q9C7C4
	4
	4
	5
	4

	44
	Function unknown
	Q9FKA5
	3
	3
	2
	3

	45
	Proteasome component (PCI) domain protein
	Q8W4A0
	6
	6
	5
	2

	46
	Histone deacetylase HD2A
	F4J378
	2
	2
	5
	2

	47
	50S ribosomal protein L19-2
	Q8RXX5
	2
	6
	3
	3

	48
	 TRANSLATION INITIATION FACTOR 3 SUBUNIT H1
	Q9C5Z2
	6
	4
	4
	3

	49
	Serine/arginine-rich SC35-like splicing factor
	Q9LHP2
	4
	4
	5
	2

	50
	RIBOSOMAL PROTEIN S10E B
	Q9FFS8
	5
	5
	4
	2

	51
	Sedoheptulose-1,7-bisphosphatase
	P46283
	5
	4
	4
	4

	52
	Function unknown
	Q9LU74
	2
	4
	4
	3

	53
	Function unknown
	Q9LFX8
	6
	3
	2
	4

	54
	60S ribosomal protein L36-2 
	Q9M352
	4
	2
	3
	4

	55
	CHLOROPLAST RNA-BINDING PROTEIN 29
	Q43349
	3
	2
	2
	2

	56
	Encodes one of two isoforms for the 26S proteasome regulatory protein (RN) subunit RPN5
	B3H6B0
	3
	6
	4
	2

	57
	BETA GALACTOSIDASE 1
	Q9SCW1
	3
	2
	6
	2

	58
	60S ribosomal protein L17-1
	Q93VI3
	5
	3
	3
	3

	59
	U2 SMALL NUCLEAR RIBONUCLEOPROTEIN B, splicing
	O22922
	3
	3
	3
	2

	60
	40S ribosomal protein S24e
	Q9SS17
	4
	4
	2
	2

	61
	DEK domain-containing chromatin associated protein 
	Q84JB7
	4
	3
	3
	2

	62
	Elongation factor 1B beta
	A8MRC4
	3
	2
	3
	2

	63
	PSB27, photosystem II repair
	Q9LR64
	4
	2
	2
	2

	64
	ATGRP8, glycine-rich protein with RNA binding domain at the N-terminus.
	B9DFJ8
	3
	2
	3
	2

	65
	Triacylglycerol lipase-like 1
	F4HRB4
	4
	3
	2
	2

	66
	MLP-LIKE PROTEIN 423, defense response, mRNA modification,
	Q93VR4
	2
	2
	2
	2

	67
	Function unknown
	Q8LDQ8
	2
	2
	2
	2









	Supplementary Table 4. Complete list of the proteins identified in the nuclear fractions of Col-0 and cerk1 plants treated or not with chitosan.
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	#
	Protein description
	Uniprot ID
	Number of spectra

	
	
	
	Water
	Chitosan

	
	
	
	Col-0
	cerk1
	cerk1
	Col-0

	1
	Q9SSD2_ARATH F18B13.15 protein
	Q9SSD2 (+1)
	17
	37
	56
	33
	71
	71
	44
	33

	2
	SSG1_ARATH Probable granule-bound starch synthase 1, chloroplastic 
	Q9MAQ0 (+1)
	22
	23
	18
	17
	23
	21
	24
	16

	3
	RBL_ARATH Ribulose bisphosphate carboxylase large chain 
	O03042 (+9)
	8
	15
	17
	11
	25
	23
	17
	15

	4
	GLYM1_ARATH Serine hydroxymethyltransferase 1, mitochondrial 
	Q9SZJ5
	20
	24
	23
	17
	19
	22
	21
	19

	5
	NUA_ARATH Nuclear-pore anchor
	A4GSN8 (+2)
	14
	29
	35
	19
	59
	54
	26
	21

	6
	Q9SYP1_ARATH F9H16.5 protein
	Q9SYP1
	9
	16
	48
	15
	55
	52
	17
	24

	7
	Q9LD60_ARATH Spliceosomal associated protein 130A
	Q9LD60
	13
	20
	32
	19
	32
	33
	23
	20

	8
	FNRL1_ARATH Ferredoxin--NADP reductase, leaf isozyme 1, chloroplastic
	Q9FKW6
	9
	15
	15
	6
	22
	19
	23
	18

	9
	BGL37_ARATH Myrosinase 2
	Q9C5C2 (+1)
	10
	13
	15
	10
	10
	16
	12
	10

	10
	Q9LNC5_ARATH Elongation factor like protein
	Q9LNC5 (+2)
	5
	16
	24
	11
	31
	33
	23
	18

	11
	F4HXV6_ARATH Nucleoporin 155
	F4HXV6 (+1)
	6
	21
	32
	9
	32
	33
	22
	18

	14
	Q9LKU3_ARATH Putative uncharacterized protein T32B20.g
	Q9LKU3 (+1)
	9
	12
	18
	9
	24
	29
	19
	17

	15
	RH2_ARATH DEAD-box ATP-dependent RNA helicase 2
	Q94A52 (+1)
	11
	14
	14
	6
	21
	21
	19
	16

	17
	D7KH43_ARALL Histone H4
	D7KH43 (+4)
	5
	6
	6
	6
	7
	7
	6
	8

	18
	D7MQU9_ARALL Heat shock protein 93-V
	D7MQU9 (+1)
	5
	10
	11
	7
	30
	29
	16
	18

	20
	D7KI86_ARALL ATLFNR2
	D7KI86 (+3)
	10
	6
	11
	8
	12
	13
	12
	12

	22
	Q9STF2_ARATH Protein plastid transcriptionally active 16
	Q9STF2 (+1)
	2
	12
	15
	12
	23
	22
	19
	11

	23
	Q9FMF9_ARATH Nuclear protein-like
	Q9FMF9 (+1)
	5
	12
	18
	7
	21
	26
	17
	15

	24
	NOP5B_ARATH Probable nucleolar protein 5-2
	Q9MAB3
	5
	11
	14
	4
	21
	21
	16
	9

	25
	PR19B_ARATH Pre-mRNA-processing factor 19 homolog 2
	O22785
	9
	11
	12
	6
	12
	12
	15
	9

	26
	D7KHX1_ARALL Elongation factor 1-alpha
	D7KHX1 (+7)
	5
	10
	8
	8
	13
	10
	9
	8

	27
	F4IVZ7_ARATH Ribulose bisphosphate carboxylase/oxygenase
	F4IVZ7 (+4)
	5
	9
	11
	7
	16
	14
	11
	12

	28
	ATPA_ARATH ATP synthase subunit alpha, chloroplastic
	P56757
	6
	11
	9
	7
	13
	15
	14
	15

	29
	C0SVF3_ARATH Putative uncharacterized protein At3g57150
	C0SVF3 (+1)
	4
	10
	12
	12
	17
	21
	10
	12

	30
	Q9SGT7_ARATH At1g56110/T6H22_9
	Q9SGT7 (+2)
	3
	6
	14
	4
	17
	18
	14
	10

	32
	F4I5P3_ARATH MOS4-associated complex 3A
	F4I5P3 (+1)
	2
	5
	10
	9
	16
	17
	9
	5

	33
	EFTU_ARATH Elongation factor Tu, chloroplastic
	P17745 (+1)
	4
	5
	7
	4
	16
	13
	7
	5

	34
	PME3_ARATH Pectinesterase/pectinesterase inhibitor 3
	O49006 (+2)
	8
	8
	8
	8
	8
	10
	11
	9

	42
	D7MEQ0_ARALL DNA-directed RNA polymerase
	D7MEQ0 (+1)
	6
	8
	18
	9
	17
	15
	11
	9

	52
	PHS2_ARATH Alpha-glucan phosphorylase 2, cytosolic
	Q9SD76 (+2)
	4
	2
	10
	3
	12
	12
	18
	7

	54
	D1861_ARATH Putative DNA-binding protein At1g48610
	Q94AD1
	8
	6
	9
	6
	9
	8
	7
	9

	55
	PER12_ARATH Peroxidase 12
	Q96520 (+1)
	2
	7
	8
	4
	10
	7
	9
	5

	56
	D7LY42_ARALL Putative uncharacterized protein
	D7LY42 (+1)
	5
	8
	6
	5
	10
	8
	8
	7

	60
	ADT1_ARATH ADP,ATP carrier protein 1, mitochondrial
	P31167 (+6)
	3
	8
	8
	6
	11
	12
	9
	10

	61
	Q9FJW0_ARATH AT5g67630/K9I9_20
	Q9FJW0
	6
	7
	9
	7
	13
	12
	6
	12

	64
	Q56XH2_ARATH Photosystem II chlorophyll-binding protein
	Q56XH2 (+4)
	4
	5
	5
	2
	7
	6
	5
	6

	65
	RK15_ARATH 50S ribosomal protein L15, chloroplastic
	P25873 (+1)
	4
	3
	10
	6
	10
	10
	9
	10

	67
	D7LJX0_ARALL 50S ribosomal protein L3
	D7LJX0 (+2)
	5
	5
	6
	6
	12
	13
	10
	11

	68
	D7LGE8_ARALL Ribosomal protein S5 family protein
	D7LGE8 (+3)
	2
	3
	4
	3
	8
	8
	9
	9

	71
	O22826_ARATH At2g43770
	O22826
	4
	6
	9
	4
	13
	10
	10
	9

	75
	Q94F20_ARATH At5g25460
	Q94F20 (+1)
	7
	3
	8
	3
	2
	10
	9
	9

	76
	D7LQY3_ARALL Putative uncharacterized protein
	D7LQY3 (+2)
	4
	4
	5
	2
	11
	8
	8
	6

	77
	RU2A_ARATH U2 small nuclear ribonucleoprotein A'
	P43333
	6
	8
	10
	4
	8
	10
	9
	5

	78
	D7M0W5_ARALL ATTIP49A/RIN1
	D7M0W5 (+1)
	5
	6
	8
	4
	14
	10
	9
	5

	86
	D7KL23_ARALL At1g31330/T19E23_1
	D7KL23 (+1)
	5
	5
	5
	4
	8
	5
	3
	5

	91
	CAS_ARATH Calcium sensing receptor, chloroplastic
	Q9FN48
	3
	3
	11
	7
	10
	11
	8
	5

	93
	Q08A56_ARATH At4g15900 OS=Arabidopsis thaliana
	Q08A56 (+4)
	2
	4
	8
	3
	14
	10
	12
	9

	98
	CPSF1_ARATH Cleavage and polyadenylation specificity factor subunit 1
	Q9FGR0
	4
	3
	12
	7
	8
	16
	7
	3

	100
	NUP96_ARATH Nuclear pore complex protein Nup96 homolog
	Q8LLD0 (+1)
	5
	8
	10
	3
	10
	11
	4
	7

	104
	Q9LT39_ARATH Leucine-rich repeat-containing protein
	Q9LT39 (+1)
	5
	3
	3
	6
	9
	8
	8
	7

	105
	ARP7_ARATH Actin-related protein 7
	Q8L4Y5 (+1)
	4
	2
	9
	2
	9
	7
	8
	2

	107
	C3H4_ARATH Zinc finger CCCH domain-containing protein 4
	Q9LNV5 (+1)
	4
	2
	8
	2
	12
	9
	6
	6

	114
	MSI4_ARATH WD-40 repeat-containing protein MSI4
	O22607
	2
	4
	5
	4
	5
	4
	4
	3

	117
	Q9LYE7_ARATH Putative uncharacterized protein At5g11420
	Q9LYE7 (+1)
	3
	9
	4
	7
	10
	3
	4
	3

	121
	Q9LSK7_ARATH At3g18035
	Q9LSK7
	3
	4
	6
	4
	6
	6
	6
	6

	124
	B9DHH1_ARATH Nucleoside diphosphate kinase
	B9DHH1 (+2)
	3
	3
	3
	3
	5
	4
	5
	4

	125
	FABG_ARATH 3-oxoacyl-[acyl-carrier-protein] reductase, chloroplastic
	P33207 (+2)
	3
	6
	7
	2
	10
	9
	6
	6

	128
	PSAN_ARATH Photosystem I reaction center subunit N, chloroplastic
	P49107 (+3)
	3
	3
	4
	3
	9
	4
	6
	5

	129
	D7KR08_ARALL Predicted protein
	D7KR08 (+1)
	5
	8
	5
	4
	8
	6
	7
	4

	137
	D7LBP0_ARALL Non-specific lipid-transfer protein
	D7LBP0 (+1)
	3
	3
	3
	3
	3
	3
	3
	3

	144
	SPF27_ARATH Pre-mRNA-splicing factor SPF27 homolog
	Q949S9
	4
	4
	5
	3
	9
	9
	6
	6

	150
	F4HR88_ARATH Leucine-rich repeat (LRR) family protein
	F4HR88 (+2)
	4
	7
	8
	6
	7
	8
	2
	4

	167
	PSBA_ARATH Photosystem Q(B) protein
	P83755
	3
	5
	4
	3
	4
	4
	3
	3

	187
	Q93ZE7_ARATH AT3g52500/F22O6_120
	Q93ZE7 (+1)
	4
	5
	4
	4
	4
	7
	3
	3

	188
	U603_ARATH UPF0603 protein At1g54780, chloroplastic
	Q9ZVL6
	3
	4
	3
	2
	6
	6
	7
	7

	205
	D7LGQ1_ARALL Putative uncharacterized protein
	D7LGQ1 (+4)
	2
	2
	3
	3
	4
	5
	4
	2

	220
	Q8L934_ARATH Nucleoid DNA-binding-like protein
	Q8L934 (+2)
	4
	5
	5
	4
	4
	3
	3
	4

	227
	HEXO3_ARATH Beta-hexosaminidase 3
	Q8L7S6 (+1)
	2
	3
	3
	2
	4
	4
	7
	5

	262
	PSB6_ARATH Proteasome subunit beta type-6
	Q8LD27 (+2)
	2
	2
	5
	4
	4
	5
	3
	2

	316
	D7M147_ARALL Short-chain dehydrogenase/reductase family protein
	D7M147 (+10)
	2
	3
	2
	2
	4
	3
	4
	2

	331
	NRPB3_ARATH DNA-directed RNA polymerases II, IV and V subunit 3
	Q39211 (+6)
	2
	3
	4
	2
	2
	2
	3
	2



