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[bookmark: _Toc494723701]Table S1 Overview of the sampling locations for the plant material. Names of the fields belonging to the Biodiversity Exploratory or greenhouse populations are shown. As well as the location, coordinates and conditions (mown/cut and not mown/uncut)
	Name (replica)
	ID for RNA-Seq
	ID for analysis (pooled replicas)
	Location
	Estimated coordinates
	condition

	HG13 (HG13a/b)
	TPM2a, TPM2b
	Fa(M)
	field
	N 51°15´35.7"
E 010°22´46.5
	mown

	HG08 (HG08a/b)
	TPNM2a, TPNM2b
	Fa(NM)
	field
	N 51°16´20.7"
E 010°25´07.5
	not mown

	HG15 (HG15a/b)
	TPM1a, TPM1b
	Fb(M)
	field
	N 51°04´03.7"
E 010°29´13.3
	mown

	HG42 (HG42a/b)
	TPNM3a, TPNM3b
	Fb(NM)
	field
	N 51°04´55.8"
E 010°29´47.5
	not mown

	GHM (GHMa/b)
	TPGHM1a, TPGHM1b
	G(M)
	greenhouse
	N50°34’10.0’’
E8°40’17.5’’
	cut

	GHNM (GHNMa/b)
	TPGHNM1a, TPGHNM1b
	G(NM)
	greenhouse
	N50°34’10.0’’
E8°40’17.5’’
	uncut





[bookmark: _Toc494723705]Table S3 Sources and basis for description and classification of the top 20 DEG. 
	G top 20
	
	
	
	
	

	ID
	Pattern
	Contig ID
	log2FoldChange
	class
	Citation

	1
	GHNM
	tdn_99733
	-9.5
	growth
	[1–4]

	2
	GHNM
	k41_54584
	-6.3
	biotic stress
	[5,6]

	3
	GHNM
	tdn_92791
	-5.5
	abiotic/biotic stress
	[7]

	4
	GHNM
	k41_130218
	-5.5
	-
	

	5
	GHNM
	tdn_53091
	-4.8
	phytohormone
	[8–12]

	6
	GHNM
	tgg_43136
	-4.4
	transcription
	[13–15]

	7
	GHNM
	tdn_141837
	-4.3
	abiotic stress
	[16–19]

	8
	GHNM
	tdn_40997
	-4.2
	abiotic stress
	[20,21]

	9
	GHNM
	k71_5292
	-4.1
	biotic stress
	[22]

	10
	GHNM
	k59_6358
	-3.9
	growth
	[23–26]

	11
	GHM
	tdn_86219
	8.0
	biotic stress
	[27,28]

	12
	GHM
	k23_115785
	8.0
	abiotic stress
	[20,21,29]

	13
	GHM
	tdn_91159
	8.1
	biotic stress
	[30,31]

	14
	GHM
	k65_43517
	8.3
	phytohormone
	[32–35]

	15
	GHM
	tgg_18067
	8.4
	-
	

	16
	GHM
	k61_38813
	9.0
	-
	

	17
	GHM
	k49_82496
	9.0
	abiotic/biotic stress
	[36]

	18
	GHM
	k67_38815
	9.1
	biotic stress
	[8,37,38]

	19
	GHM
	k45_11164
	9.6
	transcription
	[39–41]

	20
	GHM
	tdn_25484
	9.6
	growth
	[15,42–44] 

	
	
	
	
	
	[1–4]

	fa top 20
	
	
	
	
	

	ID
	Pattern
	Contig ID
	log2FoldChange
	Class

	1
	Fa(NM)
	k33_17052
	-9.0
	biotic stress
	[45,46]

	2
	Fa(NM)
	k43_111792
	-8.8
	biotic stress
	[47–49]

	3
	Fa(NM)
	tdn_34568
	-8.6
	-
	

	4
	Fa(NM)
	tdn_49640
	-8.6
	-
	

	5
	Fa(NM)
	tdn_58745
	-8.5
	biotic stress
	[50,51]

	6
	Fa(NM)
	tdn_47209
	-8.5
	growth
	[52]

	7
	Fa(NM)
	tdn_48478
	-8.4
	biotic stress
	[53,54]

	8
	Fa(NM)
	k41_17597
	-8.4
	growth
	

	9
	Fa(NM)
	k51_82581
	-8.2
	growth
	[55]

	10
	Fa(NM)
	tdn_82424
	-8.1
	growth
	[55]

	11
	Fa(M)
	k49_380
	7.5
	development
	[56–58]

	12
	Fa(M)
	tdn_49869
	7.6
	-
	

	13
	Fa(M)
	tdn_54983
	7.7
	-
	

	14
	Fa(M)
	k37_9029
	7.8
	-
	

	15
	Fa(M)
	k45_6120
	8.4
	-
	

	16
	Fa(M)
	k71_23808
	8.4
	development
	[59]

	17
	Fa(M)
	k59_3541
	8.4
	development
	[60–63]

	18
	Fa(M)
	k59_360
	8.6
	metabolism
	

	19
	Fa(M)
	k53_38903
	9.0
	abiotic stress
	[64–69]

	20
	Fa(M)
	tdn_129978
	9.6
	-
	

	
	
	
	
	
	

	Fb top 20
	
	
	
	
	

	ID
	Pattern
	Contig ID
	log2FoldChange
	Class

	1
	Fb(NM)
	tdn_100726
	-9.4
	biotic stress
	[70–72]

	2
	Fb(NM)
	tgg_49631
	-8.0
	biotic stress
	[53,54]

	3
	Fb(NM)
	tdn_152262
	-7.9
	-
	

	4
	Fb(NM)
	tdn_56712
	-7.9
	biotic stress
	[53,54]

	5
	Fb(NM)
	tdn_87762
	-7.9
	biotic stress
	[73,74]

	6
	Fb(NM)
	tdn_86129
	-7.1
	general cell functions
	[75–77]

	7
	Fb(NM)
	k55_46241
	-6.9
	Growth
	[78]

	8
	Fb(NM)
	tdn_55533
	-6.2
	abiotic stress
	[79–82]

	9
	Fb(NM)
	tgg_51443
	-4.7
	Growth
	[83]

	10
	Fb(NM)
	tdn_136706
	-4.7
	-
	

	11
	Fb(M)
	tdn_140636
	8.8
	general cell functions
	[84]

	12
	Fb(M)
	tdn_154158
	8.9
	general cell functions
	[85–88]

	13
	Fb(M)
	tdn_65187
	9.1
	Transposon
	[89–93]

	14
	Fb(M)
	tdn_100956
	9.2
	Metabolism
	[94]

	15
	Fb(M)
	k63_21505
	9.3
	biotic stress
	[53,54]

	16
	Fb(M)
	tdn_142681
	9.3
	secondary metabolite biosynthesis
	[95–99]

	17
	Fb(M)
	k45_6120
	9.6
	-
	

	18
	Fb(M)
	tdn_52922
	10.1
	-
	[100–102]

	19
	Fb(M)
	tdn_65185
	10.9
	-
	

	20
	Fb(M)
	tdn_109277
	11.7
	Transcription
	[53,54]
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[bookmark: _Toc494723655][bookmark: _Toc494723706][bookmark: _Toc504319917]Table S4 Number of reads for each sequenced library (transcriptome ID) before and after trimming.
	Transcriptome ID
	Number of reads before trimming (bp)
	Number of reads after trimming (bp)

	TPGHNM1a
	44,679,882
	44,106,908

	TPGHNM1b
	52,669,329
	52,139,019

	TPGHM1a
	57,463,076
	57,116,250

	TPGHM1b
	48,727,256
	48,173,113

	TPNM2a
	46,901,963
	39,048,065

	TPNM2b
	58,548,464
	50,712,601

	TPNM3a
	71,179,330
	62,152057

	TPNM3b
	58,145,199
	51,120,501

	TPM1a
	49,461,360
	42,936,125

	TPM1b
	17,393,123
	14,660,131

	TPM2a
	48,390,622
	40,114,769

	TPM2b
	54,481,408
	44,674,878





[bookmark: _Toc494723656][bookmark: _Toc494723707][bookmark: _Toc504319918]Table S5 General features of the transcriptome of T. pratense
	Total number of transcripts
	44,643

	Total number of annotated transcripts
	41,505

	Min length of transcripts
	124 (bp)

	Max length of transcripts
	15,551 (bp)

	Mean length of transcripts
	1,171.31 (bp)

	Median length of transcripts
	888 (bp)

	N (50)
	1,656 (bp)

	N (90)
	539 (bp)





[bookmark: _Toc494723708]Table S6 Overall alignment rate of the single transcriptomes to the references transcriptome, values above 80% are good.
	Transcriptome ID
	Overall alignment rate (%)

	TPGHNM1a
	77.85

	TPGHNM1b
	79.91

	TPGHM1a
	81.23

	TPGHM1b
	82.36

	TPNM2a
	85.49

	TPNM2b
	83.64

	TPNM3a
	87.21

	TPNM3b
	86.41

	TPM1a
	85.14

	TPM1b
	85.66

	TPM2a
	90.32

	TPM2b
	87.27





[bookmark: _Toc494723660][bookmark: _Toc494723709][bookmark: _Toc504319920]Table S7 Annotation of T. pratense plant-specific against different databases
	total plant-specific contigs
	29,781

	PlnTFDB
	2703

	E.C. number (Swissprot/Tremble)
	9,781

	GO (Swissprot/Tremble)
	25,648

	COG
	28,947

	Gene name(Swissprot/Tremble)
	16,547





Table S8: Quality of the replicates. For each library replicate the number of transcripts above TPM of 1 is shown. Further the number of transcripts shared between to related replica is shown, as well as the number of transcripts unique for a replica. The similarity of the replicas was evaluated by calculating he percentage of the shared transcripts compared to the total number of transcripts of a replica.
	Library name
	Number of transcripts above TPM 1
	Number of transcripts both replicas have in common
	Number of transcripts unique for the replicate
	Percentage of common transcripts (Number of common transcripts shared between both replicates/ number of transcripts within one replicate)

	TPGHM1a
	27337
	25485
	1852
	93

	TPGHM1b
	27226
	
	1741
	94

	TPGHNM1a
	26805
	25093
	1712
	94

	TPGHNM1b
	27048
	
	1955
	93

	TPM1a
	27263
	25033
	2230
	92

	TPM1b
	27318
	
	2285
	92

	TPM2a
	27018
	25224
	1794
	93

	TPM2b
	27170
	
	1946
	93

	TPNM2a
	27903
	25000
	2903
	90

	TPNM2b
	26825
	
	1825
	93

	TPNM3a
	28211
	25603
	2608
	91

	TPNM3b
	27785
	
	2182
	92





Table S10 Main classes based on the DE contigs. 16 main classes were developed to group the DE contigs. 
	Main class
	Definition

	abiotic stress
	abiotic stress, includes all genes involved in pathways that are responding to abiotic stress like, salt, temperature (cold and heat), light, mechanical stress, drought stress, water stress. In addition, all genes related to detoxification processes and pathway were also included in this group. Including detoxification, (ROS und detoxification) remove of radicals and other harmful metabolites

	abiotic/biotic stress
	Includes contigs that play a role in both processes

	biotic stress
	biotic stress includes all contigs related to plant defense, pathogen attack, growth in response to pathogen attack, wounding

	development
	development includes contigs related to development of embryos, seeds, flower, reproduction, morphogenesis, organogenesis

	general cell functions
	general cell functions involving processes necessary for normal cell survival, like rRNA processing, ubiquitination (other than signaling), cytoskeleton, transport (other than signaling)

	growth
	growth includes contigs directly involved in growth process, also genes related to cell wall modification processes, secondary cell wall components, cell elongation.

	metabolism
	metabolism unifies all genes related to storage, carbohydrates, energy production, and other catabolic and anabolic processes

	not available (na)
	na includes contigs that have no annotation or a too general annotation which made it impossible to group them in one of those classes

	photosynthesis
	photosynthesis includes contigs related to photosynthesis and chloroplast genes

	phytohormone
	phytohormone includes contigs related to phytohormones pathways, inhibition, synthesis, signal transduction, indirectly or directly phytohormones

	secondary metabolite biosynthesis
	secondary metabolite biosynthesis includes contigs involved in pathways or in the production of metabolites that do not belong to the primary metabolites (carbohydrates, lipids, proteins)

	senescence
	senescence includes contigs related to plant cell death pathways, promoting senescence processes

	signaling
	signaling includes contigs related to processes for signaling like second messengers, cell surface proteins, transmitting or transforming signals

	symbiosis
	symbiosis contigs related to the symbiosis of legume plants with bacteria leading to nodule formation

	transcription
	includes all contigs that encode for transcription factors, other DNA binding proteins and those involved in other aspects of gene expression regulation

	transposon
	transposon includes gene identified as transposons, also domesticated transposons





Table S11: GO Terms specifically enriched in the individual transcriptomes
	Enriched in
	GO ID
	Description

	GM
	GO:0005975
	carbohydrate metabolic process

	
	GO:0003676
	nucleic acid binding

	GNM
	GO:0015979
	photosynthesis

	
	GO:0019538
	protein metabolic process

	
	GO:0009605
	response to external stimulus

	
	GO:0009607
	response to biotic stimulus

	
	GO:0009056
	catabolic process

	
	GO:0008152
	metabolic process

	
	GO:0009987
	cellular process

	
	GO:0009579
	thylakoid

	
	GO:0005575
	cellular component

	
	GO:0005576
	extracellular region

	
	GO:0016787
	hydrolase activity

	FbM
	GO:0008152
	metabolic process

	
	GO:0006629
	lipid metabolic process

	
	GO:0005737
	cytoplasm

	
	GO:0005615
	extracellular space

	
	GO:0005488
	binding

	
	GO:0003824
	catalytic activity

	
	GO:0030234
	enzyme regulator activity

	FbNM
	GO:0008219
	cell death

	
	GO:0019748
	secondary metabolic process

	
	GO:0030154
	cell differentiation

	
	GO:0009908
	flower development

	
	GO:0019538
	protein metabolic process

	
	GO:0005975
	carbohydrate metabolic process

	
	GO:0009056
	catabolic process

	
	GO:0008152
	metabolic process

	
	GO:0005615
	extracellular space

	
	GO:0005576
	extracellular region

	
	GO:0003676
	nucleic acid binding

	
	GO:0016787
	hydrolase activity

	FaM
	GO:0006091
	generation of precurser metabolism and energy

	
	GO:0016049
	cell growth

	
	GO:0015979
	photosynthesis

	
	GO:0007154
	cell communication

	
	GO:0005737
	cytoplasm

	
	GO:0005794
	Golgi apparatus

	
	GO:0009579
	thylakoid

	FaNM
	GO:0009653
	anatomical structure morhogen

	
	GO:0007049
	cell cycle

	
	GO:0006629
	lipid metabolic process

	
	GO:0000003
	reproduction

	
	GO:0019748
	secondary metabolic process

	
	GO:0007275
	multicellular organism development

	
	GO:0016043
	cellular component organization

	
	GO:0009987 
	cellular process

	
	GO:0008152
	metabolic process

	
	GO:0009058
	biosynthetic process

	
	GO:0005764
	lysosome

	
	GO:0005615
	extracellular space

	
	GO:0005618
	cell wall

	
	GO:0005576
	extracellular region

	
	GO:0003674
	molecular function

	
	GO:0003824
	catalytic activity

	
	GO:0016787
	hydrolase activity









Table S12 Shared contigs with corresponding annotation
	
	Transcript ID
	Shared 
	class
	Transcript name T. pratense
	Phytozome description
	Next homolog gene name
	Next homolog description
	next homolog species
	A. thaliana description
	A. thaliana Locus 
	A. thaliana description
	A. thaliana other names

	1
	tdn_175393
	FaM/FbM
	growth
	XLOC_019311
	-
	-
	-
	-
	-
	-
	-
	-

	2
	tdn_60472
	FaM/FbM
	phyothormone
	Tp57577_TGAC_v2_mRNA7542.v2
	giberellin-regulated protein 1-related
	Medtr1g025220.1 
	GASA/GAST/Snakin, Coexpressed with genes in leaf specific coexpression subnetwork
	Medicago truncatula
	GAST1 protein homolog 1
	AT1G75750
	GA-responsive GAST1 protein homolog regulated by BR and GA antagonistically. Possibly involved in cell elongation based on expression data The mRNA is cell-to-cell mobile.
	GASA1

	3
	tdn_152500
	FaM/FbM
	general cell functions
	Tp57577_TGAC_v2_mRNA8499.v2
	PTHR11588:SF97 - TUBULIN BETA-4 CHAIN-RELATED tubulin beta-4 chain-related
	Medtr4g017630.1
	tubulin beta-1 chain, Coexpressed with genes in roots specific coexpression subnetwork
	Medicago truncatula
	tubulin beta chain 2
	AT5G62690
	encodes tubulin beta-2/beta-3 chain The mRNA is cell-to-cell mobile.
	TUB2

	4
	k45_6120
	FaM/FbM
	-
	Tp57577_TGAC_v2_mRNA2166.v2
	-
	Medtr2g007510.1
	hypothetical protein
	Medicago truncatula
	-
	-
	-
	-

	5
	tdn_110743
	GNM/FbNM
	transcription
	Tp57577_TGAC_v2_mRNA22030.v2
	MADS box protein
	Medtr6g464720.1 
	MADS-box transcription factor
	Medicago truncatula
	K-box region and MADS-box transcription factor family protein
	AT5G15800
	Encodes a MADS box transcription factor involved flower and ovule development. Functionally redundant with SEP2 and SEP3
	AGL2, SEP1

	6
	tdn_129843
	FaNM/FbNM
	biotic stress
	Tp57577_TGAC_v2_mRNA8012.v2
	chintase
	Medtr1g099310.1
	chitinase, Coexpressed with genes in roots specific coexpression subnetwork
	Medicago truncatula
	chitinase A
	AT5G24090
	Chitinase A (class III) expressed exclusively under environmental stress conditions. Shown be a plant lysozyme involved in plant immunity.
	ATCHIA

	7
	tdn_93637
	FaNM/FbNM
	development
	Tp57577_TGAC_v2_mRNA2969.v2
	 leucine-rich repeat (LRR) protein associated with apoptosis in muscle tissue
	Medtr4g078535.1
	LRR/extensin
	Medicago truncatula
	Leucine-rich repeat (LRR) family protein, Highly expressed in root
	AT4G28380
	Leucine-rich repeat (LRR) family protein;(source:Araport11)
	-

	8
	k55_12670
	FaNM/FbNM
	transcription
	Tp57577_TGAC_v2_mRNA28947.v2
	protein arginine n-methyltransferase 6-related
	Phvul.003G001000.1
	K11437 - protein arginine N-methyltransferase 6 [EC:2.1.1.-] (PRMT6)
	Phaseolus vulgaris
	protein arginine methyltransferase 6
	protein arginine methyltransferase 6;(source:Araport11)
	ATPRMT6

	9
	tdn_152262
	FaNM/FbNM
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-






Table S13: Detailed information about transcripts described during the discussion part
	 
	 
	 
	 
	 
	TPM value average for replicates
	 
	 

	Gene ID in Text
	Contig ID
	Uniprot ID
	Description
	Gene Name
	TPGHM
	TPGHNM
	TPFbM
	TPFaM
	TPFaNM
	TPFbNM

	ARF6
	tdn_137961
	ARFF_ARATH
	Auxin response factor 6
	ARF6
	31
	30
	26
	27
	27
	28

	 
	k73_3345
	ARFF_ARATH
	Auxin response factor 6
	ARF6
	45
	48
	47
	40
	51
	52

	 
	tdn_129086
	ARFF_ARATH
	Auxin response factor 6
	ARF6
	16
	13
	16
	8
	17
	20

	 
	tdn_137960
	ARFF_ORYSI,ARFF_ORYSJ
	Auxin response factor 6
	ARF6
	38
	41
	40
	30
	39
	52

	 
	tgg_576
	ARFF_ARATH
	Auxin response factor 6
	ARF6
	51
	51
	30
	35
	39
	35

	 
	k61_9598
	ARFF_ARATH
	Auxin response factor 6
	ARF6
	85
	88
	50
	43
	68
	64

	ARF8
	tdn_156886
	ARFH_ARATH
	Auxin response factor 8
	ARF8
	8
	4
	4
	10
	12
	9

	 
	tdn_156890
	ARFH_ARATH
	Auxin response factor 8
	ARF8
	17
	9
	14
	19
	23
	24

	 
	tdn_156891
	ARFH_ARATH
	Auxin response factor 8
	ARF8
	17
	11
	17
	17
	20
	23

	 
	tdn_156889
	ARFH_ARATH
	Auxin response factor 8
	ARF8
	8
	4
	8
	12
	11
	12

	DAD1
	k59_11335
	DAD1_ARATH
	Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit DAD1
	DAD1
	8
	5
	13
	14
	18
	17

	LOX2
	k73_052
	LOX21_SOLTU
	Linoleate 13S-lipoxygenase 2-1, chloroplastic
	LOX2.1
	1
	1
	14
	12
	35
	13

	 
	tdn_156279
	LOX21_SOLTU
	Linoleate 13S-lipoxygenase 2-1, chloroplastic
	LOX2.1
	129
	381
	729
	479
	577
	592

	 
	tgg_57919
	LOX21_SOLTU
	Linoleate 13S-lipoxygenase 2-1, chloroplastic
	LOX2.1
	9
	6
	13
	11
	19
	13

	 
	k69_073
	LOX21_SOLTU
	Linoleate 13S-lipoxygenase 2-1, chloroplastic
	LOX2.1
	2
	1
	1
	1
	7
	1

	 
	k39_2212
	sp|O24370|LOX21_SOLTU
	Linoleate 13S-lipoxygenase 2-1, chloroplastic
	LOX2.1
	0
	0
	1
	1
	2
	0

	 
	tdn_155321
	LOX21_SOLTU
	Linoleate 13S-lipoxygenase 2-1, chloroplastic
	LOX2.1
	1
	1
	3
	3
	7
	3

	 
	tgg_67744
	LOX21_SOLTU
	Linoleate 13S-lipoxygenase 2-1, chloroplastic
	LOX2.1
	7
	4
	10
	10
	22
	11

	 
	k65_7129
	LOX21_SOLTU
	Linoleate 13S-lipoxygenase 2-1, chloroplastic
	LOX2.1
	6
	5
	11
	2
	1
	11

	XTH20
	tdn_94655
	XTH32_ARATH
	Probable xyloglucan endotransglucosylase/hydrolase protein 32
	XTH32
	16
	20
	11
	32
	35
	31

	XTH19
	tdn_94653
	XTH32_ARATH
	Probable xyloglucan endotransglucosylase/hydrolase protein 32
	XTH32
	20
	34
	14
	17
	46
	17

	 
	tdn_94649
	XTH32_ARATH
	Probable xyloglucan endotransglucosylase/hydrolase protein 32
	XTH32
	9
	6
	22
	23
	16
	13

	 
	k69_7012
	XTH32_ARATH
	Probable xyloglucan endotransglucosylase/hydrolase protein 32
	XTH32
	7
	3
	19
	11
	10
	4

	 
	tdn_94658
	XTH32_ARATH
	Probable xyloglucan endotransglucosylase/hydrolase protein 32
	XTH32
	13
	8
	22
	22
	21
	19

	 
	tdn_94651
	XTH32_ARATH
	Probable xyloglucan endotransglucosylase/hydrolase protein 32
	XTH32
	17
	4
	27
	18
	9
	16

	 
	tdn_91763
	XTH6_ARATH
	Probable xyloglucan endotransglucosylase/hydrolase protein 6
	XTH6
	135
	56
	155
	175
	206
	153

	 
	tdn_142462
	XTH8_ARATH
	Probable xyloglucan endotransglucosylase/hydrolase protein 8
	XTH8
	6
	4
	5
	7
	7
	11

	 
	k73_13283
	sp|Q8L9A9|XTH8_ARATH
	Probable xyloglucan endotransglucosylase/hydrolase protein 8
	XTH8
	28
	44
	22
	11
	18
	13

	 
	k71_5058
	XTH8_ARATH
	Probable xyloglucan endotransglucosylase/hydrolase protein 8
	XTH8
	33
	13
	51
	39
	40
	46

	 
	k73_8912
	XTH9_ARATH
	Xyloglucan endotransglucosylase/hydrolase protein 9
	XTH9
	74
	49
	127
	110
	177
	188

	 
	k71_21706
	XTH9_ARATH
	Xyloglucan endotransglucosylase/hydrolase protein 9
	XTH9
	90
	49
	203
	98
	119
	97

	 
	tdn_113578
	XTH9_ARATH
	Xyloglucan endotransglucosylase/hydrolase protein 9
	XTH9
	48
	20
	39
	46
	71
	48

	 
	tdn_87930
	XTHA_PHAAN
	Xyloglucan endotransglucosylase/hydrolase protein A
	XTHA
	130
	50
	98
	142
	196
	157

	EIN3
	tdn_109718
	EIN3_ARATH
	Protein ETHYLENE INSENSITIVE 3
	EIN3
	176
	194
	94
	88
	128
	113

	 
	k47_3584
	EIN3_ARATH
	Protein ETHYLENE INSENSITIVE 3
	EIN3
	114
	140
	84
	68
	89
	80

	AS1
	tdn_65528
	AS1_ARATH
	Transcription factor AS1
	AS1 
	30
	11
	57
	45
	54
	68

	CYP94C1
	tgg_76356
	C94C1_ARATH
	Cytochrome P450 94C1
	CYP94C1
	3
	21
	9
	7
	14
	19

	 
	tdn_72350
	C94C1_ARATH
	Cytochrome P450 94C1
	CYP94C1
	0
	0
	5
	4
	8

	ZHD1
	tdn_99073
	ZHD1_ARATH
	Zinc-finger homeodomain protein 1
	ZHD1
	10
	6
	18
	11
	14
	22

	 
	tdn_141786
	ZHD11_ORYSI,ZHD11_ORYSJ
	Zinc-finger homeodomain protein 11
	ZHD11
	20
	6
	28
	20
	24
	26

	MPT1
	tdn_88349
	MPCP1_ARATH
	Mitochondrial phosphate carrier protein 1
	MPT1
	6
	5
	6
	5
	5
	7

	 
	tdn_74047
	MPCP1_ARATH
	Mitochondrial phosphate carrier protein 1
	MPT1
	3
	3
	7
	6
	10
	10

	MPT3
	tdn_157438
	MPCP3_ARATH
	Mitochondrial phosphate carrier protein 3
	MPT3
	214
	165
	274
	266
	320
	308

	 
	k65_2241
	MPCP3_ARATH
	Mitochondrial phosphate carrier protein 3
	MPT3
	2
	3
	4
	4
	9
	7

	MYB44
	k69_17034
	MYB44_ARATH
	Transcription factor MYB44
	MYB44
	62
	58
	51
	35
	64
	48

	 
	tdn_89156
	MYB44_ARATH
	Transcription factor MYB44
	MYB44
	44
	92
	49
	49
	57
	41

	 
	tdn_75969
	MYB44_ARATH
	Transcription factor MYB44
	MYB44
	3
	2
	10
	13
	9
	15

	 
	tdn_112881
	MYB44_ARATH
	Transcription factor MYB44
	MYB44
	3
	3
	4
	2
	5
	8

	 
	k69_14809
	MYB44_ARATH
	Transcription factor MYB44
	MYB44
	10
	9
	12
	7
	12
	12

	SOC1
	tdn_111649
	SOC1_ARATH
	MADS-box protein SOC1
	SOC1
	8
	11
	6
	15
	19
	25

	 
	tdn_111650
	SOC1_ARATH
	MADS-box protein SOC1
	SOC1
	8
	12
	9
	22
	38
	47

	 
	tdn_111657
	SOC1_ARATH
	MADS-box protein SOC1
	SOC1
	23
	20
	32
	21
	15
	28

	 
	tdn_111659
	SOC1_ARATH
	MADS-box protein SOC1
	SOC1
	17
	12
	26
	25
	24
	27

	AS2
	tdn_83090
	ASNS2_PEA
	Asparagine synthetase
	AS2
	198
	284
	39
	42
	48
	45







Table S14: Primer sequences
	Transcript 
	Gene
	Forward Primer 
	Reverse Primer 
	Primer efficiency

	k65_5754 
	
	CCCAAGCAAAGAAGAATTAGGA 
	TGTATCCGTATCAGCTCCCA 
	1.95 

	tdn_146439 
	LTP
	CGAACCCAACTTCATCTCCT 
	CCACTTATCATCTATGTAACCACC 
	2.017 

	k65_9861 
	P5CS
	CTCCTGATTATATTTGAGTCCCGA 
	CTGGTATGGCTGAAGTAATGAC 
	1.994 

	tdn_69411 
	PME44
	CATCCACCTTCCACAAATTATCC 
	CCCTTTCCACAATAGTTAAGTACC 
	2.006 

	tdn_85889 
	ENGASE1
	AACCGATACAAACTCTCATCAC 
	GAATCACCAAATCCACTACCA 
	1.984 
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