Table S1-6 A: all identified proteins in the CaCl2 fractions of the cell wall from alfalfa stems with a significant abundance change
	spot#
	gi-number
	annotation
	p-value
	fold-change
	biological function 
	functional classification
	TargetP

	lower abundant  

	1447
	gi|357472255
	fasciclin-like arabinogalactan protein [Medicago truncatula]
	0.007
	1.7
	
	cell wall modification
	S

	1419
	gi|357472265
	fasciclin-like arabinogalactan protein [Medicago truncatula]
	0.003
	2
	
	cell wall modification
	S

	1962
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.001
	2
	
	cell wall modification
	S

	3243
	gi|502158725
	PREDICTED: dirigent protein 21-like [Cicer arietinum]
	0.012
	1.8
	induced during disease response in plants,  Members of this family are involved in lignification
	cell wall modification
	S

	3469
	gi|357467117
	plastocyanin [Medicago truncatula]
	2.09·10-04
	2.6
	chloroplast thylakoid membrane, copper ion binding, electron carrier activity,  oxidation-reduction process
	oxidation-reduction process
	C

	3445
	gi|357465129
	plastocyanin-like domain protein [Medicago truncatula]
	2.53·10-05
	3.2
	C: integral component of membrane F:electron carrier activity
	oxidation-reduction process
	S

	2844
	gi|357468557
	ferritin [Medicago truncatula]
	0.003
	4.1
	chloroplast, ferroxidase activity, ferric iron binding, response to reactive oxygen species, iron ion transport, cellular iron ion homeostasis, response to iron ion, photosynthesis,  oxidation-reduction process
	oxidation-reduction process
	C

	2900
	gi|357468557
	ferritin [Medicago truncatula]
	7.33·10-04
	3.9
	chloroplast, ferroxidase activity, ferric iron binding, response to reactive oxygen species, iron ion transport, cellular iron ion homeostasis, response to iron ion, photosynthesis,  oxidation-reduction process
	oxidation-reduction process
	C

	2917
	gi|357468557
	ferritin [Medicago truncatula]
	2.12·10-04
	2.9
	chloroplast, ferroxidase activity, ferric iron binding, response to reactive oxygen species, iron ion transport, cellular iron ion homeostasis, response to iron ion, photosynthesis,  oxidation-reduction process
	oxidation-reduction process
	C

	2942
	gi|357492793
	ferritin [Medicago truncatula]
	0.006
	2.1
	chloroplast, ferroxidase activity, ferric iron binding, response to reactive oxygen species, iron ion transport, cellular iron ion homeostasis, response to iron ion, photosynthesis,  oxidation-reduction process
	oxidation-reduction process
	C

	3052
	gi|357468557
	ferritin [Medicago truncatula]
	5.01·10-04
	3.5
	cell, ferroxidase activity, ferric iron binding, iron ion transport, cellular iron ion homeostasis,  oxidation-reduction process
	oxidation-reduction process
	C

	3062
	gi|357468557
	ferritin [Medicago truncatula]
	7.10·10-05
	2.2
	cell, ferroxidase activity, ferric iron binding, iron ion transport, cellular iron ion homeostasis,  oxidation-reduction process
	oxidation-reduction process
	C

	3086
	gi|357492793
	ferritin [Medicago truncatula]
	0.008
	1.8
	cell, ferroxidase activity, ferric iron binding, iron ion transport, cellular iron ion homeostasis,  oxidation-reduction process
	oxidation-reduction process
	C

	2941
	gi|922378759
	oxygen-evolving enhancer protein 2-1 [Medicago truncatula]
	0.016
	3.2
	chloroplast thylakoid membrane, photosystem II oxygen evolving complex, extrinsic component of membrane, calcium ion binding,  photosynthesis
	photosynthesis
	C

	2926
	gi|922378761
	oxygen-evolving enhancer protein 2-1 [Medicago truncatula]
	0.003
	3.2
	chloroplast thylakoid membrane, photosystem II oxygen evolving complex, extrinsic component of membrane, calcium ion binding,  photosynthesis
	photosynthesis
	C

	2927
	gi|922378761
	oxygen-evolving enhancer protein 2-1 [Medicago truncatula]
	0.007
	2.6
	chloroplast thylakoid membrane, photosystem II oxygen evolving complex, extrinsic component of membrane, calcium ion binding,  photosynthesis
	photosynthesis
	C

	3582
	gi|922378761
	oxygen-evolving enhancer protein 2-1 [Medicago truncatula]
	7.02·10-04
	2.5
	chloroplast thylakoid membrane, photosystem II oxygen evolving complex, extrinsic component of membrane, calcium ion binding,  photosynthesis
	photosynthesis
	C

	2930
	gi|502127023
	PREDICTED: oxygen-evolving enhancer protein 2, chloroplastic [Cicer arietinum]
	0.008
	2.7
	chloroplast thylakoid membrane, photosystem II oxygen evolving complex, extrinsic component of membrane, calcium ion binding,  photosynthesis
	photosynthesis
	C

	3359
	gi|3914601
	RecName: Full=Ribulose bisphosphate carboxylase small chain, chloroplastic; Short=RuBisCO small subunit; Flags: Precursor
	0.018
	2
	chloroplast, monooxygenase activity, ribulose-bisphosphate carboxylase activity, photorespiration, reductive pentose-phosphate cycle,  oxidation-reduction process
	photosynthesis
	C

	3475
	gi|3914601
	RecName: Full=Ribulose bisphosphate carboxylase small chain, chloroplastic; Short=RuBisCO small subunit; Flags: Precursor
	0.028
	1.8
	chloroplast, monooxygenase activity, ribulose-bisphosphate carboxylase activity, photorespiration, reductive pentose-phosphate cycle,  oxidation-reduction process
	photosynthesis
	C

	2532
	gi|922336891
	photosystem II oxygen-evolving enhancer protein [Medicago truncatula]
	0.026
	1.7
	chloroplast thylakoid membrane, photosystem II oxygen evolving complex, integral component of membrane, extrinsic component of membrane, calcium ion binding, photosynthesis,  photosystem II stabilization
	photosynthesis
	C

	2535
	gi|922336891
	photosystem II oxygen-evolving enhancer protein [Medicago truncatula]
	0.007
	2.2
	chloroplast thylakoid membrane, photosystem II oxygen evolving complex, integral component of membrane, extrinsic component of membrane, calcium ion binding, photosynthesis,  photosystem II stabilization
	photosynthesis
	C

	2604
	gi|922336891
	photosystem II oxygen-evolving enhancer protein [Medicago truncatula]
	0.004
	1.6
	chloroplast thylakoid membrane, photosystem II oxygen evolving complex, integral component of membrane, extrinsic component of membrane, calcium ion binding, photosynthesis,  photosystem II stabilization
	photosynthesis
	C

	2607
	gi|922336891
	photosystem II oxygen-evolving enhancer protein [Medicago truncatula]
	0.001
	1.8
	chloroplast thylakoid membrane, photosystem II oxygen evolving complex, integral component of membrane, extrinsic component of membrane, calcium ion binding, photosynthesis,  photosystem II stabilization
	photosynthesis
	C

	2729
	gi|922371087
	KDEL-tailed cysteine endopeptidase CEP1 [Medicago truncatula]
	0.014
	1.6
	extracellular space, lysosome, cysteine-type endopeptidase activity,  proteolysis involved in cellular protein catabolic process
	proteolysis
	S

	2742
	gi|922371087
	KDEL-tailed cysteine endopeptidase CEP1 [Medicago truncatula]
	0.009
	1.8
	extracellular space, lysosome, cysteine-type endopeptidase activity,  proteolysis involved in cellular protein catabolic process
	proteolysis
	S

	2753
	gi|922371087
	KDEL-tailed cysteine endopeptidase CEP1 [Medicago truncatula]
	0.003
	1.6
	extracellular space, lysosome, cysteine-type endopeptidase activity,  proteolysis involved in cellular protein catabolic process
	proteolysis
	S

	2761
	gi|922371087
	KDEL-tailed cysteine endopeptidase CEP1 [Medicago truncatula]
	0.012
	1.6
	extracellular space, lysosome, cysteine-type endopeptidase activity,  proteolysis involved in cellular protein catabolic process
	proteolysis
	S

	higher abundant

	2081
	gi|922344690
	alpha-galactosidase-like protein [Medicago truncatula]
	0.001
	1.7
	plant-type cell wall, raffinose alpha-galactosidase activity,  carbohydrate metabolic process
	carbohydrate metabolic process
	S

	2407
	gi|87240471
	Glycoside hydrolase, family 17 [Medicago truncatula]
	7.19·10-05
	2.5
	hydrolase activity, hydrolyzing O-glycosyl compounds,  carbohydrate metabolic process
	carbohydrate metabolic process
	/

	2427
	gi|922389309
	glucan endo-1,3-beta-glucosidase [Medicago truncatula]
	6.90·10-05
	2.7
	hydrolase activity, hydrolyzing O-glycosyl compounds,  carbohydrate metabolic process
	carbohydrate metabolic process
	/

	2360
	gi|357474069
	glucan endo-1,3-beta-glucosidase [Medicago truncatula]
	0.008
	2.3
	hydrolase activity, hydrolyzing O-glycosyl compounds,  carbohydrate metabolic process
	carbohydrate metabolic process
	S

	2421
	gi|357474069
	glucan endo-1,3-beta-glucosidase [Medicago truncatula]
	0.002
	2.2
	hydrolase activity, hydrolyzing O-glycosyl compounds,  carbohydrate metabolic process
	carbohydrate metabolic process
	S

	2407
	gi|357448991
	glucan endo-1,3-beta-glucosidase, basic protein [Medicago truncatula]
	7.19·10-05
	2.5
	hydrolase activity, hydrolyzing O-glycosyl compounds,  carbohydrate metabolic process
	carbohydrate metabolic process
	S

	2586
	gi|502142672
	PREDICTED: non-classical arabinogalactan protein 31-like [Cicer arietinum]
	0.002
	3
	
	cell wall modification
	S

	2296
	gi|357446949
	trichome birefringence-like protein [Medicago truncatula]
	0.026
	1.5
	Golgi apparatus, O-acetyltransferase activity,  cell wall organization or biogenesis
	cell wall modification
	S

	3192
	gi|357514731
	calcium-dependent lipid-binding (CaLB domain) family protein [Medicago truncatula]
	0.004
	1.8
	endoplasmic reticulum, integral component of membrane, lipid binding, ligase activity, regulation of transcription, DNA-templated, response to stress,  metabolic process
	defense
	M

	2831
	gi|922338021 
	pathogenesis-related thaumatin family protein [Medicago truncatula]
	0.046
	1.6
	P:defense response to bacterium, incompatible interaction; P:defense response to fungus, incompatible interaction
	defense
	M

	2318
	gi|922329699
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	1.18·10-06
	2.9
	chitinase activity, chitin binding, polysaccharide catabolic process, chitin catabolic process, defense response,  cell wall macromolecule catabolic process
	defense
	S

	2320
	gi|922329699
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	2.26·10-04
	2.9
	chitinase activity, chitin binding, polysaccharide catabolic process, chitin catabolic process, defense response,  cell wall macromolecule catabolic process
	defense
	S

	3027
	gi|922347233
	Chitinase / Hevein / PR-4 / Wheatwin2 [Medicago truncatula]
	9.36·10-05
	2.2
	ribonuclease activity, chitin binding, defense response to fungus, incompatible interaction, response to nitrate, nitrate transport, defense response to bacterium,  RNA phosphodiester bond hydrolysis
	defense
	S

	3370
	gi|922347233
	Chitinase / Hevein / PR-4 / Wheatwin2 [Medicago truncatula]
	4.52·10-04
	1.5
	integral component of membrane, chitinase activity, chitin binding, carbohydrate metabolic process, chitin catabolic process,  cell wall macromolecule catabolic process
	defense
	S

	2684
	gi|357443753
	chitinase [Medicago truncatula]
	9.65·10-06
	3.5
	integral component of membrane, chitinase activity, chitin binding, carbohydrate metabolic process, chitin catabolic process,  cell wall macromolecule catabolic process
	defense
	S

	2627
	gi|228204925
	chitinase class III-1 [Medicago sativa]
	6.71·10-04
	2.7
	chitinase activity,  carbohydrate metabolic process
	defense
	S

	2519
	gi|1800141
	class I chitinase [Medicago sativa]
	4.77·10-04
	2.5
	integral component of membrane, chitinase activity, chitin binding, carbohydrate metabolic process, chitin catabolic process,  cell wall macromolecule catabolic process
	defense
	S

	2526
	gi|1800141
	class I chitinase [Medicago sativa]
	7.74·10-05
	3
	integral component of membrane, chitinase activity, chitin binding, carbohydrate metabolic process, chitin catabolic process,  cell wall macromolecule catabolic process
	defense
	S

	3682
	gi|922392608
	Defensin MtDef2.1 [Medicago truncatula]
	0.028
	2
	killing of cells of other organism,  defense response to fungus
	defense
	S

	2755
	gi|642530
	lectin [Medicago sativa]
	0.004
	1.5
	integral component of membrane, mannose binding,  metal ion binding
	defense
	S

	2727
	gi|922375020
	legume lectin beta domain protein [Medicago truncatula]
	5.27·10-04
	4.5
	membrane,  carbohydrate binding
	defense
	S

	3159
	gi|922338023
	pathogenesis-related thaumatin family protein [Medicago truncatula]
	1.79·10-05
	4.5
	P:defense response to bacterium, incompatible interaction; P:defense response to fungus, incompatible interaction
	defense
	S

	3133
	gi|685294656
	PREDICTED: pathogenesis-related protein 1-like [Brassica rapa]
	0.001
	3.6
	
	defense
	S

	2839
	gi|828330481
	PREDICTED: thaumatin-like protein 1 [Cicer arietinum]
	3.41·10-04
	3.3
	defense response to bacterium, incompatible interaction,  defense response to fungus, incompatible interaction
	defense
	S

	2651
	gi|357514375
	TR:G7IXH3_MEDTR G7IXH3 Legume lectin beta domain protein
	0.014
	3
	carbohydrate binding
	defense
	S

	3112
	gi|357446161
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	5.87·10-04
	2
	
	defense 
	S

	3119
	gi|357446161
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	0.001
	3.4
	
	defense 
	S

	3135
	gi|357446161
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	9.05·10-06
	2.9
	
	defense 
	S

	3151
	gi|357446161
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	0.012
	1.7
	
	defense 
	S

	3172
	gi|357446161
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	0.015
	1.9
	
	defense 
	S

	1786
	gi|357455951
	LRR receptor-like kinase [Medicago truncatula]
	8.20·10-05
	1.6
	kinase activity,  phosphorylation
	defense 
	S

	2435
	gi|922401937
	allergen Pru protein, putative [Medicago truncatula]
	0.018
	1.9
	C:extracellular region; C:cytoplasmic membrane-bounded vesicle; F:2-amino-4-hydroxy-6-hydroxymethyldihydropteridine diphosphokinase activity; F:dihydroneopterin aldolase activity; P:metabolic process
	defense
	S

	2335
	gi|357491415
	class III peroxidase [Medicago truncatula]
	0.002
	2.7
	extracellular region, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	2437
	gi|357476371
	class III peroxidase [Medicago truncatula]
	0.002
	3
	extracellular region, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	2428
	gi|357452881
	lignin biosynthetic peroxidase [Medicago truncatula]
	2.91·10-04
	4.1
	F:peroxidase activity; F:heme binding; P:response to oxidative stress; P:oxidation-reduction process
	oxidation-reduction process
	S

	2352
	gi|13992528
	peroxidase2 [Medicago sativa]
	0.003
	2.2
	extracellular region, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	2496
	gi|13992528
	peroxidase2 [Medicago sativa]
	0.009
	3.3
	extracellular region, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	3188
	gi|532759673
	eukaryotic translation initiation factor 5A [Picrorhiza kurrooa]
	0.004
	2
	translation initiation factor activity, translation elongation factor activity, ribosome binding, translational initiation, translational frameshifting, positive regulation of translational elongation,  positive regulation of translational termination
	protein synthesis
	/

	3189
	gi|922371571
	eukaryotic translation initiation factor 5A4 [Medicago truncatula]
	0.004
	2
	translation initiation factor activity, translation elongation factor activity, ribosome binding, translational initiation, translational frameshifting, positive regulation of translational elongation,  positive regulation of translational termination
	protein synthesis
	/

	2121
	gi|922327497
	eukaryotic aspartyl protease family protein [Medicago truncatula]
	2.08·10-05
	3.7
	aspartic-type endopeptidase activity,  proteolysis
	proteolysis
	C

	2136
	gi|922327497
	eukaryotic aspartyl protease family protein [Medicago truncatula]
	4.65·10-04
	2
	aspartic-type endopeptidase activity,  proteolysis
	proteolysis
	C

	2146
	gi|922327497
	eukaryotic aspartyl protease family protein [Medicago truncatula]
	4.88·10-05
	3.5
	aspartic-type endopeptidase activity,  proteolysis
	proteolysis
	C

	2111
	gi|922327497
	eukaryotic aspartyl protease family protein [Medicago truncatula]
	1.95·10-05
	4
	aspartic-type endopeptidase activity,  proteolysis
	proteolysis
	C

	2718
	gi|922383917
	papain family cysteine protease [Medicago truncatula]
	0.002
	1.6
	extracellular space, lysosome, endoplasmic reticulum, cysteine-type endopeptidase activity, 2-alkenal reductase [NAD(P)] activity, proteolysis involved in cellular protein catabolic process,  oxidation-reduction process
	proteolysis
	S

	2719
	gi|922383917
	papain family cysteine protease [Medicago truncatula]
	0.003
	1.5
	extracellular space, lysosome, endoplasmic reticulum, cysteine-type endopeptidase activity, 2-alkenal reductase [NAD(P)] activity, proteolysis involved in cellular protein catabolic process,  oxidation-reduction process
	proteolysis
	S



[bookmark: _Ref453330351]Table S1-6 B: all identified proteins in the EGTA fractions of the cell wall from alfalfa stems with a significant abundance change
	spot#
	gi-number
	annotation
	p-value
	fold-change
	biological function
	functional classification
	TargetP

	lower abundant 

	1318
	gi|922395395
	beta-like galactosidase [Medicago truncatula]
	0.023
	1.5
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	S

	1620
	gi|292630922
	Beta-xylosidase/alpha-L-arabinofuranosidase 
	0.02
	1.7
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	S

	1538
	gi|357472255
	fasciclin-like arabinogalactan protein [Medicago truncatula]
	4.00·10-05
	2.2
	cell membrane, cell surface adhesion protein
	cell wall modification
	S

	1603
	gi|357472255
	fasciclin-like arabinogalactan protein [Medicago truncatula]
	6.92·10-06
	2.3
	cell membrane, cell surface adhesion protein
	cell wall modification
	S

	1648
	gi|357472255
	fasciclin-like arabinogalactan protein [Medicago truncatula]
	2.95·10-05
	2.2
	cell membrane, cell surface adhesion protein
	cell wall modification
	S

	376
	gi|50208810
	PREDICTED: proline-rich extensin-like protein EPR1 [Cicer arietinum]
	0.012
	1.5
	structural constituent of cell wall, 
	cell wall modification
	S

	3289
	gi|922383316
	Kunitz type trypsin inhibitor [Medicago truncatula]
	0.04
	1.7
	F:endopeptidase inhibitor activity
	defense
	S

	859
	gi|922360983
	glycerophosphoryl diester phosphodiesterase family protein [Medicago truncatula]
	0.001
	1.6
	phosphoric diester hydrolase activity
	lipid metabolic process 
	S

	2948
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	0.009
	1.7
	F:manganese ion binding; F:nutrient reservoir activity
	nutrient reserve 
	S

	3116
	gi|922390231
	auxin-binding protein ABP19a [Medicago truncatula]
	7.32·10-04
	2.1
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	3123
	gi|388502800
	auxin-binding protein ABP19a [Medicago truncatula]
	0.007
	1.7
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	3142
	gi|922390231
	auxin-binding protein ABP19a [Medicago truncatula]
	0.002
	1.8
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	3084
	gi|357468557
	ferritin [Medicago truncatula]
	0.044
	1.7
	F:ferric iron binding; P:iron ion transport; P:cellular iron ion homeostasis
	oxidation-reduction process
	C

	1863
	gi|922363200
	plastocyanin-like domain protein [Medicago truncatula]
	0.001
	2.1
	chloroplast thylakoid membrane, copper ion binding, electron carrier activity,  oxidation-reduction process
	oxidation-reduction process
	S

	1937
	gi|922363200
	plastocyanin-like domain protein [Medicago truncatula]
	0.002
	2.4
	C: integral component of membrane F:electron carrier activity
	oxidation-reduction process
	S

	1940
	gi|922363200
	plastocyanin-like domain protein [Medicago truncatula]
	0.001
	2.2
	chloroplast thylakoid membrane, copper ion binding, electron carrier activity,  oxidation-reduction process
	oxidation-reduction process
	S

	1960
	gi|922363200
	plastocyanin-like domain protein [Medicago truncatula]
	0.006
	2.4
	chloroplast thylakoid membrane, copper ion binding, electron carrier activity,  oxidation-reduction process
	oxidation-reduction process
	S

	2019
	gi|922363200
	plastocyanin-like domain protein [Medicago truncatula]
	0.002
	2.3
	chloroplast thylakoid membrane, copper ion binding, electron carrier activity,  oxidation-reduction process
	oxidation-reduction process
	S

	2117
	gi|922363200
	plastocyanin-like domain protein [Medicago truncatula]
	0.003
	1.9
	chloroplast thylakoid membrane, copper ion binding, electron carrier activity,  oxidation-reduction process
	oxidation-reduction process
	S

	3119
	gi|922378759
	oxygen-evolving enhancer protein 2-1 [Medicago truncatula]
	0.002
	4.9
	C:photosystem II oxygen evolving complex; C:extrinsic component of membrane; F:calcium ion binding; P:photosynthesis
	photosynthesis
	C

	2975
	gi|357494079
	oxygen-evolving enhancer protein 2-1 [Medicago truncatula]
	0.007
	1.8
	C:photosystem II oxygen evolving complex; C:extrinsic component of membrane; F:calcium ion binding; P:photosynthesis
	photosynthesis
	C

	3323
	gi|922336891
	photosystem II oxygen-evolving enhancer protein [Medicago truncatula]
	0.03
	1.6
	C:photosystem II oxygen evolving complex; C:integral component of membrane; C:extrinsic component of membrane; F:calcium ion binding; P:photosystem II stabilization
	photosynthesis
	C

	3446
	gi|565367249
	PREDICTED: photosystem I reaction center subunit IV B, chloroplastic-like [Solanum tuberosum]
	0.006
	2.4
	C:photosystem I reaction center; P:photosynthesis
	photosynthesis
	C

	3770
	gi|502132943
	PREDICTED: polyubiquitin [Cicer arietinum]
	3.34·10-05
	1.7
	apoptosis
	proteolysis
	/

	2941
	gi|922371087
	KDEL-tailed cysteine endopeptidase CEP1 [Medicago truncatula]
	0.03
	1.6
	cysteine-type endopeptidase activity, cell death and in intercalation of new cells
	proteolysis
	S

	2933
	gi|922371087
	KDEL-tailed cysteine endopeptidase CEP1 [Medicago truncatula]
	0.005
	1.6
	cysteine-type endopeptidase activity, cell death and in intercalation of new cells
	proteolysis
	S

	3632
	gi|357480545
	phloem filament protein PP1 [Medicago truncatula]
	0.007
	1.5
	
	structure
	S

	3641
	gi|357518823
	transmembrane protein, putative [Medicago truncatula]
	2.94·10-04
	1.8
	C:vacuole; C:integral component of membrane
	unknown
	S

	higher abundant

	2558
	gi|87240471
	Glycoside hydrolase, family 17 [Medicago truncatula]
	0.002
	2.7
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	/

	2563
	gi|87240471
	Glycoside hydrolase, family 17 [Medicago truncatula]
	2.03·10-04
	3
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	/

	2221
	gi|922344692
	alpha-galactosidase-like protein [Medicago truncatula]
	3.01·10-06
	2.6
	Carbohydrate metabolism
	carbohydrate metabolic process
	S

	1724
	gi|357449039
	alpha-L-arabinofuranosidase/beta-D-xylosidase [Medicago truncatula]
	9.30·10-04
	1.9
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	S

	1433
	gi|922386344
	beta-like galactosidase [Medicago truncatula]
	0.027
	1.5
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	S

	2544
	gi|922389309
	glucan endo-1,3-beta-glucosidase [Medicago truncatula]
	0.006
	2.5
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	S

	2585
	gi|922389309
	glucan endo-1,3-beta-glucosidase [Medicago truncatula]
	7.55·10-05
	3.3
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	S

	2586
	gi|922389309
	glucan endo-1,3-beta-glucosidase [Medicago truncatula]
	1.19·10-04
	3.4
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	S

	2628
	gi|357474069
	glucan endo-1,3-beta-glucosidase [Medicago truncatula]
	0.014
	3.7
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	S

	2567
	gi|922389309
	glucan endo-1,3-beta-glucosidase [Medicago truncatula]
	5.03·10-05
	2.9
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	S

	2391
	gi|357504815
	pectinesterase/pectinesterase inhibitor [Medicago truncatula]
	0.033
	1.7
	cell wall, enzyme inhibitor activity, pectinesterase activity 
	cell wall modification
	S

	2766
	gi|357479445
	xyloglucan endotransglucosylase/hydrolase family protein [Medicago truncatula]
	0.004
	1.8
	C:cell wall; C:apoplast; F:hydrolase activity, hydrolyzing O-glycosyl compounds; F:xyloglucan:xyloglucosyl transferase activity; P:xyloglucan metabolic process; P:cell wall biogenesis
	cell wall modification
	S

	3350
	gi|922431877
	PREDICTED: calmodulin-like [Brassica oleracea var. oleracea]
	0.003
	1.6
	
	defense
	/

	3581
	gi|7381205
	pre-hevein-like protein [Pisum sativum]
	0.002
	1.8
	P:defense response to bacterium; P:defense response to fungus
	defense
	/

	2471
	gi|922329699
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	5.26·10-05
	2.4
	F:chitinase activity; F:chitin binding; P:carbohydrate metabolic process; P:chitin catabolic process; P:cell wall macromolecule catabolic process
	defense
	S

	2474
	gi|922329699
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	3.42·10-05
	2.7
	F:chitinase activity; F:chitin binding; P:carbohydrate metabolic process; P:chitin catabolic process; P:cell wall macromolecule catabolic process
	defense
	S

	2500
	gi|922329699
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	0.011
	2.5
	F:chitinase activity; F:chitin binding; P:carbohydrate metabolic process; P:chitin catabolic process; P:cell wall macromolecule catabolic process
	defense
	S

	2551
	gi|357517807
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	0.001
	2.1
	F:chitinase activity; F:chitin binding; P:carbohydrate metabolic process; P:chitin catabolic process; P:cell wall macromolecule catabolic process
	defense
	S

	2815
	gi|922329699
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	1.20·10-04
	2.8
	
	defense
	S

	2821
	gi|922329699
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	0.002
	4
	F:chitinase activity; F:chitin binding; P:carbohydrate metabolic process; P:chitin catabolic process; P:cell wall macromolecule catabolic process
	defense
	S

	3220
	gi|922347233
	Chitinase / Hevein / PR-4 / Wheatwin2 [Medicago truncatula]
	4.53·10-04
	1.8
	F:chitin binding; P:defense response to bacterium; P:defense response to fungus
	defense
	S

	3229
	gi|922347233
	Chitinase / Hevein / PR-4 / Wheatwin2 [Medicago truncatula]
	3.78·10-04
	1.6
	
	defense
	S

	3542
	gi|388499218
	Chitinase / Hevein / PR-4 / Wheatwin2 [Medicago truncatula]
	4.91·10-06
	3.8
	
	defense
	S

	2867
	gi|357443753
	chitinase [Medicago truncatula]
	2.99·10-05
	4.6
	
	defense
	S

	2793
	gi|228204925
	chitinase class III-1 [Medicago sativa]
	5.09·10-04
	3.3
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	defense
	S

	2795
	gi|228204925
	chitinase class III-1 [Medicago sativa]
	2.14·10-05
	4.6
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	defense
	S

	2798
	gi|228204925
	chitinase class III-1 [Medicago sativa]
	5.28·10-05
	4.6
	
	defense
	S

	2799
	gi|228204925
	chitinase class III-1 [Medicago sativa]
	1.13·10-04
	4.1
	
	defense
	S

	2683
	gi|1800141
	class I chitinase [Medicago sativa]
	2.77·10-04
	2.7
	
	defense
	S

	2693
	gi|1800141
	class I chitinase [Medicago sativa]
	2.80·10-04
	2.6
	
	defense
	S

	2698
	gi|1800141
	class I chitinase [Medicago sativa]
	2.77·10-04
	2.7
	
	defense
	S

	2705
	gi|1800141
	class I chitinase [Medicago sativa]
	7.76·10-06
	2.5
	F:chitinase activity; F:chitin binding; P:carbohydrate metabolic process; P:chitin catabolic process; P:cell wall macromolecule catabolic process
	defense
	S

	2920
	gi|357514375
	legume lectin beta domain protein [Medicago truncatula]
	0.003
	1.9
	F:carbohydrate binding
	defense
	S

	2931
	gi|922375020
	legume lectin beta domain protein [Medicago truncatula]
	0.004
	1.8
	F:carbohydrate binding
	defense
	S

	3008
	gi|922338021
	pathogenesis-related thaumatin family protein [Medicago truncatula]
	3.28·10-05
	2.8
	P:defense response to bacterium, incompatible interaction; P:defense response to fungus, incompatible interaction
	defense
	S

	3037
	gi|922358486
	pathogenesis-related thaumatin family protein [Medicago truncatula]
	3.02·10-04
	2.4
	P:defense response to bacterium, incompatible interaction; P:defense response to fungus, incompatible interaction
	defense
	S

	3364
	gi|922338023
	pathogenesis-related thaumatin family protein [Medicago truncatula]
	1.38·10-04
	5.4
	
	defense
	S

	3050
	gi|922407517
	plant basic secretory protein (BSP) family protein [Medicago truncatula]
	2.88·10-04
	1.7
	
	defense
	S

	3055
	gi|922407517
	plant basic secretory protein (BSP) family protein [Medicago truncatula]
	0.007
	1.5
	
	defense
	S

	3058
	gi|922407517
	plant basic secretory protein (BSP) family protein [Medicago truncatula]
	0.009
	1.5
	
	defense
	S

	3383
	gi|357514731
	calcium-dependent lipid-binding (CaLB domain) family protein [Medicago truncatula]
	0.01
	2.2
	signalling pathway, stress response
	defense 
	M

	3305
	gi|357446163
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	0.001
	3.9
	
	defense 
	S

	3314
	gi|357446161
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	0.001
	3.4
	
	defense 
	S

	3317
	gi|35744616
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	0.004
	4
	
	defense 
	S

	3329
	gi|357446161 
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	7.39·10-04
	3.4
	
	defense 
	S

	3347
	gi|357446161
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	0.004
	3
	
	defense 
	S

	2692
	gi|922340429
	allergen Pru protein, putative [Medicago truncatula]
	9.88·10-04
	1.7
	C:extracellular region; C:cytoplasmic membrane-bounded vesicle; F:2-amino-4-hydroxy-6-hydroxymethyldihydropteridine diphosphokinase activity; F:dihydroneopterin aldolase activity; P:metabolic process
	defense
	S

	2700
	gi|922340429
	allergen Pru protein, putative [Medicago truncatula]
	0.001
	1.7
	C:extracellular region; C:cytoplasmic membrane-bounded vesicle; F:2-amino-4-hydroxy-6-hydroxymethyldihydropteridine diphosphokinase activity; F:dihydroneopterin aldolase activity; P:metabolic process
	defense
	S

	2627
	gi|922401937 |
	allergen Pru protein, putative [Medicago truncatula]
	7.70·10-05
	1.9
	C:extracellular region; C:cytoplasmic membrane-bounded vesicle; F:2-amino-4-hydroxy-6-hydroxymethyldihydropteridine diphosphokinase activity; F:dihydroneopterin aldolase activity; P:metabolic process
	defense
	S

	2665
	gi|922401937
	allergen Pru protein, putative [Medicago truncatula]
	0.005
	1.6
	C:extracellular region; C:cytoplasmic membrane-bounded vesicle; F:2-amino-4-hydroxy-6-hydroxymethyldihydropteridine diphosphokinase activity; F:dihydroneopterin aldolase activity; P:metabolic process
	defense
	S

	2574
	gi|922383588
	bark storage-like protein [Medicago truncatula]
	0.019
	1.5
	nitrogen storage
	nutrient reserve 
	/

	2853
	gi|357511665
	rhicadhesin receptor [Medicago truncatula]
	9.92·10-04
	3.3
	F:manganese ion binding; F:nutrient reservoir activity
	nutrient reserve
	S

	2636
	gi|357476371
	class III peroxidase [Medicago truncatula]
	0.014
	3.7
	F:peroxidase activity; F:heme binding; P:response to oxidative stress; P:oxidation-reduction process
	oxidation-reduction process
	S

	2588
	gi|357452881
	lignin biosynthetic peroxidase [Medicago truncatula]
	3.13·10-04
	4.9
	F:peroxidase activity; F:heme binding; P:response to oxidative stress; P:oxidation-reduction process
	oxidation-reduction process
	S

	2564
	gi|13992528
	peroxidase2 [Medicago sativa]
	0.006
	2.7
	F:peroxidase activity; F:heme binding; P:response to oxidative stress; P:oxidation-reduction process
	oxidation-reduction process
	S

	2597
	gi|13992528
	peroxidase2 [Medicago sativa]
	0.004
	2.6
	F:peroxidase activity; F:heme binding; P:response to oxidative stress; P:oxidation-reduction process
	oxidation-reduction process
	S

	2609
	gi|13992528
	peroxidase2 [Medicago sativa]
	0.009
	2.2
	F:peroxidase activity; F:heme binding; P:response to oxidative stress; P:oxidation-reduction process
	oxidation-reduction process
	S

	2624
	gi|13992528
	peroxidase2 [Medicago sativa]
	2.67·10-04
	1.9
	F:peroxidase activity; F:heme binding; P:response to oxidative stress; P:oxidation-reduction process
	oxidation-reduction process
	S

	2718
	gi|13992528
	peroxidase2 [Medicago sativa]
	0.025
	3.8
	F:peroxidase activity; F:heme binding; P:response to oxidative stress; P:oxidation-reduction process
	oxidation-reduction process
	s

	2250
	gi|922327497
	eukaryotic aspartyl protease family protein [Medicago truncatula]
	9.44·10-05
	2.8
	F:aspartic-type endopeptidase activity; P:proteolysis
	proteolysis
	C

	2251
	gi|922327497
	eukaryotic aspartyl protease family protein [Medicago truncatula]
	5.41·10-05
	4.4
	
	proteolysis
	C

	2262
	gi|922327497
	eukaryotic aspartyl protease family protein [Medicago truncatula]
	1.71·10-05
	5.2
	F:aspartic-type endopeptidase activity; P:proteolysis
	proteolysis
	C

	2285
	gi|922327497
	eukaryotic aspartyl protease family protein [Medicago truncatula]
	1.92·10-04
	5.8
	
	proteolysis
	C

	2298
	gi|922327497
	eukaryotic aspartyl protease family protein [Medicago truncatula]
	4.05·10-05
	4.4
	F:aspartic-type endopeptidase activity; P:proteolysis
	proteolysis
	C

	2228
	gi|922327497
	eukaryotic aspartyl protease family protein [Medicago truncatula]
	0.001
	2.9
	F:aspartic-type endopeptidase activity; P:proteolysis
	proteolysis
	C

	2887
	gi|922383917
	papain family cysteine protease [Medicago truncatula]
	2.66·10-04
	1.6
	
	proteolysis
	S
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Table S1-6 C: all identified proteins in the LiCl fractions of the cell wall from alfalfa stems with a significant abundance change
	spot#
	gi-number
	annotatio
	p-value
	fold-change
	biological function
	functional classification
	TargetP

	lower abundant 

	1429
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.019
	1.7
	
	cell wall modification
	S

	1439
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	1.91·10-04
	1.7
	
	cell wall modification
	S

	1440
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	2.49·10-04
	1.9
	
	cell wall modification
	S

	1441
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	4.81·10-04
	1.6
	
	cell wall modification
	S

	1459
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	1.79·10-04
	1.8
	
	cell wall modification
	S

	1590
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.001
	1.7
	
	cell wall modification
	S

	1612
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	4.77·10-04
	1.7
	
	cell wall modification
	S

	1716
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	2.07·10-04
	1.9
	
	cell wall modification
	S

	1720
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	4.76·10-04
	1.9
	
	cell wall modification
	S

	1798
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.002
	1.7
	
	cell wall modification
	S

	1809
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	4.83·10-04
	2.1
	
	cell wall modification
	S

	1819
	gi|922335981
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.002
	2.1
	
	cell wall modification
	S

	1619
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.001
	1.8
	
	cell wall modification
	S

	1701
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.001
	2
	
	cell wall modification
	s

	1722
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	5.72·10-04
	2.1
	
	cell wall modification
	S

	1715
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.001
	1.8
	
	cell wall modification
	S

	1482
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	7.15·10-04
	1.8
	
	cell wall modification
	S

	1712
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.002
	1.7
	
	cell wall modification
	S

	1617
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.002
	1.8
	
	cell wall modification
	S

	1613
	gi|922335979
	polygalacturonase non-catalytic protein [Medicago truncatula]
	0.009
	1.6
	
	cell wall modification
	S

	2423
	gi|2951684
	lectin [Medicago sativa]
	0.022
	1.8
	integral component of membrane, mannose binding,  metal ion binding
	defense
	S

	2513
	gi|169147017
	putative thaumatin-like protein [Medicago truncatula var. truncatula]
	0.011
	1.6
	plant-type cell wall, plasmodesma, cytokinesis by cell plate formation, plant-type cell wall organization,  cell wall modification
	defense 
	/

	585
	gi|502156424
	PREDICTED: germin-like protein subfamily 3 member 1 [Cicer arietinum]
	0.003
	2.2
	manganese ion binding, nutrient reservoir activity, oxalate decorboxylase activity
	nutrient reserve
	S

	16
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	1.60·10-04
	2.1
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	43
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	3.68·10-04
	2.2
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	111
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	3.03·10-04
	2.2
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	150
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	2.49·10-04
	2.2
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	191
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	4.09·10-04
	2.1
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	287
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	4.32·10-04
	2.2
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	357
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	3.64·10-04
	2.2
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	426
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	0.003
	2.2
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	2539
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	3.43·10-04
	2
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	602
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	7.25·10-04
	2.1
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	881
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	0.008
	2
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	87
	gi|357513969 
	auxin-binding protein ABP19a [Medicago truncatula]
	3.08·10-04
	2.2
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	561
	gi|357513969
	auxin-binding protein ABP19a [Medicago truncatula]
	7.63·10-04
	2.2
	extracellular region, cell wall, extracellular matrix, manganese ion binding, nutrient reservoir activity, oxalate decarboxylase activity, stomatal complex morphogenesis, cellular cation homeostasis, oxalate metabolic process,  divalent metal ion transport
	nutrient reserve
	S

	higher abundant

	2085
	gi|922329699 
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	6.25·10-04
	2.4
	chitinase activity, chitin binding, polysaccharide catabolic process, chitin catabolic process, defense response,  cell wall macromolecule catabolic process
	defense
	S

	2086
	gi|922329699 
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	0.003
	2.4
	chitinase activity, chitin binding, polysaccharide catabolic process, chitin catabolic process, defense response,  cell wall macromolecule catabolic process
	defense
	S

	2719
	gi|922347233 
	Chitinase / Hevein / PR-4 / Wheatwin2 [Medicago truncatula]
	6.27·10-04
	2.3
	ribonuclease activity, chitin binding, defense response to fungus, incompatible interaction, response to nitrate, nitrate transport, defense response to bacterium,  RNA phosphodiester bond hydrolysis
	defense
	S

	2160
	gi|298364452 
	chitinase [Medicago sativa]
	1.96·10-04
	1.9
	chitinase activity, chitin binding, polysaccharide catabolic process, chitin catabolic process, defense response,  cell wall macromolecule catabolic process
	defense
	S

	2336
	gi|1800141
	class I chitinase [Medicago sativa]
	1.57·10-04
	3.1
	integral component of membrane, chitinase activity, chitin binding, carbohydrate metabolic process, chitin catabolic process,  cell wall macromolecule catabolic process
	defense
	S

	2511
	gi|922375020
	legume lectin beta domain protein [Medicago truncatula]
	0.015
	2.9
	F:carbohydrate binding
	defense
	S

	2568
	gi|922338021
	pathogenesis-related thaumatin family protein [Medicago truncatula]
	0.001
	2.7
	P:defense response to bacterium, incompatible interaction; P:defense response to fungus, incompatible interaction
	defense
	S

	2790
	gi|357446161
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	0.002
	4.2
	
	defense 
	S

	2811
	gi|357446161
	CAP, cysteine-rich secretory protein, antigen 5 [Medicago truncatula]
	0.001
	0.001
	
	defense 
	S

	2582
	gi|922407517
	plant basic secretory protein (BSP) family protein [Medicago truncatula]
	0.006
	1.7
	
	defense
	S

	2578
	gi|922407517
	plant basic secretory protein (BSP) family protein [Medicago truncatula]
	0.005
	1.5
	
	defense
	S

	1494
	gi|357440775 
	xyloglucanase-specific endoglucanase inhibitor protein [Medicago truncatula]
	2.54·10-04
	2.1
	aspartic-type endopeptidase activity,  proteolysis
	cell wall modification
	S

	1495
	gi|357440775 
	xyloglucanase-specific endoglucanase inhibitor protein [Medicago truncatula]
	1.94·10-04
	1.9
	aspartic-type endopeptidase activity,  proteolysis
	cell wall modification
	S

	1487
	gi|357440775
	xyloglucanase-specific endoglucanase inhibitor protein [Medicago truncatula]
	1.99·10-04
	2.3
	aspartic-type endopeptidase activity,  proteolysis
	cell wall modification
	S

	1767
	gi|537317
	peroxidase [Medicago sativa]
	0.002
	1.8
	extracellular region, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	1770
	gi|537317
	peroxidase [Medicago sativa]
	0.011
	2
	extracellular region, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	1771
	gi|537317
	peroxidase [Medicago sativa]
	0.004
	1.9
	extracellular region, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	2065
	gi|922352417
	peroxidase family protein [Medicago truncatula]
	0.002
	2.8
	extracellular region, plant-type cell wall, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, plant-type cell wall organization, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	2066
	gi|922352417 
	peroxidase family protein [Medicago truncatula]
	0.005
	2.6
	extracellular region, plant-type cell wall, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, plant-type cell wall organization, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	2078
	gi|922352417 
	peroxidase family protein [Medicago truncatula]
	9.46·10-05
	2.7
	extracellular region, plant-type cell wall, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, plant-type cell wall organization, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	2079
	gi|922352417
	peroxidase family protein [Medicago truncatula]
	6.09·10-04
	3.1
	extracellular region, plant-type cell wall, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, plant-type cell wall organization, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	2123
	gi|922352417
	peroxidase family protein [Medicago truncatula]
	6.88·10-05
	2.9
	extracellular region, plant-type cell wall, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, plant-type cell wall organization, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	2204
	gi|357491415 
	class III peroxidase [Medicago truncatula]
	0.003
	3.1
	extracellular region, peroxidase activity, heme binding, metal ion binding, response to oxidative stress, hydrogen peroxide catabolic process,  oxidation-reduction process
	oxidation-reduction process
	S

	2978
	gi|357454305 
	60S ribosomal protein L18a-3 [Medicago truncatula]
	0.016
	1.7
	cytosolic large ribosomal subunit, structural constituent of ribosome,  translation
	protein synthesis
	/

	2382
	gi|357437719
	papain family cysteine protease [Medicago truncatula]
	0.001
	3.4
	cystein type peptidase activity, hydrolase, protease, thiol protease
	proteolysis
	S
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Table S1-6 D: all identified proteins of the soluble protein fractions of the stems from alfalfa stems with a significant abundance change
	spot#
	gi-number
	annotation
	p-value
	fold-change
	biological function
	functional classification
	TargetP

	lower abundance 

	3213
	gi|357506141
	ferritin [Medicago truncatula]
	1.74·10-05
	1.8
	cell, ferroxidase activity, ferric iron binding, iron ion transport, cellular iron ion homeostasis,  oxidation-reduction process
	oxidation-reduction process
	C

	3266
	gi|357468557
	ferritin [Medicago truncatula]
	1.82·10-04
	1.9
	cell, ferroxidase activity, ferric iron binding, iron ion transport, cellular iron ion homeostasis,  oxidation-reduction process
	oxidation-reduction process
	C

	3263
	gi|357492793
	ferritin [Medicago truncatula]
	1.38·10-04
	1.7
	cell, ferroxidase activity, ferric iron binding, iron ion transport, cellular iron ion homeostasis,  oxidation-reduction process
	oxidation-reduction process
	C

	3869
	gi|357467117
	plastocyanin [Medicago truncatula]
	0.02
	2
	chloroplast thylakoid membrane, copper ion binding, electron carrier activity,  oxidation-reduction process
	oxidation-reduction process
	C

	higher abundant

	1988
	gi|357449039
	alpha-L-arabinofuranosidase/beta-D-xylosidase [Medicago truncatula]
	0.036
	1.6
	F:hydrolase activity, hydrolyzing O-glycosyl compounds; P:carbohydrate metabolic process
	carbohydrate metabolic process
	S

	3648
	gi|357449125
	ABA-responsive protein [Medicago truncatula]
	5.85·10-04
	2.7
	defense response,  response to biotic stimulus
	defense
	/

	2673
	gi|922393331
	epoxide hydrolase-like protein [Medicago truncatula]
	7.07·10-04
	1.7
	hydrolase activity
	defense
	/

	3576
	gi|357486019
	polyketide cyclase/dehydrase and lipid transporter [Medicago truncatula]
	0.008
	2
	membrane, defense response, response to biotic stimulus,  mRNA modification
	defense
	/

	2684
	gi|922329699
	Chitinase (Class Ib) / Hevein [Medicago truncatula]
	7.81·10-04
	2.6
	
	defense
	S

	3107
	gi|922396429
	chitinase [Medicago truncatula]
	7.91·10-04
	3.5
	
	defense
	S

	3098
	gi|357443753
	chitinase [Medicago truncatula]
	0.006
	1.6
	
	defense
	S

	3127
	gi|357443753
	chitinase [Medicago truncatula]
	0.006
	1.6
	
	defense
	S

	3064
	gi|228204925
	chitinase class III-1 [Medicago sativa]
	2.44·10-04
	3.6
	chitinase activity,  carbohydrate metabolic process
	defense
	S

	2919
	gi|1800141
	class I chitinase [Medicago sativa]
	0.008
	1.9
	integral component of membrane, chitinase activity, chitin binding, carbohydrate metabolic process, chitin catabolic process,  cell wall macromolecule catabolic process
	defense
	S

	2939
	gi|1800141
	class I chitinase [Medicago sativa]
	6.22·10-04
	3.3
	
	defense
	S

	2945
	gi|1800141
	class I chitinase [Medicago sativa]
	0.018
	2.4
	
	defense
	S

	2946
	gi|1800141
	class I chitinase [Medicago sativa]
	0.01
	1.8
	
	defense
	S

	3299
	gi|922407517
	plant basic secretory protein (BSP) family protein [Medicago truncatula]
	0.042
	1.6
	
	defense
	S

	3581
	gi|685294656
	PREDICTED: pathogenesis-related protein 1-like [Brassica rapa]
	0.009
	3
	
	defense
	S

	1609
	gi|922351471
	cobalamin-independent methionine synthase [Medicago truncatula]
	0.017
	1.5
	extracellular region, cytosol, 5-methyltetrahydropteroyltriglutamate-homocysteine S-methyltransferase activity, zinc ion binding, methionine synthase activity, methionine biosynthetic process, methylation,  homocysteine metabolic process
	metabolic process
	 /

	1513
	gi|3915046
	RecName: Full=Sucrose synthase; AltName: Full=Sucrose-UDP glucosyltransferase [Medicago sativa]
	0.014
	1.9
	sucrose synthase activity,  sucrose metabolic process
	metabolic process
	/

	1527
	gi|3915046
	RecName: Full=Sucrose synthase; AltName: Full=Sucrose-UDP glucosyltransferase [Medicago sativa]
	0.029
	1.7
	sucrose synthase activity,  sucrose metabolic process
	metabolic process
	/

	3037
	gi|357511665
	rhicadhesin receptor [Medicago truncatula]
	0.001
	1.6
	extracellular region, manganese ion binding,  nutrient reservoir activity
	nutrient reserve
	S

	1442
	gi|357513815
	seed linoleate 9S-lipoxygenase [Medicago truncatula]
	0.018
	1.5
	oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen, metal ion binding, oxylipin biosynthetic process,  oxidation-reduction process
	oxidation-reduction process
	/

	1452
	gi|357513815
	seed linoleate 9S-lipoxygenase [Medicago truncatula]
	0.009
	1.7
	oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen, metal ion binding, oxylipin biosynthetic process,  oxidation-reduction process
	oxidation-reduction process
	/

	1454
	gi|357513815
	seed linoleate 9S-lipoxygenase [Medicago truncatula]
	0.015
	1.8
	oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen, metal ion binding, oxylipin biosynthetic process,  oxidation-reduction process
	oxidation-reduction process
	/

	1459
	gi|357513815
	seed linoleate 9S-lipoxygenase [Medicago truncatula]
	0.006
	1.8
	oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen, metal ion binding, oxylipin biosynthetic process,  oxidation-reduction process
	oxidation-reduction process
	/

	3633
	gi|1012209594
	PREDICTED: glycine-rich RNA-binding protein-like [Arachis duranensis]
	0.004
	2.6
	
	protein synthesis
	/

	3645
	gi|1012209594
	PREDICTED: glycine-rich RNA-binding protein-like [Arachis duranensis]
	0.005
	3.1
	
	protein synthesis
	/

	3551
	gi|922403984
	peptidyl-prolyl cis-trans isomerase [Medicago truncatula]
	0.026
	1.5
	chloroplast stroma, peptidyl-prolyl cis-trans isomerase activity, peptide binding, protein peptidyl-prolyl isomerization,  protein folding
	protein synthesis
	C
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